
Accepted Manuscript

Pulmonary Sarcoidosis is Associated With Exosomal Vitamin D-Binding Protein and
Inflammatory Molecules

Maria-Jose Martinez-Bravo, PhD, Casper J.E. Wahlund, MSc, Khaleda Rahman Qazi,
PhD, Robert Moulder, PhD, Ana Lukic, MSc, Olof Rådmark, Prof, Riitta Lahesmaa,
Prof, Johan Grunewald, Prof, Anders Eklund, Prof, Susanne Gabrielsson, Assoc.Prof

PII: S0091-6749(16)30850-8

DOI: 10.1016/j.jaci.2016.05.051

Reference: YMAI 12299

To appear in: Journal of Allergy and Clinical Immunology

Received Date: 29 January 2016

Revised Date: 18 May 2016

Accepted Date: 31 May 2016

Please cite this article as: Martinez-Bravo M-J, Wahlund CJE, Qazi KR, Moulder R, Lukic A, Rådmark
O, Lahesmaa R, Grunewald J, Eklund A, Gabrielsson S, Pulmonary Sarcoidosis is Associated With
Exosomal Vitamin D-Binding Protein and Inflammatory Molecules, Journal of Allergy and Clinical
Immunology (2016), doi: 10.1016/j.jaci.2016.05.051.

This is a PDF file of an unedited manuscript that has been accepted for publication. As a service to
our customers we are providing this early version of the manuscript. The manuscript will undergo
copyediting, typesetting, and review of the resulting proof before it is published in its final form. Please
note that during the production process errors may be discovered which could affect the content, and all
legal disclaimers that apply to the journal pertain.

http://dx.doi.org/10.1016/j.jaci.2016.05.051


M
ANUSCRIP

T

 

ACCEPTE
D

ACCEPTED MANUSCRIPT

1 
 

PULMONARY SARCOIDOSIS IS ASSOCIATED WITH EXOSOMAL VITAMIN 1 

D-BINDING PROTEIN AND INFLAMMATORY MOLECULES 2 

Maria-Jose Martinez-Bravo PhD1#, Casper J.E. Wahlund MSc1#, Khaleda Rahman Qazi PhD1, Robert Moulder 3 
PhD2, Ana Lukic MSc3, Olof Rådmark Prof3, Riitta Lahesmaa Prof2, Johan Grunewald Prof4, Anders Eklund 4 
Prof4 and Susanne Gabrielsson Assoc.Prof1 5 

# These authors contributed equally. 6 
 7 
1 Unit for Immunology and Allergy, Karolinska Institutet and Karolinska University Hospital, Stockholm, 8 
Sweden. 9 
2Turku Centre for Biotechnology, University of Turku, Turku, Finland. 10 
3Department of Medical Biochemistry and Biophysics, Division of Physiological Chemistry II, Karolinska 11 
Institutet, University Hospital, Solna, Stockholm, Sweden. 12 
4Respiratory Unit, Karolinska Institutet and University Hospital, Stockholm, Sweden. 13 

 14 

AUTHOR CONTRIBUTION 15 

Conceived and designed the experiments: S.G., K.R.Q., J.G., A.E., C.J.E.W and R.M. Performed the 16 

experiments: K.R.Q., R.M., M.J.M.B., C.J.E.W and A.L. Analyzed the data: M.J.M.B., R.M. and C.J.E.W. 17 

Recruited patients and samples: S.G., J.G. and A.E. Wrote the paper, all authors. 18 

 19 

CORRESPONDING AUTHOR 20 

Susanne Gabrielsson 21 

Unit for Immunology and Allergy, Department of Medicine Solna, Karolinska Institutet and Karolinska 22 
University Hospital 23 
L2:04, SE-17176 Stockholm, Sweden 24 
Tel. +46 8 517 764 41 25 
E-mail: Susanne.Gabrielsson@ki.se 26 

 27 

 28 

29 



M
ANUSCRIP

T

 

ACCEPTE
D

ACCEPTED MANUSCRIPT

2 
 

ABSTRACT 30 

BACKGROUND: Sarcoidosis is an inflammatory granulomatous disorder characterized by 31 

accumulation of Th-1 type CD4+ T cells and immune-effector cells within the affected organs, 32 

most frequently the lungs. Exosomes are extracellular vesicles conveying intercellular 33 

communication, with possible diagnostic and therapeutic applications. 34 

OBJECTIVES: We have aimed to provide an understanding of the pro-inflammatory role of 35 

bronchoalveolar lavage fluid (BALF) exosomes in sarcoidosis, and to find candidates for 36 

disease biomarkers. 37 

METHODS: We performed a mass spectrometric proteomics characterization of BALF 38 

exosomes from 15 sarcoidosis patients and 5 healthy controls, and verified the most 39 

interesting results with flow cytometry, ELISA and western blot analyses in an additional 39 40 

patients and 22 controls.  41 

RESULTS: More than 690 proteins were identified in the BALF exosomes, several of which 42 

displayed significant upregulation in patients, including inflammation-associated proteins 43 

such as Leukotriene A4 Hydrolase. Most of the complement-activating factors were 44 

upregulated, whereas the complement-regulatory CD55 was lower in patients compared to 45 

healthy controls. In addition, we detected for the first time Vitamin D binding protein (VDBP) 46 

in BALF exosomes, which was more abundant in patients. To evaluate exosome-associated 47 

VDBP as a biomarker for sarcoidosis, we investigated plasma exosomes from 23 patients and 48 

11 healthy controls and found significantly higher expression in patients.  49 

CONCLUSION: Together, these data contribute to understanding the role of exosomes in lung 50 

disease, and provides suggestions for highly warranted sarcoidosis biomarkers. Further, the 51 

validation of an exosome-associated biomarker in the blood of patients opens up for novel, 52 

and less invasive, support for disease diagnosis. 53 

 54 
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CLINICAL IMPLICATIONS  58 

Sarcoidosis is associated with invasive diagnostic procedures, and exosomes represent 59 

potential new diagnostic and prognostic biomarkers. These data also contribute to the 60 

understanding of the inflammatory properties of exosomes. 61 

CAPSULE SUMMARY 62 

Our clinical data resulting from proteomic analysis of BALF exosomes, followed by multiple-63 

technique validations contribute to understanding how exosomes contribute to inflammation 64 

in airway disease, and suggest novel diagnostic and prognostic markers for Sarcoidosis. 65 

INTRODUCTION 66 

Sarcoidosis is an inflammatory granulomatous disorder, affecting mostly the lungs. 67 

Spontaneous remission often occurs, although around one-third of the cases develop chronic 68 

disease, which may be fatal [1, 2]. The etiology of sarcoidosis is not yet fully understood, but 69 

immunologic evidence and its geographical variation have suggested causes including 70 

infection, occupational exposure, as well as genetic factors. The presence of clonal Th1-like 71 

CD4+ T cells, macrophages, and immune-effector cells within affected organs suggests an 72 

antigen-driven autoimmune disease [3]. Autoantigens, such as vimentin and ATP-synthase, 73 

have been identified as targets for expanded T cell clones in the lung [4], and other data 74 

suggest roles of microorganisms, on account of  the T cell reactivity against mycobacteria-75 

derived mKatG [5]. 76 
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Exosomes are 30-150 nm vesicles derived from endosomal compartments, which act as 77 

messengers between cells [6] and can either stimulate or inhibit immune cells, depending on 78 

their cellular origin [7]. Dendritic cell exosomes can stimulate T cells [8, 9], and are 79 

promising cancer vaccine candidates [10, 11], but exosomes from the gut and cancer cells 80 

seem to inhibit the immune system [12, 13].  Exosomes have been found in most body fluids 81 

including breast milk [14] and plasma [15], and are likely to play physiological roles, and 82 

have potential as disease biomarkers. We have previously found exosomes in bronchoalveolar 83 

lavage fluid (BALF) of healthy individuals [16], and shown in functional studies that 84 

sarcoidosis patient BALF is enriched in pro-inflammatory exosomes and can induce 85 

production of interferon gamma and interleukin-8 in vitro [17]. In further functional studies, 86 

we have shown that macrophage and dendritic cell-derived exosomes carry leukotriene 87 

pathway components and have migration-inducing capacities [18], suggesting that exosomes 88 

may contribute to airway remodelling. We have also established that BALF exosomes in 89 

asthmatic patients carry leukotriene-forming enzymes and functionally induce production of 90 

cytokines and leukotrienes [19]. Recently, it was also found that exosomes promote the 91 

chemotaxis of neutrophils by transporting leukotriene B4 [20]. Taken together, the 92 

accumulating evidence points to a role of exosomes in leukotriene-mediated intercellular 93 

communication, possibly with implications in airway disease. 94 

In view of the latter evidence, we aimed at thoroughly dissecting disease-associated 95 

components of BALF exosomes from sarcoidosis patients. We conducted a full proteomic 96 

analysis of the exosomal contents, followed by validations of the most interesting results 97 

using flow cytometry, ELISA, Western blot and nanoparticle tracking analysis. We detected 98 

clear proteomic differences between exosomes from sarcoidosis patients and controls, with 99 

pro-inflammatory and immune system activation pathway components more abundant in 100 

patient exosomes. Several of the proteomic findings, including an increase in leukotriene-101 
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forming enzymes, were successfully validated by several techniques, as were a number of 102 

potential biomarkers. These findings indicate the importance of future investigations of the 103 

role of these proteins on exosomes in sarcoidosis, but also as disease biomarkers to support 104 

the invasive and circumstantial diagnostic procedures of sarcoidosis patients. 105 

106 
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MATERIALS AND METHODS 107 

Study subjects 108 

BALF from 44 sarcoidosis patients (median age 46, 52% males, and 11% smokers), three 109 

fibrosis patients, two asthma patients and one alveolitis patient was obtained as part of routine 110 

diagnostic investigations at Karolinska Hospital, Sweden. Sarcoidosis diagnoses were 111 

established according to WASOG guidelines [21], based on typical clinical signs, biopsies 112 

showing non-caseating granuloma formation, and chest radiographic findings compatible with 113 

sarcoidosis. The diagnoses were further supported by differential BALF cell counts, BALF 114 

CD4/CD8 ratio and by ruling out other causes of these observations. Patients with Löfgren´s 115 

syndrome (n=9) were identified by acute onset of the disease with fever, erythema nodosum, 116 

and/or ankle arthritis, and bilateral hilar lymphomas with or without concomitant 117 

parenchymal infiltrates. None of the patients had received any kind of immunosuppressant 118 

therapy at the time of bronchoscopy. Healthy controls (n=22, median age 27, 68% males, and 119 

14% smokers) free of medication, with normal chest X-ray, blood cell counts and electrolytes 120 

volunteered for BAL. No participants showed signs of respiratory infection at least four 121 

weeks prior to the bronchoscopy. All the subjects showed normocalcemia at the time of 122 

bronchoscopy, which is reported together with the other characteristics of the patients, 123 

including smoking habits, X-ray stages, serum calcium and ACE levels, where available (See 124 

Table E1 in this article´s Online Repository at www.jacionline.com). All subjects gave 125 

informed consent adhering to protocols approved by the regional ethics committee. 126 

Exosome isolation from BALF and blood 127 

BAL was performed as described previously [22]. The BALF was strained through a double 128 

layer of Dacron nets (Millipore, Bedford, Ireland), and centrifuged at 400g for 10 min at 4°C. 129 

Cell viability was determined by Trypan blue exclusion and was always >90%. BALF 130 
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exosomes were isolated by differential centrifugation as described elsewhere [17]. Plasma 131 

exosomes were isolated by centrifuging whole blood at 600g for 10 min, the supernatant was 132 

further centrifuged at 20,000g for 20 minutes. This supernatant was filtered through a 0.22µm 133 

filter and ultracentrifuged at 140,000g for 90 minutes, the pellet was then washed in PBS. 134 

Sample preparation and iTRAQ labeling 135 

Isobaric tags for relative and absolute quantification (iTRAQ) reagents and buffers were 136 

obtained from AB Sciex. Additional reagents, including triethyl ammonium bicarbonate 137 

(TEAB), LC-MS grade acetonitrile and methyl methanethiosulfonate (MMTS) were obtained 138 

from Sigma. Sequence grade trypsin was used for protein digestion (Promega, Madison, WI, 139 

USA). All aqueous solutions were prepared using water from a MilliQ-water purification 140 

system. BALF exosomes were prepared for proteomic analysis as previously described [14], 141 

with modifications to accommodate for labeling with 8-plex iTRAQ reagents (ABSciex), as 142 

described in Online Repository including sample labelling (see Table E3 in this article´s 143 

Online Repository at www.jacionline.com). 144 

LC-MS/MS 145 

An Orbitrap-Velos coupled with an EasyNano-LC (Thermo Scientific) was used for LC-146 

MS/MS. Additional analyses were made with QSTAR-Elite (AB Sciex) together with an 147 

Ultimate 3000 capillary LC (Dionex). The data were directly analyzed using ProteinPilot™ 148 

software and the Paragon™ identification algorithm with a human Swiss-Prot database 149 

(Release 18/08/2011, 20245 entries). 150 

Flow cytometry 151 

To characterize the exosomes based on original BALF volume, 4.5 µm anti-human HLA-DR 152 

beads (Clone HKB-1, Dynal®, Oslo, Norway) were coated with BALF exosomes 153 
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corresponding to 6 ml of the original BALF volume per µl beads, and stained with FITC-154 

conjugated antibodies to HLA-DR, HLA-ABC, CD9, CD54, CD63, CD81, CD86, DC-SIGN 155 

(BD Biosciences, San Diego, CA, USA) or MUC-1 (Abcam Ltd, Cambridge, MA, USA), as 156 

previously described  [17]. 157 

For validation of the iTRAQ results, where exosomal quantities were based on total protein 158 

contents, 2 µg of BALF exosomes were added per µl of 4 µm latex beads (Molecular Probes, 159 

Paisley, UK) coated with anti-human CD63 (BD Biosciences, San Diego, CA, USA) and 160 

stained with HLA-DR-FITC, CD63-PE, CD55-FITC (BD Biosciences) or C3-PE (LSBio 161 

LifeSpan Bioscience, Inc., Seattle, WA, USA) or with isotype-matched controls. Samples 162 

were analyzed by a BD Biosciences FACSCalibur™ and FlowJo software (TreeStar, San 163 

Carlos, CA).  164 

Western blot for leukotriene pathway proteins and complement C3 165 

Methods for Western blots (WB) for detection of leukotrienes and complement C3 are found 166 

in the Online Repository (see detailed methods in this article´s Online Repository at 167 

www.jacionline.com). 168 

ELISA for Vitamin D-binding protein 169 

To quantify exosome-associated VDBP, BALF exosomes from 14 patients, 13 healthy 170 

controls and 6 non-sarcoidosis lung disorder patients (3 with fibrosis, 2 asthma, 1 alveolitis) 171 

were analyzed using an ELISA kit according to the manufacturer’s protocols (R&D Systems, 172 

Minneapolis, MN, USA). Both plasma and exosomes isolated from the plasma of 23 patients 173 

and 11 healthy controls were analyzed in the same manner. 174 

Sucrose gradient separation of exosomes 175 
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Since VDBP has not been reported associated with exosomes before, we confirmed this by 176 

analysing VDBP in exosome fractions isolated by sucrose gradient centrifugation. BALF 177 

exosomes from 5 sarcoidosis patients were pooled and separated on a continuous sucrose 178 

gradient (0.25-2 mM sucrose and 20 mM HEPES/NaOH, pH 7.4) (Sigma-Aldrich, St Louis, 179 

MO, USA), by centrifugation for 20 h at 17,900g at 4ºC. Fraction densities were determined 180 

by refraction index measurements. Each fraction was ultracentrifuged at 100,000g for 35 min 181 

to pellet the exosomes for detection of VDBP by ELISA, as described above. 182 

Nanoparticle tracking analysis 183 

To relate the quantities of exosomes between patients and healthy individuals, nanoparticle 184 

tracking analysis (NTA) was used, for method description see detailed methods in this 185 

article´s Online Repository at www.jacionline.com. 186 

Bioinformatics and statistical analyses 187 

The Reproducibility-Optimised Test Statistic (ROTS) [23] was initially used to analyse the 188 

iTRAQ determined protein abundances between the healthy subjects and Sarcoidosis patients. 189 

To identify differences between groups, either non-parametric Mann-Whitney test or Kruskal-190 

Wallis were performed using GraphPad Prism 5 (GraphPad Software, Inc. La Jolla, CA, 191 

USA). P<0.05 was considered significant. More details are found in the Online Repository 192 

(detailed methods are found in this article´s Online Repository at www.jacionline.com). 193 

 194 

195 
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RESULTS 196 

Isolation and characterization of exosomes from BALF 197 

In agreement with our previous findings [17], sarcoidosis BALF displayed total exosomal 198 

protein amounts greater than two times higher than BALF from healthy controls  (p<0.0001) 199 

(data not shown). Smoking status did not significantly affect the exosome protein amounts. 200 

Patient BALF cell phenotypes are displayed in Figure E3 in this article´s Online Repository at 201 

www.jacionline.com. 202 

Phenotype of exosomes analyzed in iTRAQ 203 

Exosomes from the 15 patients and 5 controls included in the iTRAQ analysis were coated to 204 

anti-MHC class II beads and analyzed by flow cytometry. These analyses detected the CD63 205 

and CD9 exosome markers (Figure 1A-B), as well as HLA-ABC (see Figure E1b in this 206 

article´s Online Repository at www.jacionline.com), on both patient and healthy control 207 

exosomes. The patient exosomes displayed significantly higher expressions of HLA-DR 208 

(p=0.0012) and CD54 (p=0.0052) (Figure 1C-D) compared to the healthy controls. This 209 

difference remained significant also when the Löfgren’s syndrome patients were excluded 210 

from the statistical analysis 211 

 212 

Identification of proteins in BALF exosomes by iTRAQ 213 

The proteomic profiles of exosomes from 15 patients and 5 healthy controls were analyzed by 214 

LC-MS/MS after labelling with iTRAQ reagents. On average 1400 proteins and 16,000 215 

peptides were detected in each of the three iTRAQ experiments performed, with the overall 216 

detection of 1479 proteins with two or more distinct peptides, at an estimated false discovery 217 

rate of 5 % (see this article´s Online Repository at www.jacionline.com). Although 840 218 
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proteins were detected in the exosome samples from all subjects (>1 peptide) 219 

(http://www.microvesicles.org [24]), we focused on a shorter list of 690 proteins for the 220 

statistical analysis, which was filtered to limit the influence of quantification measurements 221 

based on single values (See this article´s Online Repository at www.jacionline.com).  222 

To gain insight into the biological processes associated with the major changes in protein 223 

abundance, the DAVID bioinformatics tool was used. Enrichment and clustering analysis was 224 

made for the GO biological processes associated with the proteins altered more than two-fold 225 

between the patients and healthy controls. The complete list of GO biological processes are 226 

listed (see this article´s Online Repository at www.jacionline.com) and summarized in Figure 227 

2. Also, the list of proteins altered two-fold or more between patients and healthy controls are 228 

displayed (see Tables E2a and E2b in this article´s Online Repository at 229 

www.jacionline.com). 230 

 231 
A range of proteins were more abundant in patient exosomes, including glycoproteins 232 

involved in cell-cell interaction, lipopolysaccharide- and Vitamin D-binding protein (VDBP). 233 

Kininogen-1, lactotransferrin, prothrombin, serotransferrin, haptoglobulin and apolipoprotein 234 

B-100 were also increased in the patients. Patient exosomes further had a higher abundance of 235 

proteins involved in homeostasis and hemostasis, as well as inflammation, including 236 

membrane attack complex (MAC) proteins and enzymes involved in leukotriene metabolism. 237 

The four IgG subclasses and proteins related to activation of adaptive immunity were 238 

upregulated in patients. Hierarchical clustering of the iTRAQ results also highlighted the 239 

increase in complement system activators (Figure 3), including C3 in patients compared to 240 

controls (p=0.0012). Reversely, the abundance of complement decay-accelerating factor 241 

(CD55), a complement system inhibitor, was higher in the healthy controls (p=0.0045) 242 
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(Figure 4A). Amongst the proteins less abundant in patient exosomes were components from 243 

metabolic processes, such as ubiquitination and proteasome activation. 244 

Validation of iTRAQ results 245 

For the proteins highlighted in the iTRAQ analysis, a number of the most promising 246 

biomarker candidates and functionally interesting proteins were verified using other 247 

techniques. These targets included complement-related proteins, components of the 248 

leukotriene pathway and Vitamin D-binding protein. 249 

Complement-related proteins 250 

Flow cytometric analysis of C3 and CD55 on BALF exosomes from 12 patients and 9 healthy 251 

controls showed that the lower levels of CD55 seen by iTRAQ (Figure 4A) could be verified 252 

(Figure 4B, p=0.0016). Complement component C3, however, which was found by iTRAQ to 253 

be more abundant in patients (Figure 5A), showed no difference (p=0.456) (Figure 5B). 254 

However, as flow cytometric analysis detects only epitopes exposed on exosomal surfaces, 255 

western blot was used to investigate total C3 levels. The WB analysis showed that C3 was 256 

clearly present in patient exosomes, whilst barely detectable in healthy controls (Figure 5C). 257 

Proteins of the leukotriene pathway 258 

LTA 4 hydrolase (LTA4H) is a potent chemo-attractant for several types of leukocytes and the 259 

enzyme that converts LTA4 to LTB4. The iTRAQ data indicated that LTA4H was more 260 

abundant in patient exosomes (Figure 6A), and the WB analysis clearly verified this (Figure 261 

6B), showing a significantly higher band intensity in the sarcoidosis BALF exosomes 262 

compared to healthy exosomes (p=0.02, Figure 6C). On the other hand, 5-lipoxygenase (5-263 

LO), which catalyses formation of LTA4 from arachidonic acid, was found to be 1.3-fold 264 
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more abundant in healthy BALF exosomes by iTRAQ (see this article´s Online Repository at 265 

www.jacionline.com), which was validated with WB analysis (p=0.024) (Figure 6B).  266 

In keeping with our earlier findings [18] we demonstrated a more stable fluorescent signal in 267 

5-lipoxygenase-activating protein (FLAP) exosomes compared to β-actin, suggesting FLAP 268 

to be a more suitable reference protein for BALF exosomes. 269 

Vitamin D-binding protein 270 

Vitamin D dysregulation has been described in sarcoidosis, and we here present the first 271 

evidence associating exosomes to this topic. The iTRAQ analysis indicated a 2-fold 272 

upregulation of VDBP (see Table E2a in this article´s Online Repository at 273 

www.jacionline.com) in patient BALF exosomes compared to healthy individuals (p=0.0012) 274 

(Figure 7A). To validate these differences, we analyzed BALF exosomes from 14 sarcoidosis 275 

patients, 13 controls and 6 patients with other lung diseases (three with fibrosis, two with 276 

asthma, one with alveolitis) by ELISA. We found significantly higher levels of VDBP in 277 

sarcoidosis patient exosomes compared to both healthy controls (Figure 7B) and the patients 278 

with lung disorders other than sarcoidosis (data not shown).  To further evaluate VDBP as a 279 

disease biomarker, we used ELISA to analyze VDBP in plasma from 23 patients and 11 280 

controls, but found slightly lower levels of VDBP in patients (Figure 7C). However, when 281 

investigating exosomes isolated from the plasma, a significantly higher level of VDBP was 282 

seen in the patients (Figure 7D), suggesting that disease-associated levels of VDBP are more 283 

distinct in exosomes compared to in whole plasma. This difference remained significant when 284 

the Löfgren’s syndrome patients were excluded from the statistical analysis.  285 

 Receiver operating characteristics (ROC) analysis of the plasma 286 

exosome-associated levels of VDBP gave an area under curve (AUC) of 0.83 (95% 287 

confidence interval of 0.69 to 0.97, p = 0.0024). On the basis if these data, if the 288 
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exosomal VDBP concentration would be used as a diagnostic test, a threshold 289 

concentration of 24.4 ng/ml, (based on the Youden index of the ROC curve), 290 

could be used to discriminate patients from healthy subjects with a sensitivity 291 

of 73.9% and a specificity of 81.2%, with positive and negative predictive 292 

values of 89% and 60%, respectively (see figure E5 in this article´s Online Repository at 293 

www.jacionline.com). However, further measurements from a wider cohort of cases and 294 

controls would be needed to robustly validate VDBP as a clinically applicable biomarker for 295 

sarcoidosis.  We also verified that VDBP is not simply co-pelleted with exosomes during 296 

centrifugation by detecting VDBP in the sucrose gradient-fraction corresponding to the 297 

exosomal density (see figure E2a in this article´s Online Repository at www.jacionline.com). 298 

Plasma exosome quantities were also compared between patients and healthy controls by 299 

nanoparticle tracking analysis (NTA), which showed no significant difference in vesicle 300 

concentrations between the groups (see figure E2b in this article´s Online Repository at 301 

www.jacionline.com). Plasma exosome levels of VDBP were also plotted against disease 302 

stage and the main BAL cell composition as well as spirometric data, however showing no 303 

correlations (see figure E4 in this article´s Online Repository at www.jacionline.com). 304 

 305 

 306 

 307 

308 
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DISCUSSION 309 

We have previously demonstrated in functional studies that BALF exosomes from sarcoidosis 310 

patients induce pro-inflammatory effects in PBMC and epithelial cells [17], and that asthma 311 

patients BALF exosomes when added to epithelial cells induce the production of IL-8 and 312 

leukotrienes [19]. To investigate possible mechanisms behind this pro-inflammatory role of 313 

exosomes in airway disease, we conducted the current study. We compared the proteome of 314 

BALF exosomes between sarcoidosis patients and healthy individuals by iTRAQ to screen for 315 

targets for further investigation. The most interesting results were verified by flow cytometry, 316 

ELISA and WB. These novel data demonstrate, for the first time, that VDBP is present on 317 

BALF exosomes, and significantly increased in sarcoidosis compared to healthy controls. A 318 

higher level of VDBP was also found in exosomes isolated from the plasma of sarcoidosis 319 

patients (23 patients vs. 11 healthy controls), strengthening the possibility of using exosome-320 

bound VDBP as a biomarker. We also show that exosomes from sarcoidosis patients carry 321 

leukotriene-forming enzymes, which is in keeping with our and others’ observations of 322 

exosome involvement in leukotriene pathways [17-20]. Complement factors and proteins 323 

involved in inflammatory processes were also increased in patients, as were proteins involved 324 

in innate and adaptive immune responses, protein maturation, hemostasis and homeostasis, 325 

which supports a pro-inflammatory role for exosomes in sarcoidosis and may explain their 326 

cytokine-inducing capacity, which we previously reported [17]. 327 

 328 

Previous studies have shown proteome profiles of total BALF, of lung disorder patients [25-329 

28], including sarcoidosis [29], but not BALF exosomes. In 2002, Magi et al. demonstrated 330 

that the protein composition of BALF in sarcoidosis patients has a more inflammatory protein 331 

profile, including calgranulin A and B, cyclophilin A, complement activators components and 332 

VDBP, when compared to idiopathic pulmonary fibrosis (IPF) patients [25]. In addition, 333 
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Sabounchi-Schütt et al. reported that sarcoidosis BALF samples had higher levels of proteins 334 

involved in immune responses and in inflammatory processes compared to healthy controls 335 

[26]. However, in our study, which to our knowledge is the first full proteomic analysis with 336 

validations of exosome proteins in BALF, the data suggest that exosomes may be more 337 

specific markers compared to the whole proteome. Complement activators, such as 338 

complement factor B, C1q, C1s, C1r, C2, C3, and membrane attack complex (MAC), showed 339 

higher relative abundance in patients, whereas complement inhibitory CD55 and CD59 were 340 

decreased. This may reflect a protective role of exosomes, which clear complement activators 341 

from cells in inflamed areas by removal of the MAC, possibly to protect surrounding cells 342 

from MAC attack [30, 31]. On the other hand, C3-fragment-containing exosomes may 343 

potentiate antigen-specific immune responses [32]. Taken together, the presence of 344 

complement activators and the low expression of inhibitors of the complement system suggest 345 

that BALF exosomes in sarcoidosis patients may play a modulatory role in the disease. The 346 

iTRAQ data indicated that the levels of C3 were more than two-fold higher in patients 347 

compared to healthy controls. Flow cytometry of the exosomes did not show the same trend, 348 

possibly due to a localization of C3 in exosomes inaccessible to flow cytometry antibodies. 349 

Indeed, WB analyses for C3 showed that whilst C3 was clearly present in the BALF 350 

exosomes from patients, it was barely detectable in the healthy controls, confirming the 351 

iTRAQ findings. This could be interpreted as that C3 is only accessible to recipient cells after 352 

internalization of exosomes. Intracellular C3 has been shown to sustain T cell homeostasis 353 

and mediate effector differentiation [33], and might therefore drive T cell activation and IFN-354 

γ production in these patients. The localization inside exosomes also suggests that C3 is 355 

loaded in exosomes during formation and not bound to them after production and release. 356 

 357 

 358 
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LTs are inflammatory mediators produced by oxidation of arachidonic acid through an 359 

enzymatic cascade initiated by 5-LO, mediating the epoxide formation by the LTA4 synthase 360 

activity [34]. The final product, LTA4, can be converted by LTA4H to proinflammatory 361 

leukotriene B4 [35]. Earlier studies have reported the presence of soluble LTA4H in human 362 

BALF with LTB4-producing capacities [36], and we have detected LTA4H in BALF 363 

exosomes from allergic asthmatic patients, while 5-LO levels were almost undetectable [19]. 364 

In the present study, both the iTRAQ results and the western blot analyses showed that 365 

LTA 4H was significantly more abundant in sarcoidosis BALF exosomes, while 5-LO was 366 

more abundant in controls. This apparently inverted pattern in patients compared with healthy 367 

individuals suggest an altered LT pattern in sarcoidosis, and warrants further investigations, 368 

especially given the amplitude of already available LT modifying drugs, possibly beneficial 369 

for sarcoidosis patients. Our previous findings of IL-8 induction by LT enzymes in asthma 370 

exosomes, and the observation of high levels of exosomes in sarcoidosis [17 and this study] 371 

suggests that these enzymes associated to exosomes may be conveying inflammatory signals 372 

also in sarcoidosis.  373 

 374 

Granulomas in sarcoidosis express high levels of 1α-hydroxylase, an enzyme that catalyses 375 

hydroxylation of 25-OH vitamin D to its active form, 1,25(OH)2 vitamin D [37], which has 376 

been found positively associated with sarcoidosis [38]. VBDP is the primary transporter of 377 

vitamin D and makes it available to specific tissues and cell types [39]. VDBP bound to 378 

complement component 5a also has a chemotactic effect on neutrophils and macrophages [40, 379 

41], and VDBP can act as a macrophage-activating factor (MAF) [42]. VDBP has been 380 

previously detected in sarcoidosis patient BALF [26, 29] and plasma [43], although not in 381 

connection with exosomes and not with any increase in the plasma. We found VDBP at two-382 

fold (by iTRAQ) higher levels in sarcoidosis patient BALF exosomes compared to healthy 383 
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individuals, and successfully validated these findings by ELISA and showed that VDBP was 384 

not increased in any of the subjects in a control group of non-sarcoidosis lung patients (three 385 

fibrosis patients, two with asthma and one with alveolitis). Diagnosing sarcoidosis is a 386 

circumstantial task and better diagnostic procedures are warranted. To evaluate exosome-387 

associated VDBP as a biomarker in blood, we therefore investigated exosomes isolated from 388 

sarcoidosis patient plasma, and found significantly higher levels of VDBP compared to in 389 

healthy controls. The higher levels of VDBP in sarcoidosis plasma exosomes are not 390 

attributed to increased numbers of exosomes, as shown by NTA, but rather enrichment for the 391 

protein in the exosomes. The fact that only exosome-associated, but not total VDBP levels 392 

were increased in patients further supports the use of exosomes as biomarkers, and if we will 393 

be able to select organ-specific exosomes (i.e. from the lung) for analysis we might increase 394 

specificity and sensitivity even further. 395 

 396 

 397 

In conclusion, the observed differences in exosome protein expression between sarcoidosis 398 

patients and healthy controls suggest a role for exosomes in several central inflammatory 399 

systems, including leukotriene pathways. These findings may help to clarify the progress or 400 

driving cause of sarcoidosis and provide new directions for its prophylaxis or treatment. We 401 

also highlight exosome-associated complement components and VDBP as candidates for 402 

sarcoidosis biomarkers. Diagnosing sarcoidosis is a complex task, and our finding that 403 

exosomes may carry disease biomarkers even in the plasma of patients, opens up the 404 

possibilities for both improved diagnostic and future studies on the implications of exosomes 405 

in sarcoidosis. 406 

 407 
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FIGURE LEGENDS 553 

 554 

Figure 1: Protein profiles of BALF exosomes captured by anti-MHC class II coated latex 555 

beads and analyzed by flow cytometry. A-B, Exosome-markers tetraspanin CD63 and CD9. 556 

C-D, Expressions of HLA-DR and CD54 on exosomes. MFI= mean fluorescence intensity 557 

normalized to isotype controls. Open circles are patients with Löfgren’s disease, closed circles 558 

repesent chronic sarcoidosis. *p<0.05, **p<0.01 by Mann-Whitney or Kruskal-Wallis test 559 

(the latter for Löfgren’s/non-Löfgren’s/healthy individuals). 560 

 561 

Figure 2: Summary of the biological processes affected in BALF exosomes from sarcoidosis 562 

patients compared to healthy controls as measured by iTRAQ. DAVID, a functional 563 

annotation clustering tool, was used to group relate biological processes. Annotation clusters 564 

with an up and down-regulated expression score > 2 are shown. 565 

 566 

Figure 3: Activating and inhibiting proteins involved in the complement cascade show a 567 

different profile in BALF exosomes in sarcoidosis patients and healthy controls as measured 568 

by ITRAQ. The abundance of the proteins is related to the internal control. Bars represent 569 

relative linear protein abundance in sarcoidosis patients and healthy controls. 570 

 571 

Figure 4: CD55 levels are lower in patient BALF exosomes than in healthy controls as 572 

measured by iTRAQ and flow cytometry. A, Relative abundance of CD55 compared to a 573 

pooled reference, measured by iTRAQ in sarcoidosis patients and healthy controls. B, CD55 574 

levels on exosomes bound to anti-CD63-coated beads and measured by flow cytometry 575 
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adjusted to isotype-matched control. Open circles are patients with Löfgren’s disease, closed 576 

circles represent chronic sarcoidosis. *p<0.05, **p<0.01 by Mann-Whitney or Kruskal-Wallis 577 

test (the latter for Löfgren’s/non-Löfgren’s/healthy individuals). 578 

 579 

Figure 5: Patient BALF exosomes carry more complement C3 compared to healthy controls. 580 

A, Relative abundance of C3 compared to an internal pooled reference measured by iTRAQ 581 

in sarcoidosis patients and healthy controls. B, C3 levels on exosomes bound to CD63-coated 582 

beads and measured by flow cytometry adjusted to isotype-matched control. C, Western Blot 583 

analysis of C3 in protein isolates from BALF exosomes of sarcoidosis patients (P1-P6) and 584 

healthy controls (H1-H5), MW = molecular weight marker. Before transfer, the gel was 585 

scanned for total protein contents, relative intensities correlating with protein amounts are 586 

plotted in percent of the strongest sample. Open circles represent patients with Löfgren’s 587 

disease, closed circles are patients with chronic sarcoidosis. *p<0.05, **p<0.01 by Mann-588 

Whitney or Kruskal-Wallis test (the latter for Löfgren’s/non-Löfgren’s/healthy individuals). 589 

 590 

Figure 6: BALF exosomes carry leukotriene pathway enzymes. A, LTA4H in BALF 591 

exosomes detected by iTRAQ in sarcoidosis patients and healthy individuals. Open circles 592 

represent Löfgren’s syndrome, closed circles represent patients with chronic sarcoidosis.  B, 593 

Western blot analysis of 5-LO and LTA4H in patients (S) and healthy controls (H). C, 594 

Quantitative analysis of LTA4H Western blot band intensities. *p<0.05, **p<0.01 by Mann-595 

Whitney or Kruskal-Wallis test (the latter for Löfgren’s/non-Löfgren’s/healthy individuals). 596 

 597 
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Figure 7: Vitamin D binding protein (VDBP) is present on exosomes and is enriched in 598 

patients compared to healthy controls. A, Relative abundance of VDBP on BALF exosomes 599 

as detected by ITRAQ relative to a pooled reference. B, VDBP on BALF exosomes from 600 

healthy controls and sarcoidosis patients as measured by ELISA. In the sarcoidosis group, 601 

open circles represent patients with Löfgren’s disease, and closed circles patients with chronic 602 

disease. C, VDBP measured in plasma of patients and healthy controls by ELISA. D, VDBP 603 

levels on exosomes isolated from plasma, as measured by ELISA. *p<0.05, **p<0.01 by 604 

Mann-Whitney or Kruskal-Wallis test (the latter for Löfgren’s/non-Löfgren’s/healthy 605 

individuals). 606 

 607 
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Detailed methods 

Sample preparation and iTRAQ labeling 

The BALF exosomes (50 µg per subject) from 15 sarcoidosis patients and 5 healthy controls were precipitated using acetone (6:1), dissolved in a denaturing buffer (6 M urea, 0.05% SDS, 5 

mM EDTA, and 50 mM Tris-HCl (pH 8.5)), and reduced with 1 mM Tris 2-carboxyethyl phosphine hydrochloride for 2 hours minutes at 37°C, followed by alkylation with the addition of 1 µl 

of 200 mM MMTS and incubation for 10 min at room temperature. Proteins were digested overnight (16-h) with trypsin (20:1, sequencing grade modified trypsin) (Promega, Madison, WI, 

USA) at 37°C. The digests were purified using Sep-Pak® Vac C18 cartridges (1cc/50mg) (Waters, Milford, MA, USA), dried and re-dissolved in 0.5 M TEAB (30 µl). The purified digests 

were assayed at 280 nm with a Nanodrop detector (Thermo Scientific, Waltham, MA, USA) and the concentrations adjusted such that equal (estimated) amounts of the peptides would be 

labelled (40 µg). A sub-aliquot of each unlabelled digest was taken to create a reference pool that could be used to cross compare samples across separate iTRAQ experiments. The labeling 

was performed and mixtures composed such that the 15 cases and 5 controls were divided between three 8-plex experiments, each with one reference pool (113 reporter), two controls (or one 

control and one control pool) and five cases. 

Small aliquots of the labelled samples were analyzed by LC-MS/MS to confirm efficacy of the labelling experiments before proceeding. The labelled samples were mixed (as indicated in 

below, Supplementary Figure 6), dried and acidified. These mixtures were fractionated by strong cation exchange chromatography using a 200 mm x 4.6 mm i.d. PolySULFOETHYL-A 

column with a BioCAD HPLC system, as previously described (1). Forty SCX fractions were collected, dried and desalted using OMIX C18 100-µl tips and pooled on the basis of UV 

absorption at 280 nm, determined with a Nanodrop detector (Thermo Scientific, Waltham, MA, USA).  

LC-MS/MS Analysis 

i) A QSTAR-Elite was used together with an Ultimate 3,000 capillary LC was used for LC-MS/MS. Spectra were recorded between 350 to 1,400 m/z for the top five most intense fragment 

ions with the enhance iTRAQ setting applied. 
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 A 150 mm x 75 µm i.d. tapered column packed with Magic C18 (200Å) was used in combination with a 2 mm x 300 µm C18 pre-column (LC-Packings, Amsterdam, Netherlands). The 

separation buffers were 98% water, 2% acetonitrile and 0.2% formic acid for the A-phase, and 95% acetonitrile, 5 % water with 0.2% formic acid for the B-phase. The separation gradient was 

from 2 to 35% B in 68 minutes at a flow rate of 200 nl/min, (further details are indicated in the supplementary information). The QSTAR was used to confirm labelling efficiency and for 

preliminary analyses of the labelled samples. 

ii) An Orbitrap-Velos coupled with an EasyNano-LC was also used for LC-MS/MS. The MS/MS data were acquired in positive ion mode with a data dependent acquisition setting for HCD of 

the 10 most intense ions (m/z 300-2,000) with charge states of 2+ or higher. MS1 spectra were acquired with the Orbitrap set to a resolution of 30,000 (at m/z 400), with a target value of 

1,000,000 ions and a maximal injection time of 100 ms. MS/MS spectra were acquired in the Orbitrap with a resolution of 7,500 (at m/z 400), a target value of 50,000 ions, a maximal injection 

time of 200 ms, and the lowest mass fixed at m/z 100. Dynamic exclusion was set to 60 s. 

A 75 µm x 150 mm analytical column packed with 5 µm Magic C18 (Michrom, Auburn, CA, USA), coupled together with a 20 x 0.1 mm i.d.  pre-column packed with 5 µm Magic C18 

(Michrom, Auburn, CA, USA) silica,  was used with a gradient from 5 to 40% B in 100 min, at a flow rate of 300 µl/min. The Orbitrap was used for analysis of the SCX fractions and thus 

produce the data used in the final quantitative comparisons. 

LC-MS/MS Data Analysis 

The QSTAR data were directly analysed using ProteinPilot™ software and the Paragon™ identification algorithm (2) with a human Swiss-Prot database (Release August 18th 2011, 20245 

entries including 162 common non-human contaminants). The database searches were made in thorough mode specifying 8-plex-iTRAQ quantification, trypsin digestion and MMTS 

modification of cysteine. The Orbitrap data were analysed with Proteome Discover (version 1.3) together with Mascot (Matrix Science, Boston, MA, USA) specifying 8-plex-iTRAQ 

quantification, trypsin digestion and MMTS modification of cysteine, deamidation of N/Q and methionine oxidation, using the same database. The mass tolerance settings of 5 ppm for the 

precursors and 0.02 Da for fragments were used. To accommodate analysis of the Orbitrap data with ProteinPilot, the files were converted to MGF format using Proteome Discover version 1.3 

(Thermo Scientific, Waltham, MA, USA) and filtered using the script PeakConvert, as described elsewhere (3). False discovery rates for identification were calculated with the ProteinPilot™ 

PSEP functionality, based on the relative proportion of identification from the forward and reverse sequence searches (4). A confidence threshold of 95% for protein identification was applied.  
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ITRAQ ratios were calculated relative to the pooled reference using both ProteinPilot™. ProteinPilot™ facilitated the combination and co-analysis of data from the different mass 

spectrometers and was thus chosen. The ProteinPilot™ ratio calculations are based on the weighted average ratio of the contributing peptides, as previously described (1, 5). The calculations 

excluded values that were blanks, zeros, greater than 99, or for which the sum of the peak areas is less than 40 counts. Only peptides sequences that were unique were used for protein 

quantification. Peptides that indicated non-tryptic cleavage, or contained a low probability modification were also removed. A cut off excluding peptides identified with less than 65% 

confidence from quantification was applied. Data normalization was made to correct for possible systematic bias. The software package R (http://www.rproject.org/) was used to merge the 

data. The ProteinPilot™ Descriptive Statistics (6) and Protein Alignment Templates were used to asses labelling efficiency and compare iTRAQ experiments, respectively. The mass 

spectrometry proteomics data have been deposited to the ProteomeXchange Consortium (7)  via the PRIDE partner repository with the dataset identifier PXD001808 

(http://www.ebi.ac.uk/pride/archive/). The data was converted using PRIDE Converter2 (8, 9) (http://pride-converter.googlecode.com). 

SDS-PAGE and western blot for leukotriene forming enzymes 

Exosome aliquots were mixed with 4x Laemmli buffer and heated for 5 min at 95°C. Typically, 7.5 µg of exosomal proteins were loaded for each sample and separated on SDS-PAGE 4-20% 

pre-cast gels (BioRad Laboratories, Hercules, CA, USA). After electroblotting, the nitrocellulose membranes (GE Healthcare, Amersham Place, Buckinghamshire, UK) were blocked for 1 h 

with 5% dry milk powder in Tris buffered saline with 0.1% Tween-20. The following antibodies were used: in house antisera (rabbit polyclonal) against 5-LO (1:300 dilution), FLAP (1:300), 

LTA4H (1:750), peroxidase-conjugated primary antibody against β-actin (1:2000 dilution, Sigma-Aldrich, St Louis, MO, USA) and IRDye® 800CW antirabbit secondary antibody (1:10000) 

(Li-COR, Lincoln, NE, USA).  Protein bands were detected by the LI-COR Odyssey IR Imaging System. 

Western blot for complement component C3 

Exosome aliquots were mixed with RIPA buffer, sonicated and vortexed in cycles to isolate exosomal proteins. Four micrograms of total proteins were mixed in 4X non-reducing Laemmli 

buffer and separated on a pre-cast any kD gel (BioRad Laboratories, Hercules, CA, USA) at 240 volts for 30 minutes, and total protein contents of the gel was visualized using a stain-free scan 

technology (BioRad Laboratories, Hercules, CA, USA). The proteins were then transferred to a PVDF membrane in a semi-dry Turblot system (BioRad Laboratories, Hercules, CA, USA). 

The membrane was blocked and incubated with primary mouse anti-human C3 (Abcam Ltd). As a control for non-specific binding, an identical second gel was run in parallel and treated 

identically but without primary antibody. Secondary ECL sheep anti-mouse HRP-conjugated antibody (GE Healthcare, Amersham Place, Buckinghamshire, UK) and an ECL developing kit 
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(BioRad Laboratories, Hercules, CA, USA) were used before scanning the membranes using a ChemiDoc scanner (BioRad Laboratories, Hercules, CA, USA). 

 

Nanoparticle tracking analysis 

An LM10 instrument equipped with an LM14 laser unit (Nanosight/Malvern, UK) was used to record vesicle samples under constant flow induced by a syringe pump. The NTA 3.0 software 

was used to analyse the videos and calculate vesicle size distributions and concentrations. Samples were diluted to vesicle concentrations between (1-10)8 vesicles/ml and 30-50 particles per 

frame, and five 60 second videos were recorded per sample at camera level 13. Batch processing was used to analyse the videos at threshold level 5, resulting histograms were overlaid and the 

average vesicle concentration of each batch was used to compare relative vesicle quantities between patients and controls. 

Bioinformatics 

The Reproducibility-Optimized Test Statistic (ROTS) was used for these analyses (10) to determine protein abundances between the healthy subjects and sarcoidosis patients. With this method 

the test statistic is interpolated from the inherent distribution of the data and does not assume normal distribution of the data. Comparisons were made between exosome samples form healthy 

subjects versus those from Löfgrens-Sarcoidosis patients and from non-Löfgrens Sarcoidosis patients. The Löfgrens-Sarcoidosis and non-Löfgrens samples were also compared. The Orbitrap 

data was used in the quantitative comparisons. 

GO annotation and Pathway analysis: Ingenuity pathway analysis and Database for Annotation, Visualization and Integrated Discovery (DAVID) (http://david.abcc.ncifcrf.gov/) were used to 

identify common pathways and functional annotation associated with the protein identified as differentially abundant between the Sarcoidosis subjects and controls (ROTS analysis, false 

discovery rate  of <0.05).  

To identify differences between two groups, the non-parametric Mann-Whitney test was used. For comparing three groups the Kruskal-Wallis test was performed using GraphPad Prism 5 

(GraphPad Software, Inc. La Jolla, CA, USA). P<0.05 was considered significant. 
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 Table E1. Demographic and clinical data of subjects included in the study 

BALF exosomes from patients 1 to 15 and healthy 1 to 5 (healthy subjects on next page) were analyzed by iTRAQ. Patients 48-53 served as non-sarcoidosis lung disorder controls for plasma 

exosome VDBP levels. Smoking status: no, never has smoked; ex, stopped smoking more than 5 years ago; yes, current smokers. Missing data are represented by -. Normal Ca2+ levels in 

blood are 2.2-2.6 mmol/L. Normal Ca2+ ion free values are 1.11-1.30 mmol/L. Disease stages are confirmed by radiology findings. 
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P1 41 F Yes 4.1 2.45 1.29 131.3 No 2 278,6 81 18,2 0,8 0 0 3 17 56 55 71 51 58 76 

P2 45 F Ex 14 2.35 1.26 57.8 Yes 1 186,2 78 21 1 0 0 0 31 80 90 - 79 - 83 

P3 45 F Yes 7.3 2.31 1.27 81.6 No 1 170,6 79,4 20,4 0 0 0 0 7,3 110 11
0 

122 107 85 78 

P4 51 F Ex 6.5 2.34 1.28 90.3 Yes 2 210 59 32,6 1,2 6,8 0,4 56 13 79 78 91 72 65 75 

P5 69 F Ex 5.8 - - - No - 185 65 32,8 0,4 1,2 0,6 10 5,2 - - - 106 - 76 

P6 29 M Ex 12 2.28 - 224.2 No - 210,4 55,4 44,2 0,4 0 0 3 2,9 - 10
8 

- 103 - 79 

P7 37 M Ex 9.5 - - - No - 202,2 41 55,4 3,2 0,4 0 0 3,6 59 - 73 31 64 41 

P8 38 M N 8 2.46 1.3 - Yes 2 279 42,6 55,4 1,2 0,4 0,4 5 2,6 100 97 - 96 - 73 

P9 39 M N 3.3 2.24 1.25 81.8 No 2 136,3 77,2 20,8 1,6 0,4 0 0 4,2 89 10
5 

- 103 - 90 

P10 41 M Yes 14 2.38 1.27 96.9 Yes 1 323 76 22 0,6 1,4 0 12 2,2 88 - 88 94 107 81 

P11 44 M N 10 2.34 1.25 163.1 No 2 264 55 43,6 0,9 0,5 0 0 1,2 - - - - - - 

P12 51 M N 21 2.49 1.36 85.3 No 2 205 66 29,6 2,3 2,1 0 11 1,8 - 92 - 96 - - 

P13 57 M N 13 2.27 1.24 143.1 No 1 168,2 46 50,5 1,3 1,7 0,2 0 3,5 - 73 
 

63 
 

69 

P14 65 M N 4.7 2.27 1.24 87.6 No 2 236,3 58,6 19 19,5 2,9 0 5 9,8 75 77 77 72 76 70 

P15 69 M N 10 2.26 1.21 61.2 No 1 110 56,2 41,8 1,6 0,4 0 0 4 64 10
9 

- 69 - 80 

P16 26 F Ex 7,7 2,36 - 77,9 No 3 137,9 73,6 24,6 0,6 1,2 0 0 4,6 93 - 94 100 97 90 

P17 31 F Ex 5,7 - - - Yes 2 306,7 79,2 20,2 0,4 0,2 0 2 24 106 - 100 104 75 79 

P18 34 F No - - - - No -               
P19 35 F No 4,8 - -  Yes 2 100 84,6 13,2 1,4 0,8 0 0 7,5 - - - - - - 

P20 36 F No 5.1 2.24 1.22 57.2 No 0 88,3 82 16,4 1,6 0 0 0 3,6 89  108 83 97  
P21 36 F Yes 9,1 - 1,26 84,3 Yes 1 171,6 89,4 10,2 0 0,2 0 2 34,4  

13
1  119  79 

P22 37 F No 15.6 2.24 1.27 - No 1 98 64,3 25,3 10 0,4 0 0 15,6 74 78 
 

81 
 

91 

P23 38 F No 18 - - - Yes 1 388 59,7 38 2,1 0,2 0 0 2,7 72 71 68 64 66 
 

P24 39 F No 13,9 2,34 - - No 1 104,4 75,6 23,2 0 1,2 0 0 2,5 77 83 
 

85 
 

84 
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P25 40 F No 17 2.26 1.26 - Yes 2 197 51,2 46 1,2 1,6 0 2 2,9 57 58 90 73 84 99 

P26 45 F Ex 14,7 2,23 - 95,3 Yes 1 225,8 59,7 39,5 0,8 0 0 1 21 77 75 
 

61 
 

60 

P27 48 F No 8.3 2.35 - - No 3 179 91 8,2 0,2 0,6 0 3 9,2 76 74 83 88 82 93 

P28 50 F No 12.1 - - - No 2 126,5 76,4 20,4 1,8 1,4 0 0 2,5 94 93 
 

78 
 

64 

P29 52 F No 18.7 - 1.28 105.7 Yes 2 416 53,6 40,8 4,6 0,8 0,2 1 33 
 

85 
 

88 
  

P30 56 F No 9.2 - 1.31 126.5 Yes 2 145,6 57,7 41,5 0,8 0 0 0 14       
P31 59 F No 9,7 - - - No 2 192 57,7 42 0 0,3 0 0 4 84  92 82 70 77 

P32 78 F No 4.9 2.23 - 35.4 No 2 275,7 56,6 42,6 0,3 0,3 0,2 0 7,1       
P33 28 M Ex 8,5 - - - No 2 101,8 80 18,3 1,3 0 0 0 3 93 11

6  117  79 

P34 29 M Ex 26.4 2.32 1.26 - Yes 1 152,2 62,7 36,5 0,5 0,3 0 3 39 94 92 91 90 102 75 

P35 31 M No 3 2.53 1.21 76.6 No 2 156,7 93,8 5,4 0,8 0 0 4 14,9       
P36 33 M No 9.2 2.36 1.33 76 No 2 332,6 44 53,7 1,3 1 0 0 14 92 

 
84 83 84 72 

P37 41 M Yes 6 2.32 - - No 2 693 75,6 23,4 0,8 0,2 0 39 13 84 
 

84 85 95 76 

P38 43 M Ex 14,5 2,36 - 137 No 2 125 78,6 20,4 0,2 0,8 - 7 3,2 71 60 
 

69 
 

74 

P39 44 M No 3.2 2.38 - 77.1 No 2 437,6 65,2 34,5 0,3 0 0 0 1,4 90 90 
 

87 
 

74 

P40 45 M No 15.2 2.17 - - Yes 1 272,3 68,5 28 3,5 0 0 1 35,3       
P41 46 M No 6.3 2.23 1.24 - Yes 1 165,7 80,5 17 2,5 0 0 5 26 67 64 86 63 91 71 

P42 46 M No 1,5 2,32 - 34,7 No 1 323 76 22 0,6 1,4 0 12 2,2 88  88 94 107 81 

P43 46 M Yes 0,8 2,27 - 54 No 2 384,6 89,8 9,4 0,8 0 0 0 3,3       
P44 48 M Ex 7.8 2.46 1.3 - No 1 252,7 81,6 16,8 1,2 0,2 0,2 4 3,1 74 77  84  85 

P45 49 M No 8,6 2,38 - - Yes 1 123 70,4 21 0,8 7,6 0,2 11 8,5    92   
P46 52 M No 9.6 2.63 1.5 - No 

 
620,2 78,2 20,2 1,6 0 0 30 4,5 62 

 
65 66 60 80 

P47 68 M Ex 37,1 2,28 - 72,7 No 2 231,4 59,6 39,2 1 0 0,2 0 2,3 
 

66 
 

65 
  

N1 20 F No - - - - Asth
ma  

44,2 86,4 10,7 2,7 0,2 0 8 - 102 10
1  

82 
  

N2 25 M No - - - - Asth
ma  

- 83,5 3,5 13 0 0 0 - 92 10
0  

94 
  

N3 69 F Ex 2.1 2.36 - - Fibro
sis 

- 335 75 22,8 0,6 1,4 0,2 19 3 69 66  65  72 

N4 75 M Ex 1.5 2.34 - - Fibro
sis 

- 427,1 72,2 20,6 5 1 1,2 63 - 105 10
1 

90 109 78 74 

N5 50 F No 17,6 2,29 - - Alve
olitis  163,4 56 33,2 10,6 0,2 0 13 - 67 63 80 45 74 54 

N6 72 F No 3,2 2,41 - - Fibro
sis  464 49,6 39,8 5,2 4 1,4 16 6,1 77 78  78   
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 Table E1 continued, healthy controls. 
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H1 23 F N 2 
 

52,1 92,6 6 1,4 0 0 3 - 104 100 

H2 24 F N 2.7 - 67,4 95 3,2 1,8 0 0 0 - 98 103 

H3 23 M N 1.6 - 39,7 97 2,3 0,7 0 0 0 - 108 107 

H4 25 M N - - 110 77 8 14,8 0 0,2 1 - 113 91 

H5 30 M N 1.2 - 81,3 89,6 9,8 0,6 - - 1 - 106 109 

H6 20 F No 1,4 - 83,1 73,6 25 1,4 0 0 0 2,8 105 97 

H7 21 F No 2.9 2.39 111,1 91 7,6 1 0,4 0 0 - 123 126 

H8 24 F No 3.2 2.4 44,8 97,8 2 0,2 0 0 0 - 112 111 

H9 25 F N 2,6 - 204,5 91,3 2,6 5,5 0,6 0 0 - 102 101 

H10 39 F No 2.9 2.35 56,4 86 10,3 3,7 0 0 0 - 92 95 

H11 42 F No 3,7 - 105,8 89,3 5,7 5 0 0 0 1,3 115 119 

H12 52 F N 2,5 - 89,2 84 14,5 1,5 0 0 0 - 91 84 

H13 18 M No 1.4 2.39 62 88,3 10,6 1,1 0 0 0 4,5 118 107 

H14 20 M N 1,1 - 57,4 95,3 3,6 0,8 0,3 0 2 - 106 89 

H15 21 M N 3,3 - 68 89 9,6 1,4 0 0 2 
 

88 103 

H16 22 M No 0.7 2.32 76,8 93 4,8 2 0 2 0 2,9 115 113 

H17 22 M Yes 2.4 2.35 61,9 90,6 8,8 0,4 2 0 5 3,9 106 106 

H18 22 M No 2,6 - 86,98 88,3 11,3 0,4 0 0 6 - 130 125 

H19 23 M No 7 2.48 95,4 85,6 13,3 1,1 0 0 0 - 122 117 

H20 24 M N 4,8 - 85,4 87,1 11,3 0,6 1 0 0  128 103 

H21 24 M No 1,4 - 72,3 89,3 10 0,7 0 0 0 - 108 108 

H22 24 M No 2.4 2.35 79,8 87,3 11,6 0,9 0 0,2 7 - 85 73 

H23 26 M N 4,2 - 152,5 66,6 31,6 1,8 0 0 0 
 

86 89 

H24 26 M N 1,3 - 61,7 93,6 6,3 0,1 0 0 1 
 

107 109 

H25 29 M No 1.5 2.32 39,5 86,2 12,6 0,3 0,9 0 0 - 121 112 

H26 52 M Yes - 2.33 570,7 95,6 4,2 0,2 0 0 2 - 122 122 

H27 53 M Yes 0,7  910,8 93,2 5,4 1,2 0,2 0 4 - 99 80 

 

 



M
ANUSCRIP

T

 

ACCEPTE
D

ACCEPTED MANUSCRIPT

Table E2a. List of proteins two-fold or more increased in abundancy in 15 sarcoidosis patients compared to in 5 healthy individuals. 

ID Protein Name FDR 
Average  

fold 
difference 

Protein 
Score 

% Sequence 
coverage 

Unique 
peptides 

Average 
Calculations 

P02748 Complement component C9  0 3.01 22.91 24.0 15 31 

P02760 Protein AMBP  0 2.95 15.74 28.7 9 29 

P01042 Kininogen-1  0 2.88 19.7 21.1 15 19 

P05546 Heparin cofactor 2  0 2.86 34.04 42.5 24 36 

P09871 Complement C1s subcomponent  0 2.85 8.7 13.4 6 6 

P02751 
Fibronectin (FN) (Cold-insoluble globulin) 
(CIG)  

0 2.79 175.92 49.4 191 287 

P18428 Lipopolysaccharide-binding protein (LBP) 0 2.73 11.18 16.0 7 16 

Q96PD5 N-acetylmuramoyl-L-alanine amidase  0 2.64 18.55 31.8 11 16 

Q15063 Periostin (PN)  0 2.64 35.61 32.5 28 41 

P19827 Inter-alpha-trypsin inhibitor heavy chain H1  0 2.62 34.36 24.2 23 37 

P02765 Alpha-2-HS-glycoprotein  0 2.61 21.95 43.9 16 31 

P27169 Serum paraoxonase/arylesterase 1  0 2.60 11.89 25.9 6 14 

P01023 Alpha-2-macroglobulin  0 2.52 270.35 74.6 416 898 

P01011 Alpha-1-antichymotrypsin  0 2.51 30.79 47.7 30 51 

P00751 Complement factor B  0 2.50 47.72 38.1 34 49 

P19823 Inter-alpha-trypsin inhibitor heavy chain H2  0 2.49 39.17 23.1 30 35 

P00734 Prothrombin  0 2.48 27.9 31.3 17 22 

P08697 Alpha-2-antiplasmin  0 2.48 6.28 12.2 4 8 

P02763 Alpha-1-acid glycoprotein 1  0 2.47 19.67 44.8 18 45 

P07358 Complement component C8 beta chain 0 2.46 27.73 27.8 15 46 

P06276 Cholinesterase  0 2.42 6.47 7.1 3 8 

P02749 Beta-2-glycoprotein 1  0 2.40 16.88 29.6 13 17 

P04196 Histidine-rich glycoprotein  0 2.40 25.97 31.2 18 38 

P01860 Ig gamma-3 chain C region  0 2.34 14.45 72.9 140 23 

Q14624 Inter-alpha-trypsin inhibitor heavy chain H4  0 2.32 34.03 25.8 20 21 

P08603 Complement factor H 0 2.32 81.34 41.7 53 54 

P11678 Eosinophil peroxidase  0 2.30 20.83 20.0 17 18 

P00736 Complement C1r subcomponent  0 2.30 6.7 6.7 5 6 

P01857 Ig gamma-1 chain C region 0 2.29 97.27 86.7 211 257 

P02647 Apolipoprotein A-I  0 2.28 36.95 63.7 39 75 

P02652 Apolipoprotein A-II  0 2.27 6.24 37.0 7 36 

P00748 Coagulation factor XII  0 2.25 13.06 17.1 8 7 

P10643 Complement component C7 0 2.25 29.5 28.2 21 25 

P00747 Plasminogen  0 2.24 56.98 43.3 34 41 

P07360 Complement component C8 gamma chain 0 2.24 9.88 49.0 7 8 

P02679 Fibrinogen gamma chain 0 2.23 38.41 49.5 33 63 

P13671 Complement component C6 0 2.23 9.1 9.0 7 6 

P19652 Alpha-1-acid glycoprotein 2  0 2.22 9.7 43.8 11 10 
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P07357 Complement component C8 alpha chain 0 2.22 18.77 22.9 12 11 

P01008 Antithrombin-III 0 2.21 39.03 46.3 27 49 

P01009 Alpha-1-antitrypsin 0 2.21 71.15 69.4 89 184 

P00450 Ceruloplasmin  0 2.20 74.74 46.8 65 150 

P02671 Fibrinogen alpha chain  0 2.20 48.6 29.1 53 67 

P00738 Haptoglobin  0 2.19 72.73 72.9 98 183 

P55058 Phospholipid transfer protein  0 2.16 17.79 16.8 10 20 

P36955 Pigment epithelium-derived factor  0 2.15 18.54 30.9 13 19 

P43652 Afamin  0 2.08 25.67 29.2 15 22 

P29622 Kallistatin  0,02 2.07 13.62 23.2 8 13 

Q8N4F0 BPI fold-containing family B member 2  0,02 2.06 4.12 12.0 3 5 

P01859 Ig gamma-2 chain C region 0 2.03 36.41 84.0 161 52 

P02774 Vitamin D-binding protein  0,02 2.00 54.5 63.1 41 89 

 

Table E2b. List of proteins two-fold or more decreased in abundancy in 15 sarcoidosis patients compared to in 5 healthy individuals. 

ID Protein Name FDR 
Average  

fold 
difference 

UnUsed 
Protein 
Score 

% Sequence 
coverage 

Unique 
peptides 

Average 
Calculations 

O75531 Barrier-to-autointegration factor 0 4.42 8.68 65.2 8 12 

P49721 Proteasome subunit beta type-2 0 2.35 11.67 41.3 10 11 

Q53TN4 Cytochrome b reductase 1 0 2.15 6.96 18.5 11 8 

P28070 Proteasome subunit beta type-4 0 2.09 8.1 21.2 5 9 

Q03135 Caveolin-1 0 2.08 9.79 40.5 7 7 

Q8TDB8 Solute carrier family 2 0 2.01 4.47 3.5 2 4 

P20618 Proteasome subunit beta type-1 0.0149 2.01 16.95 38.6 13 30 

 

 

 

 

 

 

 

 



M
ANUSCRIP

T

 

ACCEPTE
D

ACCEPTED MANUSCRIPT

Table E3: ITRAQ Labelling scheme used to compare BALF exosome samples. 

Experiment iTRAQ Reporter ion 

iTRAQ 1 
113 114 115 116 117 118 119 121 

pool Control 1 Control 2 Sar.1 Sar.L1 Sar.2 Sar.3 Sar.L2 

 

iTRAQ 2 
113 114 115 116 117 118 119 121 

pool Control 3 Control 4 Sar.4 Sar.5 Sar.6 Sar.L3 Sar.7 

 

ITRAQ 3 
113 114 115 116 117 118 119 121 

pool Control 5 Sar.8 Sar.9 Sar.10 Sar.L4 pool.2 Sar.11 

Sar.L1, Sar.L2, Sar.L3 and Sar.L4 are Löfgrens Sarcoidosis samples 

Control 1, 2, 3, 4 & 5 = healthy subjects. Sar.1 to 11 = non-Löfgrens Sarcoidosis 
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Figure E1. Surface expression of CD86 and HLA-ABC on BALF exosomes. 

 

 

The BALF exosomes included in the iTRAQ analysis were analyzed by flow cytometry for CD86 (A) and HLA-ABC (B), showing presence of both markers 

on exosomes from healthy and patients, with a slightly higher level of CD86 on patient exosomes. Statistical analysis was performed by a Mann-Whitney test, * 

p<0.05 

 

 



M
ANUSCRIP

T

 

ACCEPTE
D

ACCEPTED MANUSCRIPT

Figure E2. VDBP is associated to exosomes, and patients do not have more vesicles in plasma than healthy controls. 

 

 

(A) A pool of exosomes from five patients was separated on a continuous gradient of sucrose, fractions corresponding to exosome densities were washed and 

investigated for VDBP levels, showing VDBP in exosome-associated densities. (B) Plasma exosomes from healthy controls and patients were analyzed by 

nanoparticle tracking analysis, showing no significant difference between the groups. 
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Figure E3. BAL cell type proportions of healthy controls and patients. 

 

 

 

The cells from the BAL fluid collected from the patients and healthy controls listed above in supplementary table 1 analyzed by flow cytometry and 

summarized. 
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Figure E4: VDBP levels related to disease stages and BAL cell compositions.  

 

The plasma exosome-associated VDBP levels were related to patient disease stage (upper fig), and to the main cellular composition of the BAL fluid as well as 

the main spirometric readout (FEV1) for each patient (lower fig).  
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Figure E5: ROC curve of VDBP levels in plasma exosomes. 

 

Based on the levels of VDBP associated to plasma exosomes, and ROC curve was plotted showing an AUC of 0.8261 (p=0.0024) assuming a 95% confidence 

interval. Assuming a diagnostic test threshold of 24.4 ng/ml exosomal VDBP in serum to discriminate patients from healthy, the sensitivity for the test is 73.9% 

and the specificity is 81.2%. The positive and negative predictive values are 89% and 60% respectively.
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Protein Pilot summary and identified proteins

Excel Work Book Summary

Sheet name Description
All_values All protein detected in Sarcoidosis patients and healthy controls

840proteins Proteins quantified in sarcoidosis samples. The list if aim at including values with sufficient values for statistical evaluation, but allows for up to 33% missing 

690_consistent_proteins Short list of 690 proteins that was filtered to influence  the affects of missing values. If the calcualtion included sufficient values, a p-value and  error factor was calcualted by ProteinPilot. Without these the values, the numbers can be just based on a few or a single data point, thus no EF or p-value was calcualated. 

Data for significant hits Data attributes for hits

GO_enrich_UP GO term enrichment for proteins MORE abundant in the Sarcoidosis BALF exosome samples

GO_enrich_DOWN GO term enrichment for proteins LESS abundant in the Sarcoidosis BALF exosome samples

LABELLING SCHEME

113 114 115 116 117 118 119 121

Exp1 pool Exo26ref Exo24ref Exo15 Exo6 Exo10 Exo11 Exo3

113 114 115 116 117 118 119 121

Exp2 pool Exo23ref Exo25ref Exo19 Exo13 Exo4 Exo9 Exo1

113 114 115 116 117 118 119 121

Exp3 pool Exo22ref Exo5 Exo17 Exo7 Exo18 pooled samples Exo16

Exo 6, Exo 3, Exo 9 and Exo 18 are löfgrens.

ROTS results: 

Number of resamplings:  10000 

a1:                     3.4 

a2:                     1 

Top list size:          80 

Reproducibility value:  0.6996537 

Z-score:                4.01383 

145 rows satisfy the condition. 
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All proteins detected 1962 STATUS: unique peptides, measurements

All proteins detected >1 peptide 1479

Protein names PQ Accession
count 

experiments :ID

count experiments 

:Calcs

measurement 

quantity
All values >66% values >1 peptides Exp1_Unused Exp1_Total Exp2_Unused Exp2_Total Exp3_Unused Exp3_Total Coverage % max Exp1_.Cov.95. Exp2_.Cov.95. Exp3_.Cov.95. Peptides max

Exp1_Peptides.9

5..

Exp2_Peptides.9

5..

Exp3_Peptides.9

5..

Calculations 

Max
Exp1_count Exp2_count Exp3_count

Exo26_ref_1

14.113_1

Exo26_PVal.

114.113
Exo26_EF.114.113

Exo26_Lower

CI.114.113

Exo26_UpperCI.11

4.113

Exo24_ref_1

15.113_1

Exo24_PVal.

115.113
Exo24_EF.115.113

Exo24_Lower

CI.115.113
Exo24_UpperCI.115.113

Exo15_116.1

13_1

Exo15_PVal.

116.113

Exo15_EF.116

.113

Exo15_Lower

CI.116.113

Exo15_Upper

CI.116.113

Exo6_117.11

3_1

Exo6_1PVal.

117.113
Exo6_1EF.117.113

Exo6_1Lower

CI.117.113

Exo6_1UpperCI.117.

113

Exo10_118.1

13_1

Exo10_PVal.

118.113

Exo10_EF.11

8.113

Exo10_Lower

CI.118.113

Exo10_Upper

CI.118.113

Exo11_119.1

13_1

Exo11_PVal.

119.113

Exo11_EF.119

.113

Exo11_Lower

CI.119.113

Exo11_Upper

CI.119.113

Exo3_121.11

3_1

Exo3_1PVal.

121.113
Exo3_1EF.121.113

Exo3_1Lower

CI.121.113
Exo3_1UpperCI.121.113

Exo23_ref_1

14.113_2

Exo23_PVal.

114.113

Exo23_EF.11

4.113

Exo23_Lower

CI.114.113

Exo23_Upper

CI.114.113

Exo25_ref_1

15.113_2

Exo25_PVal.

115.113

Exo25_EF.115

.113

Exo25_Lower

CI.115.113

Exo25_Upper

CI.115.113

Exo19_116.1

13_2

Exo19_PVal.

116.113
Exo19_EF.116.113

Exo19_Lower

CI.116.113
Exo19_UpperCI.116.113

Exo13_117.1

13_2

Exo13_PVal.

117.113
Exo13_EF.117.113

Exo13_Lower

CI.117.113
Exo13_UpperCI.117.113

Exo4_118.11

3_2

Exo4_1PVal.

118.113

Exo4_1EF.11

8.113

Exo4_1Lower

CI.118.113

Exo4_1Upper

CI.118.113

Exo9_119.11

3_2

Exo9_1PVal.

119.113
Exo9_1EF.119.113

Exo9_1Lower

CI.119.113

Exo9_1UpperCI.11

9.113

Exo1_121.11

3_2

Exo1_1PVal.

121.113
Exo1_1EF.121.113

Exo1_1Lower

CI.121.113
Exo1_1UpperCI.121.113

Exo22ref_11

4.113_3

Exo22rPVal.1

14.113

Exo22rEF.11

4.113

Exo22rLower

CI.114.113

Exo22rUpper

CI.114.113

X119iTRAQp

ool_119.113

_3

X119iTRPVal.

115.113
X119iTREF.115.113

X119iTRLowe

rCI.115.113

Serum albumin P02768 sp|P02768|ALBU_HUMAN 3 3 105 1 1 1 221.72 222.47 194.96 195.66 223.54 224.17 85.710001 85.710001 84.5600009 82.2700024 471 408 364 471 1266 805 726 1266 0.47 0.00 1.16 0.41 0.55 0.97 0.38 1.08 0.90 1.04 1.54 0.00 1.09 1.41 1.68 2.12 0.00 1.10 1.92 2.33 0.99 0.85 1.08 0.92 1.07 0.99 0.87 1.08 0.92 1.07 1.10 0.01 1.08 1.02 1.19 0.65 0.00 1.08 0.60 0.70 0.36 0.00 1.10 0.33 0.39 2.37 0.00 1.10 2.16 2.60 1.13 0.00 1.06 1.06 1.20 0.73 0.00 1.08 0.67 0.79 0.91 0.21 1.17 0.78 1.06 1.87 0.00 1.11 1.69 2.06 0.65 0.00 1.06 0.61 0.68 0.77 0.00 1.11 0.70

Alpha-2-macroglobulin (Alpha-2-M) (C3 and PZP-like alpha-2-macroglobulin domain-containing protein 5)P01023 sp|P01023|A2MG_HUMAN 3 3 105 1 1 1 236.23 236.72 226.02 226.6 270.35 271.02 74.6299982 74.2900014 73.8099992 74.6299982 416 307 304 416 898 425 503 898 0.26 0.00 1.26 0.21 0.33 0.48 0.00 1.13 0.42 0.54 1.49 0.00 1.07 1.39 1.60 1.49 0.00 1.06 1.40 1.59 0.41 0.00 1.11 0.37 0.45 1.74 0.00 1.05 1.65 1.83 1.44 0.00 1.05 1.37 1.52 0.41 0.00 1.22 0.33 0.50 0.45 0.00 1.11 0.40 0.49 4.15 0.00 1.11 3.74 4.61 0.53 0.00 1.09 0.49 0.58 0.50 0.00 1.17 0.42 0.58 0.92 0.05 1.09 0.84 1.00 4.01 0.00 1.09 3.69 4.36 0.71 0.00 1.04 0.68 0.74 0.93 0.01 1.06 0.88

Complement C3 (C3 and PZP-like alpha-2-macroglobulin domain-containing protein 1) [Cleaved into: Complement C3 beta chain; Complement C3 alpha chain; C3a anaphylatoxin; Acylation stimulating protein (ASP) (C3adesArg); Complement C3b alpha' chain; Complement C3c alpha' chain fragment 1; Complement C3dg fragment; Complement C3g fragment; Complement C3d fragment; Complement C3f fragment; Complement C3c alpha' chain fragment 2]P01024 sp|P01024|CO3_HUMAN 3 3 105 1 1 1 295.45 295.45 267.5 267.5 306.11 306.11 75.7099986 75.7099986 75.7099986 71.6799974 401 358 296 401 1044 528 538 1044 0.70 0.00 1.07 0.66 0.75 0.61 0.00 1.06 0.58 0.65 1.56 0.00 1.06 1.48 1.65 1.51 0.00 1.04 1.45 1.58 1.11 0.00 1.04 1.06 1.15 1.28 0.00 1.04 1.23 1.33 1.32 0.00 1.05 1.26 1.38 0.75 0.00 1.05 0.71 0.79 0.56 0.00 1.05 0.53 0.59 1.51 0.00 1.05 1.44 1.59 1.10 0.00 1.03 1.06 1.13 0.80 0.00 1.04 0.77 0.83 1.25 0.00 1.07 1.16 1.34 1.56 0.00 1.05 1.48 1.64 0.63 0.00 1.04 0.61 0.66 0.96 0.05 1.04 0.92

Ig kappa chain C regionP01834 sp|P01834|IGKC_HUMAN 3 3 105 1 1 1 60.34 61.17 61.66 62.53 76.69 77.48 84.9099994 84.9099994 80.1900029 84.9099994 257 193 217 257 529 266 290 529 0.55 0.01 1.53 0.36 0.84 0.72 0.03 1.31 0.55 0.95 1.85 0.01 1.46 1.27 2.70 1.19 0.14 1.27 0.93 1.51 0.68 0.00 1.22 0.56 0.84 1.95 0.00 1.42 1.37 2.77 1.19 0.17 1.31 0.91 1.55 1.22 0.14 1.32 0.92 1.60 0.46 0.00 1.19 0.38 0.55 2.72 0.00 1.27 2.15 3.44 0.76 0.00 1.13 0.67 0.86 0.73 0.00 1.17 0.63 0.86 1.94 0.00 1.14 1.70 2.22 2.07 0.00 1.25 1.66 2.59 0.60 0.00 1.26 0.48 0.76 1.17 0.10 1.21 0.96

Polymeric immunoglobulin receptor (PIgR) (Poly-Ig receptor) (Hepatocellular carcinoma-associated protein TB6) [Cleaved into: Secretory component]P01833 sp|P01833|PIGR_HUMAN 3 3 105 1 1 1 121.58 123.71 131.9 133.18 133.66 134.88 65.1799977 57.7199996 65.1799977 62.6999974 226 200 203 226 473 265 322 473 0.83 0.01 1.15 0.72 0.96 1.03 0.57 1.12 0.92 1.16 1.27 0.02 1.22 1.04 1.55 1.21 0.00 1.09 1.11 1.32 0.67 0.00 1.08 0.62 0.73 1.67 0.00 1.10 1.52 1.84 0.79 0.00 1.08 0.73 0.86 1.93 0.00 1.08 1.79 2.08 0.86 0.32 1.37 0.63 1.17 1.68 0.00 1.13 1.49 1.90 1.08 0.38 1.18 0.91 1.27 0.60 0.01 1.42 0.42 0.85 1.57 0.01 1.43 1.10 2.24 1.34 0.00 1.09 1.24 1.46 0.64 0.00 1.10 0.59 0.70 1.04 0.32 1.09 0.96

Complement C4-B (Basic complement C4) (C3 and PZP-like alpha-2-macroglobulin domain-containing protein 3) [Cleaved into: Complement C4 beta chain; Complement C4-B alpha chain; C4a anaphylatoxin; C4b-B; C4d-B; Complement C4 gamma chain]P0C0L5 sp|P0C0L5|CO4B_HUMAN 3 3 105 1 1 1 174.47 177.98 157.65 162.38 194.08 196.23 56.5900028 55.8499992 50.1699984 56.5900028 213 187 141 213 325 187 169 325 0.96 0.40 1.11 0.86 1.06 0.56 0.00 1.13 0.50 0.63 1.28 0.00 1.07 1.19 1.37 1.47 0.00 1.07 1.38 1.58 1.13 0.00 1.07 1.06 1.21 1.75 0.00 1.07 1.65 1.87 1.10 0.00 1.06 1.03 1.16 0.77 0.00 1.07 0.72 0.83 0.46 0.00 1.09 0.42 0.50 1.36 0.00 1.08 1.25 1.47 1.05 0.01 1.04 1.01 1.10 0.94 0.00 1.04 0.90 0.98 0.94 0.24 1.11 0.85 1.04 1.49 0.00 1.08 1.38 1.60 0.72 0.00 1.05 0.69 0.76 0.77 0.00 1.07 0.72

Ig gamma-1 chain C regionP01857 sp|P01857|IGHG1_HUMAN 3 3 105 1 1 1 97.27 98.1 79.52 80.1 91.8 92.17 86.6699994 86.6699994 83.0299974 63.6399984 211 211 161 186 257 167 128 257 0.34 0.00 1.68 0.20 0.58 0.46 0.00 1.54 0.30 0.70 2.17 0.32 5.76 0.38 12.46 1.08 0.26 1.16 0.93 1.26 0.60 0.00 1.17 0.51 0.70 1.57 0.04 1.51 1.04 2.36 1.49 0.00 1.20 1.24 1.78 0.53 0.03 1.75 0.30 0.93 0.31 0.00 1.57 0.20 0.49 2.53 0.17 4.46 0.57 11.28 0.65 0.00 1.21 0.54 0.78 0.75 0.01 1.17 0.64 0.88 1.28 0.39 1.99 0.65 2.55 2.29 0.23 4.70 0.49 10.75 0.51 0.19 3.15 0.16 1.60 1.89 0.05 1.93 0.98

Ig alpha-1 chain C regionP01876 sp|P01876|IGHA1_HUMAN 3 3 105 1 1 1 110.65 110.93 104.73 104.94 116.79 117.05 66.8600023 66.8600023 64.0200019 61.7600024 204 166 194 204 250 156 157 250 0.78 0.59 2.93 0.27 2.27 0.99 0.93 1.20 0.83 1.19 1.27 0.09 1.33 0.95 1.68 0.91 0.51 1.41 0.64 1.28 0.50 0.01 1.63 0.31 0.81 1.67 0.00 1.32 1.26 2.20 0.71 0.05 1.40 0.51 1.00 1.87 0.00 1.18 1.59 2.20 0.67 0.07 1.54 0.43 1.04 1.61 0.02 1.40 1.15 2.25 0.94 0.47 1.22 0.77 1.15 0.53 0.01 1.53 0.35 0.82 1.94 0.34 5.11 0.38 9.93 2.30 0.01 1.70 1.35 3.89 0.50 0.01 1.51 0.33 0.76 0.95 0.54 1.22 0.78

Fibronectin (FN) (Cold-insoluble globulin) (CIG) [Cleaved into: Anastellin; Ugl-Y1; Ugl-Y2; Ugl-Y3]P02751 sp|P02751|FINC_HUMAN 3 3 105 1 1 1 175.92 176.06 155.64 156.49 161.39 162.44 49.4100004 49.4100004 43.9200014 40.2799994 191 191 143 170 287 172 196 287 0.40 0.00 1.13 0.35 0.45 0.39 0.00 1.17 0.34 0.46 2.16 0.00 1.07 2.02 2.31 1.79 0.00 1.06 1.69 1.89 0.52 0.00 1.08 0.48 0.56 1.44 0.00 1.06 1.36 1.52 2.08 0.00 1.08 1.92 2.25 0.52 0.00 1.10 0.47 0.57 0.33 0.00 1.11 0.30 0.36 3.59 0.00 1.06 3.38 3.80 0.76 0.00 1.04 0.73 0.80 1.09 0.00 1.05 1.04 1.14 1.82 0.00 1.08 1.68 1.97 1.95 0.00 1.06 1.83 2.06 0.61 0.00 1.05 0.58 0.64 0.93 0.01 1.06 0.88

Serotransferrin (Transferrin) (Beta-1 metal-binding globulin) (Siderophilin)P02787 sp|P02787|TRFE_HUMAN 3 3 105 1 1 1 131.38 131.83 111.65 112.24 115.22 116 73.0700016 73.0700016 63.6099994 65.0399983 182 182 143 173 364 306 244 364 0.70 0.00 1.23 0.57 0.86 0.84 0.02 1.16 0.72 0.98 1.53 0.00 1.11 1.38 1.69 2.12 0.00 1.09 1.95 2.30 1.14 0.04 1.13 1.01 1.29 1.25 0.00 1.09 1.15 1.36 1.16 0.00 1.07 1.08 1.24 0.71 0.00 1.06 0.67 0.76 0.34 0.00 1.11 0.31 0.38 2.56 0.00 1.09 2.35 2.79 1.18 0.00 1.07 1.10 1.26 0.71 0.00 1.08 0.66 0.77 1.18 0.02 1.16 1.02 1.37 2.07 0.00 1.06 1.96 2.19 0.63 0.00 1.14 0.55 0.72 1.05 0.34 1.11 0.95

Ig gamma-4 chain C regionP01861 sp|P01861|IGHG4_HUMAN 3 3 105 1 1 1 10.42 70.56 6.12 50.62 11.95 63.39 75.8400023 75.8400023 66.3600028 64.8299992 165 165 117 145 33 13 21 33 0.55 0.20 3.80 0.15 2.10 0.51 0.24 5.95 0.08 3.00 2.95 0.03 2.34 1.26 6.90 0.59 0.16 2.86 0.21 1.68 0.89 0.62 2.46 0.36 2.18 0.68 0.14 2.01 0.34 1.36 0.83 0.38 2.06 0.40 1.71 0.69 0.07 1.53 0.45 1.06 0.41 0.01 1.57 0.26 0.64 2.27 0.01 1.56 1.45 3.56 0.37 0.00 1.35 0.27 0.50 1.59 0.01 1.31 1.21 2.10 1.98 0.30 5.77 0.34 11.42 0.42 0.01 1.62 0.26 0.69 0.91 0.34 1.29 0.71 1.18 1.24 0.11 1.36 0.92

Ig gamma-2 chain C regionP01859 sp|P01859|IGHG2_HUMAN 3 3 105 1 1 1 36.41 83.06 26.36 66.95 35.01 74.88 84.0499997 84.0499997 76.9900024 66.2599981 161 161 133 141 52 37 25 52 0.31 0.00 1.76 0.18 0.55 0.73 0.27 1.96 0.37 1.43 1.55 0.43 4.00 0.39 6.20 0.62 0.04 1.54 0.41 0.96 0.94 0.69 1.51 0.62 1.42 1.81 0.15 2.55 0.71 4.61 0.97 0.83 1.41 0.69 1.37 0.52 0.01 1.40 0.37 0.73 0.39 0.01 1.70 0.23 0.66 1.87 0.27 3.85 0.49 7.20 0.48 0.00 1.43 0.33 0.68 0.70 0.14 1.71 0.41 1.19 1.60 0.31 3.05 0.53 4.87 1.45 0.47 3.65 0.40 5.32 0.43 0.01 1.65 0.26 0.72 1.11 0.56 1.51 0.73

Ig alpha-2 chain C regionP01877 sp|P01877|IGHA2_HUMAN 3 3 105 1 1 1 23.25 90.27 9.4 78.05 10.55 93.93 71.7599988 71.7599988 67.0599997 65.5900002 158 132 158 154 64 26 32 64 0.93 0.46 1.33 0.70 1.24 1.23 0.13 1.36 0.90 1.67 1.50 0.14 1.88 0.79 2.82 1.03 0.89 1.74 0.59 1.78 0.84 0.15 1.34 0.63 1.12 1.55 0.02 1.39 1.12 2.15 0.88 0.21 1.30 0.67 1.14 1.93 0.02 1.44 1.35 2.78 0.94 0.59 1.57 0.60 1.46 1.87 0.02 1.44 1.30 2.69 0.96 0.68 1.43 0.67 1.38 0.64 0.04 1.49 0.43 0.96 1.81 0.04 1.70 1.06 3.08 1.50 0.04 1.44 1.04 2.15 0.64 0.16 4.14 0.15 2.65 0.75 0.29 6.18 0.12

Ig gamma-3 chain C region (HDC) (Heavy chain disease protein)P01860 sp|P01860|IGHG3_HUMAN 3 3 105 1 1 1 14.45 78.81 12.44 70.77 10.95 78.89 72.9399979 72.9399979 66.049999 59.1499984 140 129 100 140 23 21 19 23 0.38 0.06 2.82 0.13 1.06 0.40 0.04 2.17 0.19 0.88 1.06 0.62 1.56 0.68 1.66 0.74 0.18 1.87 0.40 1.39 0.48 0.02 1.59 0.30 0.76 1.96 0.01 1.42 1.38 2.78 1.61 0.04 1.55 1.04 2.51 0.58 0.07 1.91 0.30 1.11 0.29 0.02 2.03 0.14 0.59 1.96 0.02 1.43 1.36 2.81 0.79 0.13 1.50 0.53 1.18 0.38 0.03 2.18 0.18 0.83 2.06 0.11 3.09 0.67 6.35 5.41 0.01 2.02 2.67 10.93 0.88 0.30 1.51 0.58 1.32 0.96 0.64 1.42 0.67

Galectin-3-binding protein (Basement membrane autoantigen p105) (Lectin galactoside-binding soluble 3-binding protein) (Mac-2-binding protein) (MAC2BP) (Mac-2 BP) (Tumor-associated antigen 90K)Q08380 sp|Q08380|LG3BP_HUMAN 3 3 105 1 1 1 90.96 91.68 85.72 86.42 81.7 82.35 56.9199979 56.9199979 56.4100027 54.5300007 131 119 121 131 305 156 175 305 1.29 0.00 1.16 1.11 1.49 1.78 0.00 1.17 1.52 2.07 0.34 0.00 1.35 0.25 0.45 1.36 0.00 1.13 1.20 1.53 0.87 0.00 1.08 0.81 0.95 1.00 0.94 1.12 0.90 1.12 0.62 0.00 1.10 0.57 0.68 1.32 0.00 1.09 1.22 1.43 1.47 0.00 1.11 1.33 1.64 1.23 0.01 1.15 1.07 1.42 1.16 0.00 1.09 1.07 1.26 0.81 0.00 1.09 0.74 0.88 1.39 0.00 1.14 1.21 1.59 0.95 0.51 1.18 0.80 1.12 0.96 0.33 1.08 0.89 1.04 0.78 0.00 1.14 0.68

Filamin-A (FLN-A) (Actin-binding protein 280) (ABP-280) (Alpha-filamin) (Endothelial actin-binding protein) (Filamin-1) (Non-muscle filamin)P21333 sp|P21333|FLNA_HUMAN 3 3 105 1 1 1 170.2 172.68 185.98 187.02 155.81 158.48 46.9999999 44.6200013 46.9999999 38.9899999 126 126 121 111 215 139 168 215 0.73 0.00 1.07 0.68 0.79 1.13 0.00 1.05 1.07 1.19 1.11 0.00 1.07 1.04 1.19 0.70 0.00 1.08 0.65 0.76 1.08 0.00 1.05 1.03 1.13 0.86 0.00 1.07 0.81 0.92 1.29 0.00 1.04 1.24 1.35 0.93 0.02 1.06 0.88 0.99 1.77 0.00 1.07 1.66 1.90 1.05 0.19 1.08 0.97 1.14 0.87 0.00 1.04 0.84 0.91 0.81 0.00 1.04 0.78 0.84 0.99 0.69 1.07 0.92 1.05 1.16 0.00 1.07 1.09 1.23 0.94 0.00 1.04 0.90 0.97 1.01 0.60 1.05 0.96

Pulmonary surfactant-associated protein D (PSP-D) (SP-D) (Collectin-7) (Lung surfactant protein D)P35247 sp|P35247|SFTPD_HUMAN 3 3 105 1 1 1 60.72 61.31 43.59 43.59 30.04 30.37 66.1300004 66.1300004 61.0700011 59.4699979 120 120 97 61 56 43 56 52 1.54 0.02 1.38 1.11 2.12 3.47 0.00 1.87 1.86 6.48 0.96 0.86 1.61 0.60 1.55 1.19 0.46 1.75 0.68 2.09 1.61 0.01 1.34 1.20 2.15 0.82 0.18 1.37 0.60 1.13 0.47 0.01 1.64 0.29 0.78 1.95 0.00 1.14 1.71 2.23 0.71 0.00 1.13 0.63 0.80 0.65 0.03 1.43 0.46 0.93 1.47 0.00 1.22 1.21 1.80 1.02 0.76 1.18 0.86 1.21 1.14 0.04 1.13 1.01 1.29 0.69 0.00 1.24 0.56 0.86 0.35 0.00 1.15 0.31 0.41 0.76 0.00 1.14 0.67

Actin, cytoplasmic 2 (Gamma-actin) [Cleaved into: Actin, cytoplasmic 2, N-terminally processed]P63261 sp|P63261|ACTG_HUMAN 3 3 105 1 1 1 53.16 53.54 55.68 55.93 68.43 68.61 61.3300026 56.5299988 61.3300026 58.6700022 116 80 84 116 149 107 86 149 1.03 0.59 1.11 0.93 1.14 0.89 0.04 1.12 0.79 1.00 0.89 0.08 1.15 0.77 1.02 0.79 0.00 1.14 0.69 0.91 1.22 0.00 1.11 1.10 1.35 0.93 0.16 1.11 0.83 1.03 0.92 0.09 1.10 0.83 1.01 1.04 0.47 1.11 0.94 1.15 1.17 0.04 1.15 1.01 1.35 0.75 0.06 1.36 0.55 1.02 0.93 0.20 1.13 0.82 1.05 0.95 0.29 1.11 0.86 1.05 0.89 0.18 1.20 0.74 1.07 0.86 0.11 1.21 0.72 1.04 1.17 0.00 1.10 1.06 1.29 0.97 0.61 1.13 0.86

IgGFc-binding protein (Fcgamma-binding protein antigen) (FcgammaBP)Q9Y6R7 sp|Q9Y6R7|FCGBP_HUMAN 3 3 105 1 1 1 114.57 115.71 118.43 118.71 123.76 124.14 24.7400001 24.3499994 24.1999999 24.7400001 114 96 83 114 206 88 104 206 0.81 0.01 1.17 0.69 0.94 1.27 0.00 1.07 1.19 1.36 0.88 0.01 1.09 0.81 0.97 0.47 0.00 1.18 0.40 0.55 1.21 0.00 1.07 1.13 1.29 1.42 0.00 1.06 1.35 1.50 0.64 0.00 1.07 0.60 0.69 0.79 0.00 1.08 0.74 0.86 1.00 0.96 1.09 0.92 1.09 1.22 0.00 1.10 1.11 1.35 0.87 0.00 1.07 0.82 0.93 0.74 0.00 1.07 0.69 0.79 0.78 0.00 1.15 0.68 0.90 1.25 0.00 1.10 1.14 1.38 0.80 0.00 1.06 0.75 0.85 1.40 0.00 1.07 1.32

Ig mu chain C region P01871 sp|P01871|IGHM_HUMAN 3 3 105 1 1 1 70.53 70.99 61.11 62.05 66.84 67.84 62.1699989 62.1699989 50.880003 53.5399973 114 87 100 114 95 56 48 95 0.35 0.00 1.66 0.21 0.58 0.79 0.02 1.19 0.66 0.94 1.37 0.02 1.28 1.07 1.76 1.54 0.00 1.28 1.21 1.97 0.20 0.00 1.70 0.12 0.34 1.81 0.00 1.28 1.41 2.31 1.05 0.48 1.15 0.91 1.21 0.72 0.00 1.18 0.61 0.85 0.61 0.00 1.24 0.49 0.75 4.86 0.00 1.31 3.70 6.37 0.48 0.00 1.18 0.41 0.57 0.60 0.00 1.18 0.51 0.71 1.02 0.79 1.18 0.86 1.20 2.78 0.00 1.29 2.15 3.59 1.13 0.33 1.31 0.86 1.48 1.00 0.98 1.26 0.79

Myosin-9 (Cellular myosin heavy chain, type A) (Myosin heavy chain 9) (Myosin heavy chain, non-muscle IIa) (Non-muscle myosin heavy chain A) (NMMHC-A) (Non-muscle myosin heavy chain IIa) (NMMHC II-a) (NMMHC-IIA)P35579 sp|P35579|MYH9_HUMAN 3 3 105 1 1 1 121.78 124.64 150.59 152.76 155.14 157.65 45.6099987 34.3400002 44.6399987 45.6099987 108 70 100 108 181 81 107 181 0.62 0.00 1.21 0.51 0.75 0.96 0.64 1.19 0.80 1.14 0.79 0.00 1.07 0.73 0.85 0.60 0.00 1.09 0.55 0.65 0.74 0.00 1.06 0.70 0.79 0.79 0.00 1.07 0.73 0.85 1.30 0.00 1.05 1.23 1.37 0.70 0.00 1.08 0.64 0.75 2.00 0.00 1.08 1.85 2.15 0.80 0.00 1.12 0.72 0.90 0.67 0.00 1.05 0.64 0.71 0.92 0.00 1.04 0.88 0.95 0.80 0.00 1.08 0.74 0.86 0.80 0.00 1.17 0.68 0.93 1.76 0.00 1.07 1.65 1.88 0.73 0.00 1.09 0.67

Cytoplasmic dynein 1 heavy chain 1 (Cytoplasmic dynein heavy chain 1) (Dynein heavy chain, cytosolic)Q14204 sp|Q14204|DYHC1_HUMAN 3 3 105 1 1 1 162.41 165.09 184.09 185.43 136.1 137.77 22.5600004 21.6999993 22.5600004 22.5600004 108 94 108 95 129 87 125 129 0.88 0.00 1.06 0.83 0.93 1.19 0.00 1.05 1.13 1.25 0.87 0.00 1.07 0.81 0.94 0.78 0.00 1.06 0.74 0.83 1.00 1.00 1.04 0.96 1.04 0.83 0.00 1.06 0.79 0.88 0.94 0.00 1.04 0.90 0.98 0.87 0.00 1.07 0.81 0.93 1.55 0.00 1.08 1.44 1.68 0.96 0.58 1.14 0.85 1.10 0.93 0.26 1.13 0.83 1.05 1.07 0.01 1.05 1.02 1.13 0.91 0.15 1.13 0.80 1.03 0.96 0.61 1.16 0.83 1.12 1.22 0.00 1.05 1.16 1.29 1.34 0.00 1.06 1.27

Ig heavy chain V-III region BROP01766 sp|P01766|HV305_HUMAN 3 3 105 1 1 1 14.86 22.75 24.8 25.25 35.8 36.2 58.3299995 51.6700029 58.3299995 56.6699982 100 64 63 100 93 18 72 93 0.66 0.15 3.52 0.19 2.32 0.86 0.61 15.73 0.05 13.47 1.75 0.13 4.61 0.38 8.08 1.18 0.74 121.77 0.01 143.63 0.77 0.27 4.52 0.17 3.50 2.25 0.18 19.66 0.11 44.18 1.41 0.18 3.53 0.40 4.99 1.49 0.06 1.53 0.97 2.28 0.78 0.13 1.54 0.51 1.20 1.78 0.04 1.64 1.09 2.92 0.80 0.25 1.81 0.44 1.45 0.66 0.05 1.53 0.43 1.02 1.89 0.08 2.22 0.85 4.19 2.01 0.02 1.54 1.30 3.10 0.62 0.25 12.86 0.05 7.93 1.30 0.24 3.73 0.35

Haptoglobin (Zonulin) [Cleaved into: Haptoglobin alpha chain; Haptoglobin beta chain]P00738 sp|P00738|HPT_HUMAN 3 3 105 1 1 1 72.73 73.02 59.67 60.07 61.03 61.34 72.9099989 72.9099989 59.8500013 62.3199999 98 85 61 98 183 51 35 183 0.32 0.00 1.34 0.24 0.43 0.94 0.24 1.12 0.84 1.05 0.87 0.06 1.16 0.75 1.00 1.65 0.00 1.31 1.26 2.16 1.15 0.14 1.22 0.94 1.41 2.19 0.00 1.11 1.97 2.43 1.01 0.88 1.20 0.85 1.21 0.50 0.00 1.18 0.42 0.59 0.32 0.00 1.75 0.18 0.55 2.37 0.01 1.89 1.26 4.47 0.31 0.00 1.48 0.21 0.46 0.62 0.01 1.43 0.43 0.88 0.74 0.12 1.50 0.49 1.10 2.13 0.00 1.42 1.50 3.02 0.32 0.00 1.25 0.25 0.39 1.45 0.00 1.16 1.25

Alpha-1-antitrypsin (Alpha-1 protease inhibitor) (Alpha-1-antiproteinase) (Serpin A1) [Cleaved into: Short peptide from AAT (SPAAT)]P01009 sp|P01009|A1AT_HUMAN 3 3 105 1 1 1 71.15 73.44 61.86 63.5 68.84 70.55 69.3799973 68.1800008 61.4799976 69.3799973 89 70 68 89 184 104 98 184 1.11 0.07 1.12 0.99 1.25 0.40 0.00 1.25 0.32 0.50 1.74 0.00 1.13 1.53 1.97 1.41 0.00 1.11 1.27 1.57 1.11 0.02 1.09 1.02 1.21 1.45 0.00 1.12 1.30 1.62 1.16 0.00 1.08 1.07 1.25 0.67 0.00 1.13 0.59 0.76 0.36 0.00 1.18 0.31 0.43 2.04 0.00 1.12 1.81 2.29 1.06 0.17 1.09 0.97 1.16 1.01 0.89 1.11 0.91 1.12 1.38 0.00 1.08 1.27 1.50 2.26 0.00 1.14 1.99 2.57 0.52 0.00 1.15 0.45 0.60 0.93 0.17 1.12 0.83

BPI fold-containing family B member 1 (Long palate, lung and nasal epithelium carcinoma-associated protein 1) (Von Ebner minor salivary gland protein) (VEMSGP)Q8TDL5 sp|Q8TDL5|LPLC1_HUMAN 3 3 105 1 1 1 65.71 66.56 51.56 52.27 64.85 65.48 77.8900027 68.599999 73.3500004 77.8900027 88 78 51 88 145 79 52 145 0.66 0.00 1.11 0.60 0.73 0.60 0.00 1.15 0.52 0.69 1.28 0.01 1.20 1.06 1.54 0.46 0.00 1.20 0.38 0.55 2.27 0.00 1.14 1.99 2.58 1.31 0.02 1.26 1.04 1.66 0.94 0.32 1.14 0.82 1.07 0.40 0.00 1.29 0.31 0.52 1.09 0.36 1.21 0.90 1.33 0.65 0.00 1.25 0.52 0.81 0.78 0.00 1.12 0.70 0.88 0.80 0.00 1.14 0.71 0.91 0.85 0.02 1.15 0.73 0.98 0.65 0.01 1.34 0.49 0.87 1.22 0.00 1.09 1.12 1.33 0.71 0.00 1.17 0.61

Ig kappa chain V-I region RoyP01608 sp|P01608|KV116_HUMAN 3 3 105 1 1 1 4.01 16.03 3.64 17.66 3.74 18.35 38.8900012 31.4799994 31.4799994 38.8900012 85 66 84 85 10 6 4 10 0.69 0.62 927.78 0.00 640.43 0.91 0.54 3.56 0.26 3.25 1.40 0.43 32.80 0.04 45.98 0.81 0.69 181.61 0.00 146.73 1.64 0.68 87297.20 0.00 143362.32 1.31 0.44 16.56 0.08 21.69 1.08 0.57 3.55 0.31 3.84 1.57 0.26 12.18 0.13 19.08 0.49 0.14 7.73 0.06 3.76 1.28 0.24 3.58 0.36 4.60 0.55 0.26 25.15 0.02 13.88 1.16 0.64 19.21 0.06 22.27 1.32 0.22 3.58 0.37 4.71 2.21 0.10 5.15 0.43 11.42 0.65 0.14 3.51 0.19 2.28 1.15 0.39 3.51 0.33

Moesin (Membrane-organizing extension spike protein)P26038 sp|P26038|MOES_HUMAN 3 3 105 1 1 1 49.33 68.72 70.03 70.4 77.24 77.84 63.5999978 52.1700025 63.5999978 63.5999978 76 76 68 70 108 54 56 108 1.48 0.00 1.08 1.37 1.59 1.27 0.00 1.09 1.17 1.39 0.77 0.00 1.11 0.69 0.86 1.37 0.00 1.08 1.27 1.48 1.20 0.00 1.08 1.12 1.30 1.10 0.04 1.09 1.01 1.19 0.91 0.02 1.08 0.85 0.99 1.88 0.00 1.09 1.72 2.06 0.77 0.00 1.09 0.70 0.84 0.83 0.02 1.16 0.72 0.97 1.13 0.00 1.07 1.05 1.21 0.92 0.03 1.07 0.86 0.99 1.14 0.00 1.07 1.06 1.22 0.96 0.45 1.11 0.86 1.07 0.91 0.01 1.07 0.85 0.98 0.96 0.36 1.11 0.86

Sushi domain-containing protein 2Q9UGT4 sp|Q9UGT4|SUSD2_HUMAN 3 3 105 1 1 1 59.76 60.77 58.23 58.63 49.57 50.57 45.0100005 41.3599998 45.0100005 38.5600001 76 76 72 52 70 37 59 70 1.23 0.21 1.41 0.88 1.74 1.72 0.00 1.26 1.36 2.17 0.73 0.07 1.41 0.52 1.03 1.25 0.12 1.34 0.94 1.67 0.70 0.00 1.19 0.58 0.83 1.05 0.70 1.28 0.82 1.34 0.61 0.01 1.41 0.43 0.87 2.65 0.00 1.15 2.31 3.04 1.10 0.36 1.25 0.88 1.38 1.11 0.73 1.91 0.58 2.13 1.22 0.00 1.14 1.07 1.39 0.69 0.00 1.11 0.62 0.77 1.11 0.15 1.16 0.96 1.29 1.03 0.75 1.23 0.84 1.27 0.81 0.00 1.13 0.72 0.92 0.89 0.07 1.14 0.78

Lactotransferrin (Lactoferrin) (EC 3.4.21.-) (Growth-inhibiting protein 12) (Talalactoferrin) [Cleaved into: Lactoferricin-H (Lfcin-H); Kaliocin-1; Lactoferroxin-A; Lactoferroxin-B; Lactoferroxin-C]P02788 sp|P02788|TRFL_HUMAN 3 3 105 1 1 1 67.17 74.66 49.49 53.3 72.77 80.56 63.9400005 63.9400005 46.7599988 62.1100009 72 53 34 72 211 63 58 211 0.31 0.00 1.34 0.23 0.41 0.50 0.00 1.16 0.43 0.58 1.59 0.00 1.10 1.45 1.76 0.43 0.00 1.24 0.35 0.54 1.36 0.00 1.10 1.23 1.50 1.02 0.69 1.09 0.93 1.11 0.51 0.00 1.13 0.45 0.57 0.45 0.00 1.18 0.39 0.53 0.53 0.00 1.11 0.48 0.59 0.58 0.00 1.22 0.48 0.71 0.67 0.00 1.06 0.63 0.72 0.62 0.00 1.08 0.57 0.67 0.47 0.00 1.24 0.38 0.59 0.68 0.00 1.15 0.59 0.78 1.31 0.00 1.07 1.23 1.40 0.45 0.00 1.38 0.33

Ig kappa chain V-III region GOL (Rheumatoid factor)P04206 sp|P04206|KV307_HUMAN 3 3 105 1 1 1 4 31.33 6 34.3 6 40.13 88.0699992 88.0699992 88.0699992 79.8200011 71 41 42 71 8 3 4 8 0.48 0.16 10.82 0.04 5.18 0.70 0.20 4.52 0.15 3.16 1.63 0.15 4.52 0.36 7.35 1.05 0.88 22.64 0.05 23.74 0.56 0.31 47.14 0.01 26.63 3.09 0.07 4.49 0.69 13.87 1.36 0.23 4.50 0.30 6.14 1.25 0.44 10.76 0.12 13.49 0.46 0.08 3.63 0.13 1.66 2.02 0.09 3.65 0.56 7.38 0.64 0.45 128.23 0.00 81.45 0.55 0.11 3.61 0.15 1.97 1.64 0.17 5.72 0.29 9.38 2.70 0.07 3.64 0.74 9.81 0.49 0.23 31.11 0.02 15.20 1.51 0.16 3.96 0.38

Keratin, type I cytoskeletal 9 (Cytokeratin-9) (CK-9) (Keratin-9) (K9)P35527 sp|P35527|K1C9_HUMAN 3 3 105 1 1 1 59.2 62.45 58.76 60.64 52.69 55.37 57.7799976 55.2200019 57.7799976 49.4399995 70 70 59 57 89 61 67 89 0.57 0.00 1.14 0.49 0.65 1.86 0.00 1.11 1.67 2.07 0.81 0.00 1.13 0.72 0.91 1.37 0.00 1.07 1.27 1.47 0.58 0.00 1.11 0.52 0.64 1.97 0.00 1.12 1.76 2.20 1.36 0.00 1.10 1.23 1.49 0.81 0.00 1.10 0.73 0.89 0.46 0.00 1.10 0.42 0.51 1.70 0.00 1.09 1.57 1.85 1.00 0.97 1.07 0.93 1.08 0.97 0.43 1.07 0.91 1.04 1.36 0.00 1.10 1.24 1.49 2.70 0.00 1.07 2.52 2.89 0.67 0.00 1.09 0.62 0.73 1.33 0.00 1.15 1.16

Syntenin-1 (Melanoma differentiation-associated protein 9) (MDA-9) (Pro-TGF-alpha cytoplasmic domain-interacting protein 18) (TACIP18) (Scaffold protein Pbp1) (Syndecan-binding protein 1)O00560 sp|O00560|SDCB1_HUMAN 3 3 105 1 1 1 44.38 45.29 48.12 48.38 46.23 47.96 72.149998 68.4599996 65.7700002 72.149998 70 52 61 70 62 29 43 62 1.77 0.00 1.21 1.47 2.14 1.77 0.02 1.56 1.14 2.76 0.66 0.18 1.88 0.35 1.25 1.13 0.48 1.45 0.78 1.64 0.80 0.07 1.27 0.63 1.02 0.71 0.13 1.60 0.44 1.13 0.56 0.01 1.46 0.39 0.82 2.40 0.00 1.18 2.03 2.85 1.45 0.00 1.13 1.28 1.64 0.96 0.79 1.36 0.71 1.31 1.05 0.34 1.12 0.94 1.18 0.93 0.22 1.12 0.83 1.05 1.17 0.06 1.18 0.99 1.38 0.96 0.76 1.31 0.73 1.26 0.98 0.80 1.24 0.79 1.21 0.67 0.00 1.12 0.59

Ig lambda-2 chain C regionsP0CG05 sp|P0CG05|LAC2_HUMAN 3 3 105 1 1 1 4.67 31.53 6.17 25.24 32.94 32.94 93.4000015 85.8500004 81.129998 93.4000015 69 63 69 63 170 88 97 170 0.60 0.02 1.46 0.41 0.88 0.75 0.07 1.40 0.53 1.05 1.65 0.01 1.37 1.21 2.25 0.87 0.26 1.36 0.64 1.19 0.65 0.02 1.36 0.48 0.89 1.39 0.04 1.36 1.02 1.90 1.01 0.92 1.36 0.74 1.38 1.04 0.74 1.60 0.65 1.67 0.68 0.17 2.16 0.32 1.47 1.52 0.09 1.82 0.84 2.76 0.92 0.49 1.57 0.58 1.44 0.60 0.04 1.58 0.38 0.94 1.82 0.12 2.73 0.67 4.97 2.18 0.04 2.04 1.07 4.44 0.56 0.03 1.53 0.37 0.86 1.19 0.23 1.56 0.77

Deleted in malignant brain tumors 1 protein (Glycoprotein 340) (Gp-340) (Hensin) (Salivary agglutinin) (SAG) (Surfactant pulmonary-associated D-binding protein)Q9UGM3 sp|Q9UGM3|DMBT1_HUMAN 3 3 105 1 1 1 58.17 59.41 55.27 56.75 59.38 59.8 35.2299988 35.2299988 34.9799991 33.1499994 68 68 58 65 130 69 70 130 0.58 0.00 1.17 0.49 0.68 0.86 0.07 1.18 0.73 1.01 1.41 0.00 1.09 1.30 1.54 1.10 0.06 1.10 1.00 1.21 1.27 0.00 1.08 1.18 1.37 1.13 0.01 1.09 1.03 1.24 2.10 0.00 1.11 1.89 2.32 0.72 0.00 1.15 0.62 0.83 0.72 0.00 1.09 0.66 0.78 1.89 0.00 1.13 1.67 2.13 0.70 0.00 1.08 0.65 0.76 0.85 0.00 1.09 0.78 0.92 1.18 0.14 1.25 0.94 1.48 1.64 0.00 1.11 1.48 1.82 1.01 0.87 1.09 0.93 1.09 0.65 0.00 1.17 0.55

Immunoglobulin lambda-like polypeptide 5 (G lambda-1) (Germline immunoglobulin lambda 1)B9A064 sp|B9A064|IGLL5_HUMAN 3 3 105 1 1 1 35.84 35.84 27.8 27.8 6.27 31.06 50 50 42.9899991 46.7299998 68 62 68 53 80 37 44 80 0.43 0.00 1.33 0.32 0.57 1.01 0.98 2.76 0.37 2.79 1.05 0.89 2.87 0.37 3.01 1.20 0.65 3.23 0.37 3.89 0.52 0.05 1.95 0.27 1.02 1.18 0.67 2.97 0.40 3.49 0.89 0.68 2.29 0.39 2.03 1.37 0.03 1.31 1.05 1.79 0.58 0.03 1.52 0.38 0.88 1.36 0.17 1.73 0.78 2.34 0.79 0.24 1.69 0.47 1.33 0.56 0.04 1.73 0.32 0.98 1.71 0.03 1.53 1.12 2.63 2.57 0.00 1.46 1.77 3.74 0.57 0.01 1.33 0.43 0.76 1.12 0.49 1.61 0.70

Ceruloplasmin (EC 1.16.3.1) (Ferroxidase)P00450 sp|P00450|CERU_HUMAN 3 3 105 1 1 1 74.74 75.65 57.18 57.82 73.64 74.79 46.7599988 44.8799998 43.0000007 46.7599988 65 65 45 59 150 83 75 150 0.63 0.00 1.11 0.57 0.70 0.62 0.00 1.14 0.54 0.70 1.58 0.00 1.14 1.39 1.80 1.56 0.00 1.10 1.41 1.72 0.99 0.87 1.09 0.91 1.09 1.46 0.00 1.09 1.34 1.58 1.21 0.00 1.09 1.11 1.31 0.47 0.00 1.25 0.38 0.59 0.34 0.00 1.12 0.30 0.38 2.65 0.00 1.12 2.37 2.97 0.67 0.00 1.08 0.62 0.72 0.72 0.00 1.07 0.68 0.77 1.20 0.00 1.07 1.12 1.29 2.12 0.00 1.09 1.95 2.30 0.63 0.00 1.09 0.58 0.69 1.10 0.01 1.07 1.03

Major vault protein (MVP) (Lung resistance-related protein)Q14764 sp|Q14764|MVP_HUMAN 3 3 105 1 1 1 65.42 67.42 65.19 67.29 75.52 78.02 50.1699984 44.569999 45.9100008 50.1699984 65 48 47 65 118 63 81 118 0.93 0.06 1.08 0.86 1.00 1.36 0.00 1.06 1.28 1.45 0.74 0.00 1.10 0.67 0.82 0.67 0.00 1.12 0.60 0.74 0.59 0.00 1.09 0.54 0.64 0.75 0.00 1.09 0.68 0.82 0.83 0.00 1.06 0.78 0.88 1.03 0.49 1.09 0.95 1.12 1.54 0.00 1.09 1.41 1.68 1.00 0.99 1.13 0.88 1.13 0.82 0.00 1.06 0.78 0.87 1.33 0.00 1.06 1.25 1.41 0.84 0.00 1.10 0.76 0.92 0.96 0.50 1.12 0.85 1.08 1.67 0.00 1.08 1.55 1.81 1.18 0.00 1.07 1.10

Ezrin (Cytovillin) (Villin-2) (p81)P15311 sp|P15311|EZRI_HUMAN 3 3 105 1 1 1 69.27 69.7 44.89 64.08 52.76 74.51 59.8999977 59.0399981 53.7500024 59.8999977 64 64 55 64 97 52 58 97 1.19 0.00 1.08 1.10 1.29 1.10 0.05 1.10 1.00 1.21 0.76 0.00 1.14 0.67 0.87 0.82 0.00 1.13 0.72 0.92 1.32 0.00 1.15 1.15 1.52 0.85 0.01 1.13 0.75 0.96 0.92 0.15 1.12 0.82 1.03 1.27 0.00 1.09 1.16 1.39 0.78 0.00 1.09 0.71 0.85 0.63 0.00 1.28 0.49 0.80 1.24 0.00 1.09 1.14 1.36 1.30 0.00 1.10 1.19 1.43 1.03 0.46 1.09 0.95 1.13 0.80 0.02 1.21 0.66 0.97 1.23 0.00 1.08 1.14 1.33 0.77 0.00 1.11 0.70

Annexin A2 (Annexin II) (Annexin-2) (Calpactin I heavy chain) (Calpactin-1 heavy chain) (Chromobindin-8) (Lipocortin II) (Placental anticoagulant protein IV) (PAP-IV) (Protein I) (p36)P07355 sp|P07355|ANXA2_HUMAN 3 3 105 1 1 1 46.69 47.44 51.65 52.5 53.02 53.88 75.8099973 69.0299988 74.6299982 75.8099973 60 57 54 60 150 73 91 150 1.31 0.00 1.11 1.18 1.46 1.32 0.00 1.09 1.21 1.45 1.61 0.00 1.14 1.41 1.83 1.13 0.07 1.15 0.99 1.30 1.02 0.67 1.10 0.93 1.12 1.09 0.11 1.12 0.98 1.22 1.01 0.91 1.10 0.92 1.10 1.54 0.00 1.09 1.41 1.69 0.84 0.00 1.10 0.77 0.93 0.95 0.30 1.11 0.85 1.05 1.16 0.00 1.08 1.07 1.24 1.14 0.01 1.10 1.04 1.26 1.07 0.05 1.07 1.00 1.14 0.89 0.12 1.16 0.77 1.03 1.21 0.00 1.11 1.09 1.34 1.06 0.29 1.12 0.95

Epidermal growth factor receptor kinase substrate 8-like protein 2 (EPS8-like protein 2) (Epidermal growth factor receptor pathway substrate 8-related protein 2) (EPS8-related protein 2)Q9H6S3 sp|Q9H6S3|ES8L2_HUMAN 3 3 105 1 1 1 60.48 61.47 65.05 65.54 59.16 60.02 50.3499985 50.3499985 46.0099995 43.0799991 59 51 59 52 89 58 82 89 1.74 0.00 1.13 1.54 1.97 1.52 0.00 1.09 1.40 1.66 0.65 0.00 1.13 0.57 0.73 0.95 0.31 1.10 0.87 1.05 0.56 0.00 1.07 0.53 0.60 0.82 0.00 1.12 0.73 0.92 0.53 0.00 1.15 0.46 0.61 3.07 0.00 1.15 2.68 3.53 0.95 0.22 1.09 0.87 1.03 0.76 0.00 1.17 0.65 0.89 1.64 0.00 1.11 1.48 1.81 0.75 0.00 1.06 0.70 0.79 1.08 0.06 1.08 1.00 1.17 0.85 0.07 1.19 0.72 1.01 0.92 0.01 1.07 0.86 0.98 0.49 0.00 1.16 0.42

Transitional endoplasmic reticulum ATPase (TER ATPase) (EC 3.6.4.6) (15S Mg(2+)-ATPase p97 subunit) (Valosin-containing protein) (VCP)P55072 sp|P55072|TERA_HUMAN 3 3 105 1 1 1 72.01 73.34 69.69 70.68 75.37 76.78 61.5400016 58.0600023 61.5400016 56.4499974 58 52 57 58 105 57 66 105 0.99 0.80 1.13 0.88 1.11 1.28 0.00 1.07 1.20 1.37 0.95 0.37 1.13 0.83 1.07 0.91 0.07 1.11 0.82 1.01 0.93 0.06 1.08 0.85 1.00 0.85 0.01 1.12 0.76 0.95 0.86 0.00 1.07 0.80 0.92 0.90 0.02 1.09 0.83 0.98 1.54 0.00 1.09 1.41 1.68 0.85 0.02 1.14 0.74 0.97 0.97 0.21 1.06 0.91 1.02 1.15 0.00 1.07 1.07 1.22 0.80 0.00 1.12 0.72 0.90 1.01 0.91 1.16 0.87 1.17 1.11 0.00 1.06 1.04 1.18 2.08 0.00 1.09 1.92

Programmed cell death 6-interacting protein (PDCD6-interacting protein) (ALG-2-interacting protein 1) (ALG-2-interacting protein X) (Hp95)Q8WUM4 sp|Q8WUM4|PDC6I_HUMAN 3 3 105 1 1 1 70.29 72.82 68.21 69.46 80.19 82.56 50.6900013 42.1700001 40.9000009 50.6900013 58 50 48 58 105 46 79 105 1.77 0.00 1.07 1.66 1.89 1.43 0.00 1.07 1.34 1.53 0.69 0.00 1.11 0.62 0.77 1.18 0.00 1.07 1.10 1.25 0.94 0.07 1.07 0.88 1.00 0.75 0.00 1.11 0.67 0.83 0.59 0.00 1.10 0.54 0.65 2.12 0.00 1.10 1.93 2.32 1.17 0.00 1.10 1.07 1.29 0.70 0.00 1.21 0.58 0.85 1.06 0.08 1.06 0.99 1.12 0.97 0.51 1.09 0.89 1.06 1.10 0.07 1.11 0.99 1.21 0.82 0.00 1.14 0.72 0.93 1.07 0.03 1.06 1.01 1.13 0.59 0.00 1.09 0.54

Keratin, type II cytoskeletal 2 epidermal (Cytokeratin-2e) (CK-2e) (Epithelial keratin-2e) (Keratin-2 epidermis) (Keratin-2e) (K2e) (Type-II keratin Kb2)P35908 sp|P35908|K22E_HUMAN 3 3 105 1 1 1 52.02 64.1 53.7 63.57 53.37 66.24 64.1600013 61.8200004 61.500001 64.1600013 58 58 55 48 55 46 46 55 0.63 0.00 1.13 0.56 0.72 2.17 0.00 1.14 1.90 2.48 0.74 0.00 1.19 0.63 0.89 1.01 0.85 1.11 0.91 1.12 0.66 0.00 1.09 0.61 0.72 0.99 0.88 1.13 0.88 1.12 0.93 0.07 1.09 0.85 1.01 0.90 0.04 1.11 0.80 1.00 0.61 0.00 1.18 0.51 0.72 1.79 0.00 1.10 1.63 1.97 1.05 0.15 1.08 0.98 1.13 1.53 0.00 1.10 1.39 1.68 1.39 0.00 1.08 1.29 1.50 2.03 0.00 1.09 1.87 2.21 0.71 0.00 1.10 0.64 0.78 1.03 0.55 1.11 0.93

Neuroblast differentiation-associated protein AHNAK (Desmoyokin)Q09666 sp|Q09666|AHNK_HUMAN 3 3 105 1 1 1 91.17 92.24 75.55 76.62 52.7 53.57 26.1799991 26.1799991 22.7200002 17.8900003 57 57 47 41 68 68 50 67 1.00 0.92 1.08 0.92 1.08 1.13 0.00 1.07 1.06 1.21 1.06 0.06 1.06 1.00 1.13 0.96 0.23 1.07 0.90 1.03 0.88 0.00 1.05 0.84 0.92 0.93 0.01 1.06 0.87 0.98 1.28 0.00 1.05 1.21 1.35 1.55 0.00 1.05 1.47 1.63 1.08 0.01 1.06 1.02 1.15 1.18 0.00 1.08 1.09 1.28 1.05 0.04 1.05 1.00 1.10 1.09 0.04 1.09 1.01 1.18 1.18 0.00 1.07 1.10 1.27 1.07 0.11 1.08 0.98 1.15 1.13 0.00 1.07 1.05 1.21 0.93 0.02 1.06 0.88

Immunoglobulin J chainP01591 sp|P01591|IGJ_HUMAN 3 3 105 1 1 1 19.04 19.36 20.33 20.46 18.04 18.08 59.7500026 58.4900022 59.7500026 59.7500026 56 41 41 56 101 63 67 101 0.79 0.01 1.17 0.67 0.92 0.94 0.35 1.16 0.81 1.09 1.12 0.31 1.29 0.87 1.45 1.12 0.37 1.33 0.84 1.49 0.61 0.00 1.19 0.52 0.73 1.66 0.00 1.25 1.32 2.07 0.75 0.66 4.57 0.16 3.43 2.02 0.00 1.15 1.75 2.33 0.81 0.01 1.15 0.70 0.94 1.70 0.00 1.21 1.40 2.06 1.08 0.23 1.16 0.94 1.25 0.58 0.00 1.16 0.50 0.68 1.81 0.00 1.15 1.57 2.09 1.84 0.00 1.19 1.55 2.19 0.69 0.00 1.19 0.58 0.82 0.97 0.75 1.27 0.76

Mucin-16 (MUC-16) (Ovarian cancer-related tumor marker CA125) (CA-125) (Ovarian carcinoma antigen CA125)Q8WXI7 sp|Q8WXI7|MUC16_HUMAN 3 3 105 1 1 1 42.82 42.89 35.12 35.17 47.21 47.28 12.2900002 12.2900002 8.46399963 9.05999988 56 56 38 53 87 57 45 87 0.65 0.00 1.15 0.57 0.75 0.81 0.00 1.12 0.73 0.91 1.11 0.13 1.14 0.97 1.26 0.57 0.01 1.50 0.38 0.86 2.52 0.00 1.17 2.15 2.94 0.76 0.01 1.23 0.62 0.93 0.96 0.46 1.13 0.84 1.08 0.77 0.09 1.35 0.57 1.04 1.01 0.89 1.21 0.83 1.23 0.59 0.00 1.34 0.44 0.79 1.33 0.00 1.11 1.20 1.48 0.85 0.19 1.29 0.66 1.09 1.15 0.04 1.14 1.01 1.30 0.66 0.00 1.26 0.52 0.83 1.13 0.36 1.30 0.87 1.46 0.53 0.00 1.50 0.35

Ig heavy chain V-III region BUTP01767 sp|P01767|HV306_HUMAN 3 3 105 1 1 1 7.7 17.86 5.98 12.97 5.83 18.59 46.9599992 45.2199996 46.0900009 46.9599992 55 40 30 55 11 2 5 11 0.73 0.26 5.97 0.12 4.33 1.15 0.60 12.19 0.09 14.04 1.39 0.44 30.38 0.05 42.13 0.63 0.21 7.99 0.08 5.00 0.60 0.12 3.52 0.17 2.10 1.51 0.52 270.84 0.01 407.81 0.95 0.91 65.68 0.01 62.72 1.92 0.42 628.89 0.00 1209.27 0.26 0.18 155.23 0.00 39.62 0.94 0.76 6.29 0.15 5.94 2.08 0.62 743819.56 0.00 1547377.13 0.34 0.18 54.03 0.01 18.38 0.74 0.21 3.78 0.20 2.80 4.25 0.42 1434475.38 0.00 6102480.82 1.31 0.26 4.51 0.29 5.92 0.66 0.68 11860.19 0.00

Erythrocyte band 7 integral membrane protein (Protein 7.2b) (Stomatin)P27105 sp|P27105|STOM_HUMAN 3 3 105 1 1 1 31.46 32.15 33.22 33.82 33 33.59 61.1100018 53.4699976 61.1100018 59.0300024 54 28 40 54 79 35 47 79 2.02 0.00 1.24 1.62 2.50 1.71 0.00 1.24 1.37 2.12 0.80 0.08 1.29 0.62 1.03 1.06 0.57 1.25 0.85 1.33 0.77 0.00 1.16 0.67 0.90 1.08 0.22 1.15 0.94 1.25 0.64 0.03 1.48 0.43 0.94 2.24 0.00 1.16 1.93 2.61 1.14 0.24 1.27 0.90 1.44 0.94 0.54 1.23 0.77 1.16 1.22 0.04 1.21 1.01 1.47 0.85 0.24 1.33 0.64 1.14 1.11 0.31 1.24 0.89 1.38 0.91 0.31 1.23 0.74 1.11 0.99 0.85 1.15 0.86 1.13 0.63 0.00 1.15 0.55

Fibrinogen alpha chain [Cleaved into: Fibrinopeptide A; Fibrinogen alpha chain]P02671 sp|P02671|FIBA_HUMAN 3 3 105 1 1 1 48.6 50.7 37.57 38.66 48.47 50.99 29.1000009 29.1000009 22.2900003 27.8299987 53 45 32 53 67 42 38 67 0.25 0.00 1.53 0.16 0.38 0.54 0.00 1.11 0.49 0.59 0.94 0.13 1.09 0.86 1.02 1.91 0.00 1.08 1.78 2.06 0.57 0.00 1.12 0.51 0.64 2.27 0.00 1.09 2.09 2.46 0.73 0.00 1.08 0.68 0.79 0.43 0.00 1.38 0.31 0.60 0.34 0.00 1.29 0.26 0.44 2.26 0.00 1.14 1.97 2.58 0.47 0.00 1.20 0.39 0.56 0.93 0.07 1.08 0.86 1.01 0.83 0.01 1.15 0.73 0.95 2.66 0.00 1.11 2.38 2.96 0.65 0.00 1.18 0.55 0.77 1.84 0.00 1.13 1.63

Complement factor H (H factor 1)P08603 sp|P08603|CFAH_HUMAN 3 3 105 1 1 1 81.34 81.97 66.14 66.52 57.83 59.08 41.7499989 41.7499989 33.5500002 30.0599992 53 53 40 40 54 49 37 54 0.34 0.00 1.29 0.26 0.44 0.53 0.00 1.15 0.46 0.61 1.63 0.00 1.09 1.50 1.78 1.72 0.00 1.10 1.57 1.89 0.79 0.00 1.06 0.74 0.84 1.61 0.00 1.08 1.49 1.73 1.54 0.00 1.08 1.43 1.66 0.65 0.00 1.26 0.52 0.82 0.42 0.00 1.26 0.33 0.53 2.14 0.00 1.09 1.97 2.32 0.67 0.00 1.10 0.61 0.74 0.71 0.00 1.09 0.65 0.77 1.13 0.32 1.29 0.88 1.46 2.48 0.00 1.10 2.25 2.74 0.57 0.00 1.24 0.46 0.70 1.23 0.04 1.21 1.02

Keratin, type I cytoskeletal 16 (Cytokeratin-16) (CK-16) (Keratin-16) (K16)P08779 sp|P08779|K1C16_HUMAN 3 3 105 1 1 1 46.51 53.58 62.94 64.3 38.9 46.16 61.5199983 49.8899996 61.5199983 43.9700007 53 37 53 33 34 16 34 18 0.44 0.00 1.46 0.30 0.64 1.61 0.00 1.16 1.39 1.88 0.88 0.25 1.27 0.70 1.11 1.02 0.86 1.22 0.83 1.24 0.53 0.00 1.48 0.36 0.78 1.49 0.00 1.25 1.19 1.86 1.05 0.71 1.34 0.78 1.41 0.82 0.04 1.21 0.68 0.99 0.56 0.00 1.27 0.44 0.72 1.61 0.00 1.12 1.44 1.81 0.88 0.04 1.13 0.78 0.99 1.19 0.03 1.17 1.02 1.39 4.38 0.00 1.26 3.48 5.52 2.74 0.00 1.21 2.27 3.30 0.72 0.07 1.43 0.50 1.03 1.22 0.03 1.20 1.02

Heat shock protein HSP 90-alpha (Heat shock 86 kDa) (HSP 86) (HSP86) (Renal carcinoma antigen NY-REN-38)P07900 sp|P07900|HS90A_HUMAN 3 3 105 1 1 1 59 61.04 46.88 48.26 60.63 62.4 42.3500001 42.3500001 39.6200001 41.3899988 50 50 36 42 49 34 30 49 1.59 0.00 1.13 1.41 1.79 0.73 0.00 1.15 0.64 0.84 1.16 0.00 1.09 1.06 1.26 1.00 0.94 1.12 0.89 1.12 1.28 0.00 1.13 1.13 1.45 1.14 0.00 1.09 1.05 1.24 1.10 0.03 1.09 1.01 1.20 1.20 0.00 1.10 1.08 1.32 0.90 0.08 1.13 0.79 1.02 0.77 0.07 1.33 0.58 1.03 1.20 0.00 1.10 1.09 1.33 1.24 0.00 1.13 1.09 1.41 1.00 0.98 1.18 0.84 1.18 0.80 0.57 2.30 0.35 1.84 0.95 0.26 1.10 0.86 1.04 1.12 0.01 1.09 1.03

Hemoglobin subunit beta (Beta-globin) (Hemoglobin beta chain) [Cleaved into: LVV-hemorphin-7; Spinorphin]P68871 sp|P68871|HBB_HUMAN 3 3 105 1 1 1 29.02 29.02 32.72 32.79 37.69 37.71 94.5599973 93.8799977 94.5599973 87.0700002 49 36 49 45 49 28 34 49 0.22 0.00 1.65 0.14 0.37 0.92 0.21 1.16 0.79 1.07 1.27 0.04 1.25 1.01 1.59 0.30 0.00 1.79 0.17 0.54 0.13 0.00 2.85 0.04 0.36 3.04 0.00 1.25 2.43 3.79 0.35 0.00 1.51 0.23 0.53 0.43 0.00 1.28 0.33 0.55 1.66 0.00 1.20 1.38 1.99 3.80 0.00 1.27 3.00 4.81 0.20 0.00 1.68 0.12 0.33 1.18 0.04 1.17 1.01 1.38 0.44 0.00 1.44 0.30 0.63 0.49 0.27 4.05 0.12 1.99 0.28 0.00 1.90 0.15 0.53 1.51 0.03 1.42 1.06

Complement C5 (C3 and PZP-like alpha-2-macroglobulin domain-containing protein 4) [Cleaved into: Complement C5 beta chain; Complement C5 alpha chain; C5a anaphylatoxin; Complement C5 alpha' chain]P01031 sp|P01031|CO5_HUMAN 3 3 105 1 1 1 64.79 68.4 71.36 73.99 71.57 77.46 24.0500003 21.6600001 23.0299994 24.0500003 48 43 43 48 87 58 57 87 0.75 0.00 1.12 0.67 0.85 0.60 0.00 1.10 0.55 0.66 1.33 0.00 1.08 1.23 1.43 1.38 0.00 1.08 1.28 1.48 0.73 0.00 1.07 0.68 0.78 1.26 0.00 1.07 1.18 1.34 1.13 0.00 1.06 1.07 1.19 0.92 0.02 1.06 0.87 0.98 0.54 0.00 1.11 0.48 0.60 2.16 0.00 1.10 1.95 2.38 1.06 0.26 1.11 0.96 1.17 0.76 0.00 1.08 0.71 0.82 1.15 0.03 1.13 1.01 1.30 2.44 0.00 1.29 1.89 3.16 0.54 0.00 1.10 0.50 0.59 0.86 0.00 1.06 0.81

Apolipoprotein B-100 (Apo B-100) [Cleaved into: Apolipoprotein B-48 (Apo B-48)]P04114 sp|P04114|APOB_HUMAN 3 3 105 1 1 1 73.6 77.66 45.49 49.78 80.41 82.43 12.0499998 8.76599997 7.38499984 12.0499998 48 35 26 48 81 49 23 81 0.40 0.00 1.25 0.32 0.50 0.47 0.00 1.16 0.41 0.55 0.78 0.00 1.12 0.70 0.87 1.66 0.00 1.08 1.53 1.80 0.51 0.00 1.11 0.46 0.57 1.76 0.00 1.09 1.62 1.91 1.33 0.00 1.07 1.25 1.42 0.50 0.00 1.34 0.37 0.67 0.65 0.00 1.14 0.57 0.74 1.81 0.00 1.11 1.63 2.00 0.62 0.00 1.10 0.56 0.68 0.81 0.00 1.07 0.76 0.87 0.76 0.00 1.12 0.68 0.85 1.54 0.00 1.14 1.35 1.76 0.67 0.00 1.13 0.60 0.76 0.88 0.00 1.07 0.83

Clathrin heavy chain 1 (Clathrin heavy chain on chromosome 17) (CLH-17)Q00610 sp|Q00610|CLH1_HUMAN 3 3 105 1 1 1 77.24 79.72 74.61 76.54 79.18 81.84 30.0900012 30.0900012 27.8800011 27.9399991 48 44 48 43 57 48 47 57 0.97 0.41 1.07 0.91 1.04 1.16 0.00 1.06 1.09 1.23 1.02 0.67 1.10 0.93 1.13 0.78 0.00 1.09 0.71 0.84 0.94 0.04 1.06 0.89 1.00 0.87 0.00 1.09 0.80 0.95 0.96 0.18 1.07 0.89 1.02 0.89 0.00 1.07 0.83 0.96 1.34 0.00 1.10 1.22 1.46 0.92 0.28 1.18 0.78 1.08 1.15 0.00 1.06 1.09 1.22 1.42 0.00 1.09 1.30 1.56 0.89 0.04 1.11 0.81 0.99 0.96 0.48 1.14 0.84 1.09 0.97 0.62 1.13 0.86 1.09 1.22 0.00 1.09 1.12

Myeloperoxidase (MPO) (EC 1.11.2.2) [Cleaved into: Myeloperoxidase; 89 kDa myeloperoxidase; 84 kDa myeloperoxidase; Myeloperoxidase light chain; Myeloperoxidase heavy chain]P05164 sp|P05164|PERM_HUMAN 3 3 105 1 1 1 13.55 14.91 14.31 15.06 50.35 51.52 42.6800013 8.05400014 11.9499996 42.6800013 47 7 9 47 70 5 7 70 0.11 0.04 7.39 0.01 0.78 0.20 0.01 1.87 0.11 0.37 0.25 0.01 2.04 0.12 0.51 0.15 0.03 3.78 0.04 0.56 0.29 0.00 1.43 0.20 0.41 0.47 0.02 1.54 0.31 0.73 0.15 0.01 2.10 0.07 0.31 0.10 0.18 111.28 0.00 11.67 0.15 0.08 12.28 0.01 1.84 0.25 0.34 120.20 0.00 29.74 0.18 0.28 172.28 0.00 30.30 0.35 0.56 648.27 0.00 225.94 0.31 0.48 376.66 0.00 116.43 0.46 0.58 164.29 0.00 75.84 1.10 0.12 1.13 0.97 1.25 0.52 0.14 2.45 0.21

Ig lambda chain V-III region LOIP80748 sp|P80748|LV302_HUMAN 3 3 105 1 1 1 22.72 22.78 16.72 16.76 24.34 24.43 61.2600029 61.2600029 45.0500011 53.1499982 47 36 30 47 15 6 9 15 0.76 0.24 4.07 0.19 3.08 0.77 0.25 4.11 0.19 3.15 1.34 0.37 11.28 0.12 15.15 0.96 0.86 8.46 0.11 8.16 0.67 0.36 27.33 0.02 18.20 1.61 0.20 6.88 0.23 11.10 1.42 0.36 17.13 0.08 24.38 1.76 0.13 2.65 0.66 4.68 0.65 0.16 2.33 0.28 1.51 1.35 0.47 4.25 0.32 5.73 0.82 0.38 2.14 0.38 1.75 0.56 0.12 2.65 0.21 1.48 1.43 0.21 2.31 0.62 3.29 1.69 0.18 3.05 0.56 5.16 0.74 0.19 1.90 0.39 1.41 1.23 0.13 1.43 0.86

Fibrinogen beta chain [Cleaved into: Fibrinopeptide B; Fibrinogen beta chain]P02675 sp|P02675|FIBB_HUMAN 3 3 105 1 1 1 43.85 45.06 43.74 44.09 37.41 38.61 62.9299998 62.9299998 57.6399982 38.29 46 46 35 37 73 40 39 73 0.36 0.00 1.61 0.22 0.58 0.62 0.00 1.18 0.53 0.73 0.96 0.44 1.10 0.87 1.06 2.02 0.00 1.14 1.77 2.30 0.66 0.00 1.12 0.58 0.74 2.19 0.00 1.15 1.91 2.51 0.78 0.00 1.13 0.69 0.89 0.51 0.00 1.35 0.38 0.69 0.38 0.00 1.29 0.29 0.49 2.29 0.00 1.15 1.99 2.62 0.49 0.00 1.21 0.40 0.59 0.89 0.01 1.09 0.81 0.96 0.89 0.16 1.17 0.76 1.05 2.45 0.00 1.15 2.13 2.82 0.75 0.00 1.15 0.65 0.87 1.69 0.00 1.17 1.45

Mucin-5B (MUC-5B) (Cervical mucin) (High molecular weight salivary mucin MG1) (Mucin-5 subtype B, tracheobronchial) (Sublingual gland mucin)Q9HC84 sp|Q9HC84|MUC5B_HUMAN 3 3 105 1 1 1 50.12 50.82 35.94 36.59 58.45 58.72 9.57999975 7.39300028 5.65799996 9.57999975 45 34 20 45 98 41 29 98 0.57 0.00 1.19 0.47 0.68 0.70 0.00 1.13 0.62 0.79 0.81 0.00 1.13 0.72 0.92 1.49 0.00 1.11 1.34 1.66 1.32 0.00 1.11 1.20 1.46 1.35 0.00 1.12 1.21 1.51 0.57 0.00 1.15 0.50 0.66 0.71 0.00 1.11 0.64 0.79 0.99 0.78 1.12 0.88 1.10 0.56 0.00 1.33 0.42 0.74 0.69 0.00 1.08 0.64 0.74 0.83 0.00 1.11 0.75 0.91 0.75 0.02 1.28 0.58 0.96 0.83 0.04 1.19 0.70 0.99 0.89 0.00 1.07 0.84 0.95 0.43 0.00 1.56 0.27

Pulmonary surfactant-associated protein B (SP-B) (18 kDa pulmonary-surfactant protein) (6 kDa protein) (Pulmonary surfactant-associated proteolipid SPL(Phe))P07988 sp|P07988|PSPB_HUMAN 3 3 105 1 1 1 24.65 25.27 22.6 22.83 23.98 24.92 42.5199986 42.5199986 42.5199986 38.8500005 44 36 32 44 118 40 56 118 0.65 0.00 1.20 0.54 0.77 0.75 0.03 1.28 0.59 0.96 1.10 0.20 1.16 0.94 1.28 1.43 0.00 1.22 1.17 1.75 0.76 0.02 1.24 0.61 0.95 1.54 0.00 1.15 1.33 1.77 0.82 0.02 1.18 0.69 0.97 0.90 0.22 1.20 0.75 1.08 1.65 0.00 1.29 1.27 2.13 0.77 0.10 1.38 0.56 1.06 0.82 0.01 1.13 0.73 0.93 0.74 0.00 1.16 0.64 0.86 0.91 0.44 1.28 0.72 1.17 0.68 0.06 1.49 0.46 1.02 1.45 0.04 1.40 1.03 2.03 0.55 0.03 1.68 0.33

Radixin P35241 sp|P35241|RADI_HUMAN 3 3 105 1 1 1 16.92 51.04 14.6 42.44 17.91 51.98 45.2800006 39.7899985 36.3599986 45.2800006 44 42 37 44 23 12 8 23 1.32 0.00 1.13 1.17 1.49 1.54 0.00 1.13 1.37 1.74 0.60 0.00 1.14 0.53 0.68 1.17 0.02 1.13 1.04 1.33 0.92 0.13 1.13 0.81 1.04 1.01 0.82 1.13 0.90 1.14 0.71 0.01 1.26 0.57 0.89 2.15 0.00 1.36 1.58 2.92 0.79 0.03 1.22 0.64 0.96 0.95 0.72 1.40 0.68 1.33 0.97 0.71 1.18 0.82 1.15 0.86 0.06 1.17 0.73 1.01 1.22 0.19 1.41 0.87 1.72 0.98 0.84 1.24 0.79 1.22 0.87 0.05 1.14 0.76 1.00 0.84 0.12 1.26 0.66

Talin-1 Q9Y490 sp|Q9Y490|TLN1_HUMAN 3 3 105 1 1 1 71.38 73.51 47.23 49.14 60.51 62.64 20.2299997 19.2399994 12.7100006 20.2299997 43 43 23 43 68 46 34 68 0.83 0.00 1.12 0.74 0.92 0.72 0.00 1.10 0.66 0.79 1.17 0.00 1.09 1.08 1.28 1.12 0.08 1.14 0.99 1.27 1.07 0.09 1.08 0.99 1.15 1.15 0.00 1.08 1.06 1.24 1.27 0.00 1.09 1.16 1.38 0.88 0.04 1.13 0.77 0.99 1.23 0.00 1.12 1.10 1.39 1.15 0.03 1.14 1.01 1.31 0.98 0.63 1.07 0.92 1.05 0.91 0.02 1.08 0.84 0.99 0.98 0.61 1.08 0.91 1.06 1.11 0.09 1.13 0.98 1.25 0.95 0.22 1.08 0.88 1.03 1.05 0.29 1.09 0.96

Tubulin beta-4B chain (Tubulin beta-2 chain) (Tubulin beta-2C chain)P68371 sp|P68371|TBB2C_HUMAN 3 3 105 1 1 1 39.37 40.2 40.91 41.64 5.56 30.09 57.3000014 57.3000014 57.3000014 47.8700012 43 43 43 40 23 17 19 23 1.01 0.94 1.42 0.71 1.43 0.45 0.11 3.53 0.13 1.60 1.45 0.05 1.45 1.00 2.09 1.10 0.36 1.42 0.77 1.56 1.15 0.22 1.42 0.81 1.64 0.98 0.79 1.42 0.69 1.38 1.76 0.02 1.42 1.24 2.50 1.00 0.99 1.27 0.79 1.27 0.68 0.01 1.24 0.55 0.85 0.97 0.81 1.42 0.68 1.38 1.06 0.44 1.22 0.87 1.29 1.79 0.00 1.22 1.47 2.18 1.28 0.18 1.54 0.84 1.98 0.85 0.39 1.57 0.54 1.34 0.67 0.07 1.64 0.41 1.10 1.65 0.04 1.54 1.07

Vitamin D-binding protein (DBP) (VDB) (Gc-globulin) (Group-specific component)P02774 sp|P02774|VTDB_HUMAN 3 3 105 1 1 1 52.87 54.41 45.14 46.28 54.5 55.55 63.0800009 60.5499983 53.1599999 63.0800009 41 38 32 41 89 56 43 89 0.65 0.00 1.26 0.52 0.82 0.71 0.00 1.13 0.63 0.81 1.59 0.00 1.19 1.34 1.89 1.86 0.00 1.17 1.59 2.17 0.96 0.31 1.09 0.88 1.04 1.18 0.01 1.13 1.04 1.33 1.11 0.04 1.11 1.00 1.24 0.61 0.00 1.07 0.57 0.66 0.41 0.00 1.13 0.36 0.46 1.87 0.00 1.12 1.67 2.09 1.25 0.00 1.11 1.13 1.39 0.87 0.02 1.12 0.77 0.97 1.01 0.95 1.30 0.78 1.31 1.67 0.00 1.14 1.47 1.89 0.67 0.00 1.10 0.61 0.74 0.84 0.00 1.10 0.77

Heat shock cognate 71 kDa protein (Heat shock 70 kDa protein 8)P11142 sp|P11142|HSP7C_HUMAN 3 3 105 1 1 1 43.3 44.16 24.22 38.24 42.72 43.73 43.6500013 43.6500013 38.3899987 37.9299998 41 41 30 29 31 21 31 30 1.31 0.00 1.16 1.13 1.52 1.13 0.08 1.14 0.99 1.29 0.88 0.18 1.22 0.72 1.07 0.95 0.57 1.20 0.79 1.15 1.21 0.01 1.15 1.05 1.40 0.89 0.18 1.19 0.75 1.06 1.00 0.98 1.15 0.87 1.15 1.47 0.00 1.13 1.31 1.66 1.03 0.60 1.13 0.91 1.16 1.06 0.78 1.60 0.67 1.70 0.99 0.91 1.10 0.90 1.10 1.07 0.24 1.12 0.95 1.19 1.02 0.67 1.13 0.91 1.15 0.99 0.89 1.23 0.80 1.21 1.15 0.01 1.10 1.04 1.26 1.27 0.01 1.18 1.08

Ig kappa chain V-I region BANP04430 sp|P04430|KV122_HUMAN 3 3 105 1 1 1 4.09 11.29 4.13 12.14 4.06 17.01 29.6299994 29.6299994 28.7000001 28.7000001 41 25 29 41 14 4 4 14 0.80 0.27 3.57 0.22 2.85 0.89 0.46 3.56 0.25 3.18 1.72 0.12 3.55 0.48 6.10 1.54 0.33 22.79 0.07 35.08 0.95 0.68 3.55 0.27 3.36 1.38 0.19 3.57 0.39 4.94 1.18 0.34 3.56 0.33 4.20 1.22 0.29 3.54 0.35 4.32 0.43 0.15 12.68 0.03 5.51 1.95 0.15 7.95 0.25 15.53 0.69 0.17 3.52 0.20 2.43 0.66 0.34 22.24 0.03 14.67 2.09 0.19 16.54 0.13 34.57 2.11 0.16 10.74 0.20 22.65 0.49 0.18 12.79 0.04 6.29 1.13 0.81 125.74 0.01

Pyruvate kinase PKM (EC 2.7.1.40) (Cytosolic thyroid hormone-binding protein) (CTHBP) (Opa-interacting protein 3) (OIP-3) (Pyruvate kinase 2/3) (Pyruvate kinase muscle isozyme) (Thyroid hormone-binding protein 1) (THBP1) (Tumor M2-PK) (p58)P14618 sp|P14618|KPYM_HUMAN 3 3 105 1 1 1 46.08 48.23 40.65 41.85 52.41 54.44 58.7599993 56.8700016 47.8300005 58.7599993 40 31 25 40 87 42 32 87 1.11 0.10 1.13 0.98 1.26 0.58 0.00 1.25 0.46 0.72 1.33 0.00 1.13 1.18 1.51 1.00 0.97 1.11 0.90 1.10 1.35 0.00 1.09 1.24 1.47 1.14 0.03 1.12 1.01 1.27 1.07 0.12 1.09 0.98 1.17 1.01 0.75 1.08 0.94 1.09 0.78 0.00 1.11 0.70 0.87 1.14 0.09 1.16 0.98 1.32 1.12 0.01 1.08 1.04 1.21 1.15 0.00 1.08 1.07 1.24 0.96 0.47 1.11 0.87 1.07 1.07 0.23 1.12 0.95 1.20 0.87 0.00 1.08 0.80 0.94 1.16 0.00 1.10 1.05

Keratin, type II cytoskeletal 5 (58 kDa cytokeratin) (Cytokeratin-5) (CK-5) (Keratin-5) (K5) (Type-II keratin Kb5)P13647 sp|P13647|K2C5_HUMAN 3 3 105 1 1 1 24.08 48 37.13 51.38 22.15 46.55 43.5600013 38.9800012 43.5600013 35.0800008 40 33 40 32 26 24 19 26 0.60 0.00 1.20 0.51 0.72 1.92 0.00 1.10 1.74 2.11 0.78 0.01 1.18 0.66 0.93 1.19 0.00 1.10 1.09 1.31 0.53 0.00 1.13 0.47 0.60 1.75 0.00 1.21 1.44 2.12 1.15 0.01 1.10 1.05 1.27 0.74 0.00 1.12 0.66 0.82 0.49 0.00 1.10 0.44 0.54 1.55 0.00 1.11 1.39 1.73 0.91 0.10 1.13 0.80 1.02 1.06 0.17 1.09 0.97 1.16 2.26 0.00 1.23 1.84 2.78 2.20 0.00 1.12 1.96 2.46 0.64 0.00 1.10 0.58 0.71 1.10 0.05 1.10 1.00

Hemopexin (Beta-1B-glycoprotein)P02790 sp|P02790|HEMO_HUMAN 3 3 105 1 1 1 41.11 42.32 31.19 32.02 33.69 35.07 56.7099989 56.7099989 41.7699993 43.2900012 39 39 28 32 88 67 60 88 0.59 0.00 1.14 0.52 0.67 0.87 0.01 1.10 0.79 0.95 1.37 0.00 1.12 1.22 1.53 2.48 0.00 1.12 2.22 2.77 1.04 0.32 1.08 0.96 1.12 1.13 0.03 1.11 1.02 1.25 1.28 0.00 1.14 1.12 1.47 0.67 0.00 1.13 0.59 0.76 0.39 0.00 1.18 0.33 0.46 2.33 0.00 1.10 2.12 2.55 1.18 0.00 1.09 1.08 1.28 0.90 0.02 1.09 0.83 0.98 1.14 0.03 1.12 1.02 1.28 1.95 0.00 1.10 1.78 2.15 0.74 0.00 1.11 0.67 0.82 0.86 0.01 1.11 0.78

Protein-glutamine gamma-glutamyltransferase 2 (EC 2.3.2.13) (Tissue transglutaminase) (Transglutaminase C) (TG(C)) (TGC) (TGase C) (Transglutaminase H) (TGase H) (Transglutaminase-2) (TGase-2)P21980 sp|P21980|TGM2_HUMAN 3 3 105 1 1 1 55.48 56.61 41.06 41.78 53.7 54.15 50.0699997 44.8300004 37.8500015 50.0699997 39 35 26 39 77 33 31 77 0.91 0.17 1.16 0.78 1.05 0.78 0.00 1.09 0.72 0.85 1.04 0.58 1.14 0.91 1.18 1.25 0.00 1.11 1.13 1.39 1.21 0.00 1.09 1.11 1.31 1.32 0.00 1.11 1.19 1.46 0.75 0.00 1.10 0.68 0.83 0.97 0.54 1.09 0.89 1.06 0.75 0.00 1.09 0.69 0.82 0.65 0.01 1.34 0.48 0.86 1.11 0.03 1.10 1.01 1.23 1.17 0.07 1.18 0.99 1.38 0.65 0.00 1.20 0.54 0.78 1.45 0.00 1.14 1.28 1.65 0.70 0.00 1.08 0.65 0.75 2.08 0.00 1.13 1.84

Apolipoprotein A-I (Apo-AI) (ApoA-I) (Apolipoprotein A1) [Cleaved into: Truncated apolipoprotein A-I (Apolipoprotein A-I(1-242))]P02647 sp|P02647|APOA1_HUMAN 3 3 105 1 1 1 36.95 39.54 34.54 35.57 29.76 31.52 63.6699975 63.3000016 63.6699975 56.1800003 39 39 31 29 75 65 46 75 0.32 0.00 1.31 0.24 0.42 0.36 0.00 1.30 0.28 0.47 1.37 0.00 1.14 1.20 1.57 2.24 0.00 1.12 2.00 2.50 0.49 0.00 1.17 0.42 0.58 1.48 0.00 1.11 1.34 1.64 2.34 0.00 1.15 2.04 2.70 0.30 0.00 1.54 0.19 0.46 1.07 0.46 1.21 0.88 1.30 2.31 0.00 1.21 1.90 2.80 0.43 0.00 1.23 0.35 0.53 0.72 0.00 1.13 0.64 0.81 0.87 0.10 1.18 0.74 1.03 1.29 0.01 1.20 1.08 1.55 0.56 0.00 1.21 0.46 0.67 0.72 0.01 1.23 0.59

Gelsolin (AGEL) (Actin-depolymerizing factor) (ADF) (Brevin)P06396 sp|P06396|GELS_HUMAN 3 3 105 1 1 1 40.57 41.5 39.48 40.08 40.24 41.28 34.2700005 34.0200007 29.4099987 34.2700005 39 39 32 31 58 38 36 58 0.87 0.01 1.11 0.79 0.96 0.70 0.00 1.13 0.62 0.79 1.34 0.00 1.15 1.17 1.53 1.29 0.00 1.12 1.15 1.45 1.24 0.00 1.09 1.14 1.35 1.23 0.00 1.12 1.10 1.39 1.16 0.00 1.09 1.06 1.27 0.74 0.00 1.15 0.64 0.85 1.16 0.00 1.08 1.07 1.26 1.78 0.00 1.08 1.64 1.93 1.00 0.99 1.11 0.90 1.11 0.83 0.00 1.08 0.76 0.90 1.06 0.25 1.10 0.96 1.16 1.06 0.31 1.13 0.94 1.20 0.81 0.00 1.10 0.73 0.89 0.90 0.06 1.11 0.82

EH domain-containing protein 1 (PAST homolog 1) (hPAST1) (Testilin)Q9H4M9 sp|Q9H4M9|EHD1_HUMAN 3 3 105 1 1 1 42.68 43.21 46.41 47.26 38.88 40.49 63.6699975 54.8699975 63.6699975 49.4399995 39 37 39 31 51 29 36 51 1.10 0.05 1.10 1.00 1.21 1.13 0.01 1.09 1.03 1.23 0.85 0.05 1.17 0.73 1.00 1.14 0.01 1.09 1.05 1.25 0.75 0.00 1.09 0.69 0.82 1.33 0.00 1.09 1.22 1.45 0.78 0.00 1.09 0.72 0.85 2.01 0.00 1.11 1.81 2.23 0.75 0.00 1.13 0.66 0.84 1.22 0.01 1.15 1.07 1.41 1.37 0.00 1.11 1.24 1.52 1.09 0.05 1.09 1.00 1.19 1.42 0.00 1.09 1.31 1.55 1.06 0.47 1.18 0.90 1.25 0.98 0.66 1.09 0.90 1.07 0.72 0.00 1.09 0.66

Hemoglobin subunit alpha (Alpha-globin) (Hemoglobin alpha chain)P69905 sp|P69905|HBA_HUMAN 3 3 105 1 1 1 10.45 10.64 19.7 19.88 22.29 22.49 88.0299985 61.9700015 86.619997 88.0299985 39 22 25 39 44 19 24 44 0.33 0.00 1.39 0.23 0.45 0.97 0.90 1.74 0.56 1.69 1.40 0.42 2.85 0.49 4.00 0.35 0.01 1.69 0.21 0.60 0.21 0.00 1.59 0.13 0.33 2.85 0.05 2.78 1.03 7.94 0.40 0.01 1.58 0.25 0.63 0.55 0.00 1.36 0.41 0.75 1.52 0.02 1.40 1.08 2.12 2.61 0.01 1.79 1.46 4.69 0.30 0.00 1.70 0.18 0.51 1.02 0.85 1.31 0.78 1.34 0.49 0.01 1.64 0.30 0.81 0.50 0.01 1.62 0.31 0.81 0.27 0.00 1.81 0.15 0.49 1.60 0.00 1.31 1.22

Retinal dehydrogenase 1 (RALDH 1) (RalDH1) (EC 1.2.1.36) (ALDH-E1) (ALHDII) (Aldehyde dehydrogenase family 1 member A1) (Aldehyde dehydrogenase, cytosolic)P00352 sp|P00352|AL1A1_HUMAN 3 3 105 1 1 1 42.1 42.33 39.82 40.49 28.71 31.92 55.8899999 55.8899999 44.3100005 38.7199998 39 39 32 31 42 42 37 40 1.52 0.00 1.15 1.32 1.76 1.00 0.94 1.10 0.91 1.11 1.36 0.00 1.17 1.17 1.59 0.78 0.00 1.13 0.69 0.88 1.48 0.00 1.13 1.31 1.68 0.91 0.06 1.10 0.83 1.00 1.28 0.00 1.10 1.17 1.41 0.93 0.07 1.08 0.86 1.01 1.15 0.00 1.08 1.06 1.24 0.75 0.00 1.20 0.63 0.89 0.97 0.48 1.08 0.90 1.05 1.37 0.00 1.08 1.26 1.48 0.89 0.04 1.12 0.79 0.99 0.69 0.00 1.24 0.55 0.85 1.00 0.99 1.21 0.83 1.21 1.69 0.00 1.21 1.39

Tubulin beta chain (Tubulin beta-5 chain)P07437 sp|P07437|TBB5_HUMAN 3 3 105 1 1 1 5.24 36.1 8.8 40.71 29.96 30.37 57.4299991 54.0499985 57.4299991 47.9699999 39 37 39 39 12 8 10 12 0.72 0.07 1.49 0.48 1.07 0.55 0.04 1.75 0.31 0.95 1.02 0.84 1.49 0.69 1.52 0.93 0.53 1.51 0.61 1.41 1.07 0.51 1.49 0.72 1.60 1.15 0.50 2.12 0.54 2.44 1.13 0.32 1.49 0.76 1.68 0.95 0.58 1.27 0.74 1.21 0.90 0.49 1.44 0.63 1.31 1.19 0.18 1.35 0.88 1.60 0.86 0.09 1.20 0.71 1.03 1.23 0.04 1.20 1.02 1.48 0.93 0.34 1.20 0.77 1.12 1.16 0.40 1.55 0.75 1.81 0.78 0.04 1.26 0.62 0.98 1.33 0.22 1.82 0.73

Ig kappa chain V-IV region JIP06313 sp|P06313|KV403_HUMAN 3 3 105 1 1 1 15.21 17.39 14.22 15.84 13.2 15.21 63.9100015 45.8600014 50.3799975 63.9100015 38 22 23 38 67 27 35 67 0.58 0.03 1.61 0.36 0.93 0.72 0.09 1.49 0.49 1.08 1.67 0.00 1.28 1.31 2.14 1.20 0.12 1.28 0.94 1.53 0.68 0.00 1.20 0.56 0.81 2.04 0.00 1.20 1.70 2.45 1.09 0.29 1.20 0.91 1.31 1.45 0.01 1.29 1.13 1.87 0.61 0.04 1.59 0.39 0.98 3.09 0.01 1.97 1.57 6.08 0.82 0.22 1.45 0.56 1.18 0.82 0.37 1.66 0.50 1.37 1.44 0.08 1.52 0.95 2.19 3.35 0.00 1.88 1.78 6.30 0.59 0.02 1.44 0.41 0.85 1.11 0.65 2.38 0.47

Plastin-2 (L-plastin) (LC64P) (Lymphocyte cytosolic protein 1) (LCP-1)P13796 sp|P13796|PLSL_HUMAN 3 3 105 1 1 1 48.14 49.17 47.93 48.63 51.43 52.47 53.7500024 41.4700002 53.5899997 53.7500024 38 31 38 38 52 34 36 52 0.92 0.08 1.09 0.85 1.01 0.65 0.00 1.11 0.59 0.73 0.86 0.00 1.09 0.79 0.94 0.97 0.49 1.09 0.89 1.06 0.97 0.40 1.07 0.91 1.04 1.09 0.01 1.07 1.02 1.17 1.11 0.01 1.08 1.03 1.19 1.14 0.10 1.18 0.97 1.34 1.62 0.00 1.37 1.19 2.22 0.90 0.38 1.26 0.72 1.14 0.94 0.17 1.09 0.87 1.03 0.84 0.01 1.14 0.74 0.96 0.91 0.30 1.19 0.77 1.09 1.04 0.77 1.33 0.78 1.39 0.73 0.00 1.08 0.67 0.79 1.28 0.00 1.10 1.17

Heat shock protein HSP 90-beta (HSP 90) (Heat shock 84 kDa) (HSP 84) (HSP84)P08238 sp|P08238|HS90B_HUMAN 3 3 105 1 1 1 22.98 49.34 20.24 41.04 24.61 52.24 42.1299994 42.1299994 29.4200003 38.5399997 37 37 27 34 30 21 19 30 1.46 0.00 1.12 1.31 1.63 0.56 0.00 1.19 0.47 0.66 1.07 0.43 1.19 0.90 1.27 0.89 0.07 1.14 0.77 1.01 1.13 0.06 1.13 0.99 1.28 1.12 0.34 1.28 0.87 1.43 1.11 0.05 1.11 1.00 1.22 0.97 0.92 2.06 0.47 1.99 0.62 0.11 1.84 0.34 1.14 0.63 0.11 1.80 0.35 1.13 0.82 0.50 1.92 0.43 1.57 0.93 0.77 1.78 0.52 1.65 0.73 0.25 1.80 0.40 1.31 0.70 0.20 1.80 0.39 1.26 0.76 0.02 1.25 0.61 0.95 0.83 0.16 1.31 0.64

Keratin, type I cytoskeletal 14 (Cytokeratin-14) (CK-14) (Keratin-14) (K14)P02533 sp|P02533|K1C14_HUMAN 3 3 105 1 1 1 19.97 50.58 16.45 47.08 16.87 46.24 47.6700008 46.8199998 47.6700008 45.5500007 37 36 37 31 15 15 14 13 0.45 0.00 1.29 0.35 0.58 1.64 0.00 1.25 1.31 2.06 0.84 0.14 1.28 0.65 1.08 1.09 0.63 1.47 0.74 1.60 0.45 0.00 1.38 0.33 0.62 1.53 0.00 1.28 1.20 1.96 0.98 0.87 1.25 0.78 1.23 0.83 0.27 1.44 0.58 1.20 0.56 0.00 1.30 0.43 0.73 1.52 0.03 1.41 1.07 2.15 1.01 0.93 1.32 0.76 1.34 1.00 0.97 1.32 0.76 1.32 4.81 0.00 1.76 2.73 8.49 2.34 0.00 1.38 1.69 3.22 0.60 0.00 1.30 0.46 0.78 1.15 0.22 1.30 0.89

Retinoic acid-induced protein 3 (G-protein coupled receptor family C group 5 member A) (Orphan G-protein-coupling receptor PEIG-1) (Retinoic acid-induced gene 1 protein) (RAIG-1)Q8NFJ5 sp|Q8NFJ5|RAI3_HUMAN 3 3 105 1 1 1 21.21 21.52 23.2 23.32 23.56 23.71 32.4900001 29.6900004 32.4900001 32.4900001 36 29 31 36 76 42 76 73 1.68 0.00 1.25 1.34 2.11 1.63 0.00 1.28 1.27 2.10 0.66 0.01 1.28 0.52 0.84 1.08 0.44 1.25 0.86 1.35 0.63 0.00 1.15 0.55 0.72 0.92 0.44 1.28 0.72 1.17 0.56 0.01 1.47 0.38 0.83 2.15 0.00 1.32 1.63 2.84 0.97 0.79 1.30 0.75 1.26 0.72 0.08 1.46 0.49 1.05 1.28 0.01 1.20 1.06 1.53 0.72 0.01 1.22 0.59 0.89 1.07 0.42 1.21 0.89 1.30 0.95 0.76 1.51 0.63 1.43 0.79 0.04 1.25 0.63 0.98 0.48 0.00 1.51 0.32

Intercellular adhesion molecule 1 (ICAM-1) (Major group rhinovirus receptor) (CD antigen CD54)P05362 sp|P05362|ICAM1_HUMAN 3 3 105 1 1 1 28.66 30.63 38.93 39.73 38.18 39.64 39.289999 34.4000012 39.289999 34.4000012 36 28 33 36 73 41 50 73 1.27 0.00 1.15 1.11 1.46 1.28 0.02 1.21 1.05 1.55 1.00 0.99 1.21 0.82 1.22 1.59 0.00 1.21 1.31 1.93 0.84 0.04 1.18 0.71 0.99 1.23 0.43 1.77 0.70 2.19 0.86 0.50 1.60 0.54 1.38 1.95 0.03 1.81 1.08 3.52 0.64 0.00 1.15 0.56 0.73 1.11 0.07 1.12 0.99 1.24 1.21 0.03 1.18 1.02 1.44 0.95 0.32 1.10 0.86 1.05 1.37 0.00 1.10 1.24 1.50 1.13 0.07 1.14 0.99 1.29 0.91 0.06 1.11 0.82 1.00 0.70 0.11 1.57 0.45

Aldehyde dehydrogenase family 3 member B1 (EC 1.2.1.5) (Aldehyde dehydrogenase 7)P43353 sp|P43353|AL3B1_HUMAN 3 3 105 1 1 1 26.74 28.96 27.11 27.9 31.8 32.2 42.0899987 38.8900012 36.1099988 42.0899987 36 28 27 36 64 29 41 64 1.68 0.00 1.33 1.26 2.24 1.95 0.00 1.13 1.73 2.20 0.98 0.67 1.12 0.87 1.10 0.78 0.01 1.20 0.65 0.93 1.13 0.05 1.13 1.00 1.28 0.66 0.00 1.21 0.55 0.80 0.71 0.00 1.13 0.63 0.81 1.76 0.00 1.10 1.59 1.94 1.20 0.02 1.16 1.04 1.39 0.82 0.26 1.45 0.56 1.19 1.25 0.00 1.10 1.13 1.38 1.03 0.66 1.13 0.91 1.16 0.88 0.09 1.17 0.75 1.02 0.89 0.78 2.37 0.38 2.12 1.09 0.21 1.15 0.95 1.25 0.51 0.00 1.31 0.38

Alpha-actinin-4 (F-actin cross-linking protein) (Non-muscle alpha-actinin 4)O43707 sp|O43707|ACTN4_HUMAN 3 3 105 1 1 1 57.76 58.65 47.63 48.39 45.52 47.15 38.6400014 38.6400014 35.7800007 31.9400013 36 36 33 30 17 15 15 17 0.94 0.62 1.28 0.74 1.21 0.83 0.01 1.14 0.73 0.94 0.98 0.79 1.15 0.86 1.13 1.03 0.78 1.24 0.83 1.27 0.99 0.91 1.19 0.83 1.18 1.19 0.03 1.17 1.02 1.39 0.99 0.82 1.11 0.89 1.10 0.98 0.71 1.12 0.88 1.10 1.23 0.03 1.20 1.03 1.47 1.00 0.98 1.41 0.71 1.42 0.95 0.32 1.12 0.85 1.06 1.12 0.05 1.12 1.00 1.26 1.06 0.49 1.22 0.87 1.30 1.09 0.26 1.18 0.92 1.29 1.09 0.19 1.14 0.95 1.24 0.95 0.57 1.19 0.80

Ras GTPase-activating-like protein IQGAP1 (p195)P46940 sp|P46940|IQGA1_HUMAN 3 3 105 1 1 1 58.78 62.89 66.26 69.04 63.36 67.06 25.4099995 23.7800002 24.9799997 25.4099995 35 33 35 34 55 41 43 55 1.16 0.01 1.10 1.05 1.28 0.97 0.38 1.07 0.90 1.04 1.21 0.00 1.11 1.09 1.34 0.96 0.43 1.11 0.87 1.06 1.21 0.00 1.07 1.13 1.30 1.02 0.61 1.08 0.94 1.11 1.07 0.04 1.06 1.00 1.13 1.00 0.96 1.07 0.94 1.07 1.26 0.00 1.09 1.16 1.37 0.94 0.53 1.22 0.77 1.15 1.08 0.02 1.06 1.02 1.15 1.06 0.12 1.07 0.99 1.14 0.93 0.14 1.10 0.84 1.03 0.94 0.39 1.17 0.80 1.09 1.06 0.14 1.08 0.98 1.15 1.01 0.91 1.10 0.91

Unconventional myosin-Ic (Myosin I beta) (MMI-beta) (MMIb)O00159 sp|O00159|MYO1C_HUMAN 3 3 105 1 1 1 55.39 57.64 56.28 58.93 51.68 56.52 33.3999991 31.6100001 33.3999991 29.0699989 35 31 35 32 43 32 30 43 1.13 0.01 1.09 1.04 1.23 0.99 0.77 1.08 0.91 1.07 1.06 0.39 1.14 0.93 1.20 1.01 0.86 1.12 0.90 1.13 0.89 0.01 1.08 0.82 0.96 1.26 0.00 1.09 1.15 1.37 0.89 0.05 1.13 0.79 1.00 1.89 0.00 1.10 1.73 2.07 0.73 0.00 1.08 0.67 0.79 1.23 0.00 1.14 1.07 1.41 1.23 0.00 1.07 1.15 1.32 1.16 0.00 1.08 1.07 1.25 1.37 0.00 1.07 1.28 1.47 1.01 0.79 1.12 0.90 1.14 1.04 0.33 1.09 0.96 1.13 0.80 0.00 1.15 0.70

Plasma protease C1 inhibitor (C1 Inh) (C1Inh) (C1 esterase inhibitor) (C1-inhibiting factor) (Serpin G1)P05155 sp|P05155|IC1_HUMAN 3 3 105 1 1 1 29.74 30.39 23.86 24.44 25.3 25.9 34.5999986 34.5999986 26.1999995 27.7999997 34 34 26 22 70 35 34 70 0.92 0.08 1.10 0.84 1.01 0.61 0.00 1.16 0.52 0.70 0.99 0.82 1.15 0.86 1.13 1.70 0.00 1.13 1.50 1.92 1.32 0.00 1.12 1.18 1.48 1.09 0.09 1.10 0.99 1.20 0.95 0.33 1.11 0.86 1.06 0.83 0.01 1.12 0.74 0.94 0.72 0.00 1.13 0.64 0.81 1.34 0.00 1.13 1.18 1.51 1.07 0.18 1.11 0.97 1.19 1.01 0.86 1.11 0.91 1.12 1.21 0.00 1.11 1.09 1.34 1.31 0.01 1.20 1.09 1.58 0.81 0.00 1.10 0.73 0.89 0.76 0.00 1.12 0.68

Complement factor B (EC 3.4.21.47) (C3/C5 convertase) (Glycine-rich beta glycoprotein) (GBG) (PBF2) (Properdin factor B) [Cleaved into: Complement factor B Ba fragment; Complement factor B Bb fragment]P00751 sp|P00751|CFAB_HUMAN 3 3 105 1 1 1 47.72 49.94 37.97 39.79 37.52 40.45 38.0899996 38.0899996 30.37 37.1699989 34 34 24 30 49 44 37 49 0.45 0.00 1.44 0.31 0.65 0.52 0.00 1.23 0.42 0.64 1.47 0.00 1.10 1.33 1.62 1.64 0.00 1.08 1.52 1.77 0.93 0.12 1.10 0.85 1.02 2.15 0.00 1.15 1.88 2.46 1.52 0.00 1.07 1.42 1.63 0.55 0.00 1.19 0.46 0.66 0.36 0.00 1.16 0.31 0.42 1.90 0.00 1.10 1.72 2.10 0.60 0.00 1.11 0.54 0.66 0.87 0.00 1.07 0.81 0.94 1.40 0.00 1.15 1.22 1.60 2.73 0.00 1.10 2.49 2.99 0.55 0.00 1.11 0.49 0.61 0.89 0.02 1.11 0.80

Plasminogen (EC 3.4.21.7) [Cleaved into: Plasmin heavy chain A; Activation peptide; Angiostatin; Plasmin heavy chain A, short form; Plasmin light chain B]P00747 sp|P00747|PLMN_HUMAN 3 3 105 1 1 1 56.98 58.1 39.33 40.51 34.22 35.59 43.3299989 43.3299989 34.4399989 31.1100006 34 34 24 23 41 41 25 34 0.54 0.00 1.20 0.45 0.64 0.73 0.02 1.29 0.57 0.94 1.51 0.00 1.10 1.38 1.66 2.20 0.00 1.13 1.94 2.50 0.64 0.00 1.12 0.57 0.72 1.45 0.00 1.07 1.35 1.55 1.92 0.00 1.10 1.74 2.12 0.60 0.01 1.45 0.41 0.87 0.45 0.00 1.23 0.36 0.55 3.48 0.00 1.08 3.22 3.76 0.72 0.00 1.12 0.64 0.80 0.69 0.00 1.10 0.63 0.76 1.03 0.56 1.11 0.92 1.15 2.58 0.00 1.08 2.39 2.78 0.49 0.00 1.13 0.43 0.55 0.83 0.00 1.11 0.75

Apolipoprotein A-IV (Apo-AIV) (ApoA-IV) (Apolipoprotein A4)P06727 sp|P06727|APOA4_HUMAN 3 3 105 1 1 1 36.99 38.76 25.38 26.58 22.84 24.74 57.069999 57.069999 39.6499991 23.7399995 34 34 15 10 25 25 13 24 0.52 0.00 1.33 0.39 0.69 0.51 0.00 1.37 0.37 0.70 1.97 0.00 1.40 1.41 2.77 3.25 0.00 1.18 2.76 3.82 0.41 0.00 1.34 0.31 0.56 1.93 0.00 1.31 1.48 2.52 2.47 0.00 1.18 2.09 2.93 0.30 0.00 1.76 0.17 0.52 0.72 0.01 1.24 0.58 0.89 1.24 0.01 1.17 1.06 1.46 0.40 0.00 1.32 0.30 0.53 0.97 0.52 1.11 0.87 1.08 0.82 0.02 1.16 0.71 0.96 0.83 0.01 1.12 0.74 0.94 0.60 0.00 1.12 0.54 0.67 1.02 0.76 1.12 0.91

Tubulin alpha-4A chain (Alpha-tubulin 1) (Testis-specific alpha-tubulin) (Tubulin H2-alpha) (Tubulin alpha-1 chain)P68366 sp|P68366|TBA4A_HUMAN 3 3 105 1 1 1 6 31.18 6.01 29.94 4.09 32.83 44.6399987 42.8600013 43.2999998 44.6399987 34 23 23 34 10 6 10 5 0.71 0.41 3.99 0.18 2.85 0.50 0.22 5.31 0.09 2.66 1.03 0.94 4.49 0.23 4.64 0.64 0.43 7.10 0.09 4.56 0.94 0.74 1.99 0.47 1.87 1.09 0.71 2.46 0.45 2.69 1.19 0.24 1.56 0.76 1.85 0.90 0.48 1.69 0.53 1.52 0.75 0.08 1.45 0.52 1.09 1.04 0.85 2.36 0.44 2.47 0.89 0.55 2.02 0.44 1.80 1.31 0.09 1.45 0.90 1.90 0.94 0.75 2.00 0.47 1.89 1.07 0.49 1.44 0.74 1.55 1.27 0.29 4.43 0.29 5.62 0.95 0.75 4.32 0.22

Fibrinogen gamma chainP02679 sp|P02679|FIBG_HUMAN 3 3 105 1 1 1 38.41 38.52 33.78 33.89 33.94 34.12 49.4500011 47.9000002 49.4500011 40.1800007 33 30 30 33 63 35 36 63 0.25 0.00 1.46 0.17 0.37 0.53 0.00 1.19 0.45 0.63 0.93 0.26 1.13 0.83 1.06 2.02 0.00 1.09 1.85 2.19 0.58 0.00 1.13 0.51 0.65 2.35 0.00 1.08 2.17 2.55 0.66 0.00 1.15 0.57 0.76 0.44 0.00 1.25 0.35 0.55 0.32 0.00 1.24 0.25 0.39 2.44 0.00 1.12 2.17 2.74 0.47 0.00 1.20 0.39 0.56 0.84 0.01 1.13 0.74 0.95 0.80 0.04 1.24 0.64 0.99 2.52 0.00 1.20 2.10 3.03 0.70 0.00 1.13 0.62 0.79 1.64 0.00 1.15 1.43

Ig heavy chain V-III region GALP01781 sp|P01781|HV320_HUMAN 3 3 105 1 1 1 10.8 12 7.79 11.48 10.45 13.74 50.8599997 50.8599997 50.8599997 50.8599997 33 33 31 32 19 13 14 19 0.28 0.00 1.29 0.22 0.37 0.54 0.03 1.60 0.34 0.87 1.22 0.40 1.93 0.63 2.35 1.17 0.69 3.05 0.38 3.57 0.54 0.28 4.53 0.12 2.44 1.29 0.31 1.94 0.66 2.50 1.01 0.90 1.41 0.72 1.43 1.49 0.12 1.90 0.78 2.82 0.66 0.10 1.79 0.37 1.19 1.83 0.02 1.43 1.28 2.63 0.89 0.34 1.52 0.58 1.35 0.70 0.12 1.81 0.39 1.27 1.98 0.08 2.47 0.80 4.89 3.13 0.01 1.43 2.18 4.48 0.69 0.05 1.43 0.48 1.00 1.28 0.10 1.40 0.91

Clusterin (Aging-associated gene 4 protein) (Apolipoprotein J) (Apo-J) (Complement cytolysis inhibitor) (CLI) (Complement-associated protein SP-40,40) (Ku70-binding protein 1) (NA1/NA2) (Testosterone-repressed prostate message 2) (TRPM-2) [Cleaved into: Clusterin beta chain (ApoJalpha) (Complement cytolysis inhibitor a chain); Clusterin alpha chain (ApoJbeta) (Complement cytolysis inhibitor b chain)]P10909 sp|P10909|CLUS_HUMAN 3 3 105 1 1 1 26.37 27.16 24.88 25.52 32.1 32.68 33.8499993 32.069999 33.8499993 33.4100008 32 26 23 32 45 34 22 45 0.59 0.00 1.23 0.48 0.73 0.55 0.00 1.16 0.47 0.64 1.34 0.03 1.28 1.04 1.72 1.23 0.01 1.16 1.06 1.43 1.30 0.00 1.14 1.14 1.49 1.45 0.00 1.18 1.23 1.72 1.16 0.03 1.14 1.02 1.33 0.71 0.01 1.25 0.57 0.89 0.99 0.93 1.14 0.87 1.14 1.85 0.00 1.13 1.64 2.09 1.06 0.31 1.13 0.94 1.19 0.85 0.01 1.13 0.75 0.95 1.28 0.00 1.13 1.13 1.45 1.22 0.03 1.19 1.03 1.45 0.85 0.02 1.13 0.75 0.96 0.52 0.00 1.16 0.45

Aminopeptidase N (AP-N) (hAPN) (EC 3.4.11.2) (Alanyl aminopeptidase) (Aminopeptidase M) (AP-M) (Microsomal aminopeptidase) (Myeloid plasma membrane glycoprotein CD13) (gp150) (CD antigen CD13)P15144 sp|P15144|AMPN_HUMAN 3 3 105 1 1 1 45.91 47.07 39.71 40.46 32.13 33.04 26.3700008 26.3700008 20.1700002 18.6100006 32 32 23 20 36 36 31 35 1.11 0.07 1.12 0.99 1.24 1.38 0.00 1.12 1.22 1.55 1.08 0.24 1.13 0.95 1.22 0.79 0.00 1.17 0.68 0.93 1.23 0.00 1.11 1.10 1.37 0.87 0.15 1.21 0.72 1.05 0.83 0.02 1.16 0.71 0.96 1.37 0.00 1.09 1.25 1.49 1.10 0.02 1.09 1.02 1.20 0.84 0.05 1.19 0.70 1.00 0.92 0.04 1.08 0.85 1.00 1.24 0.00 1.08 1.15 1.35 0.97 0.58 1.12 0.86 1.09 0.88 0.10 1.16 0.76 1.03 1.16 0.00 1.09 1.06 1.27 0.55 0.00 1.24 0.44

Glyceraldehyde-3-phosphate dehydrogenase (GAPDH) (EC 1.2.1.12) (Peptidyl-cysteine S-nitrosylase GAPDH) (EC 2.6.99.-)P04406 sp|P04406|G3P_HUMAN 3 3 105 1 1 1 29.46 29.86 33.07 33.44 32.5 32.81 65.9699976 65.9699976 61.1899972 44.780001 32 31 28 32 31 28 23 31 1.00 0.99 1.29 0.78 1.29 0.78 0.01 1.19 0.65 0.93 1.04 0.74 1.27 0.82 1.32 0.65 0.00 1.28 0.51 0.83 1.18 0.14 1.26 0.94 1.48 1.03 0.73 1.17 0.87 1.20 1.17 0.03 1.15 1.02 1.35 0.86 0.12 1.23 0.69 1.05 0.96 0.56 1.18 0.81 1.13 1.29 0.06 1.30 0.99 1.68 0.76 0.00 1.14 0.66 0.87 1.23 0.02 1.19 1.04 1.46 0.89 0.25 1.26 0.70 1.11 1.04 0.86 1.60 0.65 1.66 1.13 0.11 1.16 0.97 1.31 0.84 0.01 1.13 0.74

Mucin-5AC (MUC-5AC) (Gastric mucin) (Lewis B blood group antigen) (LeB) (Major airway glycoprotein) (Mucin-5 subtype AC, tracheobronchial) (Tracheobronchial mucin) (TBM) (Fragments)P98088 sp|P98088|MUC5A_HUMAN 3 3 105 1 1 1 41.12 49.13 7.94 12.8 35.25 42.28 11.9900003 8.64799991 3.61800008 11.9900003 31 28 7 31 41 29 5 41 0.68 0.01 1.34 0.51 0.91 1.03 0.86 1.49 0.69 1.54 1.39 0.00 1.14 1.22 1.58 0.56 0.00 1.28 0.44 0.72 2.25 0.00 1.15 1.95 2.59 0.72 0.00 1.19 0.61 0.86 0.96 0.44 1.13 0.85 1.08 0.70 0.08 1.55 0.45 1.09 0.54 0.00 1.27 0.42 0.68 0.86 0.24 1.38 0.62 1.19 0.61 0.01 1.28 0.47 0.78 0.70 0.07 1.52 0.46 1.07 0.77 0.44 2.51 0.31 1.94 0.71 0.22 2.02 0.35 1.43 1.10 0.14 1.14 0.97 1.25 1.10 0.02 1.08 1.01

Annexin A4 (35-beta calcimedin) (Annexin IV) (Annexin-4) (Carbohydrate-binding protein p33/p41) (Chromobindin-4) (Endonexin I) (Lipocortin IV) (P32.5) (PP4-X) (Placental anticoagulant protein II) (PAP-II) (Protein II)P09525 sp|P09525|ANXA4_HUMAN 3 3 105 1 1 1 27.46 30.22 37.45 38.47 38.57 39.95 63.9500022 51.7199993 63.9500022 59.2499971 30 29 27 30 58 23 26 58 1.33 0.03 1.29 1.03 1.72 1.65 0.00 1.20 1.38 1.99 1.13 0.23 1.24 0.91 1.41 1.11 0.31 1.23 0.90 1.35 1.05 0.24 1.09 0.96 1.15 0.77 0.01 1.20 0.64 0.92 1.08 0.08 1.09 0.99 1.18 1.35 0.00 1.09 1.24 1.46 0.79 0.00 1.10 0.72 0.87 0.80 0.07 1.28 0.62 1.02 1.28 0.00 1.09 1.18 1.39 1.13 0.02 1.10 1.03 1.23 0.99 0.84 1.12 0.89 1.10 0.86 0.10 1.21 0.71 1.03 1.15 0.00 1.08 1.06 1.24 1.02 0.78 1.12 0.90

Alpha-1-antichymotrypsin (ACT) (Cell growth-inhibiting gene 24/25 protein) (Serpin A3) [Cleaved into: Alpha-1-antichymotrypsin His-Pro-less]P01011 sp|P01011|AACT_HUMAN 3 3 105 1 1 1 29.7 32.27 23.98 26.1 30.79 33.47 47.7499992 43.9700007 45.8600014 47.7499992 30 26 23 30 51 27 25 51 0.68 0.01 1.28 0.53 0.86 0.41 0.00 1.26 0.33 0.52 1.65 0.00 1.20 1.37 1.99 2.20 0.00 1.19 1.85 2.62 0.75 0.00 1.12 0.67 0.83 1.46 0.00 1.14 1.28 1.66 1.51 0.00 1.19 1.27 1.80 0.44 0.00 1.36 0.32 0.59 0.35 0.00 1.43 0.24 0.49 2.33 0.00 1.15 2.02 2.68 0.78 0.00 1.17 0.67 0.91 0.83 0.00 1.12 0.74 0.93 1.13 0.28 1.27 0.89 1.44 2.37 0.00 1.14 2.07 2.71 0.65 0.00 1.14 0.57 0.74 0.75 0.00 1.17 0.64

Phosphoglycerate kinase 1 (EC 2.7.2.3) (Cell migration-inducing gene 10 protein) (Primer recognition protein 2) (PRP 2)P00558 sp|P00558|PGK1_HUMAN 3 3 105 1 1 1 41.05 42.83 35.6 36.47 37.18 39.27 55.400002 55.400002 46.7599988 43.4100002 30 30 23 26 46 35 28 46 1.72 0.00 1.23 1.39 2.12 0.44 0.00 1.27 0.35 0.56 1.23 0.00 1.08 1.14 1.33 1.20 0.00 1.10 1.10 1.31 1.65 0.00 1.12 1.48 1.85 1.10 0.11 1.13 0.98 1.24 1.27 0.00 1.10 1.15 1.41 1.17 0.00 1.08 1.08 1.27 0.45 0.00 1.18 0.38 0.54 0.86 0.16 1.25 0.69 1.07 1.27 0.00 1.08 1.17 1.38 1.23 0.00 1.12 1.09 1.37 1.07 0.21 1.11 0.96 1.19 0.94 0.44 1.18 0.80 1.11 0.59 0.00 1.10 0.53 0.65 1.07 0.20 1.11 0.96

Alkaline phosphatase, tissue-nonspecific isozyme (AP-TNAP) (TNSALP) (EC 3.1.3.1) (Alkaline phosphatase liver/bone/kidney isozyme)P05186 sp|P05186|PPBT_HUMAN 3 3 105 1 1 1 33.53 33.66 21 22.24 24.44 24.82 41.4099991 41.4099991 30.9199989 35.1099998 30 30 20 25 36 24 19 36 1.55 0.00 1.26 1.22 1.95 1.21 0.00 1.13 1.08 1.37 1.15 0.02 1.12 1.02 1.29 1.26 0.00 1.11 1.14 1.39 1.40 0.00 1.21 1.16 1.69 1.01 0.80 1.13 0.90 1.15 1.31 0.00 1.10 1.19 1.44 0.63 0.00 1.21 0.52 0.76 0.77 0.00 1.14 0.67 0.87 0.61 0.03 1.56 0.39 0.94 1.13 0.06 1.14 0.99 1.29 1.08 0.21 1.14 0.95 1.23 0.96 0.65 1.20 0.81 1.15 0.63 0.05 1.57 0.40 0.99 1.55 0.00 1.12 1.38 1.73 0.78 0.00 1.12 0.70

Inter-alpha-trypsin inhibitor heavy chain H2 (ITI heavy chain H2) (ITI-HC2) (Inter-alpha-inhibitor heavy chain 2) (Inter-alpha-trypsin inhibitor complex component II) (Serum-derived hyaluronan-associated protein) (SHAP)P19823 sp|P19823|ITIH2_HUMAN 3 3 105 1 1 1 39.17 40.46 25.84 26.7 37.94 40.49 23.15 23.15 21.2500006 23.0399996 30 26 17 30 35 35 19 29 0.48 0.00 1.34 0.36 0.65 0.43 0.00 1.34 0.32 0.57 1.40 0.00 1.15 1.22 1.61 1.87 0.00 1.12 1.68 2.09 0.78 0.00 1.17 0.67 0.90 1.39 0.00 1.11 1.25 1.54 1.92 0.00 1.13 1.70 2.18 0.55 0.00 1.43 0.39 0.79 0.43 0.00 1.25 0.35 0.54 2.24 0.00 1.13 1.98 2.53 0.73 0.00 1.11 0.66 0.80 0.68 0.00 1.10 0.61 0.75 1.18 0.00 1.09 1.08 1.29 1.67 0.00 1.13 1.48 1.89 0.51 0.00 1.17 0.43 0.59 0.80 0.00 1.13 0.71

Prominin-1 (Antigen AC133) (Prominin-like protein 1) (CD antigen CD133)O43490 sp|O43490|PROM1_HUMAN 3 3 105 1 1 1 30.73 31.35 22.18 22.92 34.59 35.93 25.7800013 22.2000003 18.2699993 25.7800013 29 25 16 29 48 33 23 48 0.97 0.58 1.13 0.86 1.09 1.11 0.04 1.11 1.00 1.23 0.85 0.03 1.16 0.73 0.98 0.59 0.00 1.32 0.44 0.78 1.45 0.00 1.20 1.20 1.74 0.84 0.04 1.17 0.72 0.99 0.91 0.06 1.10 0.82 1.00 0.99 0.84 1.15 0.86 1.13 0.95 0.30 1.12 0.85 1.06 0.65 0.01 1.38 0.48 0.90 0.95 0.20 1.09 0.87 1.03 1.22 0.01 1.14 1.07 1.39 0.93 0.21 1.13 0.82 1.05 0.77 0.00 1.15 0.67 0.89 1.20 0.00 1.10 1.09 1.31 0.64 0.00 1.26 0.51

Ig kappa chain V-III region VG (Fragment)P04433 sp|P04433|KV309_HUMAN 3 3 105 1 1 1 12.41 20.44 13.02 25.08 8.71 18.45 73.9099979 65.2199984 66.0899997 73.9099979 29 29 28 27 11 11 6 10 0.59 0.13 3.87 0.15 2.28 0.79 0.27 3.89 0.20 3.06 1.24 0.44 9.08 0.14 11.23 1.18 0.37 3.90 0.30 4.59 0.72 0.20 3.88 0.19 2.80 1.89 0.11 3.91 0.48 7.39 1.07 0.72 6.64 0.16 7.12 1.32 0.23 3.77 0.35 4.97 0.47 0.09 3.83 0.12 1.79 1.97 0.10 3.83 0.52 7.54 0.50 0.27 52.50 0.01 26.06 0.68 0.17 3.80 0.18 2.57 1.72 0.12 3.83 0.45 6.59 2.36 0.16 15.23 0.16 35.99 0.67 0.19 4.63 0.14 3.10 1.08 0.63 4.65 0.23

Annexin A5 (Anchorin CII) (Annexin V) (Annexin-5) (Calphobindin I) (CBP-I) (Endonexin II) (Lipocortin V) (Placental anticoagulant protein 4) (PP4) (Placental anticoagulant protein I) (PAP-I) (Thromboplastin inhibitor) (Vascular anticoagulant-alpha) (VAC-alpha)P08758 sp|P08758|ANXA5_HUMAN 3 3 105 1 1 1 34.82 35.94 33.59 36.9 31.86 35.61 61.2500012 61.2500012 60.619998 60.9399974 28 23 24 28 58 39 42 58 1.91 0.00 1.21 1.58 2.32 1.31 0.00 1.10 1.19 1.44 0.95 0.42 1.15 0.82 1.09 1.22 0.00 1.12 1.10 1.37 1.31 0.00 1.10 1.19 1.43 1.00 0.93 1.12 0.90 1.13 1.00 0.97 1.10 0.91 1.10 1.34 0.00 1.11 1.21 1.48 1.04 0.48 1.13 0.92 1.18 0.70 0.00 1.21 0.58 0.85 1.31 0.00 1.09 1.20 1.43 1.20 0.00 1.09 1.10 1.31 0.93 0.29 1.16 0.80 1.08 0.88 0.04 1.14 0.77 1.00 1.12 0.02 1.10 1.02 1.23 1.01 0.86 1.16 0.88

Heat shock 70 kDa protein 1A/1B (Heat shock 70 kDa protein 1/2) (HSP70-1/HSP70-2) (HSP70.1/HSP70.2)P08107 sp|P08107|HSP71_HUMAN 3 3 105 1 1 1 23.44 34.39 37.9 38.86 27.1 41.7 44.1500008 29.0199995 37.2900009 44.1500008 28 27 27 28 42 24 24 42 1.57 0.00 1.21 1.30 1.89 1.12 0.13 1.17 0.96 1.31 0.92 0.27 1.16 0.80 1.07 0.96 0.46 1.14 0.84 1.09 1.21 0.01 1.15 1.05 1.39 0.82 0.01 1.14 0.72 0.94 0.94 0.12 1.09 0.86 1.02 1.35 0.23 1.67 0.81 2.25 0.96 0.88 1.74 0.55 1.67 0.66 0.00 1.28 0.52 0.85 1.07 0.80 1.71 0.62 1.82 1.02 0.93 1.67 0.61 1.71 0.89 0.58 1.60 0.55 1.42 0.73 0.09 1.46 0.50 1.06 1.14 0.12 1.19 0.96 1.35 1.20 0.14 1.28 0.93

Macrophage mannose receptor 1 (MMR) (C-type lectin domain family 13 member D) (C-type lectin domain family 13 member D-like) (Macrophage mannose receptor 1-like protein 1) (CD antigen CD206)P22897 sp|P22897|MRC1_HUMAN 3 3 105 1 1 1 52.07 52.89 31.67 32.49 13.96 15.03 22.0500007 22.0500007 13.1200001 6.31899983 28 28 17 9 41 41 20 15 1.20 0.01 1.13 1.05 1.36 1.54 0.00 1.10 1.41 1.69 1.07 0.17 1.10 0.97 1.17 1.47 0.00 1.09 1.35 1.60 1.25 0.00 1.07 1.18 1.34 1.02 0.61 1.09 0.94 1.12 0.75 0.00 1.09 0.69 0.82 0.89 0.02 1.10 0.81 0.98 1.02 0.76 1.12 0.91 1.14 0.84 0.02 1.15 0.73 0.97 1.32 0.00 1.12 1.18 1.47 0.70 0.00 1.09 0.64 0.77 0.97 0.78 1.26 0.77 1.22 0.78 0.05 1.28 0.61 1.00 0.97 0.54 1.12 0.86 1.09 0.83 0.01 1.14 0.72

Periostin (PN) (Osteoblast-specific factor 2) (OSF-2)Q15063 sp|Q15063|POSTN_HUMAN 3 3 105 1 1 1 22.63 24.8 21.48 24.35 35.61 38.13 32.5399995 22.4900007 25 32.5399995 28 18 16 28 41 16 18 41 0.25 0.00 1.93 0.13 0.49 0.35 0.07 3.21 0.11 1.12 1.46 0.00 1.18 1.24 1.73 0.73 0.02 1.29 0.56 0.94 0.41 0.00 1.41 0.29 0.58 1.88 0.00 1.20 1.57 2.25 1.41 0.00 1.16 1.21 1.63 0.44 0.00 1.60 0.27 0.70 0.26 0.00 1.53 0.17 0.41 1.08 0.50 1.28 0.85 1.38 0.75 0.00 1.13 0.67 0.85 0.92 0.14 1.12 0.82 1.03 1.98 0.00 1.13 1.75 2.24 2.70 0.00 1.20 2.24 3.26 0.46 0.00 1.23 0.38 0.57 1.77 0.00 1.19 1.49

14-3-3 protein zeta/delta (Protein kinase C inhibitor protein 1) (KCIP-1)P63104 sp|P63104|1433Z_HUMAN 3 3 105 1 1 1 21.28 27.19 26.86 27.19 19.61 24.08 62.4499977 62.4499977 54.2900026 49.7999996 28 28 26 26 32 20 21 32 1.31 0.04 1.28 1.02 1.68 0.94 0.34 1.15 0.82 1.08 0.92 0.46 1.28 0.72 1.18 0.93 0.38 1.22 0.76 1.13 1.47 0.00 1.17 1.25 1.72 0.95 0.36 1.15 0.82 1.09 0.99 0.85 1.15 0.86 1.14 1.22 0.01 1.14 1.07 1.39 0.87 0.05 1.14 0.77 1.00 0.96 0.56 1.19 0.81 1.14 1.17 0.04 1.16 1.01 1.36 1.22 0.01 1.14 1.07 1.39 1.03 0.74 1.26 0.82 1.30 1.02 0.76 1.15 0.88 1.18 0.98 0.68 1.15 0.85 1.12 1.07 0.32 1.17 0.92

Antithrombin-III (ATIII) (Serpin C1)P01008 sp|P01008|ANT3_HUMAN 3 3 105 1 1 1 39.03 40.25 20.59 21.57 29.59 31.17 46.3400006 46.3400006 27.7999997 41.1599994 27 27 18 25 49 36 13 49 0.69 0.00 1.15 0.60 0.80 0.65 0.00 1.20 0.54 0.78 1.64 0.00 1.24 1.32 2.03 2.27 0.00 1.27 1.79 2.88 0.99 0.94 1.19 0.83 1.18 1.13 0.18 1.20 0.94 1.35 1.28 0.02 1.22 1.05 1.57 0.55 0.00 1.27 0.43 0.69 0.39 0.00 1.32 0.30 0.51 1.94 0.00 1.19 1.63 2.30 1.13 0.08 1.15 0.98 1.30 1.00 0.98 1.16 0.87 1.16 1.34 0.00 1.16 1.16 1.55 2.42 0.00 1.21 2.01 2.92 0.65 0.00 1.10 0.59 0.72 0.83 0.00 1.13 0.73

Leukotriene A-4 hydrolase (LTA-4 hydrolase) (EC 3.3.2.6) (Leukotriene A(4) hydrolase)P09960 sp|P09960|LKHA4_HUMAN 3 3 105 1 1 1 45.38 46.98 28.96 30.57 39.93 41.63 43.0400014 43.0400014 31.099999 36.3299996 27 27 20 26 40 33 27 40 1.16 0.06 1.17 0.99 1.36 0.55 0.00 1.31 0.42 0.72 1.48 0.00 1.09 1.35 1.62 1.37 0.00 1.08 1.27 1.48 1.61 0.00 1.18 1.37 1.89 1.16 0.04 1.15 1.01 1.33 1.39 0.00 1.08 1.29 1.51 0.99 0.84 1.10 0.90 1.09 0.59 0.00 1.10 0.53 0.65 1.22 0.02 1.18 1.04 1.44 1.03 0.51 1.10 0.94 1.13 0.95 0.27 1.10 0.87 1.05 1.24 0.00 1.12 1.11 1.39 1.13 0.13 1.17 0.96 1.32 0.52 0.00 1.18 0.44 0.61 1.44 0.00 1.11 1.30

Cytoplasmic FMR1-interacting protein 1 (Specifically Rac1-associated protein 1) (Sra-1) (p140sra-1)Q7L576 sp|Q7L576|CYFP1_HUMAN 3 3 105 1 1 1 40.32 43.31 40.8 42.82 30.88 34.51 20.3500003 20.3500003 18.9099997 16.3599998 27 27 22 20 36 16 15 36 0.93 0.38 1.20 0.77 1.12 1.22 0.15 1.33 0.92 1.62 1.11 0.18 1.17 0.95 1.29 1.12 0.04 1.11 1.01 1.25 0.94 0.21 1.10 0.86 1.04 1.01 0.82 1.14 0.89 1.16 1.27 0.00 1.11 1.15 1.41 1.12 0.09 1.15 0.98 1.29 1.02 0.77 1.17 0.87 1.19 1.16 0.04 1.15 1.01 1.33 1.13 0.03 1.12 1.02 1.27 1.11 0.14 1.15 0.96 1.27 1.15 0.01 1.11 1.04 1.28 1.10 0.26 1.20 0.92 1.33 1.01 0.86 1.08 0.93 1.09 1.11 0.09 1.13 0.98

Complement C2 (EC 3.4.21.43) (C3/C5 convertase) [Cleaved into: Complement C2b fragment; Complement C2a fragment]P06681 sp|P06681|CO2_HUMAN 3 3 105 1 1 1 46.64 48.55 38.05 41.21 27.69 29.92 33.1099987 33.1099987 27.5299996 21.5399995 27 27 25 16 35 28 25 35 1.07 0.47 1.23 0.87 1.32 1.00 0.94 1.12 0.89 1.12 1.18 0.02 1.15 1.03 1.36 1.22 0.00 1.13 1.08 1.38 1.74 0.00 1.12 1.55 1.94 1.37 0.00 1.10 1.24 1.51 0.74 0.00 1.14 0.65 0.84 1.17 0.01 1.13 1.04 1.32 0.74 0.01 1.25 0.59 0.93 0.96 0.66 1.21 0.79 1.16 1.62 0.00 1.27 1.27 2.06 0.80 0.00 1.15 0.70 0.92 0.96 0.40 1.10 0.87 1.06 1.52 0.00 1.20 1.26 1.83 0.62 0.00 1.19 0.52 0.74 1.07 0.21 1.12 0.96

Ferritin heavy chain (Ferritin H subunit) (EC 1.16.3.1) (Cell proliferation-inducing gene 15 protein) [Cleaved into: Ferritin heavy chain, N-terminally processed]P02794 sp|P02794|FRIH_HUMAN 3 3 105 1 1 1 10.57 10.7 14.62 14.69 12.71 13.03 54.6400011 40.9799993 54.6400011 48.6299992 27 27 27 27 21 12 17 21 0.53 0.00 1.32 0.40 0.70 0.67 0.01 1.30 0.51 0.87 0.86 0.59 2.00 0.43 1.72 0.81 0.29 1.62 0.50 1.31 1.03 0.79 1.31 0.79 1.34 0.71 0.27 2.09 0.34 1.48 1.18 0.27 1.42 0.83 1.68 0.86 0.08 1.20 0.71 1.02 1.69 0.00 1.27 1.32 2.15 1.30 0.00 1.15 1.13 1.50 0.56 0.00 1.16 0.49 0.65 1.27 0.01 1.16 1.10 1.47 0.84 0.27 1.44 0.58 1.20 0.66 0.10 1.66 0.40 1.11 0.66 0.00 1.21 0.55 0.80 3.21 0.00 1.49 2.16

Annexin A1 (Annexin I) (Annexin-1) (Calpactin II) (Calpactin-2) (Chromobindin-9) (Lipocortin I) (Phospholipase A2 inhibitory protein) (p35)P04083 sp|P04083|ANXA1_HUMAN 3 3 105 1 1 1 30.22 32.22 28.42 30.99 29.75 32.27 55.4899991 55.4899991 54.9099982 53.7599981 26 23 20 26 66 39 31 66 1.39 0.00 1.12 1.24 1.55 1.00 1.00 1.13 0.88 1.13 1.00 0.99 1.13 0.89 1.13 0.88 0.08 1.15 0.77 1.02 1.42 0.00 1.12 1.27 1.59 0.96 0.37 1.09 0.88 1.05 1.25 0.00 1.10 1.13 1.38 1.02 0.67 1.10 0.93 1.12 1.01 0.95 1.19 0.85 1.19 0.81 0.01 1.17 0.69 0.94 1.10 0.06 1.10 1.00 1.21 1.28 0.00 1.11 1.15 1.42 0.98 0.68 1.10 0.89 1.08 0.86 0.20 1.28 0.67 1.10 1.43 0.00 1.10 1.31 1.57 0.96 0.24 1.08 0.88

Alpha-enolase (EC 4.2.1.11) (2-phospho-D-glycerate hydro-lyase) (C-myc promoter-binding protein) (Enolase 1) (MBP-1) (MPB-1) (Non-neural enolase) (NNE) (Phosphopyruvate hydratase) (Plasminogen-binding protein)P06733 sp|P06733|ENOA_HUMAN 3 3 105 1 1 1 31.38 32.04 39.96 40.48 37.67 38.98 62.440002 58.9900017 62.440002 57.5999975 26 23 23 26 49 23 27 49 1.19 0.11 1.25 0.95 1.48 1.28 0.03 1.23 1.04 1.57 0.96 0.55 1.14 0.84 1.10 0.91 0.07 1.11 0.82 1.01 1.12 0.06 1.13 1.00 1.27 1.11 0.09 1.13 0.98 1.26 1.06 0.36 1.14 0.93 1.21 1.07 0.17 1.10 0.97 1.17 1.05 0.44 1.14 0.92 1.20 0.84 0.04 1.18 0.71 0.99 1.08 0.12 1.10 0.98 1.18 1.18 0.01 1.12 1.05 1.33 0.97 0.53 1.10 0.88 1.07 0.96 0.68 1.22 0.78 1.18 1.27 0.00 1.08 1.17 1.38 1.17 0.01 1.11 1.05

Voltage-dependent calcium channel subunit alpha-2/delta-2 (Voltage-gated calcium channel subunit alpha-2/delta-2) [Cleaved into: Voltage-dependent calcium channel subunit alpha-2-2; Voltage-dependent calcium channel subunit delta-2]Q9NY47 sp|Q9NY47|CA2D2_HUMAN 3 3 105 1 1 1 37.76 40.02 39.13 40.23 39.65 41.22 25.8300006 20.6100002 25.8300006 24.6099994 26 26 26 24 44 25 35 44 1.78 0.00 1.16 1.54 2.06 1.69 0.00 1.14 1.49 1.92 0.89 0.22 1.21 0.74 1.08 1.29 0.00 1.10 1.17 1.43 0.93 0.16 1.10 0.85 1.03 1.00 0.95 1.17 0.86 1.18 0.77 0.00 1.11 0.69 0.85 1.49 0.00 1.17 1.27 1.74 1.02 0.77 1.15 0.89 1.18 0.89 0.16 1.19 0.75 1.05 1.03 0.62 1.15 0.90 1.19 0.86 0.02 1.14 0.75 0.98 1.21 0.01 1.15 1.05 1.39 0.90 0.36 1.27 0.71 1.14 0.98 0.85 1.19 0.82 1.17 0.76 0.00 1.18 0.64

Annexin A11 (56 kDa autoantigen) (Annexin XI) (Annexin-11) (Calcyclin-associated annexin 50) (CAP-50)P50995 sp|P50995|ANX11_HUMAN 3 3 105 1 1 1 28.41 29.24 29.38 32.47 33.14 34.47 36.0399991 32.6700002 34.8500013 36.0399991 26 25 21 26 42 26 29 42 0.94 0.89 2.55 0.37 2.41 1.46 0.00 1.24 1.18 1.82 0.98 0.86 1.31 0.75 1.28 1.19 0.19 1.33 0.90 1.58 1.09 0.46 1.27 0.86 1.38 0.72 0.03 1.34 0.54 0.96 1.04 0.68 1.22 0.85 1.27 1.15 0.25 1.29 0.89 1.49 0.99 0.92 1.28 0.77 1.27 0.74 0.02 1.28 0.58 0.94 1.13 0.66 1.81 0.62 2.05 1.08 0.55 1.31 0.82 1.42 1.00 0.95 1.16 0.86 1.17 0.85 0.08 1.21 0.70 1.02 1.38 0.00 1.16 1.19 1.60 1.12 0.13 1.17 0.96

EH domain-containing protein 2 (PAST homolog 2)Q9NZN4 sp|Q9NZN4|EHD2_HUMAN 3 3 105 1 1 1 33.54 39.37 32.98 37.74 23.7 29.29 46.9599992 46.9599992 45.3000009 28.1800002 26 22 26 16 31 25 31 31 1.17 0.05 1.17 1.00 1.38 1.10 0.08 1.12 0.99 1.23 0.96 0.58 1.16 0.83 1.12 1.30 0.00 1.11 1.18 1.44 0.82 0.01 1.15 0.71 0.95 1.44 0.00 1.14 1.27 1.64 0.81 0.00 1.11 0.73 0.89 2.27 0.00 1.12 2.03 2.54 0.79 0.00 1.10 0.72 0.86 1.12 0.16 1.18 0.95 1.32 1.55 0.00 1.15 1.35 1.78 1.09 0.07 1.10 0.99 1.19 1.35 0.00 1.10 1.23 1.48 0.88 0.17 1.22 0.72 1.07 0.99 0.92 1.20 0.82 1.19 0.83 0.21 1.35 0.62

Sodium/potassium-transporting ATPase subunit alpha-1 (Na(+)/K(+) ATPase alpha-1 subunit) (EC 3.6.3.9) (Sodium pump subunit alpha-1)P05023 sp|P05023|AT1A1_HUMAN 3 3 105 1 1 1 30.27 32.29 42.11 43.36 29.28 31.39 24.8300001 17.6899999 24.8300001 18.9600006 26 19 26 17 29 24 28 29 1.12 0.32 1.25 0.89 1.40 1.26 0.01 1.17 1.08 1.47 1.09 0.37 1.21 0.90 1.31 0.87 0.09 1.19 0.73 1.03 0.71 0.00 1.16 0.61 0.82 0.89 0.13 1.17 0.76 1.04 0.96 0.44 1.11 0.87 1.07 1.19 0.01 1.12 1.06 1.33 0.94 0.17 1.10 0.85 1.03 1.05 0.58 1.19 0.88 1.25 1.03 0.36 1.08 0.96 1.11 1.54 0.00 1.12 1.37 1.72 1.02 0.83 1.17 0.87 1.19 0.83 0.25 1.38 0.60 1.15 1.13 0.08 1.15 0.98 1.29 1.23 0.02 1.18 1.04

Ig lambda chain V-I region WAHP04208 sp|P04208|LV106_HUMAN 3 3 105 1 1 1 10.37 11.03 11.33 11.95 12.29 13.52 37.6100004 37.6100004 37.6100004 37.6100004 26 21 26 24 13 8 7 13 1.32 0.62 187.38 0.01 247.39 0.79 0.27 3.78 0.21 2.99 1.12 0.60 6.96 0.16 7.76 1.40 0.19 3.83 0.37 5.36 0.65 0.15 3.80 0.17 2.48 1.90 0.18 10.12 0.19 19.23 0.83 0.32 3.78 0.22 3.13 1.70 0.03 1.48 1.15 2.52 0.56 0.08 2.07 0.27 1.17 1.54 0.06 1.62 0.95 2.48 0.95 0.63 1.49 0.64 1.41 0.60 0.03 1.49 0.40 0.90 2.15 0.04 2.03 1.06 4.35 2.05 0.07 2.39 0.86 4.90 0.88 0.37 1.58 0.56 1.40 0.99 0.96 2.69 0.37

Alpha-actinin-1 (Alpha-actinin cytoskeletal isoform) (F-actin cross-linking protein) (Non-muscle alpha-actinin-1)P12814 sp|P12814|ACTN1_HUMAN 3 3 105 1 1 1 15.11 46.3 10.34 38.24 8.91 28.47 30.0399989 30.0399989 25.5600005 19.9599996 26 26 24 17 13 12 5 13 0.89 0.08 1.15 0.77 1.02 0.89 0.05 1.12 0.80 1.00 1.01 0.94 1.30 0.78 1.31 0.97 0.85 1.41 0.69 1.37 1.00 0.97 1.16 0.86 1.16 1.15 0.15 1.22 0.94 1.41 0.91 0.38 1.26 0.72 1.15 0.97 0.73 1.21 0.80 1.18 1.47 0.02 1.33 1.10 1.95 0.97 0.77 1.27 0.77 1.23 0.94 0.40 1.21 0.77 1.14 0.96 0.54 1.21 0.79 1.16 0.89 0.52 1.60 0.56 1.42 0.93 0.58 1.37 0.68 1.28 1.10 0.24 1.19 0.92 1.30 0.88 0.13 1.19 0.74

Ferritin light chain (Ferritin L subunit)P02792 sp|P02792|FRIL_HUMAN 3 3 105 1 1 1 23.89 24.02 15.15 15.37 17.86 18.36 57.7099979 57.7099979 53.1400025 50.8599997 25 20 22 25 45 19 23 45 0.36 0.00 1.33 0.27 0.47 0.67 0.00 1.13 0.60 0.76 0.79 0.07 1.29 0.61 1.02 1.04 0.65 1.20 0.87 1.24 1.22 0.01 1.13 1.08 1.38 0.66 0.00 1.21 0.55 0.80 1.09 0.16 1.13 0.96 1.23 0.58 0.01 1.45 0.40 0.83 2.35 0.00 1.23 1.91 2.90 1.24 0.34 1.64 0.76 2.03 0.48 0.00 1.49 0.32 0.71 0.72 0.02 1.30 0.56 0.94 0.56 0.01 1.54 0.36 0.86 0.64 0.10 1.74 0.37 1.12 0.59 0.00 1.17 0.50 0.69 2.85 0.00 1.24 2.30

DNA-dependent protein kinase catalytic subunit (DNA-PK catalytic subunit) (DNA-PKcs) (EC 2.7.11.1) (DNPK1) (p460)P78527 sp|P78527|PRKDC_HUMAN 3 3 105 1 1 1 39.5 46.17 46.97 51.68 41.18 44.53 6.92799985 5.88699989 6.92799985 6.90400004 25 19 25 24 43 23 27 43 0.68 0.00 1.14 0.59 0.78 1.53 0.00 1.08 1.42 1.65 0.83 0.00 1.11 0.75 0.92 0.79 0.00 1.11 0.72 0.88 0.73 0.00 1.09 0.67 0.80 0.80 0.00 1.15 0.70 0.92 1.01 0.73 1.09 0.93 1.10 0.88 0.01 1.09 0.81 0.96 1.21 0.00 1.10 1.10 1.33 1.03 0.72 1.16 0.88 1.20 1.08 0.09 1.10 0.99 1.19 1.41 0.00 1.09 1.30 1.54 0.87 0.04 1.13 0.77 0.99 0.87 0.51 1.52 0.58 1.33 1.41 0.00 1.15 1.23 1.61 1.17 0.27 1.33 0.88

Transketolase (TK) (EC 2.2.1.1)P29401 sp|P29401|TKT_HUMAN 3 3 105 1 1 1 28.8 30.56 22.45 23.95 34.26 35.83 38.1999999 31.2999994 30.6600004 38.1999999 25 17 17 25 40 24 21 40 1.32 0.00 1.19 1.11 1.56 1.06 0.37 1.13 0.93 1.20 0.90 0.29 1.22 0.74 1.10 0.82 0.01 1.16 0.71 0.95 1.17 0.01 1.12 1.04 1.31 0.92 0.27 1.16 0.80 1.07 0.80 0.01 1.16 0.69 0.93 1.04 0.35 1.10 0.95 1.14 1.43 0.00 1.15 1.25 1.64 0.80 0.11 1.32 0.61 1.06 0.93 0.09 1.10 0.84 1.01 1.00 0.93 1.10 0.91 1.09 0.88 0.21 1.24 0.71 1.09 0.75 0.02 1.27 0.59 0.95 1.28 0.00 1.11 1.16 1.42 1.09 0.26 1.17 0.93

Arachidonate 15-lipoxygenase (15-LOX) (15-LOX-1) (EC 1.13.11.33) (12/15-lipoxygenase) (Arachidonate 12-lipoxygenase, leukocyte-type) (12-LOX) (EC 1.13.11.31) (Arachidonate omega-6 lipoxygenase)P16050 sp|P16050|LOX15_HUMAN 3 3 105 1 1 1 39.42 40.67 36.84 38.14 36.87 38.72 39.7300005 39.7300005 37.9200012 33.5299999 25 24 22 25 37 30 28 37 1.10 0.14 1.14 0.96 1.25 0.93 0.14 1.10 0.84 1.03 1.20 0.01 1.15 1.04 1.37 1.01 0.76 1.10 0.92 1.12 1.35 0.00 1.15 1.18 1.55 0.60 0.00 1.28 0.47 0.77 1.42 0.00 1.15 1.23 1.63 0.70 0.00 1.15 0.61 0.81 1.10 0.15 1.14 0.96 1.26 1.44 0.00 1.13 1.28 1.63 1.05 0.24 1.09 0.96 1.15 1.16 0.00 1.09 1.06 1.26 0.79 0.00 1.16 0.68 0.91 0.54 0.00 1.31 0.41 0.71 1.31 0.00 1.17 1.12 1.53 1.12 0.03 1.10 1.01

Catalase (EC 1.11.1.6)P04040 sp|P04040|CATA_HUMAN 3 3 105 1 1 1 26.64 27.58 26.35 26.7 37.17 38.19 42.8799987 35.1000011 28.6500007 42.8799987 25 22 17 25 36 23 20 36 0.71 0.00 1.17 0.60 0.83 1.59 0.00 1.09 1.46 1.74 0.84 0.01 1.12 0.75 0.94 0.95 0.23 1.09 0.87 1.04 1.18 0.00 1.09 1.08 1.29 0.96 0.37 1.09 0.88 1.05 0.84 0.00 1.09 0.77 0.92 0.82 0.16 1.33 0.62 1.09 1.34 0.00 1.17 1.15 1.57 0.78 0.07 1.32 0.59 1.02 0.85 0.02 1.13 0.75 0.96 0.81 0.00 1.12 0.72 0.90 0.75 0.01 1.23 0.61 0.92 0.62 0.02 1.49 0.42 0.92 0.95 0.23 1.09 0.87 1.04 1.38 0.00 1.09 1.27

Serpin B3 (Protein T4-A) (Squamous cell carcinoma antigen 1) (SCCA-1)P29508 sp|P29508|SPB3_HUMAN 3 3 105 1 1 1 22.85 25.34 33.76 34.21 25.77 28.71 49.2300004 36.6699994 49.2300004 39.7399992 25 22 25 21 31 25 31 9 1.68 0.00 1.16 1.45 1.94 1.32 0.00 1.17 1.13 1.54 0.86 0.26 1.33 0.64 1.14 0.53 0.00 1.41 0.38 0.74 0.60 0.00 1.21 0.50 0.72 0.93 0.52 1.26 0.74 1.18 0.83 0.06 1.22 0.68 1.01 1.17 0.02 1.14 1.03 1.34 1.37 0.00 1.16 1.17 1.59 0.62 0.02 1.51 0.41 0.93 1.22 0.00 1.10 1.11 1.34 2.10 0.00 1.16 1.82 2.43 0.92 0.40 1.24 0.74 1.14 0.73 0.13 1.53 0.47 1.11 1.02 0.81 1.26 0.81 1.28 0.84 0.09 1.26 0.66

Sodium-dependent phosphate transport protein 2B (Sodium-phosphate transport protein 2B) (Na(+)-dependent phosphate cotransporter 2B) (NaPi3b) (Sodium/phosphate cotransporter 2B) (Na(+)/Pi cotransporter 2B) (NaPi-2b) (Solute carrier family 34 member 2)O95436 sp|O95436|NPT2B_HUMAN 3 3 105 1 1 1 26.2 27.24 24.62 24.87 16.75 17.36 20.1399997 18.2600007 18.4100002 20.1399997 25 25 22 17 25 13 19 25 1.21 0.11 1.27 0.95 1.54 1.70 0.00 1.25 1.36 2.13 0.87 0.17 1.24 0.70 1.07 1.18 0.08 1.21 0.97 1.42 1.38 0.04 1.36 1.02 1.88 0.99 0.95 1.26 0.79 1.25 1.54 0.00 1.24 1.25 1.91 1.04 0.87 1.71 0.61 1.77 1.08 0.64 1.44 0.75 1.55 0.59 0.09 1.88 0.31 1.12 1.00 0.98 1.18 0.85 1.18 1.34 0.02 1.27 1.05 1.70 1.18 0.05 1.18 1.00 1.39 0.79 0.22 1.54 0.51 1.21 1.06 0.59 1.27 0.83 1.34 0.76 0.07 1.35 0.56

6-phosphogluconate dehydrogenase, decarboxylating (EC 1.1.1.44)P52209 sp|P52209|6PGD_HUMAN 3 3 105 1 1 1 32.59 33.39 28.55 29.12 27.47 28.73 42.0300007 42.0300007 36.8499994 34.1600001 24 24 15 18 45 28 30 45 1.03 0.58 1.11 0.93 1.14 0.57 0.00 1.16 0.49 0.67 1.20 0.00 1.10 1.09 1.33 0.97 0.51 1.11 0.88 1.07 1.33 0.00 1.13 1.18 1.50 1.12 0.01 1.09 1.03 1.22 1.12 0.07 1.13 0.99 1.26 0.93 0.20 1.12 0.83 1.05 0.84 0.00 1.10 0.77 0.92 1.08 0.31 1.16 0.93 1.25 0.97 0.47 1.09 0.89 1.06 1.17 0.01 1.11 1.06 1.30 0.90 0.36 1.26 0.71 1.14 0.94 0.57 1.27 0.74 1.19 0.75 0.00 1.10 0.68 0.82 1.46 0.00 1.13 1.29

Complement decay-accelerating factor (CD antigen CD55)P08174 sp|P08174|DAF_HUMAN 3 3 105 1 1 1 26.96 27.37 28.31 28.48 28.63 29.15 44.8799998 40.4199988 44.8799998 32.0199996 24 24 24 23 43 34 23 43 1.54 0.00 1.26 1.22 1.95 1.76 0.00 1.20 1.47 2.11 0.63 0.03 1.51 0.41 0.95 1.13 0.43 1.38 0.82 1.55 0.49 0.00 1.18 0.42 0.58 1.11 0.41 1.32 0.84 1.46 0.60 0.00 1.23 0.49 0.73 2.13 0.00 1.28 1.67 2.73 1.35 0.02 1.27 1.06 1.71 0.76 0.13 1.44 0.53 1.10 1.08 0.22 1.14 0.95 1.23 0.85 0.10 1.23 0.69 1.04 1.02 0.77 1.15 0.89 1.17 0.85 0.21 1.32 0.65 1.12 1.02 0.71 1.12 0.91 1.14 0.50 0.00 1.28 0.39

Mucin-1 (MUC-1) (Breast carcinoma-associated antigen DF3) (Cancer antigen 15-3) (CA 15-3) (Carcinoma-associated mucin) (Episialin) (H23AG) (Krebs von den Lungen-6) (KL-6) (PEMT) (Peanut-reactive urinary mucin) (PUM) (Polymorphic epithelial mucin) (PEM) (Tumor-associated epithelial membrane antigen) (EMA) (Tumor-associated mucin) (CD antigen CD227) [Cleaved into: Mucin-1 subunit alpha (MUC1-NT) (MUC1-alpha); Mucin-1 subunit beta (MUC1-beta) (MUC1-CT)]P15941 sp|P15941|MUC1_HUMAN 3 3 105 1 1 1 17.82 18.01 12.02 12.07 20.46 20.58 6.93200007 6.93200007 4.78099994 6.93200007 24 22 16 24 41 28 18 41 0.87 0.13 1.21 0.72 1.06 1.47 0.01 1.31 1.12 1.93 1.08 0.47 1.29 0.84 1.40 1.41 0.01 1.22 1.16 1.71 2.06 0.00 1.36 1.52 2.80 0.93 0.41 1.23 0.76 1.14 1.29 0.03 1.24 1.05 1.60 0.52 0.01 1.43 0.36 0.74 0.74 0.01 1.20 0.62 0.89 0.45 0.01 1.61 0.28 0.72 1.18 0.06 1.20 0.99 1.42 1.27 0.02 1.20 1.06 1.53 1.07 0.45 1.24 0.86 1.32 0.53 0.01 1.39 0.38 0.73 1.01 0.82 1.14 0.89 1.16 1.00 1.00 1.19 0.84

Heparin cofactor 2 (Heparin cofactor II) (HC-II) (Protease inhibitor leuserpin-2) (HLS2) (Serpin D1)P05546 sp|P05546|HEP2_HUMAN 3 3 105 1 1 1 34.04 35.49 23.12 24.36 22.49 23.67 42.4800009 42.4800009 28.0600011 22.2399995 24 24 18 15 36 21 19 36 0.87 0.01 1.10 0.79 0.96 0.29 0.00 1.55 0.19 0.45 1.55 0.30 2.42 0.64 3.76 2.57 0.02 2.21 1.16 5.68 0.91 0.82 2.37 0.39 2.16 1.34 0.48 2.38 0.56 3.19 1.81 0.12 2.16 0.84 3.90 0.51 0.00 1.26 0.41 0.65 0.39 0.00 1.23 0.32 0.49 2.74 0.00 1.18 2.33 3.23 1.03 0.45 1.10 0.94 1.14 0.70 0.00 1.10 0.64 0.78 1.24 0.00 1.10 1.13 1.37 2.16 0.00 1.11 1.94 2.40 0.41 0.00 1.23 0.33 0.50 0.60 0.00 1.13 0.53

Sulfhydryl oxidase 1 (hQSOX) (EC 1.8.3.2) (Quiescin Q6)O00391 sp|O00391|QSOX1_HUMAN 3 3 105 1 1 1 28.96 30.8 36.25 37.39 26.45 28.2 30.6600004 25.2999991 30.6600004 24.0999997 24 20 24 17 28 17 28 20 1.91 0.00 1.24 1.54 2.37 0.59 0.00 1.18 0.50 0.70 1.00 0.98 1.28 0.78 1.28 1.15 0.09 1.19 0.97 1.37 0.75 0.00 1.20 0.62 0.90 0.80 0.09 1.31 0.61 1.04 0.75 0.00 1.17 0.64 0.88 1.42 0.00 1.14 1.25 1.62 1.17 0.07 1.19 0.98 1.40 1.25 0.00 1.15 1.09 1.43 1.53 0.00 1.20 1.27 1.84 0.56 0.00 1.15 0.49 0.65 1.10 0.13 1.13 0.97 1.25 0.91 0.32 1.21 0.76 1.10 0.71 0.00 1.15 0.61 0.81 0.53 0.00 1.26 0.42

Guanine nucleotide-binding protein G(i) subunit alpha-2 (Adenylate cyclase-inhibiting G alpha protein)P04899 sp|P04899|GNAI2_HUMAN 3 3 105 1 1 1 33.24 34 26.49 27.18 23.69 24.5 56.0599983 56.0599983 49.5799989 46.2000012 24 24 16 20 23 21 17 23 0.98 0.76 1.20 0.81 1.17 1.15 0.04 1.14 1.01 1.32 1.11 0.08 1.13 0.98 1.26 1.38 0.01 1.26 1.10 1.73 1.04 0.46 1.13 0.92 1.18 0.94 0.38 1.15 0.82 1.09 1.32 0.00 1.13 1.17 1.49 1.14 0.09 1.17 0.97 1.33 0.92 0.24 1.17 0.79 1.08 1.23 0.02 1.17 1.06 1.44 1.10 0.19 1.17 0.94 1.28 1.17 0.08 1.20 0.97 1.41 1.18 0.04 1.17 1.01 1.38 1.15 0.07 1.17 0.99 1.34 1.01 0.89 1.21 0.83 1.22 1.00 0.98 1.21 0.83

Myoferlin (Fer-1-like protein 3)Q9NZM1 sp|Q9NZM1|MYOF_HUMAN 3 3 105 1 1 1 46.03 48.26 25.84 30.15 27.38 31.58 14.17 14.17 8.00599977 7.56900013 24 24 14 14 20 20 17 16 1.53 0.00 1.14 1.34 1.74 1.26 0.00 1.13 1.11 1.42 1.02 0.76 1.16 0.88 1.19 1.02 0.78 1.13 0.90 1.14 0.93 0.17 1.11 0.84 1.03 0.98 0.76 1.17 0.84 1.14 0.77 0.00 1.14 0.67 0.88 1.63 0.00 1.23 1.32 2.01 1.15 0.00 1.09 1.05 1.25 1.03 0.73 1.22 0.85 1.26 0.95 0.31 1.12 0.84 1.06 1.01 0.80 1.12 0.91 1.13 0.99 0.85 1.15 0.86 1.13 1.03 0.82 1.30 0.79 1.34 1.07 0.47 1.23 0.87 1.32 0.83 0.02 1.17 0.71

Filamin-B (FLN-B) (ABP-278) (ABP-280 homolog) (Actin-binding-like protein) (Beta-filamin) (Filamin homolog 1) (Fh1) (Filamin-3) (Thyroid autoantigen) (Truncated actin-binding protein) (Truncated ABP)O75369 sp|O75369|FLNB_HUMAN 3 3 105 1 1 1 26.84 41.91 13.59 25.33 17.45 25.65 9.57000032 9.57000032 6.57199994 5.6880001 24 24 15 18 19 19 5 13 1.46 0.00 1.18 1.24 1.73 0.90 0.02 1.09 0.83 0.98 1.22 0.00 1.09 1.12 1.33 0.95 0.24 1.09 0.88 1.04 0.97 0.61 1.12 0.86 1.09 0.98 0.83 1.17 0.84 1.15 1.14 0.00 1.09 1.05 1.25 0.86 0.08 1.20 0.72 1.03 1.05 0.49 1.20 0.88 1.26 0.67 0.07 1.57 0.43 1.06 1.20 0.05 1.20 1.00 1.44 1.21 0.05 1.20 1.01 1.45 1.20 0.09 1.26 0.95 1.51 0.91 0.46 1.39 0.65 1.26 1.32 0.00 1.13 1.17 1.49 1.04 0.55 1.16 0.90

Hemoglobin subunit delta (Delta-globin) (Hemoglobin delta chain)P02042 sp|P02042|HBD_HUMAN 3 3 105 1 1 1 4 15.18 4 16.57 8 20.92 76.1900008 68.0299997 68.7099993 76.1900008 24 18 22 24 13 6 6 13 0.23 0.17 164.99 0.00 38.09 1.01 0.97 34.27 0.03 34.67 1.24 0.71 306.56 0.00 380.74 0.38 0.18 33.74 0.01 12.67 0.11 0.09 49.95 0.00 5.57 3.62 0.12 22.23 0.16 80.41 0.38 0.08 4.66 0.08 1.76 0.50 0.13 3.24 0.15 1.61 1.06 0.82 2.78 0.38 2.95 3.26 0.03 2.41 1.35 7.86 0.31 0.21 16.56 0.02 5.09 0.93 0.57 1.54 0.61 1.44 0.48 0.28 8.25 0.06 3.98 1.07 0.89 6.76 0.16 7.25 0.37 0.04 2.54 0.15 0.94 1.48 0.06 1.52 0.98

Apolipoprotein E (Apo-E)P02649 sp|P02649|APOE_HUMAN 3 3 105 1 1 1 31.01 31.34 24.53 24.98 21.8 22.55 45.4299986 45.4299986 44.7899997 41.3199991 23 23 16 21 39 23 17 39 0.65 0.00 1.21 0.54 0.79 0.41 0.00 1.32 0.31 0.54 1.03 0.69 1.18 0.87 1.22 1.23 0.00 1.09 1.12 1.34 0.86 0.06 1.17 0.73 1.01 2.00 0.00 1.11 1.80 2.22 1.68 0.00 1.15 1.46 1.93 0.40 0.00 1.35 0.30 0.55 0.89 0.04 1.11 0.80 0.99 1.62 0.00 1.20 1.36 1.94 0.57 0.00 1.16 0.49 0.66 0.75 0.00 1.11 0.67 0.84 1.39 0.00 1.14 1.22 1.58 2.07 0.00 1.18 1.74 2.45 0.91 0.46 1.31 0.70 1.19 1.14 0.02 1.12 1.03

Fructose-1,6-bisphosphatase 1 (FBPase 1) (EC 3.1.3.11) (D-fructose-1,6-bisphosphate 1-phosphohydrolase 1)P09467 sp|P09467|F16P1_HUMAN 3 3 105 1 1 1 24.07 24.38 22.73 23.07 27.67 28.04 50.5900025 48.5199988 46.450001 50.5900025 23 22 16 23 39 18 33 39 0.69 0.00 1.13 0.61 0.78 1.92 0.00 1.11 1.72 2.13 1.02 0.78 1.18 0.87 1.21 0.93 0.31 1.17 0.79 1.09 1.08 0.15 1.11 0.97 1.20 0.84 0.07 1.22 0.69 1.02 0.88 0.10 1.17 0.75 1.03 0.90 0.23 1.20 0.75 1.08 1.59 0.01 1.40 1.14 2.22 0.94 0.75 1.52 0.62 1.43 0.81 0.19 1.41 0.57 1.13 0.77 0.03 1.26 0.61 0.96 0.97 0.80 1.31 0.74 1.27 1.03 0.86 1.45 0.71 1.50 0.78 0.00 1.14 0.68 0.89 1.81 0.00 1.19 1.52

Glutathione S-transferase P (EC 2.5.1.18) (GST class-pi) (GSTP1-1)P09211 sp|P09211|GSTP1_HUMAN 3 3 105 1 1 1 22.98 23.96 23.44 23.84 23.26 23.89 72.3800004 72.3800004 67.1400011 63.8100028 23 23 21 21 37 23 26 37 2.08 0.00 1.15 1.81 2.40 0.66 0.00 1.21 0.54 0.80 0.95 0.38 1.12 0.85 1.07 0.94 0.24 1.12 0.83 1.05 1.87 0.00 1.27 1.48 2.37 0.90 0.08 1.12 0.80 1.01 1.28 0.00 1.15 1.12 1.47 1.05 0.32 1.12 0.94 1.18 0.92 0.11 1.12 0.82 1.02 0.62 0.02 1.45 0.43 0.90 1.17 0.01 1.12 1.04 1.30 1.01 0.85 1.12 0.90 1.13 0.97 0.70 1.18 0.83 1.14 0.80 0.10 1.31 0.61 1.05 1.00 0.96 1.13 0.89 1.13 1.32 0.01 1.20 1.10

Inter-alpha-trypsin inhibitor heavy chain H1 (ITI heavy chain H1) (ITI-HC1) (Inter-alpha-inhibitor heavy chain 1) (Inter-alpha-trypsin inhibitor complex component III) (Serum-derived hyaluronan-associated protein) (SHAP)P19827 sp|P19827|ITIH1_HUMAN 3 3 105 1 1 1 28.01 29.45 26.3 27.2 34.36 35.62 24.1500005 23.8199994 21.3 24.1500005 23 23 18 23 37 22 17 37 0.47 0.00 1.38 0.34 0.65 0.47 0.00 1.41 0.33 0.66 1.39 0.00 1.14 1.23 1.58 1.92 0.00 1.13 1.71 2.17 0.91 0.19 1.16 0.78 1.06 1.30 0.00 1.09 1.19 1.42 1.99 0.00 1.14 1.74 2.27 0.41 0.00 1.73 0.24 0.70 0.40 0.00 1.45 0.28 0.59 1.96 0.00 1.16 1.69 2.27 0.66 0.00 1.16 0.57 0.77 0.71 0.00 1.16 0.62 0.83 1.13 0.04 1.12 1.01 1.27 1.72 0.00 1.18 1.45 2.04 0.50 0.00 1.17 0.43 0.58 0.82 0.00 1.12 0.73

ATP-binding cassette sub-family A member 3 (ABC-C transporter) (ATP-binding cassette transporter 3) (ATP-binding cassette 3)Q99758 sp|Q99758|ABCA3_HUMAN 3 3 105 1 1 1 37.69 39.54 33.24 34.16 27.13 28.09 13.6700004 13.6700004 11.4399999 9.74199995 23 23 18 19 32 25 31 32 0.86 0.01 1.11 0.78 0.95 1.09 0.05 1.10 1.00 1.20 1.12 0.00 1.08 1.04 1.21 1.05 0.16 1.08 0.98 1.14 1.75 0.00 1.16 1.51 2.03 1.18 0.00 1.08 1.09 1.28 1.04 0.26 1.08 0.97 1.12 1.32 0.00 1.09 1.21 1.44 0.69 0.00 1.10 0.63 0.76 1.03 0.63 1.16 0.89 1.20 0.74 0.00 1.09 0.68 0.81 1.50 0.00 1.13 1.32 1.70 2.13 0.00 1.11 1.92 2.35 1.06 0.35 1.13 0.94 1.19 0.76 0.00 1.10 0.69 0.83 2.18 0.00 1.18 1.84

CD5 antigen-like (CT-2) (IgM-associated peptide) (SP-alpha)O43866 sp|O43866|CD5L_HUMAN 3 3 105 1 1 1 33.99 34.28 29.43 29.52 22.71 22.8 51.5900016 51.5900016 45.8200008 35.4499996 23 23 17 13 31 26 29 31 0.26 0.00 1.62 0.16 0.42 0.54 0.00 1.18 0.46 0.64 1.53 0.00 1.20 1.28 1.84 1.25 0.00 1.13 1.11 1.41 0.33 0.00 1.31 0.25 0.43 1.95 0.00 1.14 1.72 2.21 1.66 0.00 1.09 1.52 1.80 0.40 0.00 1.30 0.31 0.53 0.54 0.00 1.14 0.47 0.61 3.29 0.00 1.12 2.93 3.68 0.43 0.00 1.17 0.37 0.50 0.70 0.00 1.09 0.64 0.76 0.86 0.10 1.21 0.71 1.03 4.28 0.00 1.17 3.67 4.99 1.10 0.20 1.17 0.94 1.28 1.52 0.00 1.12 1.36

EH domain-containing protein 4 (Hepatocellular carcinoma-associated protein 10/11) (PAST homolog 4)Q9H223 sp|Q9H223|EHD4_HUMAN 3 3 105 1 1 1 24.7 35.23 20.38 27.6 20.78 29.82 34.009999 33.6400002 29.2100012 34.009999 23 23 16 20 31 19 15 31 1.17 0.24 1.32 0.89 1.55 1.12 0.03 1.11 1.01 1.24 0.92 0.30 1.17 0.79 1.08 1.16 0.01 1.11 1.04 1.28 1.34 0.00 1.11 1.20 1.49 1.00 0.98 1.11 0.90 1.11 1.08 0.14 1.11 0.97 1.19 1.08 0.58 1.35 0.80 1.45 0.79 0.00 1.14 0.69 0.90 0.94 0.63 1.30 0.73 1.23 1.17 0.01 1.12 1.05 1.31 1.13 0.03 1.12 1.01 1.26 1.05 0.56 1.22 0.86 1.29 0.92 0.30 1.19 0.78 1.09 1.13 0.07 1.14 0.99 1.28 0.90 0.21 1.19 0.76

Fructose-bisphosphate aldolase A (EC 4.1.2.13) (Lung cancer antigen NY-LU-1) (Muscle-type aldolase)P04075 sp|P04075|ALDOA_HUMAN 3 3 105 1 1 1 29.26 29.62 18.34 18.86 33.85 34.53 68.4099972 54.1199982 31.0400009 68.4099972 23 20 8 23 30 28 15 30 0.81 0.00 1.13 0.72 0.92 1.07 0.15 1.10 0.97 1.17 1.21 0.02 1.16 1.04 1.39 0.77 0.00 1.16 0.67 0.90 1.15 0.01 1.11 1.04 1.27 1.06 0.30 1.12 0.95 1.18 1.10 0.04 1.10 1.00 1.21 0.98 0.66 1.13 0.87 1.10 1.07 0.18 1.11 0.96 1.20 0.73 0.08 1.44 0.51 1.05 0.89 0.04 1.11 0.80 0.99 1.15 0.03 1.13 1.02 1.29 0.94 0.26 1.13 0.83 1.06 0.77 0.08 1.34 0.58 1.04 1.13 0.07 1.14 0.99 1.28 1.43 0.00 1.13 1.26

Elongation factor 2 (EF-2)P13639 sp|P13639|EF2_HUMAN 3 3 105 1 1 1 42.06 44.4 27.73 29.33 31.12 34.15 28.3199996 28.3199996 20.51 24.9400005 23 23 16 18 30 30 18 20 1.22 0.00 1.13 1.07 1.37 0.69 0.00 1.08 0.64 0.75 1.19 0.00 1.07 1.11 1.28 1.01 0.73 1.09 0.93 1.10 1.29 0.00 1.11 1.17 1.43 1.13 0.00 1.08 1.04 1.22 1.18 0.00 1.08 1.09 1.27 1.27 0.04 1.25 1.02 1.58 0.85 0.07 1.20 0.71 1.02 0.88 0.24 1.26 0.70 1.11 1.12 0.04 1.12 1.01 1.25 1.15 0.05 1.15 1.00 1.32 1.16 0.09 1.20 0.97 1.39 0.89 0.23 1.23 0.72 1.09 0.73 0.01 1.26 0.58 0.93 1.07 0.64 1.33 0.80

14-3-3 protein epsilon (14-3-3E)P62258 sp|P62258|1433E_HUMAN 3 3 105 1 1 1 27.62 27.79 19.64 24.38 25.64 25.9 66.2699997 66.2699997 54.9000025 60.3900015 23 23 18 22 30 17 20 30 1.41 0.11 1.55 0.91 2.18 1.05 0.54 1.19 0.88 1.25 0.87 0.10 1.18 0.74 1.03 0.93 0.27 1.16 0.80 1.07 1.33 0.01 1.20 1.11 1.59 0.89 0.05 1.13 0.79 1.00 0.91 0.11 1.13 0.81 1.03 1.35 0.01 1.19 1.14 1.60 0.85 0.03 1.15 0.74 0.98 1.07 0.67 1.46 0.73 1.57 1.19 0.02 1.15 1.04 1.38 1.05 0.53 1.19 0.88 1.25 1.15 0.70 2.31 0.50 2.65 1.14 0.10 1.17 0.97 1.34 0.98 0.78 1.15 0.86 1.13 1.12 0.27 1.25 0.90

Periplakin (190 kDa paraneoplastic pemphigus antigen) (195 kDa cornified envelope precursor protein)O60437 sp|O60437|PEPL_HUMAN 3 3 105 1 1 1 47.06 52.67 17.58 21.19 17.27 22.25 15.6000003 15.6000003 6.20700009 4.44200002 23 23 9 7 29 29 10 11 1.41 0.00 1.20 1.18 1.69 1.34 0.00 1.16 1.15 1.56 0.90 0.15 1.16 0.77 1.04 1.55 0.00 1.13 1.38 1.75 1.12 0.14 1.16 0.96 1.30 1.01 0.84 1.15 0.88 1.17 1.08 0.03 1.07 1.01 1.15 0.97 0.55 1.12 0.86 1.09 0.78 0.00 1.14 0.69 0.89 0.96 0.82 1.53 0.63 1.46 1.07 0.42 1.19 0.90 1.27 0.96 0.55 1.14 0.85 1.10 1.00 1.00 1.27 0.79 1.27 0.98 0.91 1.57 0.62 1.54 1.09 0.48 1.33 0.82 1.46 1.15 0.42 1.48 0.78

Unconventional myosin-IdO94832 sp|O94832|MYO1D_HUMAN 3 3 105 1 1 1 39.92 42.87 30.5 32.56 31.69 34.27 18.9899996 18.9899996 13.6199996 18.4900001 23 23 18 21 29 22 18 29 1.17 0.01 1.12 1.04 1.31 1.05 0.26 1.09 0.96 1.14 1.30 0.02 1.24 1.05 1.60 0.92 0.13 1.12 0.82 1.03 1.28 0.00 1.11 1.15 1.42 1.07 0.21 1.11 0.96 1.18 1.02 0.77 1.15 0.89 1.17 1.03 0.57 1.11 0.93 1.14 0.78 0.00 1.12 0.69 0.87 0.90 0.12 1.15 0.78 1.03 1.20 0.00 1.11 1.08 1.33 1.40 0.00 1.12 1.25 1.56 1.07 0.59 1.33 0.81 1.43 0.91 0.22 1.18 0.77 1.07 1.37 0.00 1.11 1.24 1.53 0.78 0.02 1.23 0.63

HLA class II histocompatibility antigen, DRB1-15 beta chain (DW2.2/DR2.2) (MHC class II antigen DRB1*15)P01911 sp|P01911|2B1F_HUMAN 3 3 105 1 1 1 26.26 26.39 2.45 15.41 14.33 14.57 48.120001 48.120001 34.2099994 31.2000006 23 23 13 12 7 5 2 7 0.30 0.06 3.93 0.08 1.16 2.26 0.02 1.56 1.45 3.53 0.33 0.01 1.42 0.23 0.46 0.29 0.07 4.27 0.07 1.22 0.23 0.10 9.35 0.02 2.12 3.32 0.01 1.82 1.82 6.05 1.84 0.06 1.95 0.94 3.58 0.53 0.54 7722.04 0.00 4114.83 1.29 0.75 2738.72 0.00 3539.81 2.57 0.20 49.90 0.05 128.22 1.04 0.90 24.64 0.04 25.69 0.38 0.21 60.63 0.01 23.30 0.77 0.78 8829.14 0.00 6823.32 0.68 0.49 132.66 0.01 89.66 0.95 0.73 4.02 0.24 3.83 0.14 0.04 5.24 0.03

ATP-citrate synthase (EC 2.3.3.8) (ATP-citrate (pro-S-)-lyase) (ACL) (Citrate cleavage enzyme)P53396 sp|P53396|ACLY_HUMAN 3 3 105 1 1 1 35.24 36.64 35.56 36.48 42.74 43.82 21.0700005 17.8900003 20.2500001 21.0700005 22 17 20 22 44 23 22 44 1.10 0.16 1.15 0.96 1.27 1.08 0.06 1.08 1.00 1.17 0.96 0.54 1.13 0.85 1.09 1.12 0.08 1.13 0.99 1.26 0.97 0.33 1.08 0.90 1.04 1.02 0.72 1.11 0.92 1.14 0.93 0.04 1.08 0.86 1.00 1.24 0.00 1.14 1.09 1.42 1.35 0.00 1.13 1.19 1.53 0.80 0.03 1.21 0.66 0.98 0.95 0.17 1.07 0.89 1.02 0.99 0.78 1.12 0.88 1.10 1.04 0.69 1.22 0.85 1.27 0.94 0.47 1.18 0.80 1.11 1.14 0.00 1.08 1.05 1.24 1.35 0.00 1.11 1.22

Selenium-binding protein 1 (56 kDa selenium-binding protein) (SBP56) (SP56)Q13228 sp|Q13228|SBP1_HUMAN 3 3 105 1 1 1 33.58 34.56 30.35 31.28 22.68 23.3 50.6399989 50.6399989 35.3799999 28.6000013 22 22 16 13 32 25 22 32 1.40 0.00 1.16 1.20 1.63 1.08 0.10 1.09 0.99 1.18 1.04 0.88 1.74 0.60 1.81 1.06 0.26 1.10 0.96 1.16 1.35 0.00 1.09 1.24 1.47 0.95 0.41 1.15 0.83 1.09 1.05 0.38 1.13 0.93 1.18 1.01 0.96 1.30 0.77 1.31 0.81 0.02 1.19 0.68 0.97 0.80 0.01 1.17 0.69 0.94 1.08 0.32 1.17 0.92 1.25 1.17 0.04 1.16 1.01 1.36 0.93 0.32 1.16 0.80 1.08 0.82 0.04 1.21 0.68 0.99 1.21 0.00 1.10 1.10 1.34 0.98 0.83 1.22 0.80

Prolow-density lipoprotein receptor-related protein 1 (LRP-1) (Alpha-2-macroglobulin receptor) (A2MR) (Apolipoprotein E receptor) (APOER) (CD antigen CD91) [Cleaved into: Low-density lipoprotein receptor-related protein 1 85 kDa subunit (LRP-85); Low-density lipoprotein receptor-related protein 1 515 kDa subunit (LRP-515); Low-density lipoprotein receptor-related protein 1 intracellular domain (LRPICD)]Q07954 sp|Q07954|LRP1_HUMAN 3 3 105 1 1 1 38.43 40.3 33.18 34.81 21.96 22.97 5.23799993 5.23799993 4.35700007 3.69700007 22 22 17 15 27 27 18 22 0.98 0.73 1.12 0.87 1.10 1.08 0.69 1.51 0.72 1.64 1.31 0.00 1.10 1.18 1.44 1.31 0.00 1.09 1.20 1.43 0.95 0.16 1.07 0.89 1.02 1.00 1.00 1.14 0.88 1.14 1.04 0.56 1.15 0.91 1.19 0.92 0.11 1.11 0.83 1.02 0.85 0.00 1.08 0.78 0.92 1.85 0.00 1.08 1.71 2.00 1.02 0.60 1.08 0.94 1.10 0.84 0.00 1.08 0.78 0.91 1.25 0.00 1.09 1.15 1.35 1.49 0.00 1.08 1.38 1.61 0.81 0.00 1.10 0.74 0.89 1.91 0.00 1.21 1.58

Histone H4 P62805 sp|P62805|H4_HUMAN 3 3 105 1 1 1 9.38 9.41 8 8.08 16.58 16.9 51.4599979 50.4899979 42.719999 51.4599979 22 7 5 22 26 9 7 26 0.19 0.02 3.33 0.06 0.64 1.09 0.71 1.82 0.60 1.99 0.32 0.02 2.35 0.14 0.75 0.23 0.01 2.33 0.10 0.53 0.37 0.02 2.10 0.18 0.78 0.33 0.01 1.81 0.18 0.61 0.45 0.34 7.89 0.06 3.54 0.31 0.08 4.52 0.07 1.42 0.63 0.34 4.96 0.13 3.10 0.30 0.04 2.96 0.10 0.90 0.24 0.05 4.29 0.06 1.02 0.28 0.05 3.40 0.08 0.95 0.35 0.07 3.55 0.10 1.23 0.31 0.07 4.03 0.08 1.27 1.47 0.01 1.22 1.21 1.79 0.48 0.50 15.99 0.03

Complement C1q subcomponent subunit BP02746 sp|P02746|C1QB_HUMAN 3 3 105 1 1 1 13.91 14 15.1 15.7 14.51 15.22 35.1799995 26.4800012 35.1799995 35.1799995 22 18 22 18 23 12 15 23 0.76 0.03 1.27 0.60 0.96 1.28 0.05 1.27 1.00 1.63 1.37 0.01 1.21 1.14 1.65 1.19 0.05 1.19 1.00 1.42 0.54 0.00 1.32 0.41 0.72 1.02 0.83 1.29 0.79 1.32 1.19 0.08 1.23 0.97 1.46 1.01 0.88 1.20 0.84 1.21 0.49 0.00 1.16 0.42 0.57 3.64 0.00 1.18 3.08 4.31 0.86 0.06 1.17 0.74 1.01 0.56 0.00 1.23 0.45 0.69 1.03 0.79 1.26 0.81 1.30 2.49 0.00 1.22 2.04 3.06 0.74 0.01 1.18 0.62 0.87 0.83 0.04 1.18 0.70

Complement C1q subcomponent subunit CP02747 sp|P02747|C1QC_HUMAN 3 3 105 1 1 1 9.12 9.59 7.92 8.24 8.05 8.44 25.7099986 25.7099986 25.7099986 21.2200001 22 22 16 19 13 12 6 13 1.06 0.76 1.77 0.60 1.88 1.32 0.06 1.35 0.98 1.79 1.69 0.03 1.57 1.08 2.65 1.44 0.03 1.33 1.08 1.92 0.61 0.01 1.30 0.47 0.79 1.18 0.14 1.30 0.91 1.53 1.22 0.10 1.30 0.94 1.58 1.22 0.07 1.25 0.97 1.53 0.59 0.02 1.41 0.42 0.84 3.11 0.00 1.61 1.93 5.02 0.98 0.78 1.25 0.78 1.23 0.74 0.14 1.62 0.46 1.19 1.59 0.11 1.93 0.82 3.06 1.84 0.06 1.97 0.93 3.62 0.83 0.34 1.95 0.42 1.61 0.80 0.41 2.57 0.31

Myosin-14 (Myosin heavy chain 14) (Myosin heavy chain, non-muscle IIc) (Non-muscle myosin heavy chain IIc) (NMHC II-C)Q7Z406 sp|Q7Z406|MYH14_HUMAN 3 3 105 1 1 1 19.24 33.84 25.87 46.53 8.8 27.32 12.4300003 8.42100009 12.4300003 7.06799999 22 15 22 13 13 10 13 6 0.83 0.00 1.12 0.74 0.93 0.87 0.04 1.15 0.76 0.99 1.06 0.23 1.11 0.96 1.18 0.84 0.09 1.23 0.68 1.03 0.93 0.13 1.11 0.83 1.03 0.93 0.28 1.14 0.82 1.07 1.01 0.91 1.11 0.91 1.12 0.84 0.06 1.20 0.70 1.01 0.88 0.07 1.15 0.77 1.01 1.07 0.48 1.23 0.87 1.32 1.02 0.73 1.12 0.91 1.14 1.72 0.00 1.22 1.41 2.11 0.90 0.38 1.28 0.71 1.16 0.92 0.67 1.53 0.60 1.40 1.19 0.06 1.20 0.99 1.42 1.07 0.48 1.26 0.85

Arginine--tRNA ligase, cytoplasmic (EC 6.1.1.19) (Arginyl-tRNA synthetase) (ArgRS)P54136 sp|P54136|SYRC_HUMAN 3 3 105 1 1 1 30.25 31.93 35.18 36 33.12 35.51 33.4800005 26.9699991 33.4800005 30.7599992 21 17 20 21 35 20 23 35 0.88 0.02 1.10 0.80 0.97 1.33 0.00 1.10 1.21 1.47 0.76 0.00 1.17 0.65 0.89 0.76 0.00 1.12 0.67 0.85 0.96 0.35 1.09 0.88 1.05 0.73 0.00 1.10 0.66 0.80 0.94 0.18 1.09 0.86 1.03 0.81 0.00 1.12 0.73 0.91 1.59 0.00 1.15 1.38 1.82 0.88 0.10 1.16 0.76 1.02 0.87 0.00 1.08 0.81 0.94 1.07 0.06 1.08 1.00 1.16 0.85 0.02 1.14 0.75 0.97 0.89 0.15 1.18 0.75 1.05 1.36 0.00 1.09 1.25 1.48 1.19 0.00 1.09 1.10

Coatomer subunit beta (Beta-coat protein) (Beta-COP)P53618 sp|P53618|COPB_HUMAN 3 3 105 1 1 1 24.18 27.96 34.74 37.21 28.9 33.42 25.4999995 17.6300004 25.4999995 21.3 21 15 21 17 30 15 21 30 0.83 0.07 1.22 0.68 1.02 0.97 0.74 1.25 0.77 1.21 1.08 0.37 1.19 0.91 1.28 0.80 0.08 1.28 0.63 1.03 0.94 0.56 1.26 0.74 1.18 0.83 0.15 1.30 0.64 1.08 0.81 0.06 1.24 0.65 1.01 0.80 0.00 1.14 0.70 0.91 1.42 0.00 1.17 1.21 1.65 1.06 0.37 1.15 0.93 1.22 0.97 0.52 1.12 0.86 1.08 1.05 0.34 1.10 0.95 1.16 0.84 0.55 1.84 0.46 1.54 1.12 0.53 1.46 0.77 1.64 0.98 0.68 1.10 0.89 1.08 1.28 0.00 1.13 1.13

Annexin A6 (67 kDa calelectrin) (Annexin VI) (Annexin-6) (Calphobindin-II) (CPB-II) (Chromobindin-20) (Lipocortin VI) (Protein III) (p68) (p70)P08133 sp|P08133|ANXA6_HUMAN 3 3 105 1 1 1 34.35 36.59 25.93 30.25 31.45 33.79 27.64 27.64 19.7600007 26.1500001 21 21 15 14 25 19 16 25 1.39 0.00 1.19 1.17 1.65 1.19 0.00 1.11 1.07 1.32 0.80 0.04 1.23 0.65 0.99 0.95 0.41 1.14 0.83 1.08 1.25 0.00 1.08 1.16 1.35 1.07 0.31 1.16 0.93 1.24 0.91 0.05 1.10 0.83 1.00 0.95 0.50 1.17 0.81 1.12 0.72 0.00 1.15 0.63 0.83 0.80 0.09 1.31 0.61 1.04 1.05 0.33 1.11 0.95 1.16 1.23 0.01 1.14 1.08 1.40 0.86 0.22 1.30 0.66 1.11 1.12 0.08 1.14 0.99 1.27 0.92 0.08 1.10 0.84 1.01 0.96 0.46 1.13 0.85

Complement component C7P10643 sp|P10643|CO7_HUMAN 3 3 105 1 1 1 29.5 30.31 28.61 28.98 19.3 19.93 28.2299995 28.2299995 24.3200004 21.4699999 21 21 16 14 25 23 18 25 0.45 0.00 1.24 0.36 0.56 0.44 0.00 1.31 0.34 0.58 1.43 0.00 1.13 1.26 1.61 1.06 0.52 1.23 0.87 1.30 0.61 0.00 1.14 0.53 0.69 1.80 0.00 1.13 1.59 2.03 1.10 0.13 1.14 0.97 1.25 0.55 0.00 1.29 0.43 0.71 0.41 0.00 1.23 0.33 0.50 2.96 0.00 1.17 2.52 3.47 0.59 0.00 1.12 0.53 0.66 0.79 0.01 1.17 0.67 0.92 1.05 0.65 1.23 0.85 1.28 2.77 0.00 1.19 2.33 3.31 0.58 0.00 1.15 0.50 0.67 0.88 0.02 1.10 0.80

Brain acid soluble protein 1 (22 kDa neuronal tissue-enriched acidic protein) (Neuronal axonal membrane protein NAP-22)P80723 sp|P80723|BASP1_HUMAN 3 3 105 1 1 1 19.54 19.63 20.09 20.25 20.85 21 75.7700026 70.9299982 70.0399995 75.7700026 21 14 17 21 24 9 18 24 1.03 0.74 1.20 0.85 1.24 1.03 0.81 1.29 0.79 1.32 0.68 0.00 1.23 0.55 0.84 0.43 0.00 1.36 0.32 0.59 1.16 0.04 1.14 1.01 1.33 0.47 0.00 1.29 0.37 0.61 0.88 0.07 1.14 0.77 1.01 1.15 0.12 1.21 0.96 1.39 1.02 0.74 1.17 0.88 1.20 0.63 0.00 1.33 0.47 0.84 1.21 0.01 1.13 1.07 1.36 1.30 0.00 1.16 1.13 1.50 1.04 0.60 1.17 0.89 1.21 0.83 0.03 1.17 0.71 0.97 1.39 0.00 1.18 1.18 1.65 0.58 0.00 1.31 0.44

UTP--glucose-1-phosphate uridylyltransferase (EC 2.7.7.9) (UDP-glucose pyrophosphorylase) (UDPGP) (UGPase)Q16851 sp|Q16851|UGPA_HUMAN 3 3 105 1 1 1 24.15 24.66 29.62 30.45 21.27 22.18 38.1900013 30.5099994 38.1900013 28.1500012 21 14 21 14 21 19 21 21 0.82 0.00 1.10 0.74 0.90 0.91 0.07 1.10 0.83 1.01 1.04 0.50 1.13 0.92 1.18 0.79 0.00 1.14 0.69 0.90 0.92 0.09 1.10 0.83 1.02 0.97 0.61 1.14 0.85 1.10 0.88 0.10 1.16 0.76 1.03 0.81 0.49 1.90 0.43 1.54 1.26 0.40 1.77 0.71 2.23 0.82 0.39 1.60 0.51 1.32 0.77 0.28 1.62 0.48 1.26 0.89 0.64 1.69 0.52 1.51 0.81 0.37 1.64 0.49 1.32 0.81 0.37 1.62 0.50 1.32 1.15 0.02 1.12 1.03 1.29 1.14 0.06 1.15 0.99

Epidermal growth factor receptor kinase substrate 8Q12929 sp|Q12929|EPS8_HUMAN 3 3 105 1 1 1 34.75 36.85 21.57 23.12 18.77 19.97 28.7099987 28.7099987 14.7200003 15.5699998 21 21 12 13 20 20 15 16 0.90 0.10 1.13 0.80 1.02 1.19 0.00 1.09 1.09 1.29 0.87 0.02 1.12 0.77 0.98 1.17 0.01 1.11 1.05 1.29 1.59 0.00 1.11 1.43 1.77 0.83 0.00 1.12 0.74 0.93 1.23 0.00 1.09 1.13 1.34 0.82 0.04 1.21 0.68 0.99 0.82 0.04 1.21 0.68 0.99 0.88 0.34 1.35 0.65 1.18 1.23 0.00 1.12 1.10 1.38 1.12 0.12 1.17 0.96 1.31 1.45 0.00 1.14 1.27 1.65 1.06 0.48 1.19 0.89 1.26 0.94 0.50 1.22 0.77 1.15 0.89 0.18 1.19 0.75

Fatty acid synthase (EC 2.3.1.85) [Includes: [Acyl-carrier-protein] S-acetyltransferase (EC 2.3.1.38); [Acyl-carrier-protein] S-malonyltransferase (EC 2.3.1.39); 3-oxoacyl-[acyl-carrier-protein] synthase (EC 2.3.1.41); 3-oxoacyl-[acyl-carrier-protein] reductase (EC 1.1.1.100); 3-hydroxyacyl-[acyl-carrier-protein] dehydratase (EC 4.2.1.59); Enoyl-[acyl-carrier-protein] reductase (EC 1.3.1.39); Oleoyl-[acyl-carrier-protein] hydrolase (EC 3.1.2.14)]P49327 sp|P49327|FAS_HUMAN 3 3 105 1 1 1 33.28 37.92 30.15 33.51 36.41 40.16 9.55799967 8.44300017 8.92100036 9.55799967 20 17 16 20 40 20 19 40 1.18 0.09 1.22 0.97 1.45 0.85 0.02 1.14 0.75 0.98 1.19 0.06 1.19 0.99 1.41 1.02 0.80 1.21 0.85 1.24 1.05 0.39 1.12 0.93 1.18 1.22 0.00 1.10 1.11 1.34 1.09 0.20 1.14 0.95 1.24 0.68 0.00 1.21 0.57 0.83 0.98 0.78 1.18 0.83 1.15 1.36 0.05 1.37 0.99 1.87 0.86 0.00 1.10 0.78 0.94 1.11 0.16 1.17 0.95 1.29 0.90 0.17 1.18 0.76 1.05 1.33 0.12 1.46 0.91 1.94 1.10 0.11 1.13 0.98 1.24 1.40 0.00 1.13 1.24

Bifunctional glutamate/proline--tRNA ligase (Bifunctional aminoacyl-tRNA synthetase) (Cell proliferation-inducing gene 32 protein) (Glutamatyl-prolyl-tRNA synthetase) [Includes: Glutamate--tRNA ligase (EC 6.1.1.17) (Glutamyl-tRNA synthetase) (GluRS); Proline--tRNA ligase (EC 6.1.1.15) (Prolyl-tRNA synthetase)]P07814 sp|P07814|SYEP_HUMAN 3 3 105 1 1 1 30.16 32.47 30.67 32.47 38.27 41.62 16.7300001 15.7399997 16.5999994 16.7300001 20 18 19 20 39 19 18 39 0.92 0.17 1.13 0.81 1.04 1.28 0.00 1.14 1.12 1.45 0.88 0.05 1.14 0.76 1.00 0.86 0.04 1.15 0.75 0.99 0.91 0.09 1.11 0.82 1.01 0.94 0.33 1.15 0.82 1.08 1.01 0.75 1.10 0.93 1.11 0.94 0.58 1.26 0.75 1.19 1.66 0.00 1.24 1.34 2.04 0.97 0.80 1.26 0.77 1.23 0.96 0.44 1.12 0.86 1.07 1.10 0.17 1.15 0.95 1.26 0.92 0.60 1.37 0.67 1.27 0.83 0.65 2.40 0.34 1.99 1.34 0.00 1.15 1.17 1.54 1.18 0.03 1.16 1.02

Calcium and integrin-binding protein 1 (CIB) (Calcium- and integrin-binding protein) (CIBP) (Calmyrin) (DNA-PKcs-interacting protein) (Kinase-interacting protein) (KIP) (SNK-interacting protein 2-28) (SIP2-28)Q99828 sp|Q99828|CIB1_HUMAN 3 3 105 1 1 1 24.12 24.51 21.57 21.86 26.12 26.51 78.0099988 65.4500008 65.4500008 78.0099988 20 20 19 20 34 21 21 34 1.15 0.02 1.12 1.02 1.29 1.41 0.00 1.15 1.22 1.63 0.85 0.12 1.24 0.69 1.06 0.72 0.00 1.22 0.59 0.87 1.35 0.00 1.15 1.17 1.55 0.89 0.15 1.18 0.76 1.05 0.84 0.03 1.16 0.72 0.97 1.07 0.22 1.13 0.95 1.21 0.98 0.73 1.18 0.83 1.15 0.62 0.01 1.39 0.45 0.86 1.09 0.16 1.14 0.96 1.25 1.21 0.01 1.14 1.06 1.39 0.90 0.07 1.12 0.81 1.01 0.73 0.01 1.24 0.59 0.91 1.09 0.13 1.13 0.97 1.24 0.67 0.00 1.12 0.60

C4b-binding protein alpha chain (C4bp) (Proline-rich protein) (PRP)P04003 sp|P04003|C4BPA_HUMAN 3 3 105 1 1 1 27.33 28.24 27.03 27.64 16.16 16.78 30.8200002 30.8200002 29.3099999 14.4099996 20 20 19 10 28 22 25 28 0.57 0.00 1.35 0.42 0.78 0.56 0.00 1.16 0.48 0.66 1.16 0.05 1.17 1.00 1.36 1.93 0.00 1.21 1.59 2.34 0.71 0.00 1.18 0.60 0.83 1.38 0.02 1.28 1.07 1.76 1.09 0.08 1.10 0.99 1.20 0.70 0.00 1.14 0.61 0.81 0.76 0.04 1.30 0.58 0.99 2.40 0.00 1.23 1.95 2.96 0.75 0.00 1.15 0.65 0.86 1.29 0.03 1.25 1.03 1.61 0.97 0.71 1.17 0.83 1.14 2.70 0.00 1.20 2.26 3.24 0.44 0.00 1.26 0.35 0.56 0.84 0.16 1.30 0.64

Cartilage acidic protein 1 (68 kDa chondrocyte-expressed protein) (CEP-68) (ASPIC)Q9NQ79 sp|Q9NQ79|CRAC1_HUMAN 3 3 105 1 1 1 19.86 20.45 33.7 34.21 25.81 26.22 36.3099992 32.6799989 36.3099992 29.0499985 20 15 20 17 24 15 18 24 1.48 0.01 1.28 1.15 1.89 1.00 0.96 1.11 0.89 1.11 0.96 0.61 1.19 0.81 1.14 1.90 0.00 1.22 1.56 2.31 1.20 0.01 1.15 1.04 1.38 0.74 0.02 1.27 0.58 0.94 0.84 0.02 1.15 0.73 0.97 1.32 0.00 1.09 1.21 1.45 0.69 0.00 1.09 0.63 0.75 1.16 0.02 1.14 1.02 1.32 1.57 0.00 1.10 1.43 1.73 0.74 0.00 1.09 0.68 0.81 1.00 0.96 1.13 0.88 1.13 0.60 0.00 1.30 0.46 0.79 0.83 0.00 1.11 0.75 0.92 1.18 0.01 1.12 1.06

Ficolin-3 (Collagen/fibrinogen domain-containing lectin 3 p35) (Collagen/fibrinogen domain-containing protein 3) (Hakata antigen)O75636 sp|O75636|FCN3_HUMAN 3 3 105 1 1 1 17.65 18.49 15.95 16.15 18.7 18.82 43.1400001 38.8000011 39.1299993 43.1400001 20 13 13 20 23 9 12 23 0.34 0.00 1.77 0.19 0.60 0.73 0.07 1.41 0.52 1.03 1.25 0.37 1.78 0.70 2.21 1.90 0.04 1.83 1.04 3.47 0.45 0.00 1.37 0.32 0.61 0.53 0.01 1.44 0.37 0.76 1.05 0.82 1.66 0.63 1.74 0.63 0.00 1.26 0.50 0.79 0.46 0.00 1.30 0.36 0.60 3.20 0.00 1.41 2.27 4.52 0.69 0.00 1.17 0.59 0.80 0.69 0.00 1.19 0.58 0.82 0.92 0.36 1.21 0.76 1.12 2.65 0.00 1.24 2.15 3.28 0.55 0.00 1.20 0.46 0.66 1.09 0.24 1.17 0.93

Transthyretin (ATTR) (Prealbumin) (TBPA)P02766 sp|P02766|TTHY_HUMAN 3 3 105 1 1 1 20.07 20.54 15.75 15.87 18.36 18.45 68.7099993 68.7099993 57.1399987 59.859997 20 20 17 14 21 21 15 18 0.80 0.14 1.37 0.59 1.10 0.67 0.43 3.15 0.21 2.10 1.75 0.00 1.30 1.35 2.26 2.33 0.00 1.30 1.79 3.03 1.04 0.49 1.14 0.91 1.19 0.99 0.91 1.14 0.87 1.13 1.44 0.00 1.23 1.17 1.76 0.99 0.97 1.62 0.61 1.61 0.46 0.00 1.27 0.36 0.58 2.61 0.00 1.21 2.15 3.16 1.15 0.05 1.15 1.00 1.32 0.69 0.00 1.15 0.60 0.80 1.17 0.19 1.29 0.90 1.51 1.39 0.03 1.33 1.04 1.84 0.66 0.00 1.19 0.56 0.78 0.91 0.28 1.22 0.75

Inter-alpha-trypsin inhibitor heavy chain H4 (ITI heavy chain H4) (ITI-HC4) (Inter-alpha-inhibitor heavy chain 4) (Inter-alpha-trypsin inhibitor family heavy chain-related protein) (IHRP) (Plasma kallikrein sensitive glycoprotein 120) (Gp120) (PK-120) [Cleaved into: 70 kDa inter-alpha-trypsin inhibitor heavy chain H4; 35 kDa inter-alpha-trypsin inhibitor heavy chain H4]Q14624 sp|Q14624|ITIH4_HUMAN 3 3 105 1 1 1 34.03 35.26 20.62 21.98 21.34 23.08 25.8100003 25.8100003 14.8399994 14.9499998 20 20 10 11 21 21 12 18 0.46 0.00 1.23 0.37 0.57 0.47 0.00 1.24 0.38 0.58 1.74 0.00 1.09 1.59 1.90 2.10 0.00 1.13 1.86 2.37 0.67 0.00 1.13 0.60 0.76 1.16 0.00 1.10 1.06 1.28 2.14 0.00 1.14 1.88 2.44 0.41 0.00 1.67 0.25 0.69 0.58 0.01 1.50 0.39 0.86 2.22 0.00 1.22 1.82 2.70 0.47 0.00 1.28 0.37 0.60 0.73 0.00 1.12 0.65 0.82 1.26 0.00 1.11 1.13 1.40 2.19 0.00 1.29 1.70 2.82 0.60 0.00 1.25 0.48 0.75 0.92 0.39 1.21 0.76

Transferrin receptor protein 1 (TR) (TfR) (TfR1) (Trfr) (T9) (p90) (CD antigen CD71) [Cleaved into: Transferrin receptor protein 1, serum form (sTfR)]P02786 sp|P02786|TFR1_HUMAN 3 3 105 1 1 1 32.73 34.56 23.73 25.41 18.41 20.9 23.8199994 23.8199994 16.8400005 13.9500007 20 20 12 9 19 19 17 19 1.11 0.14 1.15 0.96 1.28 1.38 0.00 1.20 1.15 1.66 0.81 0.02 1.19 0.68 0.97 1.03 0.55 1.11 0.93 1.14 1.19 0.05 1.20 1.00 1.43 1.11 0.15 1.16 0.96 1.30 1.05 0.50 1.18 0.90 1.24 0.87 0.14 1.21 0.72 1.05 1.11 0.04 1.10 1.01 1.21 1.29 0.01 1.19 1.08 1.54 1.19 0.00 1.10 1.09 1.31 0.77 0.00 1.15 0.67 0.88 1.87 0.00 1.22 1.53 2.28 1.10 0.19 1.16 0.95 1.27 1.28 0.00 1.15 1.11 1.48 0.64 0.01 1.33 0.48

Protein S100-A9 (Calgranulin-B) (Calprotectin L1H subunit) (Leukocyte L1 complex heavy chain) (Migration inhibitory factor-related protein 14) (MRP-14) (p14) (S100 calcium-binding protein A9)P06702 sp|P06702|S10A9_HUMAN 3 3 105 1 1 1 6.58 6.62 7.73 7.88 11.32 11.49 56.1399996 50.880003 44.7400004 56.1399996 20 8 5 20 19 11 5 19 0.14 0.00 1.76 0.08 0.25 0.42 0.00 1.32 0.32 0.55 0.35 0.00 1.48 0.24 0.52 0.26 0.00 1.57 0.17 0.41 0.48 0.00 1.36 0.35 0.66 0.87 0.10 1.19 0.73 1.04 0.36 0.00 1.56 0.23 0.56 0.33 0.00 1.44 0.23 0.48 0.26 0.01 1.82 0.14 0.46 0.44 0.00 1.31 0.34 0.57 0.35 0.00 1.31 0.27 0.46 0.81 0.08 1.31 0.62 1.06 0.58 0.01 1.31 0.44 0.75 0.55 0.01 1.31 0.42 0.73 1.56 0.00 1.25 1.25 1.95 0.45 0.43 10.19 0.04

HLA class II histocompatibility antigen, DR alpha chain (MHC class II antigen DRA)P01903 sp|P01903|DRA_HUMAN 3 3 105 1 1 1 18.01 18.45 17.02 17.57 18.85 19.17 38.9800012 32.6799989 35.0400001 38.9800012 19 19 16 17 44 22 16 44 0.73 0.02 1.28 0.57 0.93 1.15 0.04 1.14 1.01 1.31 1.12 0.15 1.18 0.95 1.32 1.06 0.29 1.14 0.94 1.21 1.16 0.03 1.14 1.01 1.31 1.12 0.07 1.14 0.99 1.28 1.50 0.00 1.14 1.32 1.71 0.81 0.03 1.20 0.68 0.97 1.08 0.50 1.28 0.84 1.38 1.56 0.00 1.23 1.26 1.92 0.97 0.62 1.14 0.85 1.11 1.30 0.01 1.20 1.08 1.56 1.34 0.00 1.18 1.14 1.58 1.29 0.00 1.15 1.12 1.48 0.74 0.00 1.15 0.64 0.85 0.93 0.38 1.20 0.78

Coatomer subunit alpha (Alpha-coat protein) (Alpha-COP) (HEP-COP) (HEPCOP) [Cleaved into: Xenin (Xenopsin-related peptide); Proxenin]P53621 sp|P53621|COPA_HUMAN 3 3 105 1 1 1 30.83 32.67 31.49 32.58 30.55 33.12 16.5800005 15.8500001 16.5800005 14.5400003 19 16 19 17 34 18 19 34 0.96 0.47 1.14 0.84 1.09 1.12 0.02 1.10 1.02 1.22 0.93 0.11 1.10 0.85 1.02 0.91 0.04 1.10 0.83 1.00 0.98 0.73 1.13 0.87 1.10 0.91 0.05 1.10 0.83 1.00 0.93 0.26 1.14 0.82 1.06 0.89 0.08 1.14 0.79 1.02 1.53 0.00 1.13 1.36 1.72 0.98 0.77 1.18 0.83 1.15 1.02 0.59 1.09 0.94 1.12 1.21 0.00 1.09 1.10 1.32 0.80 0.00 1.12 0.71 0.90 0.91 0.27 1.20 0.76 1.09 1.04 0.41 1.09 0.95 1.13 1.39 0.00 1.11 1.26

Aldehyde dehydrogenase, dimeric NADP-preferring (EC 1.2.1.5) (ALDHIII) (Aldehyde dehydrogenase 3) (Aldehyde dehydrogenase family 3 member A1)P30838 sp|P30838|AL3A1_HUMAN 3 3 105 1 1 1 19.98 24.87 18.54 21.46 17.58 22.6 27.3699999 26.9300014 27.3699999 21.6299996 19 17 12 19 33 23 14 33 1.29 0.00 1.13 1.14 1.47 0.86 0.07 1.18 0.73 1.01 0.80 0.00 1.14 0.70 0.91 0.54 0.00 1.20 0.45 0.65 1.69 0.00 1.20 1.41 2.03 0.56 0.00 1.25 0.45 0.70 2.82 0.00 1.20 2.35 3.39 0.61 0.09 1.78 0.34 1.09 0.55 0.01 1.47 0.38 0.82 0.50 0.01 1.53 0.33 0.77 0.50 0.00 1.52 0.33 0.76 0.84 0.39 1.57 0.53 1.31 0.50 0.00 1.40 0.36 0.70 0.43 0.00 1.51 0.29 0.66 0.90 0.06 1.12 0.80 1.01 4.25 0.00 1.28 3.31

RuvB-like 1 (EC 3.6.4.12) (49 kDa TATA box-binding protein-interacting protein) (49 kDa TBP-interacting protein) (54 kDa erythrocyte cytosolic protein) (ECP-54) (INO80 complex subunit H) (Nuclear matrix protein 238) (NMP 238) (Pontin 52) (TIP49a) (TIP60-associated protein 54-alpha) (TAP54-alpha)Q9Y265 sp|Q9Y265|RUVB1_HUMAN 3 3 105 1 1 1 24.39 25.41 22.11 23.05 28.64 30.38 45.6099987 41.0100013 36.8400008 45.6099987 19 19 12 18 33 28 15 33 1.24 0.00 1.13 1.10 1.40 1.03 0.69 1.15 0.90 1.18 1.03 0.47 1.09 0.94 1.12 0.86 0.14 1.22 0.70 1.06 0.91 0.11 1.13 0.80 1.02 0.83 0.00 1.11 0.75 0.91 0.94 0.16 1.10 0.85 1.03 0.80 0.03 1.22 0.66 0.98 1.26 0.03 1.23 1.02 1.54 0.71 0.05 1.40 0.51 1.00 1.09 0.10 1.11 0.98 1.22 1.44 0.00 1.15 1.25 1.66 0.77 0.01 1.20 0.65 0.93 0.63 0.04 1.53 0.41 0.97 1.56 0.00 1.17 1.34 1.82 1.36 0.00 1.13 1.21

Cytosol aminopeptidase (EC 3.4.11.1) (Leucine aminopeptidase 3) (LAP-3) (Leucyl aminopeptidase) (Peptidase S) (Proline aminopeptidase) (EC 3.4.11.5) (Prolyl aminopeptidase)P28838 sp|P28838|AMPL_HUMAN 3 3 105 1 1 1 24.07 25.74 30.3 31.59 27.31 29.18 36.4199996 30.250001 34.4900012 36.4199996 19 13 17 19 32 16 22 32 0.57 0.00 1.14 0.50 0.65 2.03 0.00 1.12 1.81 2.27 0.48 0.00 1.33 0.36 0.64 0.54 0.00 1.20 0.45 0.65 0.65 0.00 1.10 0.59 0.71 0.75 0.00 1.11 0.67 0.83 0.69 0.00 1.11 0.62 0.76 0.64 0.00 1.27 0.50 0.82 2.33 0.00 1.17 1.99 2.72 0.75 0.01 1.24 0.61 0.93 0.59 0.00 1.11 0.53 0.66 0.81 0.00 1.09 0.75 0.89 0.75 0.01 1.23 0.61 0.92 0.92 0.22 1.14 0.81 1.05 1.78 0.00 1.19 1.49 2.12 0.59 0.00 1.20 0.49

Receptor-type tyrosine-protein phosphatase C (EC 3.1.3.48) (Leukocyte common antigen) (L-CA) (T200) (CD antigen CD45)P08575 sp|P08575|PTPRC_HUMAN 3 3 105 1 1 1 36.8 38.05 25.64 27.16 34.21 35.83 13.9599994 13.9599994 9.43299979 13.0400002 19 19 12 17 29 24 21 29 0.58 0.00 1.22 0.48 0.72 1.00 0.99 1.31 0.76 1.31 1.09 0.04 1.09 1.01 1.19 1.20 0.00 1.09 1.10 1.31 0.88 0.01 1.09 0.81 0.96 1.12 0.11 1.15 0.97 1.29 1.70 0.00 1.13 1.51 1.91 0.94 0.56 1.24 0.76 1.17 0.86 0.01 1.12 0.76 0.96 1.43 0.02 1.33 1.07 1.91 0.84 0.04 1.18 0.71 0.99 1.13 0.16 1.20 0.94 1.36 1.13 0.22 1.23 0.92 1.40 1.19 0.14 1.27 0.94 1.50 0.82 0.00 1.11 0.74 0.91 0.87 0.02 1.12 0.78

Syntaxin-binding protein 2 (Protein unc-18 homolog 2) (Unc18-2) (Protein unc-18 homolog B) (Unc-18B)Q15833 sp|Q15833|STXB2_HUMAN 3 3 105 1 1 1 30.72 31.77 24.73 25.71 31.41 33.43 34.4000012 29.8500001 25.6300002 34.4000012 19 19 19 19 26 24 16 26 1.15 0.02 1.13 1.02 1.30 1.12 0.13 1.17 0.96 1.31 0.90 0.06 1.12 0.81 1.00 1.04 0.59 1.15 0.90 1.19 1.03 0.54 1.09 0.94 1.12 0.95 0.51 1.18 0.81 1.12 1.00 0.98 1.18 0.85 1.18 1.64 0.00 1.14 1.44 1.88 0.81 0.04 1.21 0.67 0.99 0.94 0.65 1.32 0.71 1.25 0.96 0.69 1.21 0.79 1.17 1.02 0.84 1.21 0.84 1.24 1.14 0.27 1.28 0.89 1.45 0.91 0.47 1.33 0.68 1.21 0.96 0.37 1.10 0.87 1.06 0.76 0.00 1.18 0.64

Secretoglobin family 3A member 1 (Cytokine HIN-1) (High in normal 1) (Pneumo secretory protein 2) (PnSP-2) (Uteroglobin-related protein 2)Q96QR1 sp|Q96QR1|SG3A1_HUMAN 3 3 105 1 1 1 9.94 9.94 6.84 6.84 12.75 12.75 64.4200027 64.4200027 52.8800011 61.5400016 19 19 13 17 26 18 9 26 0.61 0.13 3.52 0.17 2.15 0.74 0.20 3.51 0.21 2.60 1.42 0.17 3.51 0.41 5.00 0.58 0.11 3.51 0.17 2.04 2.45 0.17 20.93 0.12 51.32 2.86 0.10 8.52 0.34 24.34 0.72 0.20 3.72 0.19 2.69 0.44 0.08 3.77 0.12 1.67 1.70 0.12 3.79 0.45 6.46 0.31 0.20 139.75 0.00 43.06 0.47 0.09 3.79 0.12 1.77 0.58 0.12 3.80 0.15 2.19 0.50 0.11 4.57 0.11 2.28 0.38 0.09 5.14 0.07 1.98 1.48 0.17 4.09 0.36 6.07 0.50 0.15 8.34 0.06

Ig lambda chain V-I region NEWMP01703 sp|P01703|LV105_HUMAN 3 3 105 1 1 1 6.82 8.61 7.42 9.56 7.09 9.29 23.2999995 23.2999995 23.2999995 23.2999995 19 12 15 19 25 8 10 25 0.84 0.34 3.76 0.22 3.16 0.84 0.61 24.64 0.03 20.70 1.36 0.34 10.41 0.13 14.19 1.20 0.38 4.86 0.25 5.83 0.68 0.17 3.78 0.18 2.55 1.73 0.12 3.75 0.46 6.49 1.04 0.77 3.75 0.28 3.89 1.50 0.46 99.52 0.02 149.46 0.45 0.08 3.81 0.12 1.72 1.42 0.28 8.33 0.17 11.80 0.96 0.83 7.42 0.13 7.11 0.53 0.12 4.82 0.11 2.57 2.24 0.12 6.60 0.34 14.75 2.08 0.16 10.84 0.19 22.55 0.75 0.48 31.38 0.02 23.58 1.65 0.34 40.27 0.04

RuvB-like 2 (EC 3.6.4.12) (48 kDa TATA box-binding protein-interacting protein) (48 kDa TBP-interacting protein) (51 kDa erythrocyte cytosolic protein) (ECP-51) (INO80 complex subunit J) (Repressing pontin 52) (Reptin 52) (TIP49b) (TIP60-associated protein 54-beta) (TAP54-beta)Q9Y230 sp|Q9Y230|RUVB2_HUMAN 3 3 105 1 1 1 18.28 19.57 27.64 28.22 24.86 26.62 35.4200006 27.4300009 35.4200006 35.2100015 19 13 16 19 24 16 16 24 1.30 0.00 1.13 1.14 1.47 1.04 0.41 1.12 0.93 1.17 1.05 0.57 1.19 0.88 1.24 0.87 0.13 1.21 0.72 1.05 0.96 0.34 1.11 0.87 1.06 0.94 0.57 1.28 0.73 1.20 0.98 0.65 1.11 0.88 1.08 0.81 0.02 1.18 0.69 0.96 1.22 0.01 1.14 1.07 1.40 0.72 0.05 1.39 0.52 1.00 1.06 0.24 1.10 0.96 1.16 1.39 0.00 1.15 1.20 1.60 0.80 0.01 1.17 0.68 0.94 0.62 0.16 2.01 0.31 1.24 1.56 0.00 1.16 1.35 1.82 1.37 0.00 1.21 1.13

E3 ubiquitin-protein ligase UBR4 (EC 6.3.2.-) (600 kDa retinoblastoma protein-associated factor) (N-recognin-4) (Retinoblastoma-associated factor of 600 kDa) (RBAF600) (p600) (Zinc finger UBR1-type protein 1)Q5T4S7 sp|Q5T4S7|UBR4_HUMAN 3 3 105 1 1 1 32.57 38.64 20.73 23.56 19.15 22.67 4.90100011 4.90100011 3.93600017 4.32199985 19 19 14 15 22 22 15 15 1.00 0.95 1.10 0.91 1.10 1.28 0.00 1.12 1.14 1.43 0.84 0.03 1.17 0.72 0.98 0.88 0.03 1.12 0.78 0.98 0.84 0.00 1.09 0.77 0.91 0.86 0.03 1.15 0.74 0.99 0.87 0.01 1.11 0.78 0.96 0.95 0.57 1.19 0.80 1.14 1.70 0.00 1.29 1.32 2.20 1.00 0.97 1.35 0.74 1.36 0.90 0.03 1.10 0.82 0.99 1.00 0.97 1.13 0.88 1.13 0.86 0.12 1.21 0.71 1.04 1.17 0.17 1.26 0.93 1.48 1.23 0.00 1.12 1.10 1.38 1.06 0.29 1.12 0.95

Chloride intracellular channel protein 6 (Parchorin)Q96NY7 sp|Q96NY7|CLIC6_HUMAN 3 3 105 1 1 1 25.38 27.27 23.95 24.64 19.7 21.32 32.5300008 32.5300008 26.2800008 21.5900004 19 19 13 15 21 14 13 21 1.24 0.04 1.23 1.01 1.53 0.97 0.71 1.23 0.78 1.19 0.88 0.23 1.25 0.70 1.10 0.79 0.17 1.44 0.55 1.13 1.46 0.00 1.21 1.20 1.77 0.78 0.11 1.38 0.56 1.07 0.97 0.57 1.12 0.87 1.09 1.11 0.53 1.43 0.77 1.59 0.77 0.06 1.32 0.58 1.02 0.65 0.03 1.47 0.44 0.95 1.44 0.00 1.13 1.28 1.62 1.24 0.00 1.13 1.10 1.39 0.97 0.69 1.20 0.80 1.16 0.96 0.71 1.26 0.77 1.21 1.31 0.02 1.25 1.05 1.65 0.71 0.05 1.41 0.50

Glucose-6-phosphate isomerase (GPI) (EC 5.3.1.9) (Autocrine motility factor) (AMF) (Neuroleukin) (NLK) (Phosphoglucose isomerase) (PGI) (Phosphohexose isomerase) (PHI) (Sperm antigen 36) (SA-36)P06744 sp|P06744|G6PI_HUMAN 3 3 105 1 1 1 19.92 21.26 16.09 17.43 19.81 21.36 29.2100012 25.9900004 25.4500002 29.2100012 19 14 15 19 20 17 17 20 1.13 0.13 1.18 0.95 1.33 0.94 0.50 1.22 0.77 1.15 0.95 0.53 1.22 0.78 1.15 0.93 0.34 1.17 0.80 1.09 1.34 0.00 1.18 1.13 1.58 1.06 0.54 1.23 0.86 1.30 0.93 0.39 1.20 0.77 1.12 0.98 0.79 1.15 0.86 1.13 0.92 0.17 1.13 0.82 1.04 1.29 0.18 1.49 0.86 1.92 1.04 0.49 1.14 0.91 1.19 0.88 0.05 1.13 0.78 1.00 1.02 0.82 1.19 0.85 1.21 0.94 0.86 2.14 0.44 2.02 0.96 0.60 1.20 0.80 1.15 0.87 0.16 1.23 0.71

Galectin-3 (Gal-3) (35 kDa lectin) (Carbohydrate-binding protein 35) (CBP 35) (Galactose-specific lectin 3) (Galactoside-binding protein) (GALBP) (IgE-binding protein) (L-31) (Laminin-binding protein) (Lectin L-29) (Mac-2 antigen)P17931 sp|P17931|LEG3_HUMAN 3 3 105 1 1 1 16.07 16.07 13.82 13.82 12.37 12.37 33.1999987 27.2000015 33.1999987 30.399999 19 19 18 18 20 12 10 20 1.25 0.02 1.19 1.05 1.49 1.18 0.18 1.31 0.90 1.55 1.07 0.51 1.26 0.85 1.34 0.95 0.64 1.32 0.72 1.25 1.55 0.05 1.54 1.00 2.38 0.87 0.16 1.25 0.69 1.08 1.16 0.23 1.32 0.88 1.54 0.86 0.16 1.28 0.67 1.10 1.17 0.07 1.19 0.98 1.40 0.75 0.10 1.47 0.51 1.09 0.93 0.35 1.19 0.78 1.12 1.10 0.39 1.31 0.84 1.44 0.92 0.35 1.26 0.73 1.15 1.38 0.48 3.10 0.44 4.27 1.03 0.71 1.20 0.86 1.23 1.42 0.00 1.20 1.19

T-complex protein 1 subunit alpha (TCP-1-alpha) (CCT-alpha)P17987 sp|P17987|TCPA_HUMAN 3 3 105 1 1 1 25.04 27.93 29 31.81 25.13 27.47 35.6099993 29.1399986 35.6099993 29.3199986 19 18 19 14 20 13 17 20 1.32 0.03 1.28 1.03 1.69 1.04 0.51 1.12 0.92 1.16 0.85 0.24 1.33 0.64 1.13 0.86 0.29 1.35 0.63 1.16 0.95 0.46 1.17 0.81 1.11 0.82 0.15 1.33 0.62 1.09 0.89 0.27 1.24 0.72 1.11 0.67 0.00 1.17 0.58 0.79 1.72 0.00 1.25 1.38 2.14 0.98 0.86 1.34 0.73 1.31 0.78 0.00 1.13 0.70 0.88 0.84 0.01 1.14 0.74 0.96 0.81 0.00 1.14 0.71 0.92 0.92 0.41 1.24 0.74 1.14 1.60 0.00 1.16 1.38 1.85 0.95 0.40 1.14 0.84

Brain-specific angiogenesis inhibitor 1-associated protein 2 (BAI-associated protein 2) (BAI1-associated protein 2) (Protein BAP2) (Fas ligand-associated factor 3) (FLAF3) (Insulin receptor substrate p53/p58) (IRS-58) (IRSp53/58) (Insulin receptor substrate protein of 53 kDa) (IRSp53) (Insulin receptor substrate p53)Q9UQB8 sp|Q9UQB8|BAIP2_HUMAN 3 3 105 1 1 1 29.65 30.2 17.69 18.22 14.62 15.38 32.7899993 32.7899993 24.4599998 13.5900006 19 19 14 7 20 18 13 20 1.11 0.11 1.14 0.97 1.26 1.23 0.02 1.18 1.04 1.45 0.99 0.83 1.16 0.85 1.14 1.04 0.57 1.14 0.91 1.18 1.24 0.00 1.14 1.09 1.41 0.92 0.19 1.14 0.81 1.05 1.08 0.08 1.09 0.99 1.18 1.15 0.17 1.24 0.92 1.43 0.85 0.04 1.16 0.74 0.99 0.91 0.53 1.43 0.63 1.30 1.16 0.12 1.22 0.95 1.42 1.17 0.11 1.23 0.95 1.44 1.11 0.48 1.39 0.80 1.54 1.02 0.98 5.37 0.19 5.46 1.25 0.02 1.18 1.05 1.47 0.89 0.23 1.23 0.72

14-3-3 protein beta/alpha (Protein 1054) (Protein kinase C inhibitor protein 1) (KCIP-1) [Cleaved into: 14-3-3 protein beta/alpha, N-terminally processed]P31946 sp|P31946|1433B_HUMAN 3 3 105 1 1 1 6.22 19.29 8.19 19.05 5.44 18.23 42.6800013 42.6800013 38.6200011 38.6200011 19 19 18 19 6 3 5 6 1.20 0.31 3.51 0.34 4.22 0.83 0.58 22.16 0.04 18.35 0.82 0.29 3.51 0.23 2.87 1.17 0.64 24.15 0.05 28.26 0.99 0.96 3.51 0.28 3.49 1.04 0.78 3.51 0.30 3.64 1.13 0.55 5.91 0.19 6.67 1.11 0.49 3.62 0.31 4.03 1.01 0.91 3.77 0.27 3.83 0.98 0.96 122.47 0.01 119.86 1.05 0.70 3.62 0.29 3.81 1.10 0.53 3.63 0.30 3.98 1.11 0.65 8.69 0.13 9.67 1.03 0.92 22.81 0.05 23.58 1.07 0.78 11.86 0.09 12.73 1.05 0.70 3.51 0.30

Alpha-1-acid glycoprotein 1 (AGP 1) (Orosomucoid-1) (OMD 1)P02763 sp|P02763|A1AG1_HUMAN 3 3 105 1 1 1 19.63 20.01 19.67 20.19 14.3 15.02 44.780001 40.7999992 44.780001 28.8599998 18 18 15 16 45 16 22 45 0.36 0.00 1.42 0.25 0.51 0.57 0.00 1.30 0.44 0.74 1.16 0.10 1.21 0.96 1.40 3.03 0.00 1.23 2.47 3.72 0.66 0.00 1.20 0.55 0.79 1.16 0.08 1.20 0.97 1.39 1.02 0.76 1.20 0.85 1.22 0.44 0.00 1.42 0.31 0.62 0.21 0.00 1.55 0.13 0.32 1.80 0.00 1.33 1.35 2.39 0.90 0.18 1.20 0.75 1.08 0.83 0.16 1.34 0.62 1.12 0.98 0.78 1.22 0.80 1.20 3.30 0.00 1.31 2.53 4.32 1.10 0.50 1.64 0.67 1.80 0.82 0.15 1.47 0.56

Choline transporter-like protein 2 (Solute carrier family 44 member 2)Q8IWA5 sp|Q8IWA5|CTL2_HUMAN 3 3 105 1 1 1 24.78 26.29 31.31 32.85 32.59 34.41 22.5199997 17.7100003 22.5199997 19.2599997 18 14 18 18 42 16 22 42 1.55 0.00 1.14 1.36 1.76 2.37 0.00 1.20 1.97 2.84 0.69 0.01 1.31 0.53 0.90 1.13 0.15 1.19 0.95 1.35 0.72 0.00 1.21 0.59 0.87 0.75 0.00 1.12 0.67 0.84 0.60 0.00 1.11 0.54 0.67 2.49 0.00 1.44 1.73 3.59 1.04 0.80 1.41 0.74 1.47 0.92 0.59 1.40 0.66 1.28 1.44 0.00 1.23 1.18 1.77 0.96 0.85 1.65 0.58 1.58 1.23 0.04 1.22 1.01 1.51 0.94 0.59 1.25 0.75 1.18 0.95 0.47 1.18 0.80 1.11 0.67 0.01 1.32 0.51

Histidine-rich glycoprotein (Histidine-proline-rich glycoprotein) (HPRG)P04196 sp|P04196|HRG_HUMAN 3 3 105 1 1 1 24.54 24.87 23.04 23.12 25.97 26.07 31.2400013 31.2400013 25.7099986 27.2399992 18 18 15 16 38 16 20 38 0.31 0.00 1.59 0.19 0.49 0.47 0.00 1.33 0.35 0.62 1.64 0.00 1.11 1.48 1.83 1.70 0.00 1.11 1.53 1.90 0.71 0.00 1.11 0.64 0.79 0.65 0.00 1.25 0.52 0.81 1.69 0.00 1.11 1.51 1.88 0.60 0.00 1.25 0.48 0.75 0.49 0.00 1.17 0.42 0.57 3.76 0.00 1.16 3.23 4.38 0.93 0.15 1.11 0.84 1.03 0.62 0.00 1.11 0.56 0.69 1.30 0.00 1.11 1.16 1.44 1.79 0.21 2.62 0.68 4.68 0.63 0.00 1.12 0.57 0.71 0.92 0.16 1.13 0.81

Cathepsin G (CG) (EC 3.4.21.20)P08311 sp|P08311|CATG_HUMAN 3 3 105 1 1 1 4.05 4.1 7.28 7.31 18.99 19.22 50.9800017 7.8429997 23.1399998 50.9800017 18 2 5 18 29 3 5 29 0.17 0.18 731.05 0.00 123.40 0.22 0.07 9.61 0.02 2.12 0.25 0.05 3.97 0.06 0.99 0.19 0.05 5.13 0.04 0.99 0.24 0.12 29.30 0.01 6.96 1.29 0.41 11.56 0.11 14.92 0.28 0.05 3.92 0.07 1.10 0.19 0.04 4.21 0.04 0.80 0.29 0.02 2.27 0.13 0.66 0.38 0.05 2.64 0.14 1.00 0.24 0.01 1.71 0.14 0.42 0.41 0.02 1.66 0.25 0.69 0.30 0.05 3.15 0.10 0.96 0.50 0.03 1.62 0.31 0.82 1.19 0.11 1.25 0.95 1.49 0.51 0.23 3.26 0.16

Dipeptidyl peptidase 4 (EC 3.4.14.5) (ADABP) (Adenosine deaminase complexing protein 2) (ADCP-2) (Dipeptidyl peptidase IV) (DPP IV) (T-cell activation antigen CD26) (TP103) (CD antigen CD26) [Cleaved into: Dipeptidyl peptidase 4 membrane form (Dipeptidyl peptidase IV membrane form); Dipeptidyl peptidase 4 soluble form (Dipeptidyl peptidase IV soluble form)]P27487 sp|P27487|DPP4_HUMAN 3 3 105 1 1 1 28.94 29.33 26.97 27.34 12.87 13.42 18.9300001 18.9300001 18.5399994 11.3600001 18 18 17 8 26 23 26 18 1.60 0.00 1.18 1.35 1.89 0.82 0.01 1.14 0.72 0.94 0.95 0.35 1.11 0.86 1.06 1.45 0.00 1.09 1.33 1.59 0.80 0.00 1.12 0.71 0.89 0.79 0.01 1.20 0.66 0.95 0.91 0.09 1.12 0.81 1.02 1.12 0.06 1.13 0.99 1.27 1.11 0.18 1.17 0.95 1.29 0.91 0.42 1.30 0.70 1.17 0.92 0.13 1.12 0.83 1.03 1.48 0.00 1.11 1.33 1.64 1.32 0.00 1.17 1.12 1.55 1.05 0.73 1.33 0.79 1.40 0.97 0.66 1.15 0.85 1.12 0.76 0.00 1.15 0.66

Transforming growth factor-beta-induced protein ig-h3 (Beta ig-h3) (Kerato-epithelin) (RGD-containing collagen-associated protein) (RGD-CAP)Q15582 sp|Q15582|BGH3_HUMAN 3 3 105 1 1 1 28.69 29.47 28.33 29.08 25.21 26.37 25.6199986 25.1800001 25.6199986 24.1600007 18 18 17 17 26 20 17 26 0.66 0.00 1.20 0.56 0.80 0.39 0.00 1.21 0.32 0.47 1.94 0.00 1.10 1.76 2.13 1.24 0.00 1.10 1.13 1.36 0.73 0.00 1.10 0.66 0.80 1.54 0.00 1.10 1.40 1.68 1.35 0.00 1.10 1.23 1.48 1.10 0.14 1.14 0.96 1.26 0.78 0.00 1.10 0.71 0.86 1.30 0.00 1.11 1.17 1.44 0.91 0.06 1.10 0.83 1.01 0.93 0.37 1.19 0.78 1.11 1.71 0.00 1.17 1.46 2.01 1.55 0.00 1.10 1.40 1.71 0.81 0.03 1.20 0.68 0.97 0.93 0.44 1.21 0.77

Integrin beta-2 (Cell surface adhesion glycoproteins LFA-1/CR3/p150,95 subunit beta) (Complement receptor C3 subunit beta) (CD antigen CD18)P05107 sp|P05107|ITB2_HUMAN 3 3 105 1 1 1 32.4 34.45 26.94 28.2 23.35 25.04 28.0900002 28.0900002 24.3200004 20.5500007 18 18 16 14 22 19 11 22 0.50 0.00 1.21 0.42 0.61 0.87 0.03 1.13 0.76 0.98 1.26 0.00 1.15 1.10 1.45 1.29 0.00 1.11 1.17 1.43 0.89 0.02 1.09 0.82 0.98 1.11 0.13 1.15 0.96 1.28 1.82 0.00 1.12 1.62 2.03 0.88 0.07 1.15 0.76 1.01 0.78 0.01 1.19 0.66 0.92 1.12 0.30 1.27 0.88 1.42 0.88 0.04 1.13 0.78 0.99 1.33 0.00 1.13 1.18 1.50 1.50 0.00 1.24 1.20 1.86 1.08 0.39 1.22 0.89 1.31 0.84 0.00 1.11 0.76 0.93 0.95 0.29 1.11 0.85

Deoxynucleoside triphosphate triphosphohydrolase SAMHD1 (dNTPase) (EC 3.1.5.-) (Dendritic cell-derived IFNG-induced protein) (DCIP) (Monocyte protein 5) (MOP-5) (SAM domain and HD domain-containing protein 1)Q9Y3Z3 sp|Q9Y3Z3|SAMH1_HUMAN 3 3 105 1 1 1 20.93 22.35 29.46 30.56 18.16 19.78 33.5500002 21.8799993 33.5500002 23.4799996 18 10 18 14 21 15 21 20 0.84 0.01 1.13 0.75 0.95 0.50 0.00 1.25 0.40 0.62 1.08 0.41 1.22 0.88 1.32 0.82 0.04 1.20 0.68 0.99 1.04 0.43 1.12 0.93 1.17 1.00 0.97 1.14 0.88 1.14 1.18 0.01 1.12 1.05 1.32 1.05 0.30 1.09 0.96 1.14 0.90 0.09 1.14 0.78 1.02 1.07 0.33 1.15 0.93 1.23 1.09 0.06 1.09 1.00 1.19 1.46 0.00 1.15 1.26 1.68 1.04 0.58 1.17 0.89 1.22 0.99 0.94 1.24 0.80 1.23 0.99 0.86 1.13 0.88 1.12 0.95 0.50 1.18 0.80

Tyrosine-protein phosphatase non-receptor type 13 (EC 3.1.3.48) (Fas-associated protein-tyrosine phosphatase 1) (FAP-1) (PTP-BAS) (Protein-tyrosine phosphatase 1E) (PTP-E1) (hPTPE1) (Protein-tyrosine phosphatase PTPL1)Q12923 sp|Q12923|PTN13_HUMAN 3 3 105 1 1 1 31.18 36.82 6.52 8.51 13.39 15.76 7.68600032 7.68600032 1.85100008 3.09900008 18 18 4 6 18 18 2 12 1.61 0.00 1.14 1.41 1.83 0.97 0.49 1.09 0.89 1.06 0.88 0.25 1.26 0.70 1.11 1.78 0.00 1.10 1.61 1.97 1.42 0.00 1.09 1.30 1.55 0.91 0.19 1.16 0.78 1.06 0.85 0.03 1.15 0.74 0.98 0.58 0.24 16.06 0.04 9.24 1.11 0.48 3.60 0.31 4.00 0.58 0.57 5133.54 0.00 3000.83 1.18 0.35 3.58 0.33 4.21 0.93 0.58 3.58 0.26 3.31 0.79 0.50 19.13 0.04 15.16 0.51 0.20 14.62 0.04 7.51 1.07 0.33 1.16 0.92 1.24 1.66 0.00 1.25 1.33

Metalloreductase STEAP4 (EC 1.16.1.-) (Six-transmembrane epithelial antigen of prostate 4) (SixTransMembrane protein of prostate 2) (Tumor necrosis factor, alpha-induced protein 9)Q687X5 sp|Q687X5|STEA4_HUMAN 3 3 105 1 1 1 22.51 23.86 13.5 13.97 9.6 10.12 38.7800008 38.7800008 28.7600011 19.1699997 18 18 10 8 15 15 8 8 1.43 0.00 1.24 1.15 1.77 1.56 0.00 1.18 1.32 1.85 1.35 0.01 1.21 1.12 1.63 1.16 0.04 1.15 1.01 1.34 1.60 0.00 1.26 1.27 2.01 0.87 0.25 1.28 0.69 1.12 0.85 0.12 1.24 0.68 1.05 1.13 0.30 1.32 0.86 1.49 1.26 0.20 1.50 0.84 1.89 0.65 0.09 1.69 0.38 1.09 1.33 0.22 1.67 0.79 2.22 0.89 0.74 2.32 0.38 2.06 0.91 0.69 1.74 0.52 1.59 0.67 0.02 1.37 0.49 0.92 0.91 0.57 1.60 0.57 1.46 0.75 0.21 1.76 0.43

Rab GDP dissociation inhibitor beta (Rab GDI beta) (Guanosine diphosphate dissociation inhibitor 2) (GDI-2)P50395 sp|P50395|GDIB_HUMAN 3 3 105 1 1 1 23.12 23.46 28.26 28.68 28.38 29.67 39.3299997 33.4800005 34.830001 39.3299997 17 13 14 17 35 13 12 35 1.17 0.02 1.13 1.03 1.33 1.08 0.21 1.14 0.95 1.22 0.97 0.68 1.16 0.84 1.13 1.01 0.82 1.13 0.89 1.15 1.28 0.00 1.13 1.13 1.45 1.01 0.81 1.13 0.89 1.15 1.06 0.35 1.14 0.93 1.21 1.13 0.25 1.26 0.90 1.43 0.83 0.03 1.17 0.71 0.98 0.93 0.66 1.46 0.64 1.35 1.14 0.08 1.17 0.98 1.33 1.18 0.04 1.18 1.01 1.39 0.97 0.76 1.24 0.78 1.20 1.02 0.84 1.30 0.79 1.33 1.10 0.04 1.10 1.00 1.20 1.09 0.21 1.16 0.94

Na(+)/H(+) exchange regulatory cofactor NHE-RF1 (NHERF-1) (Ezrin-radixin-moesin-binding phosphoprotein 50) (EBP50) (Regulatory cofactor of Na(+)/H(+) exchanger) (Sodium-hydrogen exchanger regulatory factor 1) (Solute carrier family 9 isoform A3 regulatory factor 1)O14745 sp|O14745|NHRF1_HUMAN 3 3 105 1 1 1 21.76 22.12 16.68 16.96 22.25 22.79 36.0300005 32.4000001 26.5399993 36.0300005 17 17 11 17 32 12 14 32 1.24 0.02 1.18 1.05 1.47 1.04 0.44 1.14 0.92 1.19 0.77 0.00 1.14 0.68 0.88 0.79 0.01 1.18 0.67 0.93 1.36 0.00 1.13 1.20 1.54 0.73 0.00 1.14 0.64 0.82 0.92 0.15 1.14 0.81 1.04 0.97 0.78 1.26 0.77 1.23 0.87 0.07 1.17 0.74 1.02 0.56 0.01 1.39 0.40 0.78 1.22 0.02 1.17 1.04 1.43 1.32 0.01 1.17 1.13 1.55 0.95 0.43 1.17 0.81 1.11 0.79 0.02 1.19 0.66 0.94 1.32 0.00 1.13 1.17 1.49 0.67 0.00 1.19 0.56

Protein S100-A8 (Calgranulin-A) (Calprotectin L1L subunit) (Cystic fibrosis antigen) (CFAG) (Leukocyte L1 complex light chain) (Migration inhibitory factor-related protein 8) (MRP-8) (p8) (S100 calcium-binding protein A8) (Urinary stone protein band A) [Cleaved into: Protein S100-A8, N-terminally processed]P05109 sp|P05109|S10A8_HUMAN 3 3 105 1 1 1 8.35 8.67 9.74 10.17 11.29 12.06 58.0600023 46.2399989 47.3100007 58.0600023 17 9 8 17 31 8 13 31 0.16 0.00 2.09 0.08 0.34 0.44 0.00 1.47 0.30 0.65 0.36 0.01 1.71 0.21 0.61 0.25 0.00 1.93 0.13 0.48 0.50 0.00 1.35 0.37 0.67 0.96 0.76 1.39 0.69 1.34 0.33 0.00 1.53 0.22 0.51 0.36 0.01 1.86 0.19 0.67 0.27 0.00 1.84 0.14 0.49 0.42 0.03 2.12 0.20 0.89 0.37 0.01 1.75 0.21 0.64 0.87 0.36 1.46 0.59 1.27 0.64 0.08 1.68 0.38 1.08 0.56 0.04 1.69 0.33 0.94 0.99 0.93 1.46 0.68 1.44 0.64 0.30 2.76 0.23

T-complex protein 1 subunit zeta (TCP-1-zeta) (Acute morphine dependence-related protein 2) (CCT-zeta-1) (HTR3) (Tcp20)P40227 sp|P40227|TCPZ_HUMAN 3 3 105 1 1 1 16.8 19.19 27.69 29.66 26.83 29.09 34.0900004 19.0200001 32.3900014 34.0900004 17 10 17 16 24 8 17 24 1.04 0.54 1.18 0.89 1.23 0.93 0.41 1.24 0.75 1.15 0.87 0.28 1.35 0.64 1.18 0.65 0.00 1.17 0.56 0.77 0.85 0.09 1.21 0.71 1.03 0.74 0.06 1.37 0.54 1.02 0.75 0.01 1.17 0.64 0.88 0.86 0.19 1.27 0.68 1.09 1.96 0.00 1.25 1.58 2.44 0.67 0.03 1.41 0.47 0.94 0.88 0.03 1.12 0.79 0.98 0.83 0.01 1.13 0.74 0.94 0.91 0.47 1.34 0.68 1.21 0.84 0.55 1.88 0.45 1.58 1.84 0.00 1.26 1.45 2.32 0.97 0.61 1.15 0.84

Prothrombin (EC 3.4.21.5) (Coagulation factor II) [Cleaved into: Activation peptide fragment 1; Activation peptide fragment 2; Thrombin light chain; Thrombin heavy chain]P00734 sp|P00734|THRB_HUMAN 3 3 105 1 1 1 24.06 24.93 18.17 18.66 27.9 28.27 31.3499987 25.2400011 20.7399994 31.3499987 17 16 11 17 22 19 12 22 0.43 0.00 1.26 0.34 0.55 0.38 0.00 1.38 0.28 0.53 1.55 0.00 1.19 1.30 1.85 1.97 0.00 1.10 1.79 2.16 1.00 0.92 1.10 0.91 1.09 1.44 0.00 1.10 1.31 1.58 1.63 0.00 1.12 1.45 1.82 0.50 0.00 1.18 0.42 0.58 0.46 0.00 1.24 0.37 0.58 1.89 0.00 1.11 1.70 2.10 0.61 0.00 1.11 0.54 0.67 1.11 0.05 1.11 1.00 1.23 1.16 0.01 1.11 1.04 1.29 1.82 0.00 1.11 1.63 2.02 0.52 0.00 1.17 0.44 0.60 1.04 0.61 1.16 0.90

Tryptophan--tRNA ligase, cytoplasmic (EC 6.1.1.2) (Interferon-induced protein 53) (IFP53) (Tryptophanyl-tRNA synthetase) (TrpRS) (hWRS) [Cleaved into: T1-TrpRS; T2-TrpRS]P23381 sp|P23381|SYWC_HUMAN 3 3 105 1 1 1 10.91 11.34 11.32 11.8 24.45 25.9 34.8199993 15.5000001 19.3200007 34.8199993 17 8 10 17 21 10 7 21 0.65 0.00 1.22 0.53 0.79 0.39 0.00 1.42 0.27 0.55 0.88 0.32 1.34 0.66 1.17 0.95 0.72 1.36 0.70 1.30 1.08 0.37 1.21 0.89 1.31 1.21 0.04 1.20 1.01 1.45 1.21 0.02 1.16 1.04 1.40 0.70 0.01 1.20 0.58 0.84 0.75 0.01 1.20 0.63 0.90 1.30 0.06 1.32 0.98 1.71 0.77 0.02 1.20 0.65 0.92 1.02 0.75 1.20 0.85 1.22 0.90 0.19 1.20 0.76 1.08 1.42 0.02 1.27 1.12 1.81 0.73 0.00 1.10 0.66 0.81 1.13 0.02 1.11 1.03

Transmembrane channel-like protein 5Q6UXY8 sp|Q6UXY8|TMC5_HUMAN 3 3 105 1 1 1 26.27 27.07 15.54 16.92 19.09 20.57 13.7199998 13.7199998 9.14499983 12.2299999 17 17 9 12 21 21 15 19 1.25 0.06 1.26 0.99 1.57 1.27 0.00 1.16 1.09 1.48 1.08 0.36 1.18 0.91 1.27 0.88 0.22 1.24 0.71 1.09 1.17 0.03 1.15 1.02 1.35 1.09 0.41 1.24 0.88 1.36 0.85 0.00 1.09 0.77 0.93 1.17 0.02 1.14 1.03 1.34 0.93 0.21 1.14 0.82 1.05 0.60 0.03 1.54 0.39 0.93 0.98 0.79 1.17 0.84 1.15 1.07 0.27 1.14 0.94 1.21 0.91 0.47 1.35 0.67 1.23 0.76 0.11 1.42 0.54 1.08 1.29 0.05 1.29 1.00 1.66 0.89 0.63 1.67 0.53

Specifically androgen-regulated gene proteinQ9BW04 sp|Q9BW04|SARG_HUMAN 3 3 105 1 1 1 27.49 28.19 21.83 23.08 19.86 20.86 34.9400014 34.9400014 27.9500008 26.2899995 17 17 14 16 21 16 18 21 1.64 0.00 1.21 1.35 1.99 1.36 0.00 1.16 1.17 1.57 0.75 0.04 1.30 0.58 0.98 1.11 0.36 1.27 0.87 1.41 0.93 0.24 1.14 0.81 1.06 0.82 0.05 1.23 0.67 1.00 0.66 0.00 1.20 0.55 0.80 1.89 0.00 1.30 1.46 2.46 0.83 0.03 1.18 0.70 0.98 0.82 0.21 1.40 0.59 1.15 1.23 0.00 1.13 1.08 1.40 0.82 0.00 1.12 0.74 0.92 1.03 0.75 1.25 0.83 1.29 0.83 0.17 1.32 0.63 1.10 1.14 0.07 1.15 0.99 1.31 0.94 0.61 1.29 0.73

Unconventional myosin-Ib (MYH-1c) (Myosin I alpha) (MMI-alpha) (MMIa)O43795 sp|O43795|MYO1B_HUMAN 3 3 105 1 1 1 30.96 37.9 19.96 27.04 22.61 30.38 16.8099999 15.67 11.53 16.8099999 17 17 13 15 20 16 16 20 1.00 0.95 1.16 0.87 1.16 0.99 0.93 1.15 0.86 1.15 1.07 0.46 1.21 0.88 1.30 0.87 0.11 1.19 0.73 1.04 1.15 0.01 1.10 1.04 1.27 1.14 0.05 1.14 1.00 1.31 1.02 0.65 1.10 0.93 1.13 0.95 0.43 1.16 0.81 1.10 0.81 0.00 1.10 0.74 0.89 0.92 0.43 1.23 0.75 1.14 1.13 0.04 1.12 1.01 1.26 1.27 0.00 1.10 1.16 1.39 1.23 0.10 1.29 0.95 1.60 1.20 0.12 1.27 0.94 1.53 0.94 0.34 1.16 0.81 1.08 0.92 0.23 1.15 0.80

L-lactate dehydrogenase A chain (LDH-A) (EC 1.1.1.27) (Cell proliferation-inducing gene 19 protein) (LDH muscle subunit) (LDH-M) (Renal carcinoma antigen NY-REN-59)P00338 sp|P00338|LDHA_HUMAN 3 3 105 1 1 1 19.27 22.84 27.42 28.24 18.96 19.63 48.4899998 33.4300011 48.4899998 38.2499993 17 15 15 17 20 13 16 20 1.11 0.17 1.17 0.95 1.30 0.78 0.00 1.15 0.68 0.89 1.00 0.96 1.23 0.81 1.22 0.86 0.05 1.16 0.75 1.00 1.31 0.00 1.15 1.14 1.50 1.02 0.73 1.15 0.89 1.17 0.96 0.56 1.15 0.84 1.11 0.81 0.00 1.14 0.71 0.92 0.97 0.51 1.11 0.87 1.08 0.97 0.74 1.18 0.82 1.15 0.99 0.80 1.11 0.89 1.10 0.95 0.36 1.11 0.86 1.06 0.88 0.20 1.23 0.72 1.08 0.97 0.58 1.14 0.84 1.11 0.98 0.83 1.17 0.84 1.15 0.85 0.02 1.13 0.75

Eosinophil peroxidase (EPO) (EC 1.11.1.7) [Cleaved into: Eosinophil peroxidase light chain; Eosinophil peroxidase heavy chain]P11678 sp|P11678|PERE_HUMAN 3 3 105 1 1 1 6.44 9.73 11.4 14.42 20.83 27.93 20.0000003 8.95100012 12.1699996 20.0000003 17 6 9 17 18 2 6 18 0.08 0.07 30.33 0.00 2.35 0.29 0.11 17.73 0.02 5.06 0.31 0.19 85.33 0.00 26.79 0.14 0.07 15.95 0.01 2.21 0.48 0.12 5.52 0.09 2.66 1.48 0.21 5.78 0.26 8.58 0.81 0.45 9.77 0.08 7.93 0.57 0.08 1.93 0.30 1.10 0.51 0.02 1.72 0.29 0.88 2.24 0.00 1.25 1.79 2.80 0.46 0.00 1.18 0.39 0.54 1.22 0.03 1.18 1.04 1.43 1.12 0.13 1.18 0.95 1.32 0.52 0.01 1.50 0.35 0.78 0.49 0.00 1.26 0.39 0.61 0.48 0.07 2.25 0.21

Ubiquitin-like modifier-activating enzyme 1 (Protein A1S9) (Ubiquitin-activating enzyme E1)P22314 sp|P22314|UBA1_HUMAN 3 3 105 1 1 1 27.76 29.23 22.35 23.63 19.09 21.15 20.3199998 20.3199998 13.4200007 15.7800004 17 17 12 13 17 17 16 16 1.53 0.00 1.15 1.33 1.75 0.77 0.06 1.31 0.59 1.01 1.04 0.52 1.12 0.92 1.16 1.00 0.97 1.13 0.88 1.13 1.44 0.00 1.11 1.30 1.59 0.94 0.29 1.14 0.82 1.07 1.12 0.03 1.11 1.01 1.24 1.16 0.01 1.11 1.04 1.29 1.02 0.64 1.11 0.92 1.13 0.78 0.02 1.23 0.63 0.96 1.05 0.33 1.11 0.95 1.16 1.20 0.01 1.13 1.06 1.35 1.07 0.26 1.14 0.94 1.23 0.84 0.39 1.56 0.54 1.30 1.09 0.72 1.71 0.64 1.86 1.36 0.07 1.40 0.97

Guanine nucleotide-binding protein G(q) subunit alpha (Guanine nucleotide-binding protein alpha-q)P50148 sp|P50148|GNAQ_HUMAN 3 3 105 1 1 1 11.73 26.4 11.08 25.13 21.24 22.78 42.0599997 40.6699985 42.0599997 38.1599993 17 14 15 17 16 8 7 16 1.36 0.09 1.46 0.93 1.98 1.47 0.00 1.17 1.25 1.72 0.97 0.79 1.36 0.71 1.31 1.13 0.10 1.17 0.97 1.33 1.20 0.04 1.18 1.01 1.42 0.86 0.12 1.23 0.69 1.06 0.90 0.14 1.17 0.77 1.05 1.49 0.00 1.20 1.23 1.79 0.98 0.78 1.20 0.81 1.18 0.93 0.61 1.45 0.64 1.35 1.22 0.04 1.20 1.01 1.47 1.13 0.14 1.21 0.94 1.36 1.18 0.07 1.21 0.98 1.43 1.03 0.68 1.21 0.85 1.24 1.09 0.47 1.34 0.81 1.46 0.90 0.19 1.22 0.74

Guanine nucleotide-binding protein G(I)/G(S)/G(T) subunit beta-2 (G protein subunit beta-2) (Transducin beta chain 2)P62879 sp|P62879|GBB2_HUMAN 3 3 105 1 1 1 16.38 16.95 17.86 18.5 20.5 20.78 42.9399997 33.5299999 40.8800006 42.9399997 17 13 14 17 9 6 9 9 0.97 0.94 5.37 0.18 5.20 1.11 0.71 2.76 0.40 3.05 0.95 0.83 2.44 0.39 2.32 0.93 0.79 3.01 0.31 2.79 0.97 0.91 2.68 0.36 2.60 0.84 0.39 1.99 0.42 1.68 0.82 0.40 2.22 0.37 1.82 1.24 0.07 1.28 0.97 1.59 0.99 0.92 1.34 0.74 1.32 0.95 0.71 1.47 0.65 1.40 1.34 0.04 1.29 1.04 1.72 1.18 0.23 1.43 0.83 1.69 1.04 0.74 1.44 0.73 1.50 1.15 0.68 2.64 0.43 3.03 1.14 0.48 1.68 0.68 1.92 0.87 0.37 1.51 0.58

Mucin-4 (MUC-4) (Ascites sialoglycoprotein) (ASGP) (Pancreatic adenocarcinoma mucin) (Testis mucin) (Tracheobronchial mucin) [Cleaved into: Mucin-4 alpha chain (Ascites sialoglycoprotein 1) (ASGP-1); Mucin-4 beta chain (Ascites sialoglycoprotein 2) (ASGP-2)]Q99102 sp|Q99102|MUC4_HUMAN 3 3 105 1 1 1 17.4 18.83 11.78 12.42 22.82 23.29 7.14600012 5.30200005 3.50399986 7.14600012 16 10 7 16 32 14 12 32 0.59 0.00 1.32 0.44 0.77 0.83 0.03 1.18 0.70 0.98 1.08 0.45 1.25 0.86 1.35 0.52 0.01 1.61 0.33 0.84 2.13 0.00 1.26 1.70 2.68 0.94 0.49 1.22 0.77 1.15 0.90 0.15 1.17 0.77 1.05 0.49 0.02 1.81 0.27 0.88 0.59 0.00 1.16 0.51 0.68 0.48 0.03 1.85 0.26 0.89 0.93 0.22 1.14 0.82 1.06 0.93 0.21 1.14 0.82 1.05 0.71 0.09 1.50 0.47 1.07 0.87 0.33 1.36 0.64 1.19 1.15 0.06 1.16 0.99 1.34 0.49 0.00 1.25 0.39

Alpha-2-HS-glycoprotein (Alpha-2-Z-globulin) (Ba-alpha-2-glycoprotein) (Fetuin-A) [Cleaved into: Alpha-2-HS-glycoprotein chain A; Alpha-2-HS-glycoprotein chain B]P02765 sp|P02765|FETUA_HUMAN 3 3 105 1 1 1 14.97 15.24 12.96 14.67 21.95 22.12 43.8699991 21.5299994 33.2399994 43.8699991 16 12 13 16 31 13 13 31 0.62 0.02 1.42 0.43 0.88 0.48 0.06 2.15 0.22 1.04 1.47 0.09 1.59 0.93 2.33 2.53 0.00 1.45 1.74 3.67 0.59 0.00 1.23 0.48 0.72 1.62 0.01 1.32 1.23 2.15 1.73 0.01 1.38 1.25 2.40 0.43 0.01 1.76 0.25 0.76 0.33 0.00 1.45 0.23 0.48 2.93 0.00 1.18 2.48 3.47 0.69 0.06 1.47 0.47 1.02 0.87 0.08 1.18 0.73 1.02 1.25 0.07 1.28 0.98 1.61 1.77 0.01 1.39 1.27 2.46 0.48 0.00 1.36 0.35 0.66 0.70 0.00 1.22 0.57

WD repeat-containing protein 1 (Actin-interacting protein 1) (AIP1) (NORI-1)O75083 sp|O75083|WDR1_HUMAN 3 3 105 1 1 1 26.54 27.17 16.51 17.12 13.27 14.19 32.3399991 32.3399991 19.6400002 17.4899995 16 16 9 7 23 23 13 17 1.61 0.00 1.13 1.42 1.83 0.74 0.00 1.08 0.69 0.81 1.26 0.00 1.13 1.11 1.43 1.02 0.70 1.11 0.92 1.14 1.35 0.00 1.10 1.22 1.49 1.11 0.02 1.09 1.02 1.21 1.03 0.37 1.08 0.96 1.12 1.19 0.04 1.17 1.01 1.39 0.64 0.00 1.14 0.56 0.73 0.96 0.80 1.37 0.70 1.32 1.22 0.03 1.19 1.03 1.45 1.01 0.86 1.15 0.88 1.16 1.01 0.85 1.16 0.88 1.17 1.02 0.82 1.25 0.82 1.27 0.99 0.86 1.16 0.85 1.15 0.86 0.18 1.27 0.68

T-complex protein 1 subunit delta (TCP-1-delta) (CCT-delta) (Stimulator of TAR RNA-binding)P50991 sp|P50991|TCPD_HUMAN 3 3 105 1 1 1 17.92 20.91 20.27 20.9 21.13 21.86 28.2000005 23.7499997 25.6000012 28.2000005 16 15 16 16 23 7 11 23 1.38 0.03 1.31 1.05 1.80 1.04 0.72 1.29 0.80 1.34 0.69 0.03 1.36 0.51 0.94 0.74 0.12 1.52 0.48 1.13 0.95 0.67 1.33 0.72 1.26 0.67 0.06 1.51 0.45 1.02 0.78 0.02 1.20 0.65 0.93 0.73 0.01 1.24 0.59 0.91 1.90 0.00 1.20 1.58 2.28 0.70 0.22 1.86 0.38 1.30 0.85 0.03 1.15 0.74 0.98 0.88 0.11 1.18 0.74 1.04 0.77 0.10 1.39 0.55 1.07 0.73 0.22 1.72 0.43 1.26 2.11 0.00 1.18 1.79 2.48 0.95 0.55 1.19 0.80

Synaptic vesicle membrane protein VAT-1 homolog (EC 1.-.-.-)Q99536 sp|Q99536|VAT1_HUMAN 3 3 105 1 1 1 17.75 18.35 17.62 19.26 18.68 19.44 33.8400006 30.5299997 33.8400006 25.9499997 16 10 16 13 23 14 18 23 0.62 0.00 1.27 0.49 0.78 0.75 0.02 1.25 0.60 0.94 0.94 0.52 1.22 0.77 1.15 0.64 0.01 1.37 0.46 0.88 0.97 0.54 1.12 0.87 1.08 0.65 0.01 1.35 0.48 0.87 0.96 0.40 1.12 0.85 1.07 0.75 0.11 1.46 0.51 1.09 2.15 0.00 1.47 1.47 3.16 1.01 0.97 1.51 0.67 1.52 0.76 0.05 1.30 0.59 1.00 0.73 0.02 1.29 0.57 0.94 0.91 0.58 1.48 0.62 1.34 1.01 0.95 1.49 0.68 1.51 1.06 0.42 1.19 0.90 1.26 0.72 0.03 1.33 0.54

26S proteasome non-ATPase regulatory subunit 2 (26S proteasome regulatory subunit RPN1) (26S proteasome regulatory subunit S2) (26S proteasome subunit p97) (Protein 55.11) (Tumor necrosis factor type 1 receptor-associated protein 2)Q13200 sp|Q13200|PSMD2_HUMAN 3 3 105 1 1 1 9.73 11.79 21.84 23.04 16.58 18.09 20.1499999 6.71800003 20.1499999 12.1100001 16 6 16 11 20 8 20 20 0.94 0.53 1.23 0.77 1.16 1.22 0.05 1.23 1.00 1.50 0.90 0.42 1.34 0.67 1.20 0.66 0.00 1.19 0.56 0.79 0.88 0.08 1.16 0.76 1.02 0.84 0.16 1.30 0.64 1.09 0.72 0.00 1.18 0.61 0.85 0.73 0.00 1.15 0.63 0.84 1.95 0.00 1.27 1.54 2.47 1.04 0.70 1.26 0.83 1.31 0.81 0.00 1.13 0.72 0.91 0.87 0.07 1.16 0.75 1.01 0.82 0.02 1.17 0.70 0.96 0.96 0.90 1.88 0.51 1.81 1.30 0.09 1.37 0.95 1.79 0.99 0.93 1.24 0.80

Niban-like protein 1 (Meg-3) (Melanoma invasion by ERK) (MINERVA) (Protein FAM129B)Q96TA1 sp|Q96TA1|NIBL1_HUMAN 3 3 105 1 1 1 19.07 19.62 21.55 22.22 14.33 16.24 22.1200004 17.2900006 22.1200004 17.2900006 16 13 16 14 20 17 17 20 1.26 0.05 1.26 1.00 1.58 0.99 0.86 1.12 0.89 1.11 0.98 0.78 1.18 0.83 1.16 1.21 0.00 1.11 1.09 1.35 1.07 0.20 1.12 0.96 1.19 1.12 0.04 1.11 1.00 1.25 1.09 0.09 1.11 0.98 1.22 1.23 0.01 1.16 1.06 1.43 0.86 0.06 1.17 0.73 1.01 0.98 0.88 1.24 0.80 1.22 1.13 0.11 1.16 0.97 1.31 1.18 0.05 1.18 1.00 1.39 1.17 0.02 1.13 1.04 1.33 1.06 0.45 1.18 0.90 1.25 1.11 0.23 1.21 0.92 1.35 0.83 0.04 1.20 0.69

Attractin (DPPT-L) (Mahogany homolog)O75882 sp|O75882|ATRN_HUMAN 3 3 105 1 1 1 29.38 30.33 19.66 20.59 12.44 13.13 9.44700018 9.44700018 6.78799972 5.73799983 16 16 10 8 19 19 10 11 0.70 0.00 1.20 0.58 0.84 1.11 0.31 1.24 0.90 1.38 1.26 0.02 1.20 1.05 1.51 1.24 0.04 1.22 1.01 1.51 1.09 0.36 1.21 0.90 1.31 1.30 0.00 1.16 1.12 1.51 1.09 0.37 1.22 0.89 1.33 1.09 0.53 1.34 0.81 1.46 0.56 0.00 1.23 0.45 0.69 1.34 0.00 1.15 1.17 1.53 1.13 0.07 1.14 0.99 1.29 0.81 0.19 1.39 0.58 1.14 1.11 0.50 1.42 0.78 1.58 1.34 0.02 1.25 1.07 1.68 0.98 0.89 1.47 0.66 1.44 0.95 0.49 1.18 0.81

Isocitrate dehydrogenase [NADP] cytoplasmic (IDH) (EC 1.1.1.42) (Cytosolic NADP-isocitrate dehydrogenase) (IDP) (NADP(+)-specific ICDH) (Oxalosuccinate decarboxylase)O75874 sp|O75874|IDHC_HUMAN 3 3 105 1 1 1 22.16 22.79 10.27 10.93 3.21 3.64 35.9899998 35.9899998 14.2499998 3.13999988 16 16 4 1 18 18 10 5 1.25 0.00 1.12 1.11 1.40 1.15 0.04 1.14 1.01 1.31 0.98 0.81 1.19 0.83 1.17 0.85 0.06 1.18 0.72 1.01 1.64 0.00 1.17 1.40 1.91 1.03 0.49 1.11 0.93 1.15 0.92 0.18 1.13 0.82 1.04 1.22 0.18 1.38 0.89 1.69 0.98 0.73 1.15 0.86 1.12 0.80 0.22 1.50 0.53 1.19 0.94 0.42 1.17 0.81 1.11 1.00 1.00 1.15 0.87 1.15 0.92 0.35 1.21 0.76 1.12 0.84 0.02 1.15 0.73 0.96 1.03 0.75 1.46 0.71 1.50 1.50 0.12 1.95 0.77

T-complex protein 1 subunit theta (TCP-1-theta) (CCT-theta) (Renal carcinoma antigen NY-REN-15)P50990 sp|P50990|TCPQ_HUMAN 3 3 105 1 1 1 20.31 22.78 28.24 29.46 24.38 25.98 29.3799996 26.4600009 29.3799996 28.2799989 16 14 16 16 17 13 14 17 1.17 0.03 1.15 1.02 1.35 1.06 0.22 1.11 0.96 1.18 0.74 0.00 1.13 0.66 0.84 0.76 0.00 1.11 0.68 0.84 0.92 0.12 1.12 0.82 1.03 0.77 0.00 1.11 0.69 0.85 0.88 0.02 1.12 0.78 0.98 0.66 0.00 1.14 0.58 0.76 1.80 0.00 1.29 1.39 2.32 0.58 0.01 1.41 0.41 0.82 0.85 0.00 1.10 0.77 0.93 0.75 0.01 1.20 0.63 0.90 0.93 0.65 1.44 0.64 1.33 0.65 0.01 1.32 0.50 0.86 1.92 0.00 1.27 1.50 2.44 1.07 0.37 1.17 0.91

6-phosphofructokinase, liver type (EC 2.7.1.11) (Phosphofructo-1-kinase isozyme B) (PFK-B) (Phosphofructokinase 1) (Phosphohexokinase)P17858 sp|P17858|K6PL_HUMAN 3 3 105 1 1 1 21.81 23.29 24.39 25.38 8.97 12.55 23.59 18.8500002 23.59 14.6200001 16 11 16 7 16 11 12 16 0.76 0.00 1.13 0.67 0.85 0.92 0.20 1.15 0.80 1.06 0.87 0.19 1.25 0.69 1.09 0.82 0.09 1.26 0.65 1.04 0.91 0.30 1.21 0.75 1.10 0.82 0.02 1.17 0.70 0.96 0.93 0.52 1.28 0.73 1.19 0.85 0.05 1.18 0.72 1.00 1.95 0.00 1.23 1.58 2.41 1.07 0.46 1.20 0.89 1.28 0.81 0.02 1.18 0.68 0.95 0.82 0.01 1.14 0.71 0.93 0.85 0.23 1.32 0.65 1.13 1.07 0.87 2.47 0.43 2.64 0.99 0.87 1.22 0.81 1.21 0.71 0.02 1.28 0.56

Triosephosphate isomerase (TIM) (EC 5.3.1.1) (Triose-phosphate isomerase)P60174 sp|P60174|TPIS_HUMAN 3 3 105 1 1 1 21.65 22.33 13.19 13.39 13.91 14.26 61.0400021 61.0400021 44.5800006 43.3699995 16 16 9 10 16 16 9 10 1.28 0.01 1.16 1.10 1.49 0.91 0.11 1.12 0.81 1.03 1.19 0.01 1.14 1.05 1.36 0.90 0.06 1.12 0.80 1.01 1.31 0.00 1.14 1.15 1.49 0.98 0.73 1.12 0.87 1.10 1.01 0.91 1.12 0.89 1.13 1.09 0.32 1.24 0.88 1.35 0.89 0.14 1.20 0.74 1.06 0.76 0.19 1.65 0.46 1.24 0.93 0.43 1.26 0.74 1.17 1.32 0.02 1.21 1.09 1.60 0.88 0.13 1.20 0.73 1.06 0.83 0.14 1.33 0.62 1.10 1.19 0.10 1.26 0.94 1.50 0.92 0.49 1.41 0.65

Disco-interacting protein 2 homolog B (DIP2 homolog B)Q9P265 sp|Q9P265|DIP2B_HUMAN 3 3 105 1 1 1 30.23 31.28 17.87 19.12 16.7 18.37 14.0900001 14.0900001 9.13700014 6.53600022 16 16 11 8 15 15 7 9 1.84 0.00 1.17 1.57 2.14 1.61 0.00 1.16 1.38 1.86 0.71 0.01 1.25 0.57 0.89 0.97 0.60 1.12 0.86 1.09 0.62 0.00 1.14 0.54 0.70 1.01 0.90 1.15 0.87 1.16 0.66 0.00 1.22 0.54 0.80 2.14 0.01 1.56 1.38 3.34 1.08 0.61 1.40 0.77 1.51 0.89 0.25 1.24 0.72 1.11 1.10 0.40 1.29 0.85 1.41 0.81 0.05 1.24 0.66 1.00 1.07 0.44 1.24 0.87 1.33 1.14 0.24 1.27 0.89 1.44 0.95 0.45 1.18 0.80 1.12 0.78 0.01 1.17 0.66

Guanine nucleotide-binding protein subunit alpha-11 (G alpha-11) (G-protein subunit alpha-11) (Guanine nucleotide-binding protein G(y) subunit alpha)P29992 sp|P29992|GNA11_HUMAN 3 3 105 1 1 1 24.91 26.44 27.95 29.57 7.2 19.24 50.7000029 38.9999986 50.7000029 32.3100001 16 15 16 14 10 7 10 10 1.41 0.00 1.17 1.21 1.64 1.30 0.01 1.17 1.12 1.52 0.97 0.73 1.23 0.79 1.19 0.91 0.24 1.19 0.77 1.09 1.28 0.01 1.17 1.10 1.49 0.81 0.16 1.39 0.58 1.12 0.90 0.15 1.17 0.77 1.05 1.24 0.01 1.14 1.09 1.41 0.92 0.41 1.23 0.75 1.14 1.02 0.92 1.51 0.67 1.54 1.25 0.03 1.21 1.04 1.51 1.14 0.25 1.27 0.89 1.45 1.22 0.01 1.14 1.06 1.39 1.12 0.46 1.41 0.80 1.58 1.20 0.17 1.46 0.82 1.76 0.82 0.19 1.57 0.52

HLA class II histocompatibility antigen, DRB1-7 beta chain (MHC class II antigen DRB1*7) (DR-7) (DR7)P13761 sp|P13761|2B17_HUMAN 3 3 105 1 1 1 5.34 18.35 4.25 13.36 5.02 11.62 39.8499996 39.8499996 21.0500002 24.4399995 16 16 12 9 5 3 4 5 0.23 0.01 2.06 0.11 0.48 0.25 0.03 2.68 0.09 0.68 0.37 0.02 1.85 0.20 0.68 0.20 0.06 6.04 0.03 1.23 4.12 0.00 1.42 2.90 5.84 0.41 0.02 1.75 0.23 0.72 0.31 0.05 3.15 0.10 0.97 0.44 0.09 4.61 0.09 2.02 2.64 0.14 14.75 0.18 38.95 0.71 0.62 558.01 0.00 396.55 0.37 0.14 16.86 0.02 6.18 0.35 0.18 51.57 0.01 18.01 0.77 0.42 13.28 0.06 10.20 0.76 0.60 114.62 0.01 87.18 0.29 0.14 37.82 0.01 10.95 0.52 0.10 3.92 0.13

Complement component C8 beta chain (Complement component 8 subunit beta)P07358 sp|P07358|CO8B_HUMAN 3 3 105 1 1 1 23.04 23.73 22.67 23.38 27.73 28.52 27.7500004 20.8100006 22.4999994 27.7500004 15 15 12 15 46 21 19 46 0.51 0.00 1.30 0.40 0.67 0.37 0.00 1.42 0.26 0.53 1.29 0.03 1.25 1.04 1.61 1.67 0.00 1.16 1.44 1.93 0.90 0.09 1.13 0.80 1.02 1.21 0.02 1.16 1.04 1.41 1.82 0.00 1.22 1.49 2.22 0.61 0.00 1.31 0.47 0.81 0.44 0.00 1.33 0.33 0.59 2.64 0.00 1.12 2.36 2.95 0.73 0.00 1.17 0.62 0.85 0.90 0.03 1.10 0.81 0.99 1.38 0.00 1.10 1.25 1.52 2.11 0.00 1.13 1.87 2.37 0.55 0.00 1.15 0.48 0.64 1.01 0.87 1.09 0.92

Angiotensinogen (Serpin A8) [Cleaved into: Angiotensin-1 (Angiotensin 1-10) (Angiotensin I) (Ang I); Angiotensin-2 (Angiotensin 1-8) (Angiotensin II) (Ang II); Angiotensin-3 (Angiotensin 2-8) (Angiotensin III) (Ang III) (Des-Asp[1]-angiotensin II); Angiotensin-4 (Angiotensin 3-8) (Angiotensin IV) (Ang IV); Angiotensin 1-9; Angiotensin 1-7; Angiotensin 1-5; Angiotensin 1-4]P01019 sp|P01019|ANGT_HUMAN 3 3 105 1 1 1 17.42 17.5 22.43 22.58 13.96 15.91 30.7200015 25.5699992 30.7200015 21.6499999 15 15 14 15 31 21 23 31 2.23 0.00 1.22 1.83 2.71 0.69 0.42 2.81 0.24 1.94 1.23 0.01 1.15 1.07 1.41 1.70 0.00 1.16 1.46 1.97 0.97 0.68 1.15 0.85 1.12 1.10 0.26 1.19 0.92 1.31 1.03 0.63 1.15 0.90 1.18 0.62 0.00 1.28 0.49 0.80 0.47 0.00 1.34 0.35 0.63 2.25 0.00 1.21 1.85 2.73 1.13 0.04 1.12 1.01 1.27 0.85 0.01 1.12 0.75 0.95 1.13 0.06 1.13 1.00 1.28 1.73 0.00 1.17 1.48 2.02 0.64 0.00 1.17 0.54 0.75 0.77 0.01 1.21 0.64

Complement component C9 [Cleaved into: Complement component C9a; Complement component C9b]P02748 sp|P02748|CO9_HUMAN 3 3 105 1 1 1 19.7 21.33 17.28 17.88 22.91 24.29 23.9700005 19.8599994 14.6699995 23.9700005 15 12 9 15 31 23 11 31 0.53 0.00 1.28 0.41 0.68 0.29 0.00 1.31 0.22 0.38 1.55 0.00 1.22 1.27 1.89 1.68 0.00 1.13 1.49 1.90 0.63 0.00 1.19 0.53 0.75 1.16 0.03 1.14 1.01 1.32 1.68 0.00 1.12 1.50 1.87 0.32 0.00 1.36 0.23 0.44 0.30 0.00 1.41 0.21 0.42 2.57 0.00 1.21 2.12 3.12 0.42 0.00 1.18 0.36 0.50 0.79 0.00 1.14 0.70 0.90 1.11 0.69 1.77 0.63 1.95 2.58 0.00 1.15 2.25 2.97 0.48 0.00 1.20 0.40 0.58 0.84 0.01 1.14 0.73

Glutathione S-transferase A2 (EC 2.5.1.18) (GST HA subunit 2) (GST class-alpha member 2) (GST-gamma) (GSTA2-2) (GTH2)P09210 sp|P09210|GSTA2_HUMAN 3 3 105 1 1 1 19.17 19.54 18.74 19.07 17.84 18.08 43.689999 40.990001 43.689999 40.5400008 15 15 15 14 30 24 23 30 1.55 0.00 1.14 1.36 1.76 1.06 0.20 1.10 0.96 1.17 1.07 0.27 1.14 0.94 1.22 0.75 0.00 1.14 0.66 0.86 1.78 0.00 1.10 1.62 1.97 0.65 0.00 1.17 0.55 0.76 1.68 0.00 1.14 1.48 1.91 0.92 0.12 1.11 0.83 1.03 0.87 0.02 1.11 0.79 0.97 0.51 0.00 1.24 0.41 0.63 1.15 0.01 1.11 1.04 1.28 1.49 0.00 1.19 1.26 1.77 0.90 0.05 1.11 0.81 1.00 0.59 0.01 1.43 0.41 0.84 1.21 0.01 1.13 1.08 1.37 1.38 0.00 1.19 1.15

Thymidine phosphorylase (TP) (EC 2.4.2.4) (Gliostatin) (Platelet-derived endothelial cell growth factor) (PD-ECGF) (TdRPase)P19971 sp|P19971|TYPH_HUMAN 3 3 105 1 1 1 23.91 24.4 15.58 16.05 20.41 21.02 31.9499999 31.9499999 29.460001 31.9499999 15 14 10 15 25 21 16 25 0.70 0.06 1.44 0.49 1.01 0.45 0.00 1.23 0.37 0.55 0.89 0.11 1.16 0.77 1.03 0.75 0.00 1.20 0.63 0.90 1.13 0.15 1.18 0.95 1.33 1.07 0.18 1.10 0.97 1.17 1.29 0.00 1.13 1.14 1.46 0.91 0.59 1.49 0.61 1.36 0.90 0.45 1.36 0.66 1.23 0.83 0.27 1.44 0.58 1.20 0.84 0.19 1.34 0.62 1.12 1.23 0.01 1.15 1.07 1.41 1.00 0.99 1.55 0.64 1.55 1.34 0.00 1.16 1.15 1.56 0.73 0.00 1.17 0.62 0.85 1.15 0.06 1.15 0.99

60S ribosomal protein L4 (60S ribosomal protein L1)P36578 sp|P36578|RL4_HUMAN 3 3 105 1 1 1 18.35 19.3 19.55 20.1 11.01 11.58 28.0999988 24.8199999 28.0999988 18.2699993 15 11 15 8 25 13 25 12 0.52 0.00 1.19 0.44 0.62 0.61 0.00 1.28 0.48 0.78 0.70 0.04 1.41 0.49 0.98 0.60 0.00 1.28 0.47 0.76 0.79 0.02 1.20 0.66 0.95 0.53 0.00 1.25 0.42 0.66 1.01 0.87 1.16 0.87 1.18 0.66 0.00 1.18 0.56 0.77 2.93 0.00 1.23 2.38 3.61 0.58 0.01 1.48 0.39 0.86 1.05 0.30 1.10 0.95 1.16 0.97 0.48 1.10 0.88 1.07 0.75 0.01 1.22 0.61 0.91 0.71 0.01 1.27 0.56 0.90 1.08 0.67 1.60 0.68 1.73 1.12 0.24 1.25 0.89

Adenylyl cyclase-associated protein 1 (CAP 1)Q01518 sp|Q01518|CAP1_HUMAN 3 3 105 1 1 1 19.11 19.69 19.09 19.55 17.45 17.96 30.5299997 24.8400003 30.5299997 25.0499994 15 13 15 15 25 17 20 25 0.60 0.00 1.17 0.51 0.70 1.06 0.50 1.21 0.87 1.29 0.75 0.01 1.22 0.62 0.92 0.58 0.01 1.46 0.40 0.84 1.09 0.17 1.15 0.95 1.26 0.96 0.57 1.17 0.82 1.12 0.72 0.00 1.19 0.60 0.85 0.78 0.01 1.19 0.66 0.92 1.93 0.00 1.18 1.64 2.28 0.73 0.13 1.53 0.48 1.12 0.67 0.00 1.25 0.54 0.84 0.83 0.01 1.12 0.74 0.93 0.81 0.01 1.16 0.70 0.93 0.95 0.66 1.29 0.74 1.22 1.06 0.33 1.13 0.93 1.20 1.53 0.00 1.18 1.29

L-lactate dehydrogenase B chain (LDH-B) (EC 1.1.1.27) (LDH heart subunit) (LDH-H) (Renal carcinoma antigen NY-REN-46)P07195 sp|P07195|LDHB_HUMAN 3 3 105 1 1 1 23.42 24.02 14.83 17.82 13.47 17.81 30.2399993 30.2399993 29.339999 29.339999 15 15 11 13 24 24 11 16 1.55 0.00 1.24 1.24 1.92 0.90 0.04 1.11 0.81 0.99 1.07 0.26 1.13 0.95 1.21 0.92 0.23 1.15 0.80 1.06 1.34 0.00 1.17 1.14 1.57 0.94 0.60 1.28 0.73 1.21 1.03 0.64 1.16 0.89 1.20 0.96 0.47 1.12 0.86 1.08 0.98 0.80 1.24 0.78 1.21 0.74 0.06 1.35 0.55 1.01 1.13 0.04 1.12 1.01 1.27 1.10 0.26 1.19 0.92 1.31 0.75 0.00 1.15 0.65 0.87 0.71 0.01 1.28 0.55 0.91 1.04 0.58 1.17 0.89 1.21 0.95 0.42 1.16 0.82

Zinc-alpha-2-glycoprotein (Zn-alpha-2-GP) (Zn-alpha-2-glycoprotein)P25311 sp|P25311|ZA2G_HUMAN 3 3 105 1 1 1 20.83 21.18 17.4 17.48 16.85 17.01 44.2999989 44.2999989 39.26 34.9000007 15 15 11 11 23 23 16 23 0.59 0.00 1.10 0.54 0.66 0.93 0.14 1.11 0.83 1.03 0.78 0.00 1.13 0.69 0.89 3.38 0.00 1.10 3.06 3.73 0.96 0.37 1.10 0.87 1.06 0.79 0.00 1.15 0.69 0.90 0.83 0.00 1.12 0.74 0.93 1.17 0.02 1.13 1.03 1.32 0.55 0.00 1.32 0.41 0.72 1.81 0.00 1.12 1.61 2.03 1.33 0.00 1.16 1.15 1.55 0.80 0.00 1.14 0.70 0.91 1.19 0.19 1.32 0.90 1.56 2.22 0.00 1.13 1.96 2.52 0.87 0.04 1.14 0.77 0.99 1.07 0.34 1.16 0.92

Afamin (Alpha-albumin) (Alpha-Alb)P43652 sp|P43652|AFAM_HUMAN 3 3 105 1 1 1 25.67 29.03 11.15 14.38 14.9 18.73 29.2199999 29.2199999 14.1900003 21.6999993 15 15 8 10 22 22 10 22 0.56 0.00 1.20 0.46 0.67 0.77 0.02 1.24 0.62 0.96 1.78 0.00 1.20 1.49 2.14 1.75 0.00 1.18 1.48 2.05 1.22 0.01 1.14 1.07 1.38 1.34 0.00 1.12 1.20 1.50 1.39 0.00 1.13 1.23 1.58 0.56 0.34 3.82 0.15 2.13 0.34 0.00 1.52 0.22 0.51 1.87 0.00 1.33 1.41 2.47 1.01 0.84 1.16 0.87 1.18 0.82 0.10 1.29 0.63 1.06 1.29 0.04 1.26 1.02 1.62 1.45 0.01 1.30 1.11 1.88 0.74 0.01 1.23 0.60 0.90 0.86 0.06 1.17 0.73

Calmodulin (CaM) P62158 sp|P62158|CALM_HUMAN 3 3 105 1 1 1 15.54 15.81 13.1 13.42 13.44 13.97 48.9899993 48.9899993 48.9899993 46.9799995 15 15 13 14 20 16 16 20 1.02 0.83 1.26 0.81 1.28 1.10 0.29 1.21 0.90 1.33 0.60 0.00 1.16 0.51 0.69 0.90 0.13 1.16 0.77 1.04 1.12 0.16 1.18 0.94 1.32 0.91 0.20 1.16 0.79 1.06 0.97 0.69 1.16 0.84 1.13 1.27 0.03 1.23 1.03 1.57 0.96 0.66 1.21 0.80 1.17 0.86 0.18 1.28 0.67 1.10 1.07 0.41 1.19 0.89 1.27 1.25 0.04 1.24 1.01 1.56 1.11 0.14 1.17 0.95 1.30 0.94 0.44 1.20 0.79 1.13 1.12 0.16 1.19 0.94 1.34 0.99 0.92 1.24 0.80

Kininogen-1 (Alpha-2-thiol proteinase inhibitor) (Fitzgerald factor) (High molecular weight kininogen) (HMWK) (Williams-Fitzgerald-Flaujeac factor) [Cleaved into: Kininogen-1 heavy chain; T-kinin (Ile-Ser-Bradykinin); Bradykinin (Kallidin I); Lysyl-bradykinin (Kallidin II); Kininogen-1 light chain; Low molecular weight growth-promoting factor]P01042 sp|P01042|KNG1_HUMAN 3 3 105 1 1 1 17.31 18.99 16.68 18.19 19.7 21.63 21.1199999 16.46 15.8399999 21.1199999 15 12 10 15 19 11 11 19 0.40 0.00 1.40 0.29 0.56 0.35 0.00 1.38 0.25 0.48 1.73 0.00 1.12 1.54 1.95 2.11 0.00 1.19 1.78 2.51 0.61 0.00 1.17 0.52 0.72 1.42 0.00 1.12 1.26 1.60 1.48 0.00 1.21 1.22 1.80 0.38 0.00 1.53 0.25 0.58 0.40 0.00 1.24 0.32 0.49 2.45 0.00 1.13 2.16 2.78 0.74 0.00 1.13 0.66 0.83 0.70 0.00 1.15 0.61 0.81 1.17 0.21 1.29 0.90 1.51 2.43 0.00 1.15 2.11 2.79 0.47 0.00 1.21 0.39 0.57 0.80 0.01 1.16 0.69

Alpha-1B-glycoprotein (Alpha-1-B glycoprotein)P04217 sp|P04217|A1BG_HUMAN 3 3 105 1 1 1 14.11 14.63 19.23 19.61 22.02 22.84 30.0999999 17.3700005 25.4500002 30.0999999 15 13 15 15 19 7 13 19 0.73 0.04 1.35 0.54 0.98 0.71 0.02 1.28 0.55 0.91 1.47 0.01 1.27 1.16 1.86 2.03 0.00 1.26 1.60 2.57 0.83 0.09 1.27 0.66 1.06 1.12 0.21 1.27 0.89 1.42 1.13 0.19 1.27 0.89 1.44 0.51 0.00 1.18 0.43 0.61 0.43 0.00 1.23 0.35 0.53 2.13 0.00 1.17 1.82 2.50 0.82 0.02 1.17 0.70 0.96 0.84 0.04 1.17 0.72 0.98 1.19 0.04 1.17 1.01 1.40 2.92 0.00 1.19 2.45 3.49 0.81 0.20 1.41 0.57 1.14 0.81 0.72 3.71 0.22

Calpain-2 catalytic subunit (EC 3.4.22.53) (Calcium-activated neutral proteinase 2) (CANP 2) (Calpain M-type) (Calpain large polypeptide L2) (Calpain-2 large subunit) (Millimolar-calpain) (M-calpain)P17655 sp|P17655|CAN2_HUMAN 3 3 105 1 1 1 26.49 27.28 15.71 16.37 16.72 17.71 23.0000004 23.0000004 13.7099996 16.1400005 15 15 8 10 19 19 11 18 1.11 0.04 1.10 1.01 1.22 0.64 0.00 1.14 0.57 0.73 1.23 0.01 1.16 1.07 1.43 1.05 0.29 1.10 0.95 1.15 1.22 0.00 1.13 1.08 1.38 1.09 0.52 1.32 0.82 1.43 1.26 0.00 1.14 1.10 1.44 1.14 0.27 1.29 0.88 1.47 0.95 0.51 1.17 0.81 1.12 1.11 0.34 1.27 0.87 1.41 1.21 0.05 1.21 1.00 1.47 1.27 0.02 1.21 1.05 1.53 1.19 0.12 1.26 0.94 1.51 1.16 0.15 1.24 0.94 1.44 0.85 0.02 1.13 0.75 0.96 0.94 0.26 1.14 0.82

Tenascin (TN) (Cytotactin) (GMEM) (GP 150-225) (Glioma-associated-extracellular matrix antigen) (Hexabrachion) (JI) (Myotendinous antigen) (Neuronectin) (Tenascin-C) (TN-C)P24821 sp|P24821|TENA_HUMAN 3 3 105 1 1 1 21.92 25.69 25.36 27.4 19.48 21.53 7.63299987 5.72500005 7.63299987 5.63400015 15 10 15 12 19 14 16 19 0.73 0.00 1.21 0.60 0.89 1.02 0.72 1.11 0.91 1.13 0.56 0.00 1.32 0.43 0.74 1.99 0.00 1.22 1.63 2.43 0.84 0.02 1.15 0.73 0.97 1.16 0.01 1.11 1.05 1.30 0.99 0.89 1.15 0.86 1.14 1.95 0.00 1.22 1.60 2.39 0.65 0.00 1.10 0.59 0.72 1.03 0.58 1.14 0.91 1.18 0.76 0.00 1.10 0.69 0.83 0.55 0.00 1.21 0.46 0.67 1.40 0.00 1.15 1.22 1.61 2.47 0.00 1.22 2.02 3.02 0.60 0.00 1.10 0.55 0.67 0.75 0.00 1.17 0.64

Transgelin-2 (Epididymis tissue protein Li 7e) (SM22-alpha homolog)P37802 sp|P37802|TAGL2_HUMAN 3 3 105 1 1 1 18.21 18.21 15.91 15.96 9.43 9.44 62.3099983 62.3099983 54.2699993 30.6499988 15 15 10 7 19 16 12 19 1.52 0.00 1.22 1.25 1.86 0.63 0.00 1.30 0.49 0.82 1.34 0.00 1.12 1.19 1.50 1.07 0.30 1.14 0.93 1.22 1.77 0.00 1.21 1.47 2.13 1.30 0.01 1.17 1.11 1.53 1.32 0.00 1.13 1.16 1.49 1.06 0.39 1.15 0.92 1.22 0.69 0.01 1.28 0.54 0.87 1.23 0.20 1.43 0.86 1.76 1.39 0.00 1.15 1.20 1.60 0.96 0.55 1.15 0.84 1.11 1.09 0.18 1.15 0.95 1.26 1.00 0.96 1.20 0.83 1.19 0.92 0.28 1.20 0.76 1.11 1.04 0.55 1.21 0.87

Guanine nucleotide-binding protein G(s) subunit alpha isoforms XLas (Adenylate cyclase-stimulating G alpha protein) (Extra large alphas protein) (XLalphas)Q5JWF2 sp|Q5JWF2|GNAS1_HUMAN 3 3 105 1 1 1 17.65 24.07 8.87 14.54 12.39 18.61 12.7299994 12.7299994 7.52200037 9.8360002 15 15 10 12 13 12 8 13 1.45 0.00 1.17 1.24 1.69 1.33 0.01 1.22 1.09 1.62 0.96 0.56 1.19 0.81 1.14 1.23 0.02 1.18 1.04 1.46 1.29 0.01 1.17 1.11 1.51 0.86 0.10 1.21 0.71 1.04 1.02 0.75 1.17 0.88 1.19 1.15 0.10 1.19 0.96 1.37 0.92 0.27 1.19 0.77 1.10 0.90 0.68 1.84 0.49 1.66 1.34 0.04 1.32 1.02 1.77 1.35 0.01 1.19 1.13 1.61 1.11 0.21 1.20 0.92 1.33 0.72 0.18 1.72 0.42 1.24 1.17 0.06 1.18 0.99 1.38 0.88 0.20 1.26 0.70

Sorcin (22 kDa protein) (CP-22) (CP22) (V19)P30626 sp|P30626|SORCN_HUMAN 3 3 105 1 1 1 17.31 17.52 14 14.04 12.77 12.82 60.1000011 60.1000011 48.9899993 32.8299999 15 15 9 7 9 9 7 9 1.43 0.11 1.60 0.90 2.29 1.20 0.03 1.17 1.03 1.40 1.24 0.06 1.25 0.99 1.55 1.18 0.18 1.30 0.90 1.53 1.29 0.01 1.16 1.11 1.50 0.88 0.40 1.40 0.63 1.24 1.38 0.01 1.26 1.10 1.74 1.06 0.40 1.17 0.91 1.23 0.84 0.04 1.17 0.71 0.98 0.81 0.22 1.46 0.56 1.19 1.28 0.01 1.17 1.10 1.50 1.21 0.02 1.17 1.04 1.42 1.19 0.07 1.21 0.98 1.43 1.09 0.23 1.17 0.93 1.27 1.02 0.77 1.20 0.85 1.23 1.28 0.02 1.20 1.07

Aspartyl aminopeptidase (EC 3.4.11.21)Q9ULA0 sp|Q9ULA0|DNPEP_HUMAN 3 3 105 1 1 1 12.21 12.65 16.81 17.26 12.67 13.53 22.1100003 22.1100003 22.1100003 22.1100003 15 12 13 15 8 5 8 8 1.03 0.82 1.35 0.76 1.39 1.55 0.02 1.40 1.11 2.18 0.80 0.22 1.53 0.52 1.22 0.79 0.09 1.34 0.59 1.06 0.91 0.37 1.29 0.71 1.18 0.87 0.15 1.24 0.70 1.08 0.93 0.62 1.42 0.66 1.32 0.84 0.30 1.45 0.58 1.23 1.83 0.02 1.54 1.19 2.81 0.94 0.70 1.42 0.67 1.34 0.79 0.01 1.17 0.67 0.93 0.81 0.02 1.17 0.69 0.96 0.82 0.05 1.22 0.67 1.00 0.89 0.67 1.89 0.47 1.68 1.25 0.02 1.17 1.07 1.47 1.23 0.07 1.26 0.98

Actin-related protein 3 (Actin-like protein 3)P61158 sp|P61158|ARP3_HUMAN 3 3 105 1 1 1 14.34 14.78 18.61 19.4 20.16 20.73 39.230001 27.0300001 39.230001 33.4899992 14 8 12 14 37 12 22 37 0.87 0.20 1.27 0.68 1.10 0.99 0.94 1.25 0.79 1.24 0.94 0.35 1.16 0.81 1.09 0.94 0.69 1.44 0.65 1.35 1.03 0.60 1.13 0.91 1.16 0.98 0.78 1.18 0.83 1.15 0.86 0.03 1.14 0.76 0.98 0.84 0.05 1.19 0.70 1.00 1.74 0.00 1.19 1.46 2.07 0.86 0.14 1.24 0.70 1.06 0.88 0.02 1.11 0.80 0.98 0.81 0.00 1.11 0.73 0.90 0.95 0.63 1.27 0.75 1.21 1.02 0.89 1.27 0.80 1.29 1.32 0.00 1.19 1.11 1.58 0.97 0.59 1.12 0.87

Napsin-A (EC 3.4.23.-) (Aspartyl protease 4) (ASP4) (Asp 4) (Napsin-1) (TA01/TA02)O96009 sp|O96009|NAPSA_HUMAN 3 3 105 1 1 1 9.22 9.67 13 13.3 13.71 14.17 25 15.7100007 17.1399996 25 14 10 10 14 35 10 13 35 0.77 0.07 1.34 0.57 1.04 0.88 0.16 1.24 0.71 1.09 1.70 0.00 1.24 1.37 2.11 1.26 0.06 1.28 0.98 1.61 1.34 0.02 1.24 1.08 1.66 1.89 0.00 1.24 1.52 2.34 1.18 0.10 1.24 0.95 1.46 0.77 0.03 1.25 0.61 0.95 1.05 0.64 1.30 0.81 1.36 1.20 0.32 1.54 0.78 1.85 1.02 0.74 1.18 0.86 1.21 1.10 0.23 1.18 0.92 1.30 1.24 0.04 1.22 1.02 1.51 0.90 0.51 1.46 0.62 1.32 0.83 0.02 1.16 0.72 0.97 0.88 0.14 1.21 0.73

X-ray repair cross-complementing protein 6 (EC 3.6.4.-) (EC 4.2.99.-) (5'-deoxyribose-5-phosphate lyase Ku70) (5'-dRP lyase Ku70) (70 kDa subunit of Ku antigen) (ATP-dependent DNA helicase 2 subunit 1) (ATP-dependent DNA helicase II 70 kDa subunit) (CTC box-binding factor 75 kDa subunit) (CTC75) (CTCBF) (DNA repair protein XRCC6) (Lupus Ku autoantigen protein p70) (Ku70) (Thyroid-lupus autoantigen) (TLAA) (X-ray repair complementing defective repair in Chinese hamster cells 6)P12956 sp|P12956|XRCC6_HUMAN 3 3 105 1 1 1 15.69 18.86 22.46 23.76 25.03 26.78 28.7400007 22.9900003 28.7400007 25.940001 14 11 14 12 26 11 17 26 0.74 0.00 1.13 0.65 0.84 1.49 0.00 1.14 1.30 1.70 0.71 0.01 1.24 0.58 0.88 0.74 0.03 1.31 0.56 0.97 0.74 0.00 1.13 0.65 0.83 0.85 0.13 1.25 0.68 1.06 1.20 0.06 1.21 0.99 1.46 0.75 0.00 1.13 0.66 0.84 1.28 0.02 1.22 1.05 1.56 1.06 0.65 1.29 0.82 1.36 0.85 0.00 1.10 0.77 0.93 1.29 0.00 1.14 1.13 1.47 0.83 0.04 1.18 0.71 0.99 0.98 0.95 2.34 0.42 2.28 1.47 0.00 1.25 1.18 1.83 0.80 0.01 1.17 0.68

Vitronectin (VN) (S-protein) (Serum-spreading factor) (V75) [Cleaved into: Vitronectin V65 subunit; Vitronectin V10 subunit; Somatomedin-B]P04004 sp|P04004|VTNC_HUMAN 3 3 105 1 1 1 20.69 21.07 14.69 14.72 13.96 14.24 21.9699994 21.7600003 21.9699994 14.4400001 14 14 9 8 25 25 14 19 0.70 0.00 1.23 0.57 0.86 0.59 0.00 1.19 0.49 0.71 1.77 0.00 1.16 1.52 2.06 1.77 0.00 1.13 1.56 2.00 0.89 0.02 1.11 0.80 0.98 1.46 0.00 1.11 1.32 1.62 1.30 0.00 1.11 1.17 1.44 0.60 0.00 1.24 0.48 0.74 0.54 0.00 1.39 0.39 0.74 2.00 0.00 1.44 1.39 2.88 0.72 0.01 1.24 0.58 0.89 0.69 0.00 1.14 0.60 0.78 0.99 0.92 1.21 0.82 1.20 1.81 0.00 1.18 1.54 2.13 0.68 0.01 1.26 0.54 0.86 0.98 0.86 1.22 0.81

V-type proton ATPase catalytic subunit A (V-ATPase subunit A) (EC 3.6.3.14) (V-ATPase 69 kDa subunit) (Vacuolar ATPase isoform VA68) (Vacuolar proton pump subunit alpha)P38606 sp|P38606|VATA_HUMAN 3 3 105 1 1 1 15.2 16 25.16 25.69 18.9 19.9 26.8999994 14.7499993 26.8999994 20.1000005 14 10 14 12 24 11 17 24 0.53 0.04 1.83 0.29 0.96 0.93 0.74 1.70 0.54 1.58 0.56 0.09 2.03 0.28 1.13 0.50 0.03 1.83 0.27 0.92 0.64 0.07 1.64 0.39 1.05 0.59 0.09 1.92 0.30 1.12 0.47 0.01 1.71 0.27 0.80 0.90 0.19 1.18 0.76 1.06 2.21 0.00 1.17 1.89 2.59 0.82 0.19 1.35 0.61 1.12 0.87 0.01 1.09 0.80 0.95 0.83 0.00 1.09 0.76 0.91 0.86 0.09 1.19 0.72 1.03 0.92 0.71 1.58 0.59 1.46 0.98 0.87 1.40 0.70 1.36 0.87 0.31 1.36 0.64

Creatine kinase B-type (EC 2.7.3.2) (B-CK) (Creatine kinase B chain)P12277 sp|P12277|KCRB_HUMAN 3 3 105 1 1 1 20.22 20.91 16.32 16.82 15.2 15.67 46.1899996 46.1899996 34.9099994 33.5999996 14 14 9 9 23 17 15 23 1.90 0.00 1.24 1.53 2.34 0.42 0.00 1.58 0.26 0.66 1.75 0.00 1.26 1.39 2.21 0.95 0.56 1.19 0.80 1.13 1.59 0.00 1.20 1.32 1.92 0.97 0.77 1.25 0.78 1.21 0.96 0.53 1.17 0.82 1.12 1.35 0.02 1.26 1.07 1.70 0.61 0.00 1.19 0.51 0.72 0.67 0.07 1.55 0.43 1.04 0.98 0.71 1.17 0.83 1.14 1.51 0.00 1.17 1.29 1.76 0.79 0.25 1.57 0.51 1.24 0.99 0.92 1.35 0.73 1.33 0.89 0.09 1.15 0.78 1.03 1.04 0.50 1.15 0.91

40S ribosomal protein S2 (40S ribosomal protein S4) (Protein LLRep3)P15880 sp|P15880|RS2_HUMAN 3 3 105 1 1 1 20.11 20.52 27.13 27.95 14.34 15.17 49.4899988 40.2700007 49.4899988 28.3300012 14 11 14 11 20 11 20 14 0.50 0.00 1.29 0.39 0.65 0.72 0.00 1.18 0.61 0.84 0.63 0.03 1.49 0.43 0.94 0.60 0.00 1.27 0.47 0.76 0.82 0.01 1.15 0.72 0.94 0.70 0.03 1.37 0.51 0.96 0.97 0.56 1.14 0.84 1.11 0.72 0.00 1.19 0.61 0.86 2.32 0.00 1.15 2.02 2.66 0.84 0.42 1.60 0.52 1.34 0.96 0.38 1.10 0.87 1.06 0.98 0.73 1.10 0.89 1.09 0.82 0.08 1.26 0.65 1.03 0.81 0.17 1.37 0.59 1.11 1.25 0.02 1.18 1.06 1.47 1.37 0.00 1.18 1.16

CD44 antigen (CDw44) (Epican) (Extracellular matrix receptor III) (ECMR-III) (GP90 lymphocyte homing/adhesion receptor) (HUTCH-I) (Heparan sulfate proteoglycan) (Hermes antigen) (Hyaluronate receptor) (Phagocytic glycoprotein 1) (PGP-1) (Phagocytic glycoprotein I) (PGP-I) (CD antigen CD44)P16070 sp|P16070|CD44_HUMAN 3 3 105 1 1 1 13.75 14.24 15.99 16.36 11.53 11.85 13.4800002 11.5900002 13.4800002 9.29900035 14 14 13 12 20 17 18 20 1.01 0.89 1.15 0.87 1.16 1.38 0.00 1.15 1.20 1.59 0.94 0.38 1.16 0.81 1.10 1.62 0.00 1.27 1.28 2.05 1.13 0.08 1.15 0.98 1.30 0.85 0.13 1.25 0.68 1.07 1.26 0.08 1.31 0.97 1.65 1.09 0.49 1.32 0.82 1.43 0.90 0.30 1.25 0.72 1.13 1.06 0.58 1.28 0.83 1.35 1.69 0.00 1.24 1.36 2.10 0.97 0.79 1.27 0.77 1.23 1.25 0.01 1.16 1.08 1.44 0.96 0.67 1.25 0.77 1.20 0.90 0.20 1.19 0.76 1.08 0.94 0.44 1.19 0.79

T-complex protein 1 subunit eta (TCP-1-eta) (CCT-eta) (HIV-1 Nef-interacting protein)Q99832 sp|Q99832|TCPH_HUMAN 3 3 105 1 1 1 22.91 24.86 19.49 21.01 17.38 19.07 33.7000012 33.7000012 23.0199993 25.2299994 14 14 11 13 20 11 13 20 1.13 0.11 1.17 0.97 1.33 0.95 0.57 1.23 0.77 1.16 0.73 0.01 1.25 0.59 0.92 0.68 0.00 1.19 0.57 0.81 0.89 0.12 1.17 0.76 1.04 0.70 0.00 1.16 0.60 0.80 0.75 0.00 1.17 0.64 0.87 0.81 0.00 1.14 0.71 0.92 1.81 0.00 1.20 1.51 2.18 0.75 0.05 1.35 0.55 1.01 0.89 0.23 1.23 0.72 1.09 0.82 0.05 1.21 0.68 1.00 0.83 0.12 1.28 0.65 1.06 0.78 0.04 1.27 0.61 0.99 1.67 0.00 1.17 1.43 1.94 1.17 0.07 1.19 0.98

5'-nucleotidase (5'-NT) (EC 3.1.3.5) (Ecto-5'-nucleotidase) (CD antigen CD73)P21589 sp|P21589|5NTD_HUMAN 3 3 105 1 1 1 17.88 18.49 21.16 21.76 14.72 15.44 28.7499994 23.5200003 28.7499994 21.6000006 14 10 14 8 17 17 15 16 1.19 0.02 1.14 1.04 1.36 1.70 0.00 1.16 1.47 1.98 0.91 0.18 1.16 0.79 1.05 1.26 0.00 1.12 1.12 1.42 0.92 0.14 1.12 0.82 1.03 0.93 0.22 1.14 0.82 1.05 0.63 0.00 1.14 0.55 0.72 1.46 0.00 1.12 1.30 1.63 1.25 0.00 1.12 1.12 1.40 0.60 0.00 1.24 0.48 0.74 1.60 0.00 1.12 1.42 1.79 0.69 0.00 1.12 0.61 0.77 0.97 0.51 1.12 0.86 1.08 0.65 0.11 1.72 0.38 1.12 0.96 0.52 1.16 0.82 1.11 0.48 0.00 1.20 0.40

Plectin (PCN) (PLTN) (Hemidesmosomal protein 1) (HD1) (Plectin-1)Q15149 sp|Q15149|PLEC_HUMAN 3 3 105 1 1 1 21.01 26.41 28.74 33.96 16.87 19.23 3.86399999 2.86100004 3.86399999 3.09599992 14 10 14 12 17 12 16 17 0.82 0.20 1.37 0.60 1.13 1.08 0.42 1.23 0.88 1.33 1.07 0.55 1.29 0.83 1.38 0.78 0.01 1.20 0.65 0.94 0.87 0.02 1.11 0.78 0.97 1.01 0.92 1.32 0.77 1.34 1.24 0.02 1.18 1.05 1.46 1.09 0.45 1.27 0.86 1.38 1.95 0.00 1.19 1.64 2.31 0.90 0.33 1.25 0.72 1.12 0.70 0.00 1.17 0.60 0.82 0.99 0.88 1.13 0.87 1.12 0.95 0.60 1.23 0.78 1.17 0.90 0.39 1.29 0.70 1.16 0.96 0.32 1.10 0.87 1.05 1.04 0.52 1.15 0.91

cAMP-dependent protein kinase type II-alpha regulatory subunitP13861 sp|P13861|KAP2_HUMAN 3 3 105 1 1 1 22.32 22.56 21.14 21.43 10.97 11.47 39.8499996 39.8499996 31.6799998 20.5400005 14 14 11 7 16 14 16 13 1.04 0.67 1.24 0.84 1.29 1.20 0.07 1.21 0.99 1.45 0.97 0.67 1.15 0.85 1.12 1.07 0.31 1.15 0.93 1.23 1.03 0.75 1.19 0.86 1.22 0.78 0.01 1.19 0.65 0.93 0.91 0.12 1.13 0.81 1.03 0.83 0.01 1.14 0.73 0.95 1.03 0.75 1.24 0.83 1.28 1.07 0.68 1.39 0.76 1.49 1.55 0.01 1.33 1.17 2.06 0.99 0.92 1.19 0.83 1.18 0.99 0.94 1.23 0.81 1.22 0.97 0.74 1.21 0.80 1.18 0.90 0.29 1.24 0.73 1.12 0.89 0.21 1.24 0.71

60S ribosomal protein L7P18124 sp|P18124|RL7_HUMAN 3 3 105 1 1 1 10.95 11.37 17.82 18.27 12.87 13.24 39.5200014 25 39.5200014 27.8200001 14 7 14 9 15 6 13 15 0.48 0.00 1.35 0.35 0.64 0.61 0.01 1.27 0.48 0.78 0.36 0.02 2.04 0.18 0.74 0.45 0.01 1.42 0.31 0.64 0.64 0.01 1.26 0.51 0.81 0.51 0.08 2.21 0.23 1.14 0.89 0.21 1.26 0.70 1.12 0.77 0.01 1.21 0.64 0.93 2.85 0.00 1.28 2.22 3.66 0.61 0.03 1.54 0.39 0.93 0.71 0.00 1.17 0.61 0.82 0.84 0.02 1.14 0.74 0.96 0.80 0.29 1.61 0.49 1.28 0.76 0.27 1.70 0.45 1.30 1.44 0.03 1.37 1.05 1.97 1.02 0.84 1.23 0.83

Leukocyte elastase inhibitor (LEI) (Monocyte/neutrophil elastase inhibitor) (EI) (M/NEI) (Peptidase inhibitor 2) (PI-2) (Serpin B1)P30740 sp|P30740|ILEU_HUMAN 3 3 105 1 1 1 18.67 21.81 12.55 15.48 15.68 18.71 34.830001 29.8200011 34.830001 29.8200011 14 14 12 10 15 10 7 15 1.24 0.00 1.13 1.09 1.39 0.65 0.03 1.44 0.45 0.94 1.08 0.45 1.25 0.86 1.35 0.98 0.80 1.21 0.81 1.19 1.23 0.03 1.19 1.03 1.46 1.19 0.04 1.18 1.01 1.41 1.12 0.07 1.13 0.99 1.26 1.07 0.57 1.31 0.81 1.40 0.87 0.12 1.22 0.71 1.06 1.21 0.32 1.55 0.78 1.87 1.13 0.10 1.16 0.97 1.31 1.18 0.09 1.22 0.96 1.43 1.15 0.06 1.16 0.99 1.34 1.08 0.59 1.38 0.78 1.49 0.88 0.06 1.14 0.77 1.01 1.07 0.35 1.17 0.91

Malate dehydrogenase, cytoplasmic (EC 1.1.1.37) (Cytosolic malate dehydrogenase) (Diiodophenylpyruvate reductase) (EC 1.1.1.96)P40925 sp|P40925|MDHC_HUMAN 3 3 105 1 1 1 15.72 16.32 13.46 13.84 14.35 15.67 29.339999 26.9499987 24.2500007 29.339999 14 12 10 14 15 14 8 15 1.85 0.00 1.14 1.62 2.10 0.53 0.00 1.23 0.43 0.64 1.08 0.17 1.12 0.96 1.21 0.91 0.25 1.20 0.76 1.09 1.79 0.00 1.12 1.59 2.00 0.94 0.28 1.13 0.83 1.06 1.25 0.00 1.12 1.11 1.40 1.11 0.12 1.15 0.97 1.27 0.68 0.00 1.19 0.57 0.81 1.12 0.23 1.22 0.91 1.37 1.07 0.27 1.14 0.94 1.22 1.22 0.02 1.17 1.04 1.42 0.93 0.33 1.18 0.79 1.10 1.06 0.32 1.14 0.93 1.21 0.73 0.00 1.15 0.64 0.84 0.96 0.51 1.14 0.84

Hexokinase-3 (EC 2.7.1.1) (Hexokinase type III) (HK III)P52790 sp|P52790|HXK3_HUMAN 3 3 105 1 1 1 21.43 21.94 13.54 13.75 22.65 23.37 14.9499998 13.6500001 9.42599997 14.9499998 14 11 7 14 15 12 7 15 0.85 0.01 1.11 0.77 0.94 0.51 0.00 1.37 0.37 0.69 0.95 0.49 1.17 0.81 1.11 1.09 0.12 1.12 0.97 1.22 1.07 0.16 1.11 0.97 1.19 1.04 0.52 1.15 0.91 1.19 0.93 0.18 1.13 0.82 1.04 1.05 0.62 1.29 0.82 1.36 1.06 0.42 1.19 0.89 1.26 1.09 0.65 1.62 0.68 1.77 1.11 0.16 1.18 0.94 1.31 0.79 0.02 1.18 0.67 0.94 1.20 0.04 1.19 1.01 1.43 1.21 0.12 1.30 0.93 1.57 0.66 0.00 1.16 0.57 0.76 1.18 0.03 1.16 1.02

T-complex protein 1 subunit gamma (TCP-1-gamma) (CCT-gamma) (hTRiC5)P49368 sp|P49368|TCPG_HUMAN 3 3 105 1 1 1 22.12 24.26 21.31 23.35 18.25 20.41 29.1700006 24.2200002 29.1700006 23.8499999 14 11 14 12 14 11 14 12 1.13 0.06 1.14 0.99 1.29 0.95 0.35 1.12 0.85 1.07 0.69 0.00 1.20 0.58 0.83 0.73 0.01 1.21 0.61 0.88 0.89 0.03 1.12 0.79 0.99 0.71 0.00 1.15 0.61 0.81 0.77 0.01 1.17 0.65 0.90 0.85 0.19 1.30 0.65 1.10 1.88 0.00 1.14 1.65 2.15 0.89 0.59 1.60 0.55 1.43 0.90 0.10 1.15 0.78 1.03 0.75 0.00 1.13 0.66 0.85 0.93 0.62 1.34 0.70 1.25 0.78 0.17 1.46 0.53 1.14 1.84 0.02 1.53 1.20 2.82 0.91 0.27 1.22 0.75

Actin-related protein 2 (Actin-like protein 2)P61160 sp|P61160|ARP2_HUMAN 3 3 105 1 1 1 13.9 15.8 11.63 14.55 13.55 18.43 28.6799997 20.5599994 19.54 28.6799997 14 10 9 14 11 8 9 11 0.67 0.05 1.47 0.46 0.99 0.88 0.45 1.57 0.56 1.38 0.72 0.15 1.72 0.42 1.24 0.70 0.09 1.57 0.45 1.10 0.93 0.45 1.33 0.69 1.23 0.84 0.33 1.59 0.53 1.34 0.78 0.16 1.54 0.50 1.20 0.87 0.13 1.22 0.72 1.06 1.59 0.00 1.22 1.31 1.94 1.01 0.91 1.35 0.75 1.37 0.82 0.05 1.22 0.67 1.00 0.84 0.08 1.22 0.69 1.03 0.90 0.34 1.32 0.68 1.19 1.17 0.32 1.48 0.80 1.73 1.24 0.04 1.22 1.01 1.51 1.11 0.32 1.30 0.86

Guanine nucleotide-binding protein G(I)/G(S)/G(T) subunit beta-1 (Transducin beta chain 1)P62873 sp|P62873|GBB1_HUMAN 3 3 105 1 1 1 5.19 16.61 4.41 15.12 6.83 17.77 30.8800012 28.5299987 27.6499987 30.8800012 14 12 9 14 8 4 3 8 0.86 0.64 20.82 0.04 17.90 1.21 0.32 3.71 0.33 4.48 1.16 0.63 18.33 0.06 21.32 1.13 0.45 3.76 0.30 4.25 1.02 0.89 5.88 0.17 6.03 1.06 0.84 23.84 0.04 25.37 1.02 0.88 3.74 0.27 3.81 1.28 0.09 1.42 0.90 1.83 0.85 0.23 1.48 0.58 1.27 1.12 0.31 1.43 0.78 1.59 1.19 0.16 1.43 0.84 1.70 0.95 0.56 1.42 0.66 1.35 1.03 0.84 1.79 0.58 1.84 1.23 0.13 1.43 0.86 1.76 0.85 0.07 1.20 0.71 1.02 0.93 0.31 1.17 0.80

HLA class II histocompatibility antigen, DRB1-4 beta chain (MHC class II antigen DRB1*4) (DR-4) (DR4)P13760 sp|P13760|2B14_HUMAN 3 3 105 1 1 1 10.76 19.74 7.18 14.51 7.75 12.27 39.1000003 39.1000003 24.8099998 24.0600005 14 14 12 8 7 2 7 5 2.97 0.19 72.25 0.04 214.30 0.56 0.84 2240000000000.00 0.00 1260000000000.00 0.47 0.21 24.36 0.02 11.52 1.30 0.83 187504.67 0.00 244385.57 0.29 0.09 8.79 0.03 2.58 0.43 0.13 9.56 0.05 4.12 0.40 0.11 7.92 0.05 3.19 0.50 0.03 1.79 0.28 0.90 0.47 0.01 1.60 0.29 0.76 0.72 0.50 3.99 0.18 2.87 2.86 0.00 1.33 2.14 3.82 0.37 0.02 1.92 0.19 0.71 3.55 0.00 1.43 2.49 5.06 2.80 0.00 1.34 2.09 3.75 2.11 0.27 74.37 0.03 156.60 0.75 0.94 1930000000000000.00 0.00

14-3-3 protein gamma (Protein kinase C inhibitor protein 1) (KCIP-1) [Cleaved into: 14-3-3 protein gamma, N-terminally processed]P61981 sp|P61981|1433G_HUMAN 3 3 105 1 1 1 5.2 12.69 4.23 11.87 3.54 10.88 34.4099999 34.4099999 27.5299996 27.5299996 14 14 10 14 5 5 3 5 1.44 0.17 3.61 0.40 5.18 0.89 0.45 3.61 0.25 3.21 0.98 0.97 171.63 0.01 168.88 0.97 0.79 3.62 0.27 3.50 1.28 0.43 12.44 0.10 15.90 0.98 0.95 22.75 0.04 22.33 0.90 0.66 9.26 0.10 8.35 1.16 0.46 2.04 0.57 2.37 0.67 0.16 2.19 0.30 1.46 1.63 0.32 5.04 0.32 8.21 1.17 0.22 1.47 0.80 1.72 0.86 0.39 1.82 0.47 1.56 1.16 0.25 1.50 0.78 1.75 1.37 0.34 3.00 0.46 4.11 0.87 0.41 3.64 0.24 3.18 0.96 0.84 7.16 0.13

Ras-related protein R-Ras (p23)P10301 sp|P10301|RRAS_HUMAN 3 3 105 1 1 1 17.34 17.38 15.04 15.04 17.62 17.7 55.5000007 55.5000007 54.5899987 46.329999 13 13 11 12 33 12 11 33 1.69 0.00 1.18 1.43 1.98 1.47 0.02 1.35 1.09 1.98 1.08 0.65 1.43 0.75 1.54 1.26 0.00 1.14 1.11 1.43 0.74 0.00 1.14 0.65 0.84 1.18 0.09 1.22 0.97 1.43 0.78 0.22 1.55 0.50 1.21 2.24 0.01 1.68 1.34 3.75 1.05 0.66 1.35 0.78 1.42 1.01 0.95 1.86 0.54 1.89 1.35 0.08 1.43 0.95 1.93 0.87 0.15 1.24 0.70 1.08 1.07 0.46 1.27 0.84 1.36 0.81 0.21 1.48 0.54 1.20 0.87 0.05 1.15 0.76 1.00 0.68 0.00 1.18 0.58

Proteasome subunit beta type-1 (EC 3.4.25.1) (Macropain subunit C5) (Multicatalytic endopeptidase complex subunit C5) (Proteasome component C5) (Proteasome gamma chain)P20618 sp|P20618|PSB1_HUMAN 3 3 105 1 1 1 12.81 13.2 11.89 12.13 16.95 17.37 38.5899991 34.0200007 38.5899991 38.5899991 13 10 13 12 30 9 17 30 0.32 0.00 1.76 0.18 0.56 2.25 0.00 1.52 1.48 3.43 0.39 0.02 2.09 0.19 0.81 0.39 0.04 2.37 0.16 0.91 0.55 0.00 1.24 0.45 0.68 0.46 0.02 1.75 0.26 0.81 0.46 0.01 1.61 0.29 0.74 0.52 0.02 1.64 0.32 0.86 2.99 0.00 1.33 2.26 3.97 0.70 0.14 1.69 0.41 1.19 0.59 0.00 1.24 0.48 0.74 0.56 0.00 1.21 0.46 0.67 0.76 0.04 1.31 0.58 0.99 0.73 0.13 1.59 0.46 1.16 2.07 0.00 1.18 1.76 2.44 0.66 0.00 1.12 0.59

Fermitin family homolog 3 (Kindlin-3) (MIG2-like protein) (Unc-112-related protein 2)Q86UX7 sp|Q86UX7|URP2_HUMAN 3 3 105 1 1 1 20.16 21.22 14.13 15.2 21.72 22.87 23.24 18.1400001 17.6899999 23.24 13 11 8 13 29 12 12 29 0.76 0.55 2.62 0.29 2.00 0.62 0.20 2.16 0.29 1.35 1.34 0.00 1.14 1.18 1.53 1.38 0.51 2.90 0.48 4.01 0.99 0.84 1.16 0.85 1.15 1.20 0.70 2.85 0.42 3.44 1.51 0.00 1.19 1.26 1.80 0.82 0.08 1.27 0.64 1.04 0.73 0.63 4.35 0.17 3.20 1.35 0.01 1.22 1.11 1.65 0.90 0.88 4.94 0.18 4.44 0.95 0.37 1.15 0.82 1.09 1.24 0.77 5.16 0.24 6.38 1.14 0.30 1.32 0.86 1.51 0.64 0.00 1.11 0.58 0.71 0.91 0.16 1.14 0.80

Tetraspanin-1 (Tspan-1) (Tetraspan NET-1) (Tetraspanin TM4-C)O60635 sp|O60635|TSN1_HUMAN 3 3 105 1 1 1 3.71 3.78 3.17 3.2 4.42 4.47 15.7700002 15.7700002 10.7900001 14.9399996 13 11 8 13 28 10 18 28 1.26 0.80 8311.37 0.00 10477.11 1.51 0.15 3.57 0.42 5.40 1.25 0.49 15.52 0.08 19.45 0.93 0.59 3.60 0.26 3.34 1.87 0.26 31.52 0.06 59.03 0.56 0.44 443.19 0.00 248.50 0.50 0.32 134.26 0.00 66.82 0.80 0.34 5.19 0.15 4.17 0.82 0.36 5.13 0.16 4.19 0.55 0.43 433.82 0.00 240.62 1.61 0.17 5.13 0.31 8.25 1.23 0.53 18.56 0.07 22.82 0.74 0.26 5.12 0.14 3.80 1.45 0.69 8814.82 0.00 12784.07 1.33 0.45 3.72 0.36 4.96 0.76 0.51 4.35 0.18

Peptidyl-prolyl cis-trans isomerase A (PPIase A) (EC 5.2.1.8) (Cyclophilin A) (Cyclosporin A-binding protein) (Rotamase A) [Cleaved into: Peptidyl-prolyl cis-trans isomerase A, N-terminally processed]P62937 sp|P62937|PPIA_HUMAN 3 3 105 1 1 1 12.51 13.82 11.07 13.05 14.77 16.52 60.6100023 54.549998 54.549998 60.6100023 13 12 13 13 20 15 14 20 1.36 0.31 2.02 0.67 2.75 1.06 0.78 1.58 0.67 1.67 0.87 0.63 2.00 0.44 1.74 1.05 0.67 1.34 0.78 1.42 1.16 0.29 1.38 0.84 1.60 1.07 0.60 1.36 0.79 1.45 0.92 0.56 1.39 0.66 1.29 1.78 0.00 1.16 1.53 2.07 0.82 0.02 1.17 0.70 0.95 0.77 0.12 1.44 0.53 1.10 1.21 0.02 1.17 1.04 1.41 1.11 0.15 1.17 0.95 1.29 1.14 0.08 1.16 0.98 1.32 0.89 0.13 1.18 0.75 1.05 0.91 0.27 1.22 0.75 1.11 1.11 0.21 1.22 0.91

Choline transporter-like protein 4 (Solute carrier family 44 member 4)Q53GD3 sp|Q53GD3|CTL4_HUMAN 3 3 105 1 1 1 11.27 12.85 13.56 16.76 14.83 18.5 10.8499996 8.73199999 10.8499996 9.71800014 13 10 10 13 20 13 12 20 1.56 0.01 1.35 1.16 2.10 1.47 0.01 1.26 1.17 1.85 0.96 0.83 1.61 0.59 1.54 0.95 0.68 1.30 0.73 1.24 1.39 0.10 1.51 0.92 2.10 0.66 0.05 1.51 0.44 0.99 0.87 0.17 1.23 0.71 1.07 1.08 0.61 1.45 0.75 1.57 0.97 0.78 1.28 0.76 1.24 0.69 0.01 1.29 0.53 0.89 1.34 0.02 1.26 1.06 1.69 1.09 0.62 1.49 0.73 1.62 1.00 0.94 1.17 0.86 1.18 0.80 0.02 1.19 0.67 0.95 1.09 0.29 1.21 0.91 1.32 0.77 0.13 1.44 0.54

Pigment epithelium-derived factor (PEDF) (Cell proliferation-inducing gene 35 protein) (EPC-1) (Serpin F1)P36955 sp|P36955|PEDF_HUMAN 3 3 105 1 1 1 18.54 19.22 16.86 17.12 10.56 10.96 30.8600009 30.8600009 23.4400004 20.3299999 13 13 8 6 19 17 14 19 0.91 0.32 1.24 0.73 1.13 0.42 0.00 1.28 0.33 0.54 1.58 0.00 1.24 1.27 1.97 1.14 0.85 4.89 0.23 5.57 1.25 0.70 3.70 0.34 4.63 1.40 0.60 4.18 0.34 5.85 1.29 0.00 1.14 1.13 1.47 0.73 0.00 1.13 0.64 0.82 0.46 0.00 1.32 0.35 0.60 2.48 0.00 1.14 2.17 2.83 0.99 0.81 1.13 0.87 1.12 1.03 0.59 1.13 0.91 1.17 1.07 0.29 1.14 0.94 1.22 2.21 0.00 1.36 1.63 3.01 0.50 0.00 1.24 0.40 0.62 0.97 0.66 1.21 0.80

Heat shock protein 105 kDa (Antigen NY-CO-25) (Heat shock 110 kDa protein)Q92598 sp|Q92598|HS105_HUMAN 3 3 105 1 1 1 13.77 14.82 18.67 20.35 22.19 23.84 15.7299995 12.4700002 15.0299996 15.7299995 13 10 10 13 19 14 12 19 1.67 0.00 1.28 1.30 2.13 0.71 0.01 1.25 0.57 0.89 1.03 0.66 1.16 0.89 1.20 0.94 0.29 1.14 0.82 1.07 1.22 0.03 1.19 1.03 1.46 0.99 0.81 1.11 0.89 1.10 1.07 0.21 1.11 0.96 1.19 1.09 0.13 1.13 0.97 1.23 0.76 0.00 1.13 0.67 0.86 0.91 0.39 1.28 0.71 1.16 1.23 0.01 1.16 1.06 1.42 1.31 0.00 1.13 1.15 1.48 1.02 0.71 1.15 0.89 1.18 1.06 0.65 1.30 0.81 1.38 1.06 0.30 1.12 0.94 1.19 1.22 0.03 1.19 1.02

Envoplakin (210 kDa cornified envelope precursor protein) (210 kDa paraneoplastic pemphigus antigen) (p210)Q92817 sp|Q92817|EVPL_HUMAN 3 3 105 1 1 1 24.37 28.76 17.96 20.8 23.14 26.72 8.06699991 8.06699991 4.82000001 6.24700002 13 13 8 11 18 11 7 18 1.28 0.01 1.18 1.08 1.50 1.13 0.07 1.14 0.99 1.29 0.88 0.43 1.40 0.63 1.24 1.52 0.00 1.12 1.36 1.70 1.09 0.15 1.13 0.96 1.23 0.93 0.56 1.32 0.70 1.23 1.08 0.16 1.13 0.96 1.22 1.07 0.40 1.20 0.89 1.27 0.80 0.02 1.17 0.69 0.94 0.68 0.10 1.62 0.42 1.10 1.26 0.04 1.24 1.01 1.56 1.00 0.96 1.17 0.85 1.17 0.94 0.56 1.27 0.75 1.20 0.70 0.10 1.57 0.44 1.10 1.07 0.34 1.15 0.93 1.22 1.21 0.00 1.13 1.07

Beta-2-glycoprotein 1 (APC inhibitor) (Activated protein C-binding protein) (Anticardiolipin cofactor) (Apolipoprotein H) (Apo-H) (Beta-2-glycoprotein I) (B2GPI) (Beta(2)GPI)P02749 sp|P02749|APOH_HUMAN 3 3 105 1 1 1 16.88 17.16 10.58 10.76 8.63 8.71 29.5700014 29.5700014 18.5499996 14.2000005 13 13 6 6 17 17 7 8 0.38 0.00 1.63 0.23 0.62 0.36 0.04 2.65 0.14 0.95 9.47 0.00 1.35 7.04 12.74 1.49 0.00 1.15 1.29 1.72 0.65 0.00 1.16 0.56 0.76 1.09 0.25 1.16 0.93 1.26 0.94 0.23 1.12 0.84 1.05 0.29 0.00 1.43 0.20 0.41 0.23 0.00 1.41 0.16 0.32 1.67 0.01 1.35 1.23 2.26 0.63 0.00 1.21 0.52 0.77 0.51 0.00 1.21 0.42 0.62 0.54 0.00 1.27 0.43 0.69 1.73 0.01 1.37 1.27 2.36 0.63 0.01 1.28 0.49 0.81 0.55 0.00 1.29 0.42

BRO1 domain-containing protein BROX (BRO1 domain- and CAAX motif-containing protein)Q5VW32 sp|Q5VW32|BROX_HUMAN 3 3 105 1 1 1 14.66 15.39 19.67 20.43 12.08 12.82 35.2800012 29.6799988 35.2800012 23.1099993 13 11 13 9 17 10 12 17 1.95 0.01 1.51 1.30 2.94 1.63 0.04 1.58 1.03 2.59 0.62 0.04 1.56 0.40 0.96 0.96 0.70 1.32 0.72 1.27 0.76 0.09 1.39 0.55 1.06 0.86 0.20 1.29 0.67 1.12 0.55 0.00 1.26 0.43 0.69 2.28 0.00 1.33 1.72 3.02 1.14 0.20 1.23 0.92 1.40 0.77 0.39 1.95 0.39 1.50 0.99 0.93 1.14 0.87 1.13 0.75 0.00 1.15 0.65 0.86 1.04 0.63 1.21 0.86 1.27 1.04 0.80 1.47 0.71 1.53 0.81 0.01 1.17 0.69 0.94 0.65 0.01 1.33 0.49

T-complex protein 1 subunit beta (TCP-1-beta) (CCT-beta)P78371 sp|P78371|TCPB_HUMAN 3 3 105 1 1 1 16.48 17.63 18.92 20.13 14.01 15.94 29.7199994 29.7199994 25.6099999 23.1800005 13 13 13 12 16 8 10 16 1.31 0.02 1.24 1.06 1.63 1.07 0.26 1.15 0.94 1.23 0.91 0.32 1.23 0.74 1.12 0.76 0.01 1.18 0.64 0.89 0.99 0.94 1.17 0.85 1.17 0.84 0.03 1.16 0.72 0.98 0.87 0.16 1.22 0.72 1.07 0.77 0.00 1.14 0.67 0.87 1.66 0.00 1.34 1.23 2.22 0.76 0.09 1.38 0.55 1.05 0.81 0.01 1.14 0.71 0.92 0.79 0.00 1.14 0.69 0.90 0.82 0.13 1.31 0.63 1.08 0.79 0.04 1.24 0.64 0.98 1.84 0.00 1.25 1.48 2.29 1.06 0.28 1.13 0.94

Aldo-keto reductase family 1 member C1 (EC 1.1.1.-) (20-alpha-hydroxysteroid dehydrogenase) (20-alpha-HSD) (EC 1.1.1.149) (Chlordecone reductase homolog HAKRC) (Dihydrodiol dehydrogenase 1/2) (DD1/DD2) (High-affinity hepatic bile acid-binding protein) (HBAB) (Indanol dehydrogenase) (EC 1.1.1.112) (Trans-1,2-dihydrobenzene-1,2-diol dehydrogenase) (EC 1.3.1.20)Q04828 sp|Q04828|AK1C1_HUMAN 3 3 105 1 1 1 22.16 22.48 18.82 19.21 22.32 22.76 47.3699987 47.3699987 29.7199994 34.6700013 13 12 10 13 16 3 11 16 1.33 0.11 1.55 0.86 2.07 0.59 0.15 2.68 0.22 1.58 1.08 0.80 3.06 0.35 3.30 0.52 0.15 3.41 0.15 1.76 1.53 0.04 1.45 1.05 2.21 1.29 0.23 1.88 0.69 2.43 1.40 0.21 2.19 0.64 3.05 0.90 0.09 1.14 0.79 1.02 0.79 0.02 1.20 0.66 0.95 0.49 0.00 1.51 0.32 0.73 1.13 0.11 1.17 0.96 1.32 1.39 0.00 1.14 1.22 1.59 0.74 0.03 1.31 0.57 0.97 0.69 0.02 1.34 0.51 0.93 0.76 0.00 1.14 0.66 0.87 2.20 0.00 1.21 1.81

Echinoderm microtubule-associated protein-like 4 (EMAP-4) (Restrictedly overexpressed proliferation-associated protein) (Ropp 120)Q9HC35 sp|Q9HC35|EMAL4_HUMAN 3 3 105 1 1 1 18.39 19.4 23.67 24.14 11.21 11.85 13.6600003 10.4000002 13.6600003 6.01399988 13 10 13 5 16 13 16 9 0.89 0.15 1.18 0.75 1.05 1.00 0.98 1.12 0.89 1.12 0.88 0.13 1.19 0.74 1.05 0.89 0.19 1.20 0.75 1.07 1.32 0.05 1.32 1.00 1.74 0.95 0.71 1.35 0.70 1.29 0.87 0.55 1.66 0.53 1.45 1.21 0.00 1.12 1.08 1.36 1.70 0.00 1.23 1.38 2.09 0.89 0.44 1.39 0.64 1.23 0.99 0.89 1.10 0.90 1.09 0.92 0.27 1.18 0.78 1.08 0.86 0.19 1.27 0.67 1.09 1.36 0.00 1.12 1.22 1.53 0.86 0.06 1.17 0.73 1.00 1.18 0.05 1.17 1.00

Alcohol dehydrogenase [NADP(+)] (EC 1.1.1.2) (Aldehyde reductase) (Aldo-keto reductase family 1 member A1)P14550 sp|P14550|AK1A1_HUMAN 3 3 105 1 1 1 24.59 24.71 14.55 14.84 13.43 13.67 46.4599997 46.4599997 31.6900015 30.7700008 13 13 10 9 15 15 9 13 1.38 0.00 1.13 1.22 1.55 0.70 0.00 1.14 0.61 0.80 0.82 0.01 1.15 0.71 0.95 1.04 0.45 1.13 0.92 1.19 1.49 0.00 1.14 1.31 1.69 1.04 0.55 1.16 0.90 1.21 1.08 0.12 1.11 0.98 1.20 1.21 0.02 1.16 1.05 1.40 0.68 0.01 1.29 0.53 0.88 0.85 0.40 1.54 0.56 1.31 1.13 0.08 1.16 0.98 1.31 1.28 0.01 1.16 1.11 1.48 1.09 0.19 1.16 0.94 1.26 1.04 0.81 1.43 0.73 1.48 0.81 0.01 1.15 0.71 0.94 1.20 0.02 1.15 1.04

Carbonyl reductase [NADPH] 1 (EC 1.1.1.184) (15-hydroxyprostaglandin dehydrogenase [NADP(+)]) (EC 1.1.1.197) (NADPH-dependent carbonyl reductase 1) (Prostaglandin 9-ketoreductase) (Prostaglandin-E(2) 9-reductase) (EC 1.1.1.189)P16152 sp|P16152|CBR1_HUMAN 3 3 105 1 1 1 18.28 18.39 16.23 16.35 13.34 13.45 45.1299995 45.1299995 34.2999995 32.13 13 13 8 11 14 10 9 14 1.38 0.01 1.24 1.11 1.71 0.63 0.00 1.26 0.50 0.80 0.92 0.51 1.31 0.70 1.21 0.74 0.01 1.22 0.60 0.90 1.46 0.00 1.14 1.28 1.67 0.65 0.00 1.26 0.52 0.82 1.24 0.01 1.17 1.06 1.46 1.13 0.14 1.20 0.94 1.36 0.72 0.02 1.26 0.57 0.91 1.01 0.96 1.48 0.68 1.49 1.47 0.00 1.18 1.25 1.74 1.21 0.04 1.19 1.02 1.44 0.93 0.51 1.28 0.73 1.20 0.82 0.15 1.35 0.61 1.11 0.98 0.80 1.23 0.79 1.20 1.75 0.00 1.30 1.34

CAD protein [Includes: Glutamine-dependent carbamoyl-phosphate synthase (EC 6.3.5.5); Aspartate carbamoyltransferase (EC 2.1.3.2); Dihydroorotase (EC 3.5.2.3)]P27708 sp|P27708|PYR1_HUMAN 3 3 105 1 1 1 4.85 6.92 22.51 24.51 9.67 11.62 7.77499974 2.20199991 7.77499974 2.74199992 13 3 13 5 13 5 13 8 1.23 0.43 1.93 0.64 2.37 1.69 0.03 1.55 1.09 2.61 0.94 0.66 1.47 0.64 1.38 1.09 0.67 1.66 0.66 1.80 0.81 0.12 1.34 0.61 1.08 0.94 0.66 1.42 0.66 1.34 0.81 0.03 1.20 0.68 0.98 1.04 0.49 1.14 0.91 1.19 2.09 0.00 1.25 1.67 2.61 0.93 0.62 1.34 0.70 1.25 0.85 0.00 1.10 0.77 0.94 0.74 0.00 1.11 0.66 0.82 0.86 0.11 1.21 0.71 1.04 1.20 0.14 1.28 0.94 1.53 0.93 0.23 1.14 0.81 1.06 1.20 0.07 1.23 0.98

Serpin B6 (Cytoplasmic antiproteinase) (CAP) (Peptidase inhibitor 6) (PI-6) (Placental thrombin inhibitor)P35237 sp|P35237|SPB6_HUMAN 3 3 105 1 1 1 20.16 21.61 10.68 11.65 10.53 11.49 34.5699996 34.5699996 19.4100007 22.0699996 13 13 5 6 11 11 9 11 1.66 0.00 1.22 1.36 2.01 0.75 0.02 1.25 0.60 0.94 1.15 0.30 1.33 0.86 1.53 1.14 0.34 1.34 0.85 1.52 1.33 0.01 1.22 1.09 1.61 1.05 0.65 1.28 0.82 1.34 1.21 0.07 1.23 0.98 1.49 1.05 0.63 1.29 0.81 1.35 0.96 0.75 1.35 0.71 1.30 0.65 0.34 3.03 0.21 1.97 1.30 0.02 1.21 1.08 1.57 1.12 0.75 2.58 0.44 2.90 0.93 0.83 2.38 0.39 2.22 0.85 0.38 1.57 0.54 1.34 0.83 0.30 1.54 0.54 1.27 1.06 0.56 1.28 0.83

Lysozyme C (EC 3.2.1.17) (1,4-beta-N-acetylmuramidase C)P61626 sp|P61626|LYSC_HUMAN 3 3 105 1 1 1 9.66 10.08 12.26 12.41 8.28 8.62 37.8399998 37.8399998 35.8099997 21.6199994 13 13 11 7 10 10 10 7 0.44 0.00 1.35 0.33 0.59 1.09 0.27 1.20 0.91 1.31 0.97 0.87 1.72 0.56 1.66 1.10 0.54 1.48 0.74 1.63 1.36 0.20 1.72 0.79 2.34 0.97 0.88 1.70 0.57 1.65 0.64 0.02 1.40 0.46 0.89 1.18 0.03 1.15 1.02 1.36 0.74 0.00 1.15 0.64 0.85 1.54 0.01 1.30 1.18 2.00 1.09 0.34 1.22 0.89 1.33 0.75 0.00 1.16 0.65 0.87 1.01 0.82 1.16 0.88 1.17 1.30 0.00 1.15 1.13 1.50 1.10 0.35 1.32 0.83 1.46 1.26 0.17 1.50 0.83

Vacuolar protein sorting-associated protein 4B (EC 3.6.4.6) (Cell migration-inducing gene 1 protein) (Suppressor of K(+) transport growth defect 1) (Protein SKD1)O75351 sp|O75351|VPS4B_HUMAN 3 3 105 1 1 1 6.57 11.17 17.18 17.46 5.42 8.46 30.4100007 24.0999997 30.4100007 20.0499997 13 12 13 8 9 5 9 9 1.68 0.00 1.29 1.30 2.17 1.38 0.02 1.25 1.10 1.73 0.72 0.17 1.72 0.42 1.24 1.03 0.87 1.56 0.66 1.60 0.89 0.18 1.22 0.73 1.09 0.98 0.91 1.62 0.60 1.58 0.71 0.06 1.44 0.49 1.03 2.32 0.00 1.25 1.85 2.89 1.42 0.00 1.16 1.23 1.65 0.73 0.05 1.36 0.54 0.99 1.15 0.06 1.16 0.99 1.33 0.95 0.41 1.16 0.82 1.10 1.12 0.12 1.16 0.96 1.29 1.11 0.14 1.16 0.96 1.28 0.85 0.15 1.30 0.65 1.11 0.78 0.05 1.28 0.61

Guanine nucleotide-binding protein G(k) subunit alpha (G(i) alpha-3)P08754 sp|P08754|GNAI3_HUMAN 3 3 105 1 1 1 5.79 18.59 4 16 8.44 21.41 33.8999987 31.6399992 25.4200012 33.8999987 13 11 9 13 7 4 3 7 1.20 0.39 2.08 0.58 2.49 1.26 0.36 2.32 0.54 2.91 1.27 0.21 1.75 0.73 2.23 1.03 0.91 2.55 0.40 2.62 1.10 0.51 1.69 0.65 1.86 1.08 0.49 1.48 0.73 1.59 1.04 0.68 1.48 0.70 1.55 1.41 0.18 3.67 0.39 5.18 0.90 0.50 3.68 0.25 3.32 0.78 0.25 3.80 0.20 2.96 1.02 0.90 3.66 0.28 3.72 1.22 0.30 3.66 0.33 4.46 0.97 0.79 3.66 0.26 3.54 0.82 0.30 3.69 0.22 3.02 0.98 0.91 1.50 0.66 1.47 0.91 0.47 1.40 0.65

Calcyphosin (Calcyphosine)Q13938 sp|Q13938|CAYP1_HUMAN 3 3 105 1 1 1 16.79 17.02 16.18 16.26 16.02 16.23 46.5600014 46.5600014 46.5600014 46.5600014 12 10 11 12 32 17 16 32 2.50 0.00 1.14 2.19 2.86 0.83 0.08 1.23 0.68 1.03 1.03 0.58 1.15 0.90 1.18 0.82 0.01 1.13 0.72 0.92 2.38 0.00 1.13 2.10 2.70 0.63 0.00 1.19 0.53 0.75 0.97 0.59 1.13 0.86 1.10 1.25 0.01 1.14 1.09 1.42 0.77 0.00 1.14 0.67 0.88 0.70 0.07 1.49 0.47 1.04 1.59 0.00 1.14 1.39 1.82 1.11 0.10 1.14 0.97 1.27 1.03 0.84 1.37 0.75 1.41 0.87 0.19 1.26 0.69 1.09 0.73 0.00 1.14 0.64 0.84 1.24 0.01 1.14 1.08

Profilin-1 (Epididymis tissue protein Li 184a) (Profilin I)P07737 sp|P07737|PROF1_HUMAN 3 3 105 1 1 1 14.68 14.78 15.01 15.07 14.16 14.35 69.2900002 60.710001 69.2900002 60.710001 12 11 11 12 27 17 12 27 1.12 0.09 1.15 0.98 1.29 0.76 0.00 1.14 0.67 0.87 0.84 0.08 1.22 0.69 1.03 0.99 0.90 1.26 0.78 1.24 1.08 0.22 1.15 0.94 1.24 1.01 0.88 1.23 0.82 1.25 1.14 0.05 1.14 1.00 1.31 1.03 0.60 1.14 0.90 1.18 1.08 0.24 1.15 0.94 1.24 1.07 0.68 1.46 0.73 1.56 0.88 0.05 1.14 0.77 1.00 1.02 0.76 1.17 0.87 1.19 0.94 0.37 1.16 0.81 1.10 0.93 0.65 1.48 0.63 1.37 0.89 0.10 1.15 0.77 1.03 1.03 0.77 1.28 0.80

Myosin light polypeptide 6 (17 kDa myosin light chain) (LC17) (Myosin light chain 3) (MLC-3) (Myosin light chain alkali 3) (Myosin light chain A3) (Smooth muscle and nonmuscle myosin light chain alkali 6)P60660 sp|P60660|MYL6_HUMAN 3 3 105 1 1 1 15.32 15.5 14.77 15.08 13.11 13.42 61.589998 56.9500029 61.589998 56.9500029 12 12 12 11 24 13 13 24 0.79 0.01 1.19 0.66 0.93 0.93 0.47 1.24 0.75 1.16 1.12 0.32 1.29 0.87 1.45 0.83 0.22 1.38 0.60 1.15 0.89 0.06 1.13 0.79 1.01 0.93 0.50 1.29 0.72 1.19 1.20 0.01 1.13 1.07 1.36 0.80 0.20 1.46 0.55 1.17 2.11 0.00 1.29 1.64 2.73 0.70 0.02 1.29 0.54 0.91 0.86 0.05 1.16 0.74 1.00 0.99 0.93 1.22 0.81 1.21 0.79 0.12 1.39 0.57 1.09 0.75 0.07 1.38 0.54 1.03 1.87 0.00 1.26 1.48 2.36 0.80 0.05 1.25 0.64

Cullin-associated NEDD8-dissociated protein 1 (Cullin-associated and neddylation-dissociated protein 1) (TBP-interacting protein of 120 kDa A) (TBP-interacting protein 120A) (p120 CAND1)Q86VP6 sp|Q86VP6|CAND1_HUMAN 3 3 105 1 1 1 21.89 25.59 16.84 19.37 20.99 24.9 11.4600003 11.4600003 9.26799998 11.4600003 12 12 8 12 24 14 16 24 1.22 0.06 1.23 0.99 1.50 0.64 0.01 1.34 0.47 0.86 1.10 0.40 1.26 0.87 1.39 0.89 0.37 1.31 0.68 1.17 1.08 0.34 1.19 0.91 1.29 1.03 0.81 1.31 0.78 1.35 1.04 0.61 1.17 0.89 1.21 1.01 0.95 1.31 0.77 1.32 1.03 0.62 1.17 0.89 1.21 0.89 0.28 1.25 0.71 1.12 1.14 0.02 1.12 1.02 1.27 1.17 0.02 1.14 1.03 1.33 0.92 0.34 1.22 0.75 1.12 0.81 0.12 1.32 0.61 1.07 1.06 0.28 1.12 0.95 1.19 0.92 0.35 1.22 0.75

Peroxiredoxin-6 (EC 1.11.1.15) (1-Cys peroxiredoxin) (1-Cys PRX) (24 kDa protein) (Acidic calcium-independent phospholipase A2) (aiPLA2) (EC 3.1.1.-) (Antioxidant protein 2) (Liver 2D page spot 40) (Non-selenium glutathione peroxidase) (NSGPx) (EC 1.11.1.9) (Red blood cells page spot 12)P30041 sp|P30041|PRDX6_HUMAN 3 3 105 1 1 1 20.84 21.64 17.93 18.04 17.27 17.58 51.789999 51.789999 50.4499972 42.4100012 12 12 9 12 23 19 10 23 2.09 0.00 1.28 1.64 2.67 0.54 0.00 1.19 0.45 0.64 1.26 0.00 1.13 1.11 1.43 1.02 0.65 1.12 0.92 1.14 1.41 0.00 1.22 1.16 1.72 0.87 0.12 1.19 0.73 1.04 1.14 0.02 1.12 1.03 1.28 1.31 0.00 1.15 1.14 1.51 0.82 0.12 1.31 0.63 1.07 0.68 0.04 1.43 0.48 0.97 1.39 0.00 1.18 1.18 1.65 1.16 0.14 1.24 0.94 1.45 1.00 1.00 1.18 0.85 1.18 0.76 0.66 4.12 0.18 3.13 0.76 0.00 1.13 0.67 0.87 0.79 0.01 1.15 0.69

Chloride intracellular channel protein 1 (Chloride channel ABP) (Nuclear chloride ion channel 27) (NCC27) (Regulatory nuclear chloride ion channel protein) (hRNCC)O00299 sp|O00299|CLIC1_HUMAN 3 3 105 1 1 1 13.97 15.01 15.79 17.23 16.66 18.1 56.0199976 56.0199976 44.8100001 48.1299996 12 12 12 11 22 18 16 22 1.21 0.08 1.25 0.97 1.51 0.91 0.20 1.16 0.78 1.06 0.93 0.61 1.34 0.70 1.25 0.91 0.16 1.15 0.79 1.05 1.34 0.01 1.24 1.08 1.66 0.93 0.35 1.19 0.78 1.10 1.04 0.58 1.15 0.90 1.20 1.08 0.42 1.22 0.88 1.32 0.86 0.03 1.13 0.76 0.98 0.79 0.10 1.35 0.58 1.06 1.16 0.04 1.15 1.01 1.33 1.21 0.01 1.13 1.07 1.38 1.05 0.63 1.28 0.83 1.35 1.03 0.76 1.27 0.81 1.32 1.35 0.00 1.19 1.13 1.61 0.79 0.18 1.47 0.53

Poly [ADP-ribose] polymerase 4 (PARP-4) (EC 2.4.2.30) (193 kDa vault protein) (ADP-ribosyltransferase diphtheria toxin-like 4) (ARTD4) (PARP-related/IalphaI-related H5/proline-rich) (PH5P) (Vault poly(ADP-ribose) polymerase) (VPARP)Q9UKK3 sp|Q9UKK3|PARP4_HUMAN 3 3 105 1 1 1 16.06 18.5 21.46 23.58 24.47 27.7 8.87499973 5.62600009 6.67100027 8.87499973 12 8 10 12 22 12 17 22 0.97 0.57 1.13 0.86 1.10 1.61 0.00 1.26 1.28 2.03 0.69 0.00 1.23 0.56 0.85 0.69 0.00 1.17 0.59 0.81 0.68 0.00 1.13 0.60 0.76 0.69 0.00 1.20 0.58 0.83 0.86 0.02 1.13 0.76 0.97 0.94 0.42 1.17 0.81 1.10 1.53 0.00 1.31 1.17 2.01 0.88 0.18 1.20 0.73 1.06 0.85 0.10 1.22 0.69 1.03 1.25 0.35 1.66 0.76 2.07 0.74 0.02 1.29 0.57 0.95 0.82 0.16 1.34 0.61 1.10 1.49 0.00 1.29 1.16 1.92 1.17 0.68 2.22 0.53

Annexin A3 (35-alpha calcimedin) (Annexin III) (Annexin-3) (Inositol 1,2-cyclic phosphate 2-phosphohydrolase) (Lipocortin III) (Placental anticoagulant protein III) (PAP-III)P12429 sp|P12429|ANXA3_HUMAN 3 3 105 1 1 1 12.81 15.44 14.17 18.59 13.18 16.54 40.2500004 26.6299993 40.2500004 25.0800014 12 9 12 9 20 7 12 20 1.25 0.15 1.42 0.88 1.78 1.48 0.00 1.20 1.23 1.77 0.75 0.03 1.28 0.58 0.96 1.02 0.79 1.20 0.85 1.22 0.77 0.02 1.20 0.64 0.92 1.12 0.19 1.23 0.92 1.38 0.71 0.01 1.20 0.59 0.85 1.88 0.00 1.17 1.61 2.19 0.85 0.02 1.14 0.75 0.96 0.95 0.46 1.17 0.81 1.11 1.09 0.14 1.13 0.96 1.24 1.04 0.46 1.13 0.92 1.18 0.99 0.86 1.20 0.82 1.18 0.85 0.13 1.25 0.68 1.06 1.49 0.00 1.24 1.20 1.86 0.76 0.09 1.38 0.55

Ribonuclease inhibitor (Placental ribonuclease inhibitor) (Placental RNase inhibitor) (Ribonuclease/angiogenin inhibitor 1) (RAI)P13489 sp|P13489|RINI_HUMAN 3 3 105 1 1 1 11.15 11.73 17.42 18.71 20.24 21.79 29.9299985 16.0500005 25.1599997 29.9299985 12 7 12 12 20 9 11 20 1.02 0.92 1.95 0.52 2.00 0.68 0.05 1.49 0.45 1.01 1.28 0.31 1.81 0.71 2.33 0.92 0.59 1.52 0.60 1.39 1.20 0.07 1.22 0.98 1.46 1.07 0.41 1.23 0.87 1.32 0.97 0.66 1.22 0.79 1.18 1.17 0.03 1.14 1.02 1.33 1.06 0.34 1.14 0.93 1.21 0.92 0.55 1.34 0.69 1.24 1.16 0.04 1.14 1.01 1.33 1.17 0.11 1.22 0.96 1.43 0.98 0.82 1.28 0.76 1.25 0.96 0.63 1.23 0.78 1.18 0.81 0.00 1.14 0.71 0.91 1.17 0.03 1.15 1.02

Proteasome subunit alpha type-5 (EC 3.4.25.1) (Macropain zeta chain) (Multicatalytic endopeptidase complex zeta chain) (Proteasome zeta chain)P28066 sp|P28066|PSA5_HUMAN 3 3 105 1 1 1 10.07 10.31 16.68 17.07 12.26 13.14 45.2300012 34.8500013 45.2300012 33.1999987 12 9 12 9 19 11 19 18 0.62 0.06 1.66 0.37 1.03 1.92 0.00 1.28 1.51 2.45 0.48 0.05 2.10 0.23 1.00 0.48 0.06 2.26 0.21 1.08 0.72 0.02 1.27 0.56 0.91 0.57 0.04 1.67 0.34 0.95 0.54 0.00 1.28 0.42 0.69 0.61 0.07 1.72 0.35 1.04 2.67 0.00 1.41 1.89 3.77 0.65 0.20 2.02 0.32 1.32 0.61 0.00 1.21 0.50 0.74 0.59 0.00 1.18 0.50 0.70 0.62 0.00 1.27 0.49 0.79 0.64 0.11 1.78 0.36 1.13 1.54 0.01 1.33 1.17 2.05 0.88 0.34 1.36 0.65

Serine/threonine-protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform (Medium tumor antigen-associated 61 kDa protein) (PP2A subunit A isoform PR65-alpha) (PP2A subunit A isoform R1-alpha)P30153 sp|P30153|2AAA_HUMAN 3 3 105 1 1 1 18.76 20.15 14.58 15.83 12.98 15.02 21.0500002 21.0500002 21.0500002 16.3000003 12 12 9 10 19 13 8 19 1.02 0.79 1.18 0.87 1.20 0.70 0.00 1.12 0.63 0.79 1.19 0.05 1.20 1.00 1.43 0.94 0.51 1.21 0.78 1.14 1.22 0.04 1.21 1.02 1.48 1.03 0.68 1.15 0.89 1.18 1.01 0.92 1.34 0.76 1.36 1.12 0.56 1.53 0.73 1.70 0.90 0.35 1.28 0.71 1.15 2.48 0.03 2.23 1.11 5.53 0.94 0.43 1.19 0.79 1.12 1.00 0.95 1.20 0.84 1.20 0.94 0.61 1.31 0.72 1.23 1.15 0.60 1.85 0.62 2.14 0.97 0.68 1.18 0.82 1.15 0.95 0.44 1.15 0.83

Proteasome subunit alpha type-6 (EC 3.4.25.1) (27 kDa prosomal protein) (PROS-27) (p27K) (Macropain iota chain) (Multicatalytic endopeptidase complex iota chain) (Proteasome iota chain)P60900 sp|P60900|PSA6_HUMAN 3 3 105 1 1 1 13.04 13.82 22.85 23.04 9.03 9.53 52.0299971 40.6500012 52.0299971 32.5199992 12 9 12 7 18 7 14 18 0.45 0.01 1.65 0.27 0.74 1.98 0.00 1.34 1.48 2.66 0.53 0.00 1.19 0.44 0.63 0.47 0.00 1.35 0.35 0.63 0.73 0.02 1.28 0.57 0.93 0.65 0.00 1.16 0.56 0.76 0.56 0.00 1.27 0.44 0.70 0.67 0.03 1.43 0.47 0.95 2.69 0.00 1.26 2.13 3.40 0.50 0.02 1.70 0.30 0.86 0.61 0.00 1.24 0.49 0.75 0.69 0.00 1.17 0.59 0.80 0.63 0.00 1.26 0.50 0.80 0.57 0.00 1.36 0.42 0.78 1.63 0.00 1.20 1.36 1.95 1.07 0.33 1.20 0.90

26S protease regulatory subunit 6A (26S proteasome AAA-ATPase subunit RPT5) (Proteasome 26S subunit ATPase 3) (Proteasome subunit P50) (Tat-binding protein 1) (TBP-1)P17980 sp|P17980|PRS6A_HUMAN 3 3 105 1 1 1 13.07 14.91 19.36 19.68 16.99 17.84 29.3799996 20.4999998 29.3799996 25.7400006 12 10 11 12 16 11 14 16 0.87 0.05 1.15 0.75 1.00 1.17 0.03 1.15 1.02 1.35 0.75 0.00 1.16 0.65 0.87 0.62 0.00 1.27 0.49 0.78 0.93 0.25 1.15 0.81 1.07 0.77 0.05 1.29 0.60 1.00 0.70 0.00 1.21 0.58 0.84 0.75 0.00 1.17 0.64 0.88 1.87 0.00 1.18 1.59 2.20 0.79 0.09 1.33 0.59 1.04 0.82 0.01 1.13 0.72 0.93 0.91 0.08 1.11 0.82 1.01 0.78 0.05 1.29 0.60 1.00 0.89 0.81 2.92 0.30 2.59 1.40 0.00 1.13 1.24 1.59 1.07 0.23 1.13 0.95

Cytosolic non-specific dipeptidase (EC 3.4.13.18) (CNDP dipeptidase 2) (Glutamate carboxypeptidase-like protein 1) (Peptidase A)Q96KP4 sp|Q96KP4|CNDP2_HUMAN 3 3 105 1 1 1 17.07 17.71 14.7 15.43 18.55 19.35 32.2100014 32.2100014 28.6300004 28.4200013 12 12 10 10 16 16 9 16 1.22 0.13 1.31 0.93 1.60 0.97 0.79 1.32 0.73 1.28 1.18 0.05 1.18 1.00 1.40 1.11 0.15 1.15 0.96 1.28 1.35 0.02 1.26 1.07 1.69 1.23 0.03 1.21 1.02 1.49 1.01 0.92 1.29 0.79 1.30 1.13 0.09 1.15 0.98 1.30 0.64 0.00 1.28 0.50 0.82 0.77 0.11 1.41 0.54 1.08 1.14 0.07 1.15 0.99 1.31 1.12 0.16 1.19 0.94 1.33 1.16 0.29 1.36 0.85 1.57 0.94 0.42 1.17 0.80 1.11 1.17 0.03 1.14 1.02 1.33 1.20 0.01 1.13 1.06

Eukaryotic translation initiation factor 3 subunit A (eIF3a) (Eukaryotic translation initiation factor 3 subunit 10) (eIF-3-theta) (eIF3 p167) (eIF3 p180) (eIF3 p185)Q14152 sp|Q14152|EIF3A_HUMAN 3 3 105 1 1 1 12.01 14.79 16.51 18.74 21.01 23.8 11.4299998 5.57200015 6.58499971 11.4299998 12 8 10 12 15 7 11 15 0.81 0.13 1.34 0.60 1.09 1.44 0.03 1.36 1.06 1.95 0.93 0.67 1.45 0.64 1.36 0.97 0.85 1.54 0.63 1.49 0.87 0.11 1.21 0.72 1.05 0.97 0.84 1.38 0.70 1.34 0.84 0.05 1.19 0.71 1.00 1.10 0.43 1.29 0.85 1.41 1.52 0.01 1.37 1.11 2.09 0.72 0.13 1.55 0.47 1.12 1.10 0.19 1.16 0.95 1.27 1.09 0.28 1.18 0.92 1.28 0.87 0.33 1.34 0.65 1.17 0.85 0.34 1.43 0.59 1.22 1.11 0.29 1.23 0.90 1.37 1.04 0.65 1.25 0.84

Translational activator GCN1 (HsGCN1) (GCN1-like protein 1)Q92616 sp|Q92616|GCN1L_HUMAN 3 3 105 1 1 1 10.6 14.37 10.47 13.55 16.64 19.73 7.0009999 2.65800003 3.89400013 7.0009999 12 6 6 12 14 5 5 14 0.82 0.30 1.63 0.51 1.34 0.84 0.18 1.39 0.60 1.16 1.32 0.13 1.52 0.86 2.01 1.09 0.49 1.42 0.77 1.55 0.95 0.53 1.26 0.75 1.20 1.35 0.06 1.40 0.97 1.89 1.22 0.07 1.27 0.97 1.55 0.95 0.52 1.21 0.79 1.15 1.08 0.73 1.75 0.62 1.89 1.42 0.02 1.31 1.08 1.85 1.03 0.85 1.41 0.73 1.45 1.08 0.60 1.47 0.74 1.59 1.10 0.27 1.22 0.90 1.33 1.22 0.06 1.24 0.99 1.51 1.20 0.08 1.24 0.97 1.49 0.96 0.41 1.13 0.85

Complement component C8 alpha chain (Complement component 8 subunit alpha)P07357 sp|P07357|CO8A_HUMAN 3 3 105 1 1 1 15.47 15.9 14.82 15.09 18.77 19.27 22.9499996 22.9499996 18.1500003 20.8900005 12 11 9 12 11 8 7 11 0.57 0.01 1.47 0.39 0.84 0.65 0.08 1.64 0.39 1.07 1.31 0.01 1.18 1.11 1.55 1.57 0.00 1.24 1.26 1.95 0.77 0.01 1.16 0.66 0.90 1.25 0.02 1.18 1.06 1.48 1.61 0.00 1.24 1.30 2.00 0.49 0.02 1.71 0.29 0.84 0.36 0.00 1.27 0.29 0.46 2.67 0.00 1.32 2.01 3.53 0.66 0.02 1.37 0.48 0.90 0.81 0.03 1.20 0.68 0.97 1.32 0.04 1.30 1.01 1.71 1.95 0.00 1.34 1.45 2.61 0.50 0.00 1.30 0.38 0.65 1.09 0.30 1.21 0.90

Rho GTPase-activating protein 18 (MacGAP) (Rho-type GTPase-activating protein 18)Q8N392 sp|Q8N392|RHG18_HUMAN 3 3 105 1 1 1 17.12 19.27 10.06 11.67 10.22 12.21 14.6300003 14.6300003 10.4099996 9.80399996 12 12 6 5 11 10 11 7 1.37 0.01 1.22 1.12 1.67 0.56 0.00 1.16 0.48 0.65 1.37 0.00 1.17 1.17 1.60 1.06 0.35 1.14 0.93 1.20 1.49 0.00 1.14 1.31 1.69 0.99 0.84 1.16 0.85 1.14 1.30 0.00 1.14 1.14 1.47 1.05 0.62 1.28 0.82 1.35 0.96 0.77 1.42 0.67 1.36 0.94 0.71 1.47 0.64 1.38 1.19 0.02 1.14 1.04 1.36 1.24 0.01 1.14 1.09 1.42 1.14 0.44 1.46 0.78 1.67 0.99 0.95 1.40 0.71 1.38 0.95 0.62 1.34 0.71 1.27 0.83 0.10 1.28 0.64

UDP-glucose 6-dehydrogenase (UDP-Glc dehydrogenase) (UDP-GlcDH) (UDPGDH) (EC 1.1.1.22)O60701 sp|O60701|UGDH_HUMAN 3 3 105 1 1 1 18.12 18.8 14.79 14.96 8.84 9.09 24.4900003 24.4900003 19.2300007 12.9600003 12 12 10 5 10 9 10 7 1.60 0.00 1.29 1.24 2.06 0.50 0.00 1.35 0.37 0.67 1.26 0.00 1.15 1.10 1.45 0.97 0.52 1.13 0.85 1.09 1.25 0.02 1.18 1.05 1.48 0.91 0.28 1.21 0.76 1.10 1.33 0.00 1.13 1.17 1.50 1.11 0.08 1.13 0.98 1.25 0.64 0.00 1.13 0.57 0.72 0.78 0.10 1.37 0.57 1.06 1.47 0.00 1.16 1.27 1.71 1.42 0.00 1.13 1.26 1.59 1.04 0.49 1.13 0.92 1.17 0.97 0.82 1.39 0.69 1.35 0.98 0.82 1.20 0.82 1.18 1.02 0.84 1.29 0.79

Desmoplakin (DP) (250/210 kDa paraneoplastic pemphigus antigen)P15924 sp|P15924|DESP_HUMAN 3 3 105 1 1 1 19.17 27.56 15.69 22.27 16.41 21.62 4.98099998 4.98099998 3.17000002 4.24900018 12 12 8 10 10 10 7 6 0.77 0.00 1.14 0.67 0.88 1.44 0.00 1.22 1.18 1.77 0.98 0.84 1.23 0.80 1.21 1.25 0.02 1.19 1.05 1.48 0.71 0.02 1.32 0.54 0.93 1.38 0.00 1.14 1.21 1.58 1.21 0.01 1.14 1.06 1.38 0.89 0.61 1.70 0.52 1.51 0.63 0.01 1.37 0.46 0.86 1.32 0.04 1.28 1.03 1.69 1.36 0.33 2.06 0.66 2.81 0.98 0.88 1.43 0.68 1.39 1.64 0.01 1.38 1.19 2.27 1.78 0.01 1.43 1.24 2.55 0.78 0.03 1.22 0.64 0.96 1.08 0.33 1.19 0.90

60S ribosomal protein L3 (HIV-1 TAR RNA-binding protein B) (TARBP-B)P39023 sp|P39023|RL3_HUMAN 3 3 105 1 1 1 17.1 17.89 12.75 13.27 9.13 9.9 21.3400006 21.3400006 17.1200007 18.8600004 12 12 8 7 9 9 8 7 0.54 0.01 1.44 0.38 0.78 0.61 0.00 1.29 0.47 0.79 0.56 0.01 1.42 0.39 0.80 0.56 0.02 1.54 0.36 0.86 0.68 0.01 1.27 0.53 0.86 0.59 0.03 1.54 0.38 0.91 0.88 0.24 1.27 0.69 1.12 0.68 0.02 1.31 0.52 0.90 2.48 0.00 1.29 1.92 3.21 0.81 0.39 1.78 0.46 1.44 0.94 0.33 1.17 0.80 1.09 0.93 0.26 1.17 0.79 1.08 0.86 0.18 1.30 0.66 1.11 0.84 0.26 1.43 0.58 1.20 1.20 0.07 1.23 0.97 1.47 1.32 0.02 1.23 1.07

Glutamine--tRNA ligase (EC 6.1.1.18) (Glutaminyl-tRNA synthetase) (GlnRS)P47897 sp|P47897|SYQ_HUMAN 3 3 105 1 1 1 10.43 13.65 10.94 12.61 12.01 14.23 13.6800006 9.29000005 13.6800006 12.5200003 12 8 9 12 6 4 4 6 0.86 0.14 1.26 0.68 1.09 0.92 0.34 1.26 0.73 1.16 0.89 0.66 2.08 0.43 1.86 0.81 0.12 1.35 0.60 1.10 0.92 0.35 1.26 0.73 1.16 0.89 0.49 1.64 0.54 1.45 0.94 0.68 1.51 0.63 1.42 0.59 0.57 14.35 0.04 8.46 0.61 0.50 7.50 0.08 4.60 1.30 0.70 6.87 0.19 8.90 0.85 0.85 12.26 0.07 10.44 0.76 0.69 7.48 0.10 5.69 0.86 0.78 4.95 0.17 4.23 1.09 0.92 10.29 0.11 11.16 1.47 0.01 1.27 1.16 1.86 1.16 0.32 1.48 0.78

Protein S100-A11 (Calgizzarin) (Metastatic lymph node gene 70 protein) (MLN 70) (Protein S100-C) (S100 calcium-binding protein A11) [Cleaved into: Protein S100-A11, N-terminally processed]P31949 sp|P31949|S10AB_HUMAN 3 3 105 1 1 1 9.83 10.31 11.12 11.72 10.37 10.74 49.5200008 49.5200008 49.5200008 49.5200008 11 9 9 11 35 24 22 35 1.27 0.02 1.20 1.05 1.53 1.08 0.31 1.21 0.90 1.30 0.83 0.32 1.56 0.54 1.30 0.84 0.16 1.32 0.64 1.11 1.28 0.02 1.21 1.06 1.54 0.78 0.13 1.45 0.54 1.13 1.04 0.59 1.21 0.86 1.26 1.13 0.16 1.21 0.93 1.37 0.86 0.11 1.23 0.69 1.06 0.70 0.12 1.67 0.42 1.16 1.10 0.24 1.21 0.91 1.34 1.30 0.02 1.21 1.07 1.58 0.82 0.05 1.21 0.68 1.00 0.71 0.20 1.85 0.39 1.32 1.37 0.01 1.21 1.13 1.66 1.02 0.89 1.39 0.73

Cofilin-1 (18 kDa phosphoprotein) (p18) (Cofilin, non-muscle isoform)P23528 sp|P23528|COF1_HUMAN 3 3 105 1 1 1 14.81 15.28 18.22 18.22 13.05 13.42 59.0399981 39.1600013 59.0399981 42.1700001 11 8 11 7 31 10 16 31 1.11 0.13 1.16 0.96 1.28 1.02 0.72 1.14 0.90 1.16 1.14 0.12 1.20 0.96 1.37 0.90 0.14 1.17 0.77 1.05 1.47 0.00 1.17 1.26 1.72 1.19 0.06 1.21 0.99 1.44 0.97 0.80 1.28 0.76 1.24 1.44 0.00 1.14 1.26 1.64 0.73 0.00 1.18 0.62 0.87 1.02 0.92 1.50 0.68 1.53 1.11 0.08 1.13 0.98 1.25 0.95 0.38 1.15 0.83 1.09 0.94 0.39 1.16 0.82 1.09 0.98 0.92 1.56 0.63 1.53 0.95 0.32 1.12 0.84 1.06 1.02 0.74 1.16 0.88

Peroxiredoxin-5, mitochondrial (EC 1.11.1.15) (Alu corepressor 1) (Antioxidant enzyme B166) (AOEB166) (Liver tissue 2D-page spot 71B) (PLP) (Peroxiredoxin V) (Prx-V) (Peroxisomal antioxidant enzyme) (TPx type VI) (Thioredoxin peroxidase PMP20) (Thioredoxin reductase)P30044 sp|P30044|PRDX5_HUMAN 3 3 105 1 1 1 17.1 17.19 13.89 13.98 14.7 14.92 45.3299999 45.3299999 44.3899989 44.8599994 11 11 9 10 27 21 22 27 1.77 0.00 1.13 1.57 2.00 0.77 0.16 1.47 0.53 1.14 1.29 0.02 1.22 1.05 1.57 0.75 0.03 1.28 0.59 0.96 1.50 0.00 1.23 1.22 1.84 0.78 0.13 1.39 0.56 1.09 1.02 0.79 1.16 0.88 1.18 0.92 0.18 1.14 0.80 1.05 0.84 0.02 1.15 0.73 0.96 0.60 0.04 1.59 0.38 0.95 1.31 0.00 1.14 1.15 1.50 1.49 0.00 1.14 1.30 1.70 0.89 0.10 1.16 0.77 1.03 0.72 0.03 1.32 0.55 0.95 1.03 0.57 1.13 0.91 1.17 0.88 0.06 1.14 0.77

Peroxiredoxin-1 (EC 1.11.1.15) (Natural killer cell-enhancing factor A) (NKEF-A) (Proliferation-associated gene protein) (PAG) (Thioredoxin peroxidase 2) (Thioredoxin-dependent peroxide reductase 2)Q06830 sp|Q06830|PRDX1_HUMAN 3 3 105 1 1 1 17.61 18.06 15.73 17.07 16.68 18.07 54.7699988 54.7699988 41.2099987 41.2099987 11 11 9 10 27 18 17 27 1.12 0.05 1.13 1.00 1.26 0.62 0.00 1.12 0.55 0.70 0.97 0.58 1.15 0.84 1.11 0.81 0.02 1.20 0.68 0.97 1.21 0.09 1.26 0.97 1.52 0.83 0.01 1.12 0.74 0.93 1.21 0.01 1.12 1.08 1.37 1.03 0.62 1.15 0.90 1.18 0.94 0.31 1.14 0.82 1.08 0.85 0.12 1.25 0.68 1.06 1.22 0.01 1.14 1.07 1.40 1.32 0.00 1.14 1.15 1.51 1.15 0.10 1.19 0.97 1.36 0.91 0.77 2.15 0.42 1.95 0.96 0.61 1.18 0.82 1.13 1.65 0.00 1.14 1.45

IST1 homolog (hIST1) (Putative MAPK-activating protein PM28)P53990 sp|P53990|IST1_HUMAN 3 3 105 1 1 1 12.91 13.39 15.99 16.35 20 20.24 29.4 29.4 21.4300007 28.0200005 11 11 11 10 24 9 13 24 1.93 0.02 1.64 1.18 3.16 1.55 0.00 1.23 1.25 1.91 0.62 0.02 1.44 0.43 0.89 1.03 0.66 1.18 0.87 1.22 0.70 0.00 1.18 0.60 0.83 0.90 0.16 1.18 0.76 1.06 0.57 0.00 1.32 0.43 0.75 2.54 0.00 1.27 1.99 3.23 1.39 0.01 1.24 1.12 1.72 0.82 0.37 1.60 0.51 1.32 0.98 0.81 1.26 0.78 1.23 0.74 0.00 1.14 0.65 0.85 1.12 0.09 1.15 0.98 1.28 1.11 0.45 1.34 0.82 1.48 0.77 0.00 1.13 0.68 0.87 0.64 0.00 1.20 0.53

Transforming protein RhoA (Rho cDNA clone 12) (h12)P61586 sp|P61586|RHOA_HUMAN 3 3 105 1 1 1 16.99 16.99 16.33 16.35 13.4 13.6 54.400003 54.400003 41.9699997 45.6 11 10 9 11 24 18 20 24 1.12 0.14 1.18 0.95 1.32 1.29 0.00 1.13 1.14 1.46 0.94 0.33 1.15 0.81 1.08 1.06 0.49 1.21 0.88 1.28 1.18 0.01 1.13 1.04 1.33 0.98 0.64 1.13 0.86 1.10 1.03 0.57 1.13 0.91 1.16 1.23 0.00 1.12 1.10 1.38 1.04 0.46 1.12 0.93 1.16 0.94 0.45 1.21 0.77 1.13 1.29 0.00 1.12 1.15 1.44 1.21 0.00 1.12 1.08 1.35 1.08 0.28 1.15 0.93 1.24 0.93 0.43 1.24 0.75 1.15 1.12 0.08 1.14 0.98 1.27 0.87 0.13 1.21 0.72

Ig delta chain C regionP01880 sp|P01880|IGHD_HUMAN 3 3 105 1 1 1 16.29 16.49 15.64 16 11.84 12.16 33.5900009 33.5900009 30.4699987 25.5199999 11 11 11 10 23 17 22 23 0.41 0.00 1.67 0.24 0.68 0.28 0.00 1.48 0.19 0.42 0.47 0.01 1.62 0.29 0.77 0.86 0.11 1.20 0.72 1.04 0.51 0.00 1.35 0.38 0.69 1.18 0.03 1.15 1.03 1.36 3.46 0.00 1.27 2.72 4.39 0.74 0.03 1.30 0.57 0.96 0.50 0.00 1.23 0.41 0.62 1.66 0.00 1.18 1.40 1.95 0.71 0.00 1.21 0.59 0.86 1.08 0.23 1.14 0.95 1.23 1.09 0.46 1.30 0.84 1.43 4.53 0.00 1.28 3.55 5.78 1.09 0.47 1.33 0.82 1.45 1.15 0.07 1.17 0.99

Integrin alpha-M (CD11 antigen-like family member B) (CR-3 alpha chain) (Cell surface glycoprotein MAC-1 subunit alpha) (Leukocyte adhesion receptor MO1) (Neutrophil adherence receptor) (CD antigen CD11b)P11215 sp|P11215|ITAM_HUMAN 3 3 105 1 1 1 12.51 16.24 4.55 6.89 18.41 19.7 10.2399997 7.89899975 3.73300016 10.2399997 11 8 4 11 19 6 5 19 0.43 0.00 1.24 0.34 0.53 0.66 0.00 1.18 0.56 0.78 1.06 0.37 1.18 0.90 1.26 1.21 0.03 1.18 1.03 1.42 0.63 0.01 1.30 0.49 0.82 1.30 0.01 1.18 1.11 1.53 1.89 0.00 1.18 1.61 2.22 0.77 0.28 1.91 0.40 1.46 0.38 0.02 1.96 0.20 0.75 1.20 0.30 1.60 0.75 1.93 0.83 0.11 1.30 0.64 1.08 1.21 0.26 1.55 0.78 1.88 1.50 0.09 1.67 0.90 2.49 0.98 0.99 55.75 0.02 54.52 1.32 0.00 1.14 1.16 1.51 0.64 0.01 1.34 0.48

X-ray repair cross-complementing protein 5 (EC 3.6.4.-) (86 kDa subunit of Ku antigen) (ATP-dependent DNA helicase 2 subunit 2) (ATP-dependent DNA helicase II 80 kDa subunit) (CTC box-binding factor 85 kDa subunit) (CTC85) (CTCBF) (DNA repair protein XRCC5) (Ku80) (Ku86) (Lupus Ku autoantigen protein p86) (Nuclear factor IV) (Thyroid-lupus autoantigen) (TLAA) (X-ray repair complementing defective repair in Chinese hamster cells 5 (double-strand-break rejoining))P13010 sp|P13010|XRCC5_HUMAN 3 3 105 1 1 1 14.92 15.83 10.07 10.82 14.08 15.36 15.7100007 14.4800007 11.6099998 15.7100007 11 8 7 11 18 13 6 18 0.78 0.02 1.21 0.65 0.95 1.27 0.00 1.15 1.10 1.46 0.78 0.05 1.29 0.60 1.01 0.72 0.00 1.12 0.65 0.81 0.70 0.00 1.12 0.62 0.78 0.90 0.11 1.15 0.78 1.03 1.10 0.14 1.14 0.96 1.25 0.87 0.15 1.24 0.71 1.08 1.14 0.11 1.19 0.96 1.35 1.16 0.34 1.46 0.79 1.70 0.99 0.88 1.23 0.80 1.21 1.20 0.06 1.22 0.99 1.46 0.77 0.23 1.67 0.46 1.28 0.79 0.09 1.35 0.58 1.07 1.56 0.00 1.24 1.26 1.94 0.88 0.23 1.26 0.70

CD9 antigen (5H9 antigen) (Cell growth-inhibiting gene 2 protein) (Leukocyte antigen MIC3) (Motility-related protein) (MRP-1) (Tetraspanin-29) (Tspan-29) (p24) (CD antigen CD9)P21926 sp|P21926|CD9_HUMAN 3 3 105 1 1 1 11.31 11.89 8.15 8.59 10.26 10.74 21.9300002 19.3000004 19.7400004 21.9300002 11 11 8 10 18 11 9 18 1.50 0.02 1.34 1.12 2.01 2.11 0.01 1.50 1.41 3.18 1.13 0.55 1.71 0.66 1.94 1.36 0.07 1.42 0.96 1.93 1.69 0.02 1.50 1.13 2.53 0.81 0.11 1.34 0.60 1.08 0.98 0.91 1.57 0.62 1.54 1.46 0.00 1.17 1.24 1.71 0.98 0.81 1.24 0.79 1.21 0.55 0.03 1.68 0.33 0.92 1.22 0.06 1.23 0.99 1.50 1.10 0.23 1.19 0.92 1.31 1.05 0.48 1.18 0.89 1.24 0.67 0.02 1.37 0.49 0.92 0.91 0.38 1.29 0.70 1.17 0.91 0.62 1.56 0.58

Aspartate--tRNA ligase, cytoplasmic (EC 6.1.1.12) (Aspartyl-tRNA synthetase) (AspRS) (Cell proliferation-inducing gene 40 protein)P14868 sp|P14868|SYDC_HUMAN 3 3 105 1 1 1 21.3 22.16 18.27 19.18 21.57 22.98 25.5499989 25.5499989 21.3599995 23.15 11 11 9 11 17 15 14 17 1.03 0.67 1.16 0.89 1.19 1.36 0.00 1.13 1.21 1.53 1.02 0.84 1.27 0.81 1.30 0.92 0.33 1.20 0.77 1.10 0.94 0.32 1.14 0.82 1.07 0.95 0.36 1.13 0.84 1.07 0.92 0.37 1.20 0.77 1.11 0.86 0.06 1.17 0.73 1.00 1.64 0.00 1.21 1.36 1.98 0.84 0.11 1.25 0.68 1.05 0.92 0.10 1.11 0.83 1.02 1.14 0.02 1.11 1.03 1.26 0.87 0.07 1.16 0.75 1.01 0.86 0.71 2.39 0.36 2.05 1.38 0.00 1.13 1.22 1.55 1.19 0.02 1.15 1.03

Calpain-1 catalytic subunit (EC 3.4.22.52) (Calcium-activated neutral proteinase 1) (CANP 1) (Calpain mu-type) (Calpain-1 large subunit) (Cell proliferation-inducing gene 30 protein) (Micromolar-calpain) (muCANP)P07384 sp|P07384|CAN1_HUMAN 3 3 105 1 1 1 22.82 24.16 21.14 22.05 17.62 19.11 18.9099997 18.6299995 18.9099997 12.0399997 11 11 11 8 16 12 12 16 1.09 0.14 1.13 0.97 1.24 0.86 0.02 1.13 0.76 0.97 1.43 0.00 1.24 1.15 1.76 1.22 0.01 1.16 1.05 1.41 1.07 0.18 1.10 0.97 1.18 1.32 0.01 1.19 1.11 1.58 1.17 0.01 1.12 1.04 1.31 0.94 0.27 1.12 0.84 1.06 0.96 0.41 1.11 0.86 1.07 1.09 0.45 1.29 0.85 1.41 1.07 0.16 1.11 0.97 1.19 1.18 0.01 1.11 1.06 1.31 1.18 0.04 1.16 1.01 1.37 1.16 0.24 1.31 0.89 1.52 1.02 0.70 1.12 0.91 1.14 1.13 0.22 1.24 0.91

Epidermal growth factor receptor kinase substrate 8-like protein 1 (EPS8-like protein 1) (Epidermal growth factor receptor pathway substrate 8-related protein 1) (EPS8-related protein 1)Q8TE68 sp|Q8TE68|ES8L1_HUMAN 3 3 105 1 1 1 18.35 19.73 12.28 13.06 16.68 17.87 19.6400002 19.6400002 12.1699996 16.8699995 11 11 8 11 16 12 7 16 0.98 0.83 1.21 0.81 1.18 1.14 0.19 1.24 0.92 1.42 0.84 0.10 1.25 0.67 1.05 0.88 0.31 1.32 0.66 1.16 1.12 0.34 1.29 0.87 1.45 1.06 0.57 1.27 0.84 1.35 0.92 0.52 1.31 0.70 1.21 1.72 0.01 1.37 1.26 2.35 1.09 0.65 1.58 0.69 1.73 0.73 0.07 1.42 0.51 1.03 1.11 0.19 1.19 0.93 1.32 1.00 0.94 1.18 0.85 1.18 1.03 0.62 1.18 0.88 1.22 0.70 0.04 1.40 0.50 0.98 1.41 0.28 1.98 0.71 2.80 0.91 0.77 2.00 0.46

N-acetylmuramoyl-L-alanine amidase (EC 3.5.1.28) (Peptidoglycan recognition protein 2) (Peptidoglycan recognition protein long) (PGRP-L)Q96PD5 sp|Q96PD5|PGRP2_HUMAN 3 3 105 1 1 1 18.55 18.98 13.89 14.27 15.54 15.96 31.7699999 31.4200014 31.7699999 22.2200006 11 11 10 9 16 12 11 16 0.37 0.00 1.76 0.21 0.65 0.45 0.20 3.64 0.12 1.65 1.70 0.00 1.28 1.33 2.17 1.77 0.00 1.24 1.43 2.20 0.71 0.00 1.14 0.62 0.81 1.04 0.69 1.24 0.84 1.29 1.48 0.00 1.24 1.20 1.83 0.64 0.02 1.44 0.44 0.92 0.44 0.00 1.53 0.29 0.68 2.59 0.00 1.29 2.01 3.34 0.92 0.21 1.16 0.79 1.07 1.05 0.43 1.16 0.91 1.23 1.45 0.01 1.27 1.15 1.84 1.48 0.23 2.04 0.72 3.03 0.45 0.01 1.73 0.26 0.77 0.65 0.01 1.27 0.51

Complement factor I (EC 3.4.21.45) (C3B/C4B inactivator) [Cleaved into: Complement factor I heavy chain; Complement factor I light chain]P05156 sp|P05156|CFAI_HUMAN 3 3 105 1 1 1 20.15 21.08 9.27 9.81 6.86 7.54 21.7800006 21.7800006 12.1799998 11.3200001 11 11 6 5 14 14 9 9 0.57 0.00 1.20 0.48 0.68 0.55 0.00 1.19 0.46 0.65 1.71 0.00 1.19 1.44 2.03 1.93 0.00 1.35 1.43 2.61 1.08 0.13 1.10 0.98 1.19 1.31 0.00 1.15 1.14 1.51 1.41 0.00 1.10 1.28 1.55 0.66 0.01 1.32 0.50 0.86 0.55 0.03 1.67 0.33 0.91 1.73 0.00 1.29 1.34 2.23 0.79 0.03 1.23 0.64 0.97 0.86 0.24 1.34 0.64 1.15 1.30 0.11 1.42 0.92 1.84 2.02 0.00 1.35 1.50 2.73 0.67 0.02 1.38 0.49 0.93 1.08 0.28 1.18 0.92

Junctional adhesion molecule A (JAM-A) (Junctional adhesion molecule 1) (JAM-1) (Platelet F11 receptor) (Platelet adhesion molecule 1) (PAM-1) (CD antigen CD321)Q9Y624 sp|Q9Y624|JAM1_HUMAN 3 3 105 1 1 1 15.58 15.85 7.99 8.12 11.11 11.27 35.1200014 35.1200014 20.07 25.4200012 11 11 6 7 14 10 6 14 1.64 0.00 1.29 1.27 2.12 1.67 0.00 1.23 1.36 2.06 0.65 0.00 1.22 0.54 0.80 1.07 0.26 1.15 0.93 1.23 0.67 0.00 1.15 0.59 0.78 0.79 0.01 1.18 0.67 0.93 0.68 0.00 1.15 0.59 0.78 2.18 0.02 1.72 1.27 3.75 1.24 0.16 1.45 0.85 1.80 0.64 0.07 1.69 0.38 1.08 0.98 0.84 1.29 0.76 1.26 1.12 0.26 1.28 0.87 1.43 0.97 0.75 1.38 0.70 1.33 0.74 0.28 2.07 0.36 1.54 0.93 0.34 1.20 0.77 1.12 0.70 0.06 1.46 0.48

Glycogen phosphorylase, brain form (EC 2.4.1.1)P11216 sp|P11216|PYGB_HUMAN 3 3 105 1 1 1 22.34 24.26 12.34 13.47 16.67 18.49 18.0299997 18.0299997 9.96399969 11.8600003 11 11 6 8 13 10 6 13 1.18 0.10 1.23 0.96 1.45 0.62 0.00 1.18 0.53 0.73 1.07 0.59 1.34 0.80 1.44 1.05 0.56 1.21 0.87 1.27 1.20 0.03 1.17 1.02 1.40 0.94 0.37 1.16 0.81 1.09 0.93 0.20 1.14 0.82 1.05 1.01 0.96 1.54 0.65 1.55 1.07 0.58 1.36 0.79 1.45 1.09 0.43 1.33 0.82 1.46 1.23 0.09 1.29 0.95 1.57 0.98 0.90 1.47 0.67 1.44 0.76 0.10 1.43 0.53 1.08 0.65 0.05 1.56 0.42 1.01 0.69 0.15 1.73 0.40 1.19 1.08 0.74 1.75 0.62

Annexin A7 (Annexin VII) (Annexin-7) (Synexin)P20073 sp|P20073|ANXA7_HUMAN 3 3 105 1 1 1 15.42 16.81 12.85 13.9 14.28 15.97 23.1600002 23.1600002 16.3900003 19.6700007 11 11 7 9 13 12 9 13 1.33 0.04 1.32 1.01 1.75 1.37 0.01 1.25 1.10 1.71 1.08 0.25 1.16 0.93 1.26 0.99 0.87 1.20 0.83 1.18 1.11 0.24 1.22 0.91 1.35 0.84 0.07 1.20 0.70 1.02 1.24 0.01 1.14 1.08 1.41 1.01 0.89 1.15 0.87 1.16 0.94 0.45 1.19 0.79 1.12 0.71 0.05 1.41 0.50 1.00 1.12 0.10 1.15 0.97 1.30 1.35 0.00 1.16 1.16 1.56 0.95 0.60 1.26 0.75 1.20 0.79 0.08 1.30 0.61 1.03 1.06 0.49 1.23 0.87 1.30 1.33 0.01 1.19 1.12

Angiotensin-converting enzyme (ACE) (EC 3.2.1.-) (EC 3.4.15.1) (Dipeptidyl carboxypeptidase I) (Kininase II) (CD antigen CD143) [Cleaved into: Angiotensin-converting enzyme, soluble form]P12821 sp|P12821|ACE_HUMAN 3 3 105 1 1 1 20.79 22.05 5.8 6.56 7.67 8.75 8.42299983 8.42299983 3.44600007 3.82799991 11 11 4 5 12 12 4 5 0.85 0.01 1.12 0.76 0.95 1.19 0.02 1.15 1.04 1.38 1.39 0.00 1.13 1.23 1.58 1.34 0.01 1.22 1.10 1.63 1.16 0.01 1.12 1.04 1.30 1.02 0.82 1.17 0.87 1.18 1.40 0.00 1.16 1.21 1.63 0.94 0.58 1.38 0.68 1.30 0.79 0.08 1.33 0.59 1.05 0.99 0.92 1.42 0.69 1.41 1.08 0.39 1.28 0.84 1.38 1.01 0.89 1.28 0.79 1.29 1.11 0.28 1.28 0.86 1.41 1.09 0.50 1.42 0.77 1.54 0.75 0.01 1.21 0.62 0.91 1.16 0.11 1.22 0.95

Tyrosine-protein kinase Lyn (EC 2.7.10.2) (Lck/Yes-related novel protein tyrosine kinase) (V-yes-1 Yamaguchi sarcoma viral related oncogene homolog) (p53Lyn) (p56Lyn)P07948 sp|P07948|LYN_HUMAN 3 3 105 1 1 1 19.91 21.36 18.82 19.68 14.09 15.25 21.8799993 21.8799993 20.51 16.7999998 11 11 11 8 11 11 6 6 0.92 0.35 1.22 0.75 1.12 1.16 0.02 1.13 1.03 1.31 1.13 0.10 1.17 0.97 1.33 0.97 0.68 1.18 0.82 1.15 1.23 0.01 1.13 1.09 1.38 1.08 0.29 1.16 0.93 1.25 1.19 0.01 1.13 1.05 1.34 0.97 0.64 1.21 0.80 1.17 0.85 0.19 1.34 0.63 1.14 1.05 0.74 1.41 0.74 1.48 1.04 0.77 1.42 0.73 1.47 1.30 0.04 1.28 1.02 1.65 0.98 0.81 1.21 0.81 1.19 1.18 0.25 1.41 0.84 1.67 1.16 0.31 1.48 0.78 1.72 0.68 0.11 1.70 0.40

Alpha-1-acid glycoprotein 2 (AGP 2) (Orosomucoid-2) (OMD 2)P19652 sp|P19652|A1AG2_HUMAN 3 3 105 1 1 1 7.83 13.68 9.7 17.67 4.09 10.31 43.779999 39.8000002 43.779999 27.8600007 11 11 9 7 10 7 10 7 0.37 0.01 1.60 0.23 0.60 0.62 0.01 1.27 0.49 0.79 1.25 0.25 1.66 0.75 2.09 3.24 0.00 1.50 2.15 4.86 0.87 0.15 1.27 0.68 1.10 1.21 0.23 1.50 0.81 1.82 1.30 0.11 1.44 0.90 1.87 0.76 0.15 1.54 0.49 1.17 0.37 0.01 1.79 0.21 0.67 2.27 0.00 1.22 1.87 2.77 1.10 0.27 1.22 0.90 1.33 0.91 0.27 1.22 0.75 1.11 1.42 0.01 1.22 1.17 1.73 3.03 0.00 1.58 1.92 4.80 0.80 0.46 11.14 0.07 8.96 0.93 0.65 4.94 0.19

Dihydropyrimidinase-related protein 2 (DRP-2) (Collapsin response mediator protein 2) (CRMP-2) (N2A3) (Unc-33-like phosphoprotein 2) (ULIP-2)Q16555 sp|Q16555|DPYL2_HUMAN 3 3 105 1 1 1 15.94 16.42 11.36 11.58 13.74 14.31 27.4500012 27.4500012 18.1799993 20.1000005 11 11 7 9 10 10 7 8 1.03 0.69 1.17 0.88 1.20 1.06 0.42 1.17 0.91 1.24 1.04 0.59 1.17 0.89 1.21 0.88 0.15 1.21 0.73 1.06 1.02 0.74 1.14 0.90 1.16 1.09 0.38 1.25 0.87 1.37 0.92 0.35 1.22 0.75 1.12 0.98 0.83 1.33 0.74 1.29 1.79 0.00 1.31 1.36 2.35 0.83 0.41 1.71 0.49 1.41 1.10 0.20 1.18 0.93 1.30 0.87 0.08 1.18 0.74 1.02 1.26 0.20 1.49 0.84 1.87 0.85 0.43 1.65 0.51 1.40 1.25 0.02 1.18 1.07 1.47 1.01 0.91 1.32 0.77

CD63 antigen (Granulophysin) (Lysosomal-associated membrane protein 3) (LAMP-3) (Melanoma-associated antigen ME491) (OMA81H) (Ocular melanoma-associated antigen) (Tetraspanin-30) (Tspan-30) (CD antigen CD63)P08962 sp|P08962|CD63_HUMAN 3 3 105 1 1 1 6.19 6.34 6.24 6.41 3.65 3.76 15.1299998 10.08 15.1299998 9.24400017 11 9 11 6 9 5 8 9 1.00 0.97 1.32 0.76 1.31 2.11 0.01 1.49 1.42 3.15 1.04 0.75 1.39 0.75 1.45 1.09 0.58 1.47 0.74 1.59 1.67 0.02 1.45 1.15 2.43 1.19 0.19 1.35 0.88 1.61 0.75 0.04 1.32 0.57 0.98 1.15 0.12 1.21 0.95 1.39 1.20 0.37 1.62 0.74 1.95 0.84 0.37 1.59 0.53 1.33 1.16 0.52 1.75 0.67 2.03 1.08 0.61 1.45 0.75 1.57 1.51 0.02 1.36 1.12 2.05 1.08 0.53 1.35 0.80 1.46 0.82 0.16 1.48 0.55 1.21 1.10 0.45 1.57 0.70

Coatomer subunit gamma-1 (Gamma-1-coat protein) (Gamma-1-COP)Q9Y678 sp|Q9Y678|COPG_HUMAN 3 3 105 1 1 1 18.17 19.81 14.41 15.23 15.83 17.13 13.3900002 13.3900002 11.2099998 11.2099998 11 11 7 8 9 9 7 8 1.92 0.15 2.76 0.69 5.28 2.73 0.10 3.77 0.72 10.29 1.13 0.16 1.22 0.93 1.39 1.05 0.56 1.22 0.85 1.28 1.00 1.00 1.22 0.82 1.22 1.07 0.43 1.23 0.87 1.31 0.94 0.41 1.22 0.76 1.14 0.72 0.03 1.32 0.55 0.95 1.24 0.13 1.39 0.89 1.72 1.46 0.27 2.45 0.60 3.58 0.85 0.24 1.44 0.59 1.22 0.74 0.03 1.27 0.58 0.95 0.70 0.12 1.68 0.42 1.18 1.50 0.25 2.45 0.61 3.67 1.02 0.83 1.26 0.81 1.28 1.23 0.20 1.46 0.84

Ras-related protein Rab-5C (L1880) (RAB5L)P51148 sp|P51148|RAB5C_HUMAN 3 3 105 1 1 1 15.02 17.12 16.55 16.61 11.42 11.61 50 50 50 36.1099988 11 11 11 6 8 8 6 8 1.11 0.33 1.44 0.77 1.60 1.39 0.06 1.44 0.97 2.00 0.95 0.60 1.43 0.66 1.36 1.00 0.96 1.43 0.69 1.43 1.08 0.50 1.47 0.73 1.58 0.99 0.93 1.43 0.69 1.42 1.02 0.85 1.44 0.71 1.46 1.22 0.08 1.27 0.95 1.55 0.99 0.95 1.63 0.61 1.61 1.09 0.78 2.43 0.45 2.64 1.09 0.35 1.27 0.85 1.38 0.94 0.54 1.33 0.71 1.25 1.21 0.15 1.37 0.88 1.67 1.07 0.73 1.80 0.60 1.93 0.83 0.16 1.43 0.58 1.20 0.77 0.09 1.43 0.54

Cytochrome b reductase 1 (EC 1.-.-.-) (Duodenal cytochrome b) (Ferric-chelate reductase 3)Q53TN4 sp|Q53TN4|CYBR1_HUMAN 3 3 105 1 1 1 6.25 6.32 6.54 6.67 6.96 7.23 18.5299993 13.9899999 18.5299993 13.9899999 11 11 10 9 8 6 7 8 3.10 0.06 3.52 0.88 10.90 1.05 0.99 9360000000000.00 0.00 9810000000000.00 0.90 0.48 3.53 0.26 3.18 1.28 0.24 3.52 0.36 4.50 0.53 0.10 3.52 0.15 1.87 1.12 0.46 3.52 0.32 3.95 0.40 0.64 105358736.00 0.00 42458436.79 4.23 0.28 4944.28 0.00 20904.15 1.14 0.78 81.34 0.01 92.36 1.01 0.99 216.06 0.00 218.18 0.48 0.61 823662.25 0.00 392183.05 0.31 0.41 63783.25 0.00 19802.87 0.86 0.94 268389072.00 0.00 230181179.20 0.78 0.89 81761272.00 0.00 63614304.52 1.02 0.96 16.45 0.06 16.70 0.61 0.88 453000000000000.00 0.00

Ras-related protein Rab-8A (Oncogene c-mel)P61006 sp|P61006|RAB8A_HUMAN 3 3 105 1 1 1 17.16 17.57 4.71 13.02 11.2 11.72 43.9599991 37.6800001 43.9599991 28.9900005 11 8 11 7 6 6 3 4 0.90 0.67 2.02 0.45 1.81 1.41 0.04 1.36 1.04 1.93 0.80 0.06 1.26 0.64 1.01 1.07 0.43 1.26 0.85 1.35 0.75 0.15 1.59 0.48 1.20 0.99 0.95 1.36 0.73 1.36 0.82 0.20 1.46 0.57 1.20 1.29 0.26 3.90 0.33 5.01 0.98 0.91 3.89 0.25 3.83 0.89 0.54 5.33 0.17 4.75 1.15 0.41 3.89 0.30 4.48 1.06 0.70 3.88 0.27 4.10 1.12 0.66 11.74 0.10 13.15 1.10 0.72 13.04 0.08 14.34 0.83 0.15 1.43 0.58 1.19 1.26 0.67 7.35 0.17

Ras-related C3 botulinum toxin substrate 1 (Cell migration-inducing gene 5 protein) (Ras-like protein TC25) (p21-Rac1)P63000 sp|P63000|RAC1_HUMAN 3 3 105 1 1 1 12.75 15.17 8.74 11.16 2.24 9.05 37.5 37.5 34.3800008 22.4000007 11 11 9 5 6 6 6 2 1.11 0.35 1.43 0.77 1.58 1.36 0.07 1.43 0.95 1.95 1.02 0.84 1.43 0.71 1.46 1.16 0.21 1.43 0.81 1.67 1.10 0.36 1.43 0.77 1.58 1.04 0.72 1.54 0.68 1.60 1.07 0.52 1.43 0.74 1.52 1.40 0.06 1.44 0.97 2.01 1.05 0.59 1.44 0.73 1.51 1.21 0.33 1.91 0.64 2.32 1.24 0.13 1.44 0.86 1.77 1.21 0.17 1.49 0.82 1.81 1.31 0.08 1.44 0.92 1.89 1.18 0.52 2.56 0.46 3.02 0.91 0.57 4.58 0.20 4.16 0.69 0.23 5.92 0.12

Measurements, ratio, p-val, EF, CIProtein Score (ProteinPilot) Sequence Coverage Unique peptides identified Calculations per ratio Measurements, ratio, p-val, EF, CI Measurements, ratio, p-val, EF, CIMeasurements, ratio, p-val, EF, CI Measurements, ratio, p-val, EF, CI Measurements, ratio, p-val, EF, CI Measurements, ratio, p-val, EF, CI Measurements, ratio, p-val, EF, CI Measurements, ratio, p-val, EF, CI Measurements, ratio, p-val, EF, CI Measurements, ratio, p-val, EF, CI Measurements, ratio, p-val, EF, CI Measurements, ratio, p-val, EF, CI Measurements, ratio, p-val, EF, CI Measurements, ratio, p-val, EF, CI Measurements, ratio, p-val, EF, CI
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Transmembrane channel-like protein 4Q7Z404 sp|Q7Z404|TMC4_HUMAN 3 3 105 1 1 1 18.49 18.96 17.07 17.71 16.73 17.33 15.1700005 13.4800002 15.1700005 10.6700003 10 10 9 10 25 19 15 25 1.07 0.45 1.21 0.89 1.29 1.35 0.01 1.24 1.09 1.68 0.79 0.12 1.37 0.58 1.08 0.64 0.00 1.30 0.49 0.83 1.26 0.05 1.26 1.00 1.59 0.72 0.05 1.39 0.52 1.00 0.70 0.02 1.32 0.53 0.93 0.96 0.92 2.15 0.45 2.07 1.10 0.38 1.26 0.87 1.39 0.67 0.05 1.50 0.45 1.01 1.28 0.02 1.21 1.06 1.55 1.15 0.11 1.19 0.96 1.36 0.95 0.57 1.21 0.79 1.15 0.77 0.05 1.29 0.60 1.00 1.11 0.11 1.15 0.97 1.28 0.65 0.00 1.27 0.51

Tubulin polymerization-promoting protein family member 3 (TPPP/p20)Q9BW30 sp|Q9BW30|TPPP3_HUMAN 3 3 105 1 1 1 14.67 15.12 16.26 17 18.66 18.73 51.700002 45.449999 51.700002 47.1599996 10 10 10 9 23 16 14 23 1.80 0.00 1.30 1.38 2.34 0.59 0.00 1.14 0.51 0.67 1.22 0.00 1.13 1.08 1.38 1.08 0.21 1.13 0.95 1.22 1.67 0.00 1.28 1.30 2.14 0.81 0.04 1.21 0.67 0.99 1.14 0.33 1.33 0.86 1.51 1.06 0.41 1.16 0.91 1.23 0.60 0.00 1.16 0.51 0.69 0.48 0.01 1.52 0.32 0.73 1.41 0.01 1.25 1.13 1.76 1.02 0.86 1.26 0.81 1.28 1.08 0.48 1.29 0.84 1.39 0.74 0.04 1.31 0.57 0.98 0.99 0.87 1.15 0.86 1.13 1.42 0.00 1.16 1.22

Eukaryotic initiation factor 4A-I (eIF-4A-I) (eIF4A-I) (EC 3.6.4.13) (ATP-dependent RNA helicase eIF4A-1)P60842 sp|P60842|IF4A1_HUMAN 3 3 105 1 1 1 17.05 17.65 17.05 17.16 14.46 14.88 23.3999997 23.3999997 19.9499995 21.1799994 10 10 8 7 22 5 10 22 1.00 1.00 1.74 0.57 1.74 0.52 0.07 2.23 0.23 1.16 1.06 0.65 1.64 0.65 1.74 0.99 0.94 1.65 0.60 1.64 1.46 0.05 1.44 1.01 2.10 1.18 0.19 1.44 0.82 1.71 1.37 0.10 1.60 0.85 2.19 1.01 0.89 1.15 0.87 1.16 0.89 0.10 1.15 0.77 1.03 0.78 0.09 1.36 0.57 1.05 1.22 0.01 1.15 1.06 1.40 1.36 0.00 1.15 1.18 1.57 0.96 0.52 1.15 0.84 1.11 0.82 0.06 1.24 0.66 1.01 0.75 0.00 1.16 0.65 0.87 1.06 0.49 1.21 0.88

40S ribosomal protein S3P23396 sp|P23396|RS3_HUMAN 3 3 105 1 1 1 16.41 17.09 20.73 21.38 14.26 15.04 47.7400005 41.9800013 47.7400005 31.279999 10 10 10 8 20 10 13 20 0.77 0.02 1.21 0.63 0.94 1.00 0.94 1.13 0.88 1.13 0.83 0.01 1.14 0.73 0.94 0.62 0.00 1.18 0.53 0.73 0.85 0.02 1.14 0.75 0.97 0.76 0.00 1.14 0.67 0.86 0.95 0.41 1.14 0.84 1.08 1.01 0.91 1.21 0.84 1.22 1.38 0.01 1.27 1.09 1.75 1.10 0.42 1.28 0.86 1.41 0.91 0.08 1.11 0.83 1.01 1.05 0.41 1.14 0.92 1.20 1.03 0.74 1.26 0.82 1.30 1.06 0.67 1.33 0.80 1.41 1.42 0.04 1.39 1.02 1.97 0.95 0.63 1.26 0.75

Phospholipid transfer protein (Lipid transfer protein II)P55058 sp|P55058|PLTP_HUMAN 3 3 105 1 1 1 11.21 11.72 12.74 13.3 17.79 18.65 16.8400005 9.53299999 16.6299999 16.8400005 10 6 7 10 20 11 13 20 0.44 0.00 1.21 0.36 0.53 0.41 0.00 1.57 0.26 0.65 2.10 0.00 1.24 1.69 2.61 1.89 0.00 1.18 1.61 2.22 0.68 0.01 1.27 0.54 0.87 1.52 0.01 1.30 1.17 1.98 1.42 0.00 1.18 1.21 1.67 0.64 0.23 2.33 0.27 1.49 0.57 0.02 1.49 0.39 0.85 2.66 0.00 1.62 1.64 4.31 0.84 0.08 1.23 0.69 1.03 0.73 0.09 1.48 0.49 1.08 1.26 0.01 1.18 1.07 1.48 1.27 0.06 1.28 0.99 1.62 0.85 0.13 1.25 0.68 1.06 0.67 0.00 1.14 0.59

Spectrin alpha chain, non-erythrocytic 1 (Alpha-II spectrin) (Fodrin alpha chain) (Spectrin, non-erythroid alpha subunit)Q13813 sp|Q13813|SPTA2_HUMAN 3 3 105 1 1 1 15.35 20.54 21.31 26.15 20.2 25.32 5.54200001 4.69300002 5.42099997 5.54200001 10 8 10 10 19 8 13 19 0.97 0.79 1.27 0.76 1.24 1.40 0.01 1.28 1.10 1.80 1.11 0.17 1.18 0.94 1.31 0.88 0.09 1.16 0.76 1.03 0.86 0.16 1.26 0.68 1.08 1.03 0.76 1.23 0.84 1.26 0.96 0.55 1.16 0.83 1.12 0.94 0.34 1.14 0.82 1.07 1.05 0.53 1.16 0.90 1.21 0.96 0.73 1.28 0.75 1.23 1.01 0.76 1.10 0.92 1.11 1.20 0.01 1.14 1.05 1.37 1.22 0.09 1.27 0.97 1.55 0.99 0.96 1.29 0.77 1.28 1.33 0.00 1.14 1.16 1.52 1.17 0.08 1.20 0.98

E3 ubiquitin-protein ligase RNF213 (EC 6.3.2.-) (ALK lymphoma oligomerization partner on chromosome 17) (Mysterin) (RING finger protein 213)Q63HN8 sp|Q63HN8|RN213_HUMAN 3 3 105 1 1 1 13.92 20.58 15.78 20.64 12.03 15.15 4.32900004 2.92700008 4.32900004 3.47599983 10 7 10 9 18 9 10 18 0.72 0.01 1.21 0.59 0.87 1.22 0.02 1.16 1.05 1.40 0.64 0.04 1.51 0.42 0.97 0.68 0.06 1.52 0.45 1.03 1.17 0.04 1.16 1.01 1.35 0.95 0.84 1.78 0.53 1.69 0.87 0.08 1.18 0.74 1.03 0.79 0.01 1.16 0.68 0.91 1.53 0.00 1.17 1.31 1.80 1.00 0.99 1.34 0.75 1.35 0.75 0.00 1.13 0.66 0.85 0.79 0.00 1.14 0.70 0.90 0.68 0.01 1.34 0.51 0.91 1.18 0.07 1.19 0.99 1.40 0.90 0.12 1.15 0.79 1.04 1.03 0.61 1.15 0.90

26S protease regulatory subunit 7 (26S proteasome AAA-ATPase subunit RPT1) (Proteasome 26S subunit ATPase 2) (Protein MSS1)P35998 sp|P35998|PRS7_HUMAN 3 3 105 1 1 1 15.81 17.44 13.51 15.44 14.72 16.97 24.0199998 24.0199998 22.6300001 22.4000007 10 8 10 9 16 9 7 16 0.91 0.14 1.14 0.80 1.04 1.19 0.02 1.14 1.04 1.36 0.91 0.38 1.25 0.73 1.14 0.80 0.18 1.41 0.57 1.14 1.00 0.97 1.20 0.83 1.20 0.88 0.18 1.22 0.72 1.08 0.83 0.10 1.26 0.66 1.05 0.76 0.01 1.20 0.64 0.92 1.45 0.13 1.68 0.86 2.45 0.90 0.18 1.19 0.75 1.07 0.81 0.03 1.21 0.67 0.98 0.82 0.05 1.22 0.68 1.00 0.97 0.86 1.58 0.61 1.53 0.97 0.81 1.36 0.71 1.31 1.34 0.01 1.18 1.13 1.58 0.95 0.62 1.25 0.76

60S ribosomal protein L14 (CAG-ISL 7)P50914 sp|P50914|RL14_HUMAN 3 3 105 1 1 1 6.83 7.26 9.75 10.06 6.49 6.72 29.3000013 18.1400001 24.1899997 29.3000013 10 7 10 9 16 11 16 16 0.49 0.02 1.57 0.31 0.77 0.65 0.02 1.37 0.48 0.90 0.51 0.05 1.95 0.26 1.00 0.53 0.03 1.63 0.33 0.87 0.68 0.02 1.28 0.53 0.87 0.55 0.01 1.39 0.40 0.77 0.98 0.87 1.32 0.75 1.30 0.59 0.16 2.31 0.25 1.36 3.26 0.01 1.96 1.67 6.39 0.82 0.66 2.97 0.28 2.44 0.88 0.30 1.33 0.66 1.17 0.97 0.85 1.51 0.64 1.47 0.71 0.27 2.03 0.35 1.44 0.75 0.37 2.16 0.34 1.61 1.67 0.04 1.56 1.08 2.60 1.00 0.98 1.44 0.69

Eukaryotic translation initiation factor 3 subunit B (eIF3b) (Eukaryotic translation initiation factor 3 subunit 9) (Prt1 homolog) (hPrt1) (eIF-3-eta) (eIF3 p110) (eIF3 p116)P55884 sp|P55884|EIF3B_HUMAN 3 3 105 1 1 1 14.61 16.55 16.54 17.81 11.8 12.89 12.5300005 11.0600002 12.5300005 7.98500031 10 9 10 5 16 11 16 11 0.69 0.00 1.21 0.57 0.84 1.70 0.00 1.15 1.48 1.97 0.76 0.00 1.18 0.64 0.89 0.75 0.00 1.13 0.66 0.84 0.79 0.00 1.13 0.70 0.90 0.77 0.01 1.19 0.65 0.91 0.75 0.00 1.16 0.65 0.87 0.77 0.04 1.29 0.60 0.99 1.72 0.00 1.23 1.40 2.11 0.82 0.24 1.40 0.59 1.16 0.82 0.05 1.22 0.68 1.00 0.85 0.24 1.34 0.64 1.14 0.76 0.09 1.39 0.54 1.05 0.77 0.32 1.75 0.44 1.35 1.12 0.33 1.29 0.86 1.44 1.15 0.06 1.17 0.99

Proteasome subunit alpha type-2 (EC 3.4.25.1) (Macropain subunit C3) (Multicatalytic endopeptidase complex subunit C3) (Proteasome component C3)P25787 sp|P25787|PSA2_HUMAN 3 3 105 1 1 1 12.09 12.35 10.02 12.46 11.13 11.5 36.7500007 35.8999997 31.6199988 36.7500007 10 8 9 10 15 11 13 15 0.65 0.01 1.26 0.52 0.83 1.79 0.01 1.35 1.33 2.43 0.66 0.08 1.63 0.40 1.08 0.61 0.08 1.80 0.34 1.09 0.79 0.03 1.23 0.64 0.97 1.04 0.93 2.83 0.37 2.93 0.62 0.01 1.34 0.46 0.83 0.59 0.00 1.22 0.48 0.72 2.49 0.01 1.68 1.48 4.17 0.89 0.78 3.05 0.29 2.70 0.66 0.01 1.28 0.51 0.84 0.71 0.02 1.27 0.56 0.90 0.83 0.31 1.56 0.53 1.29 0.89 0.61 1.82 0.49 1.62 1.67 0.01 1.30 1.28 2.18 1.02 0.81 1.30 0.79

Heterogeneous nuclear ribonucleoprotein K (hnRNP K) (Transformation up-regulated nuclear protein) (TUNP)P61978 sp|P61978|HNRPK_HUMAN 3 3 105 1 1 1 15.95 16.83 18.58 19.29 12.27 13.3 23.33 23.33 21.6000006 14.9000004 10 10 9 6 15 11 12 15 0.87 0.38 1.41 0.62 1.23 0.61 0.01 1.38 0.44 0.84 1.07 0.51 1.25 0.85 1.34 0.80 0.12 1.35 0.60 1.08 0.94 0.73 1.50 0.63 1.40 0.84 0.03 1.17 0.72 0.98 1.07 0.59 1.33 0.80 1.43 1.00 0.99 1.26 0.79 1.26 1.09 0.20 1.15 0.95 1.26 0.82 0.02 1.18 0.70 0.96 1.00 0.99 1.11 0.90 1.11 1.60 0.00 1.14 1.41 1.82 0.97 0.59 1.13 0.86 1.09 0.86 0.27 1.32 0.66 1.14 0.72 0.00 1.16 0.62 0.84 1.50 0.01 1.31 1.14

Dynactin subunit 2 (50 kDa dynein-associated polypeptide) (Dynactin complex 50 kDa subunit) (DCTN-50) (p50 dynamitin)Q13561 sp|Q13561|DCTN2_HUMAN 3 3 105 1 1 1 4.24 4.29 21.65 22.48 9.82 11.01 29.6799988 7.73100033 29.6799988 17.7100003 10 3 10 6 15 2 15 9 0.63 0.13 3.53 0.18 2.21 1.95 0.20 14.66 0.13 28.59 0.74 0.61 209.56 0.00 155.89 0.80 0.71 323.79 0.00 258.80 0.56 0.11 3.52 0.16 1.99 1.08 0.92 3732.93 0.00 4049.56 0.80 0.73 599.27 0.00 477.96 0.60 0.01 1.44 0.42 0.86 3.04 0.00 1.37 2.21 4.16 0.79 0.51 2.16 0.36 1.71 0.64 0.00 1.25 0.51 0.80 0.55 0.00 1.23 0.45 0.68 0.72 0.08 1.44 0.50 1.04 0.87 0.38 1.39 0.63 1.21 1.81 0.01 1.39 1.30 2.51 0.65 0.12 1.78 0.37

T-complex protein 1 subunit epsilon (TCP-1-epsilon) (CCT-epsilon)P48643 sp|P48643|TCPE_HUMAN 3 3 105 1 1 1 12.64 14.65 14.68 18.14 15.6 18.93 19.2200005 12.2000001 17.9299995 19.2200005 10 8 10 10 14 7 11 14 1.10 0.22 1.18 0.93 1.30 1.39 0.15 1.62 0.85 2.25 0.97 0.88 1.60 0.60 1.55 0.92 0.43 1.29 0.71 1.18 0.94 0.38 1.16 0.81 1.10 0.81 0.01 1.14 0.71 0.93 0.88 0.06 1.15 0.77 1.01 0.80 0.14 1.38 0.58 1.10 2.00 0.00 1.28 1.56 2.56 0.65 0.07 1.61 0.40 1.05 0.91 0.18 1.16 0.78 1.06 0.80 0.01 1.16 0.69 0.93 0.84 0.26 1.40 0.60 1.18 0.81 0.22 1.45 0.56 1.17 1.60 0.00 1.16 1.38 1.87 1.03 0.55 1.12 0.92

26S protease regulatory subunit 4 (P26s4) (26S proteasome AAA-ATPase subunit RPT2) (Proteasome 26S subunit ATPase 1)P62191 sp|P62191|PRS4_HUMAN 3 3 105 1 1 1 10.6 14.32 12.4 13.33 12.12 13.21 20.9099993 17.9499999 20.9099993 20.0000003 10 7 10 8 14 8 11 14 1.04 0.73 1.34 0.78 1.39 1.27 0.02 1.21 1.05 1.54 0.85 0.07 1.21 0.70 1.02 0.62 0.00 1.23 0.51 0.76 0.93 0.36 1.21 0.77 1.13 0.96 0.86 1.76 0.55 1.69 0.76 0.02 1.21 0.63 0.92 0.68 0.00 1.19 0.57 0.81 2.32 0.00 1.27 1.83 2.95 0.83 0.04 1.19 0.70 0.99 0.79 0.01 1.15 0.69 0.91 0.77 0.00 1.15 0.67 0.88 0.68 0.01 1.25 0.54 0.85 0.82 0.22 1.43 0.58 1.17 1.48 0.00 1.21 1.23 1.79 1.10 0.25 1.19 0.92

60S ribosomal protein L10 (Laminin receptor homolog) (Protein QM) (Tumor suppressor QM)P27635 sp|P27635|RL10_HUMAN 3 3 105 1 1 1 9.03 9.26 13.75 14.04 11.49 11.7 38.7899995 22.4299997 38.7899995 36.9199991 10 5 10 9 13 8 11 13 0.56 0.00 1.26 0.44 0.70 0.59 0.01 1.32 0.45 0.78 0.71 0.16 1.72 0.41 1.23 0.57 0.01 1.33 0.43 0.76 0.76 0.01 1.19 0.64 0.91 0.72 0.04 1.36 0.53 0.98 1.04 0.57 1.19 0.87 1.24 0.70 0.01 1.23 0.57 0.87 2.58 0.00 1.27 2.04 3.26 0.72 0.02 1.31 0.55 0.94 1.03 0.70 1.16 0.88 1.19 1.04 0.51 1.16 0.90 1.21 0.83 0.05 1.20 0.69 0.99 0.78 0.01 1.18 0.66 0.92 1.29 0.02 1.20 1.07 1.55 1.37 0.00 1.18 1.16

Tumor susceptibility gene 101 protein (ESCRT-I complex subunit TSG101)Q99816 sp|Q99816|TS101_HUMAN 3 3 105 1 1 1 9.16 9.31 7.15 7.32 12.75 13.43 24.8699993 14.6200001 14.3600002 24.8699993 10 6 7 10 13 8 3 13 1.67 0.00 1.17 1.42 1.96 1.66 0.00 1.17 1.41 1.94 0.70 0.02 1.33 0.53 0.93 1.06 0.44 1.19 0.89 1.26 0.99 0.84 1.17 0.84 1.16 0.85 0.12 1.25 0.68 1.06 0.70 0.04 1.38 0.51 0.98 2.22 0.08 3.53 0.63 7.84 1.21 0.31 3.53 0.34 4.26 0.55 0.13 4.81 0.11 2.62 1.29 0.24 3.54 0.36 4.56 0.95 0.71 3.53 0.27 3.36 1.02 0.89 4.94 0.21 5.04 0.86 0.47 5.67 0.15 4.88 0.97 0.58 1.14 0.85 1.10 0.74 0.01 1.20 0.61

Coronin-1C (Coronin-3) (hCRNN4)Q9ULV4 sp|Q9ULV4|COR1C_HUMAN 3 3 105 1 1 1 16.24 16.69 19.59 19.98 8.54 9.66 18.1400001 16.0300002 18.1400001 11.3899998 10 7 10 6 13 9 11 13 0.94 0.33 1.15 0.82 1.08 0.65 0.00 1.15 0.56 0.75 1.01 0.91 1.24 0.82 1.25 1.03 0.67 1.15 0.89 1.18 1.54 0.00 1.17 1.31 1.81 1.06 0.37 1.15 0.92 1.22 0.96 0.51 1.15 0.83 1.11 1.15 0.02 1.12 1.03 1.28 1.23 0.01 1.16 1.07 1.43 0.83 0.15 1.31 0.63 1.09 1.02 0.67 1.12 0.91 1.14 0.89 0.15 1.18 0.76 1.05 0.87 0.07 1.17 0.75 1.02 1.03 0.75 1.25 0.82 1.29 0.64 0.00 1.20 0.54 0.77 1.51 0.02 1.34 1.13

Carboxypeptidase M (CPM) (EC 3.4.17.12)P14384 sp|P14384|CBPM_HUMAN 3 3 105 1 1 1 9.45 10.46 12.23 13.04 10.64 11.47 21.8999997 15.8000007 21.8999997 21.2200001 10 7 10 8 12 9 9 12 1.20 0.02 1.16 1.04 1.40 1.00 0.96 1.14 0.87 1.14 1.07 0.25 1.14 0.94 1.23 1.14 0.06 1.14 1.00 1.30 0.90 0.10 1.14 0.78 1.03 1.01 0.84 1.16 0.87 1.18 1.33 0.01 1.23 1.09 1.63 1.25 0.05 1.25 1.00 1.57 0.79 0.05 1.26 0.63 1.00 0.95 0.73 1.36 0.70 1.30 1.00 0.95 1.19 0.84 1.19 1.16 0.07 1.18 0.99 1.37 1.51 0.00 1.15 1.31 1.73 1.14 0.28 1.31 0.87 1.50 0.84 0.04 1.17 0.72 0.99 1.08 0.40 1.25 0.87

Vacuolar protein sorting-associated protein 4A (EC 3.6.4.6) (Protein SKD2) (VPS4-1) (hVPS4)Q9UN37 sp|Q9UN37|VPS4A_HUMAN 3 3 105 1 1 1 14.12 14.73 10.77 16.77 13.69 14.75 19.2200005 19.2200005 18.9899996 13.73 10 8 10 7 12 4 6 12 1.98 0.09 2.61 0.76 5.16 1.37 0.27 2.44 0.56 3.34 0.62 0.25 3.64 0.17 2.24 0.91 0.39 1.46 0.62 1.33 0.74 0.07 1.46 0.50 1.07 0.98 0.95 4.41 0.22 4.31 0.57 0.27 4.95 0.12 2.83 2.46 0.02 1.78 1.38 4.38 1.15 0.42 1.61 0.71 1.85 0.80 0.59 3.40 0.23 2.70 0.88 0.37 1.45 0.61 1.29 0.66 0.02 1.32 0.50 0.87 1.04 0.82 1.74 0.60 1.81 1.06 0.77 1.72 0.61 1.82 0.75 0.01 1.20 0.62 0.90 0.65 0.03 1.41 0.46

Proteasome subunit beta type-2 (EC 3.4.25.1) (Macropain subunit C7-I) (Multicatalytic endopeptidase complex subunit C7-I) (Proteasome component C7-I)P49721 sp|P49721|PSB2_HUMAN 3 3 105 1 1 1 11.67 14.36 11.39 12.44 8.12 9.23 41.2900001 41.2900001 38.3100003 26.3700008 10 9 10 6 11 8 11 10 0.55 0.00 1.17 0.47 0.64 2.48 0.00 1.17 2.12 2.90 0.48 0.00 1.29 0.37 0.61 0.38 0.00 1.28 0.30 0.49 0.77 0.01 1.17 0.66 0.90 0.47 0.00 1.25 0.38 0.59 0.48 0.00 1.24 0.38 0.59 0.47 0.01 1.50 0.31 0.70 3.36 0.00 1.24 2.70 4.18 0.42 0.01 1.79 0.24 0.75 0.58 0.00 1.23 0.47 0.72 0.53 0.00 1.20 0.45 0.64 0.58 0.01 1.33 0.43 0.77 0.57 0.02 1.56 0.36 0.88 2.19 0.00 1.33 1.64 2.91 0.61 0.03 1.48 0.42

Glutamine--fructose-6-phosphate aminotransferase [isomerizing] 1 (EC 2.6.1.16) (D-fructose-6-phosphate amidotransferase 1) (Glutamine:fructose-6-phosphate amidotransferase 1) (GFAT 1) (GFAT1) (Hexosephosphate aminotransferase 1)Q06210 sp|Q06210|GFPT1_HUMAN 3 3 105 1 1 1 16.9 18.39 7.98 9.05 16.44 19.05 15.5900002 15.5900002 8.01099986 14.3099994 10 10 6 8 11 9 4 11 0.99 0.87 1.15 0.86 1.13 0.84 0.03 1.16 0.72 0.97 1.06 0.53 1.24 0.86 1.31 0.94 0.44 1.21 0.78 1.13 1.04 0.57 1.18 0.88 1.23 1.05 0.50 1.17 0.90 1.22 1.04 0.61 1.21 0.86 1.27 1.00 0.97 1.47 0.68 1.48 1.16 0.14 1.27 0.91 1.48 1.09 0.45 1.38 0.79 1.51 1.14 0.24 1.33 0.86 1.51 1.20 0.34 1.68 0.72 2.02 0.99 0.93 1.52 0.65 1.50 0.87 0.15 1.27 0.68 1.10 1.21 0.17 1.33 0.90 1.61 1.24 0.01 1.14 1.08

V-type proton ATPase subunit B, brain isoform (V-ATPase subunit B 2) (Endomembrane proton pump 58 kDa subunit) (HO57) (Vacuolar proton pump subunit B 2)P21281 sp|P21281|VATB2_HUMAN 3 3 105 1 1 1 6.19 6.38 16.95 17.47 12.74 13.16 28.9600015 7.82800019 28.9600015 22.4999994 10 3 10 8 10 3 8 10 0.68 0.08 1.64 0.41 1.11 0.98 0.83 1.43 0.69 1.40 1.14 0.54 2.15 0.53 2.44 0.84 0.28 1.67 0.50 1.40 1.04 0.80 1.76 0.59 1.83 1.18 0.36 1.85 0.64 2.20 0.94 0.55 1.44 0.65 1.35 0.78 0.01 1.19 0.66 0.92 2.18 0.00 1.47 1.49 3.20 0.82 0.33 1.55 0.53 1.28 0.81 0.01 1.14 0.72 0.93 0.77 0.00 1.14 0.68 0.88 0.81 0.10 1.31 0.61 1.06 0.97 0.75 1.21 0.80 1.18 1.06 0.43 1.18 0.89 1.25 1.04 0.78 1.38 0.75

Bifunctional purine biosynthesis protein PURH [Includes: Phosphoribosylaminoimidazolecarboxamide formyltransferase (EC 2.1.2.3) (5-aminoimidazole-4-carboxamide ribonucleotide formyltransferase) (AICAR transformylase); IMP cyclohydrolase (EC 3.5.4.10) (ATIC) (IMP synthase) (Inosinicase)]P31939 sp|P31939|PUR9_HUMAN 3 3 105 1 1 1 16.11 16.6 11.8 12.14 12.35 12.81 21.9600007 21.9600007 17.7399993 17.9100007 10 10 6 7 10 9 8 10 1.39 0.02 1.31 1.06 1.82 0.85 0.05 1.17 0.72 1.00 1.35 0.03 1.30 1.03 1.76 1.02 0.70 1.13 0.90 1.16 1.23 0.04 1.22 1.01 1.49 1.16 0.10 1.20 0.96 1.40 1.08 0.26 1.15 0.93 1.24 1.01 0.88 1.23 0.83 1.24 0.95 0.64 1.31 0.72 1.24 1.19 0.17 1.31 0.90 1.56 0.93 0.44 1.25 0.74 1.16 1.11 0.31 1.26 0.88 1.41 1.03 0.80 1.30 0.79 1.33 1.23 0.18 1.41 0.88 1.74 0.97 0.65 1.17 0.83 1.14 1.05 0.55 1.24 0.85

26S protease regulatory subunit 10B (26S proteasome AAA-ATPase subunit RPT4) (Proteasome 26S subunit ATPase 6) (Proteasome subunit p42)P62333 sp|P62333|PRS10_HUMAN 3 3 105 1 1 1 7.72 9.67 15.95 17.73 12.79 14.75 27.5099993 14.6500006 27.5099993 23.3899996 10 5 10 8 10 6 10 10 0.86 0.19 1.33 0.65 1.14 1.19 0.21 1.42 0.84 1.69 0.80 0.22 1.61 0.50 1.28 0.62 0.03 1.52 0.41 0.93 0.86 0.20 1.33 0.65 1.14 0.78 0.21 1.65 0.47 1.29 0.69 0.02 1.32 0.52 0.91 0.92 0.54 1.34 0.69 1.23 1.97 0.00 1.22 1.62 2.40 1.13 0.41 1.40 0.81 1.59 0.93 0.23 1.13 0.82 1.05 0.98 0.89 1.27 0.77 1.25 0.91 0.43 1.28 0.71 1.17 1.06 0.66 1.35 0.79 1.43 1.30 0.02 1.24 1.05 1.61 1.10 0.16 1.15 0.95

Vacuolar protein sorting-associated protein 13CQ709C8 sp|Q709C8|VP13C_HUMAN 3 3 105 1 1 1 13.15 17.86 17.76 22.99 6.31 8.17 3.94399986 2.34500002 3.94399986 1.27900001 10 7 10 4 9 5 9 5 0.99 0.96 1.45 0.68 1.44 1.03 0.84 1.40 0.74 1.43 0.86 0.29 1.40 0.62 1.21 0.70 0.05 1.44 0.49 1.01 0.72 0.01 1.23 0.59 0.89 0.80 0.07 1.30 0.62 1.04 0.85 0.11 1.25 0.68 1.06 0.81 0.04 1.22 0.67 0.98 1.65 0.00 1.14 1.44 1.88 0.82 0.26 1.47 0.56 1.20 0.81 0.02 1.18 0.69 0.96 0.78 0.01 1.18 0.66 0.92 0.75 0.03 1.28 0.59 0.96 0.93 0.64 1.42 0.65 1.32 1.44 0.05 1.42 1.02 2.04 0.64 0.07 1.69 0.38

Junction plakoglobin (Catenin gamma) (Desmoplakin III) (Desmoplakin-3)P14923 sp|P14923|PLAK_HUMAN 3 3 105 1 1 1 11.51 12.67 7.05 7.39 7.48 7.91 13.0199999 13.0199999 9.26200002 6.57700002 10 10 5 5 8 5 2 8 0.63 0.02 1.40 0.45 0.88 1.76 0.01 1.28 1.38 2.25 0.68 0.07 1.58 0.43 1.07 0.83 0.13 1.33 0.63 1.10 0.57 0.05 1.73 0.33 0.99 1.46 0.02 1.28 1.15 1.86 0.91 0.30 1.28 0.71 1.16 0.89 0.61 8.42 0.11 7.47 0.69 0.17 3.63 0.19 2.49 1.29 0.32 5.66 0.23 7.27 1.00 0.97 3.62 0.27 3.60 1.77 0.13 4.69 0.38 8.28 1.40 0.19 3.65 0.38 5.13 1.76 0.11 3.64 0.48 6.40 1.11 0.36 1.48 0.75 1.65 1.26 0.13 1.48 0.85

G-protein coupled receptor family C group 5 member C (Retinoic acid-induced gene 3 protein) (RAIG-3)Q9NQ84 sp|Q9NQ84|GPC5C_HUMAN 3 3 105 1 1 1 10.88 11.2 6.65 6.71 2.46 2.88 20.86 20.86 20.86 5.44200018 10 10 9 2 8 8 6 4 1.16 0.53 1.79 0.64 2.08 1.35 0.34 2.15 0.63 2.91 0.94 0.42 1.22 0.76 1.15 1.14 0.32 1.38 0.83 1.58 1.80 0.02 1.57 1.15 2.82 0.83 0.34 1.62 0.51 1.34 0.89 0.19 1.22 0.73 1.09 1.24 0.50 2.47 0.50 3.06 0.92 0.35 1.29 0.71 1.18 0.68 0.37 3.23 0.21 2.19 1.35 0.07 1.41 0.96 1.91 1.12 0.48 1.56 0.72 1.75 1.03 0.70 1.29 0.80 1.34 0.65 0.03 1.43 0.45 0.93 1.00 0.99 3.51 0.29 3.51 0.98 0.86 3.51 0.28

Cell division control protein 42 homolog (G25K GTP-binding protein)P60953 sp|P60953|CDC42_HUMAN 3 3 105 1 1 1 17.38 17.5 12.23 12.4 10.48 10.68 48.1700003 48.1700003 36.649999 26.699999 9 9 8 5 30 18 19 30 0.99 0.94 1.26 0.79 1.25 1.22 0.03 1.19 1.03 1.45 1.07 0.35 1.19 0.90 1.28 1.05 0.58 1.26 0.84 1.33 1.21 0.03 1.17 1.03 1.42 1.14 0.41 1.44 0.79 1.63 1.11 0.15 1.17 0.95 1.31 1.16 0.08 1.19 0.97 1.38 1.06 0.47 1.20 0.88 1.27 0.94 0.72 1.49 0.63 1.40 1.21 0.16 1.35 0.90 1.63 1.23 0.15 1.36 0.90 1.67 1.16 0.31 1.40 0.83 1.62 0.83 0.29 1.51 0.55 1.25 1.10 0.32 1.30 0.85 1.43 0.86 0.16 1.30 0.66

Protein AMBP [Cleaved into: Alpha-1-microglobulin (Protein HC) (Alpha-1 microglycoprotein) (Complex-forming glycoprotein heterogeneous in charge); Inter-alpha-trypsin inhibitor light chain (ITI-LC) (Bikunin) (EDC1) (HI-30) (Uronic-acid-rich protein); Trypstatin]P02760 sp|P02760|AMBP_HUMAN 3 3 105 1 1 1 11.67 12.11 10.84 11.2 15.74 16.49 28.6900014 18.4699997 20.4500005 28.6900014 9 6 6 9 29 18 12 29 0.31 0.01 2.03 0.15 0.62 0.42 0.04 2.16 0.20 0.92 1.53 0.00 1.18 1.30 1.80 1.88 0.00 1.36 1.38 2.55 0.74 0.01 1.18 0.63 0.87 1.54 0.01 1.27 1.22 1.96 1.74 0.01 1.41 1.24 2.45 0.41 0.00 1.52 0.27 0.62 0.34 0.00 1.48 0.23 0.51 2.32 0.00 1.35 1.72 3.14 0.69 0.00 1.20 0.57 0.83 0.63 0.00 1.17 0.54 0.74 1.29 0.11 1.40 0.92 1.81 2.28 0.00 1.31 1.74 2.98 0.48 0.00 1.38 0.35 0.66 1.02 0.91 1.44 0.71

Gamma-glutamyltranspeptidase 1 (GGT 1) (EC 2.3.2.2) (Gamma-glutamyltransferase 1) (Glutathione hydrolase 1) (EC 3.4.19.13) (Leukotriene-C4 hydrolase) (EC 3.4.19.14) (CD antigen CD224) [Cleaved into: Gamma-glutamyltranspeptidase 1 heavy chain; Gamma-glutamyltranspeptidase 1 light chain]P19440 sp|P19440|GGT1_HUMAN 3 3 105 1 1 1 12.83 13.82 12.59 12.94 16.54 17.04 19.3299994 15.2899995 11.5999997 19.3299994 9 7 7 9 28 11 17 28 0.47 0.02 1.83 0.26 0.86 2.15 0.00 1.15 1.86 2.48 0.99 0.89 1.19 0.83 1.18 0.81 0.03 1.19 0.68 0.97 0.52 0.00 1.28 0.40 0.67 0.50 0.01 1.66 0.30 0.83 0.87 0.03 1.13 0.77 0.99 3.45 0.00 1.17 2.95 4.04 1.50 0.00 1.22 1.23 1.83 0.55 0.01 1.41 0.39 0.77 0.52 0.00 1.29 0.41 0.67 0.45 0.00 1.27 0.36 0.58 1.59 0.00 1.17 1.35 1.86 0.98 0.86 1.33 0.74 1.30 1.10 0.12 1.13 0.97 1.23 0.59 0.00 1.23 0.48

CD59 glycoprotein (1F5 antigen) (20 kDa homologous restriction factor) (HRF-20) (HRF20) (MAC-inhibitory protein) (MAC-IP) (MEM43 antigen) (Membrane attack complex inhibition factor) (MACIF) (Membrane inhibitor of reactive lysis) (MIRL) (Protectin) (CD antigen CD59)P13987 sp|P13987|CD59_HUMAN 3 3 105 1 1 1 6.27 6.3 4.38 4.44 5.78 5.88 34.3800008 34.3800008 23.4400004 34.3800008 9 8 7 9 17 14 9 17 1.04 0.95 7.68 0.13 7.95 1.38 0.22 2.22 0.62 3.07 0.99 0.91 1.44 0.69 1.42 0.98 0.92 1.88 0.52 1.85 1.04 0.87 2.47 0.42 2.57 0.86 0.30 1.62 0.53 1.39 0.71 0.13 1.78 0.40 1.27 1.48 0.04 1.42 1.04 2.11 0.94 0.54 1.43 0.66 1.34 0.67 0.04 1.42 0.47 0.95 1.37 0.06 1.42 0.96 1.95 1.17 0.20 1.43 0.82 1.67 0.83 0.74 7.75 0.11 6.45 0.95 0.67 1.61 0.59 1.53 0.97 0.77 1.44 0.68 1.40 0.90 0.41 1.54 0.58

Destrin (Actin-depolymerizing factor) (ADF)P60981 sp|P60981|DEST_HUMAN 3 3 105 1 1 1 8.63 11.24 12.29 15.06 9.92 12.51 38.1799996 38.1799996 38.1799996 33.3299995 9 7 9 8 17 7 9 17 1.50 0.00 1.17 1.28 1.75 0.99 0.89 1.17 0.84 1.16 0.87 0.14 1.23 0.70 1.07 0.91 0.39 1.31 0.69 1.19 1.15 0.08 1.17 0.98 1.34 0.71 0.01 1.25 0.57 0.89 1.11 0.16 1.17 0.95 1.30 1.43 0.01 1.28 1.12 1.83 0.93 0.25 1.17 0.79 1.08 0.69 0.01 1.28 0.54 0.89 1.29 0.01 1.17 1.11 1.51 1.32 0.01 1.19 1.10 1.57 0.97 0.80 1.32 0.74 1.28 0.66 0.03 1.43 0.46 0.95 1.12 0.13 1.17 0.96 1.31 1.05 0.79 1.50 0.70

Elongation factor 1-gamma (EF-1-gamma) (eEF-1B gamma)P26641 sp|P26641|EF1G_HUMAN 3 3 105 1 1 1 14.34 14.63 13.82 14.1 12.36 12.73 23.3400002 23.3400002 19.4499999 17.1599999 9 9 7 7 16 10 10 16 1.14 0.22 1.28 0.89 1.46 0.76 0.01 1.17 0.65 0.89 1.14 0.09 1.17 0.97 1.34 0.83 0.03 1.17 0.71 0.97 1.44 0.00 1.17 1.23 1.68 1.24 0.18 1.43 0.87 1.77 1.12 0.13 1.17 0.95 1.31 0.93 0.59 1.36 0.68 1.27 1.49 0.00 1.25 1.20 1.87 0.83 0.31 1.50 0.56 1.25 1.06 0.36 1.15 0.92 1.22 1.15 0.08 1.17 0.98 1.34 1.10 0.65 1.65 0.67 1.82 0.94 0.70 1.44 0.65 1.36 1.02 0.82 1.21 0.84 1.23 1.21 0.08 1.24 0.97

Na(+)/H(+) exchange regulatory cofactor NHE-RF2 (NHERF-2) (NHE3 kinase A regulatory protein E3KARP) (SRY-interacting protein 1) (SIP-1) (Sodium-hydrogen exchanger regulatory factor 2) (Solute carrier family 9 isoform A3 regulatory factor 2) (Tyrosine kinase activator protein 1) (TKA-1)Q15599 sp|Q15599|NHRF2_HUMAN 3 3 105 1 1 1 13.68 13.84 12.53 12.7 18.18 18.44 29.9699992 23.15 23.15 29.9699992 9 8 6 9 15 8 6 15 1.30 0.03 1.23 1.05 1.60 1.55 0.00 1.20 1.30 1.86 0.74 0.02 1.23 0.61 0.91 0.96 0.55 1.20 0.80 1.15 1.06 0.43 1.22 0.87 1.30 0.91 0.20 1.20 0.76 1.08 1.04 0.70 1.31 0.79 1.36 1.80 0.01 1.36 1.33 2.44 0.89 0.18 1.25 0.71 1.11 0.70 0.16 1.82 0.39 1.28 1.12 0.22 1.25 0.89 1.40 0.95 0.55 1.25 0.76 1.20 1.37 0.29 2.16 0.63 2.95 0.88 0.29 1.37 0.64 1.21 1.12 0.18 1.21 0.93 1.37 0.92 0.54 1.36 0.68

Proteasome subunit alpha type-1 (EC 3.4.25.1) (30 kDa prosomal protein) (PROS-30) (Macropain subunit C2) (Multicatalytic endopeptidase complex subunit C2) (Proteasome component C2) (Proteasome nu chain)P25786 sp|P25786|PSA1_HUMAN 3 3 105 1 1 1 14.24 14.73 16.87 17.58 7.59 8.59 40.2999997 40.2999997 34.5999986 22.8100002 9 9 9 6 14 14 10 12 0.73 0.00 1.16 0.63 0.85 2.03 0.00 1.28 1.58 2.60 0.67 0.01 1.27 0.53 0.85 0.62 0.03 1.52 0.41 0.94 0.85 0.03 1.15 0.74 0.98 0.77 0.08 1.34 0.58 1.04 0.66 0.01 1.33 0.50 0.88 0.64 0.03 1.49 0.43 0.95 2.60 0.00 1.32 1.97 3.43 0.68 0.16 1.81 0.38 1.23 0.73 0.14 1.55 0.47 1.14 0.70 0.00 1.14 0.61 0.80 0.70 0.00 1.17 0.60 0.82 0.55 0.01 1.49 0.37 0.83 1.70 0.01 1.36 1.25 2.30 0.87 0.11 1.20 0.73

Nicotinamide phosphoribosyltransferase (NAmPRTase) (Nampt) (EC 2.4.2.12) (Pre-B-cell colony-enhancing factor 1) (Pre-B cell-enhancing factor) (Visfatin)P43490 sp|P43490|NAMPT_HUMAN 3 3 105 1 1 1 13.74 15.76 6.02 7.01 10.32 11.82 23.6300007 23.6300007 7.9429999 13.6500001 9 9 4 5 14 10 5 14 0.95 0.53 1.21 0.78 1.15 0.60 0.00 1.24 0.48 0.74 1.15 0.16 1.24 0.93 1.43 1.14 0.37 1.37 0.83 1.56 1.56 0.00 1.20 1.30 1.87 1.21 0.06 1.23 0.99 1.49 1.13 0.06 1.14 0.99 1.28 1.12 0.16 1.19 0.93 1.33 0.74 0.01 1.21 0.61 0.89 0.88 0.30 1.35 0.65 1.19 1.00 0.96 1.20 0.83 1.19 0.98 0.79 1.20 0.82 1.17 0.99 0.86 1.19 0.83 1.18 0.95 0.70 1.38 0.69 1.31 0.97 0.60 1.14 0.85 1.11 0.84 0.05 1.19 0.71

BTB/POZ domain-containing protein KCTD12 (Pfetin) (Predominantly fetal expressed T1 domain)Q96CX2 sp|Q96CX2|KCD12_HUMAN 3 3 105 1 1 1 9.16 9.36 13.16 13.4 11.19 11.63 25.850001 16.3100004 25.850001 23.3799994 9 8 7 9 14 8 11 14 1.35 0.18 1.65 0.81 2.23 0.78 0.02 1.21 0.64 0.94 1.18 0.45 1.73 0.68 2.05 1.19 0.21 1.38 0.86 1.64 1.01 0.87 1.25 0.81 1.26 1.13 0.35 1.38 0.82 1.56 1.13 0.22 1.27 0.89 1.43 1.19 0.08 1.23 0.97 1.47 1.16 0.07 1.18 0.99 1.36 0.83 0.11 1.28 0.65 1.06 1.29 0.00 1.14 1.14 1.47 1.03 0.64 1.16 0.89 1.19 1.23 0.07 1.26 0.98 1.55 0.94 0.59 1.32 0.71 1.23 1.23 0.04 1.21 1.02 1.49 0.89 0.36 1.38 0.64

Proteasome subunit alpha type-3 (EC 3.4.25.1) (Macropain subunit C8) (Multicatalytic endopeptidase complex subunit C8) (Proteasome component C8)P25788 sp|P25788|PSA3_HUMAN 3 3 105 1 1 1 9.91 10.15 12.93 13.51 10.86 11.42 26.67 24.3100002 26.67 21.1799994 9 8 9 7 13 13 13 13 0.67 0.08 1.61 0.41 1.07 2.15 0.00 1.27 1.70 2.72 0.64 0.20 2.29 0.28 1.46 0.53 0.08 2.08 0.26 1.11 0.83 0.25 1.47 0.57 1.22 0.69 0.19 1.90 0.36 1.31 0.61 0.08 1.81 0.34 1.10 0.57 0.03 1.61 0.36 0.92 2.66 0.00 1.20 2.21 3.21 0.61 0.27 2.69 0.23 1.65 0.66 0.00 1.26 0.53 0.83 0.71 0.01 1.27 0.56 0.90 0.73 0.03 1.29 0.57 0.95 0.68 0.05 1.48 0.46 1.01 1.79 0.00 1.17 1.54 2.09 0.93 0.35 1.20 0.78

Tyrosine-protein phosphatase non-receptor type 6 (EC 3.1.3.48) (Hematopoietic cell protein-tyrosine phosphatase) (Protein-tyrosine phosphatase 1C) (PTP-1C) (Protein-tyrosine phosphatase SHP-1) (SH-PTP1)P29350 sp|P29350|PTN6_HUMAN 3 3 105 1 1 1 17.31 17.63 6.88 7.45 13.44 14.79 18.4900001 18.4900001 11.09 16.3000003 9 9 5 9 13 13 6 12 0.88 0.06 1.15 0.76 1.01 0.57 0.00 1.24 0.46 0.70 0.99 0.92 1.15 0.87 1.14 0.97 0.54 1.13 0.86 1.09 1.26 0.01 1.17 1.08 1.47 1.02 0.76 1.14 0.89 1.17 1.33 0.00 1.13 1.18 1.50 1.07 0.52 1.33 0.80 1.42 1.07 0.43 1.26 0.85 1.35 1.08 0.48 1.34 0.80 1.44 1.02 0.85 1.26 0.80 1.28 0.99 0.91 1.26 0.79 1.25 1.04 0.59 1.26 0.83 1.32 1.09 0.31 1.26 0.87 1.38 0.74 0.00 1.15 0.64 0.85 1.08 0.29 1.18 0.92

Protein DJ-1 (EC 3.4.-.-) (Oncogene DJ1) (Parkinson disease protein 7)Q99497 sp|Q99497|PARK7_HUMAN 3 3 105 1 1 1 9.64 9.97 10.56 10.82 16.01 16.33 60.3200018 32.8000009 40.2099997 60.3200018 9 5 6 9 13 10 9 13 1.32 0.05 1.32 1.00 1.74 0.96 0.65 1.22 0.79 1.18 1.08 0.38 1.21 0.89 1.31 1.06 0.66 1.39 0.77 1.47 1.52 0.00 1.19 1.27 1.81 0.96 0.63 1.24 0.77 1.19 1.07 0.34 1.18 0.91 1.27 1.25 0.01 1.17 1.07 1.47 0.76 0.01 1.20 0.63 0.92 0.79 0.21 1.50 0.53 1.19 1.18 0.09 1.23 0.96 1.46 1.09 0.20 1.16 0.94 1.27 1.01 0.89 1.17 0.87 1.18 1.08 0.51 1.29 0.83 1.39 1.09 0.36 1.23 0.88 1.34 1.16 0.05 1.17 1.00

Alcohol dehydrogenase 1C (EC 1.1.1.1) (Alcohol dehydrogenase subunit gamma)P00326 sp|P00326|ADH1G_HUMAN 3 3 105 1 1 1 14.71 15.01 7.11 7.24 4.25 4.49 19.7300002 19.7300002 11.2000004 14.3999994 9 9 4 5 12 12 8 7 1.11 0.36 1.27 0.87 1.41 0.76 0.03 1.26 0.61 0.96 1.55 0.00 1.23 1.26 1.91 0.53 0.00 1.35 0.39 0.72 1.67 0.00 1.29 1.29 2.15 0.82 0.12 1.30 0.63 1.07 1.38 0.03 1.33 1.04 1.83 0.82 0.10 1.28 0.65 1.05 0.58 0.00 1.17 0.50 0.67 1.31 0.08 1.36 0.96 1.79 1.41 0.03 1.35 1.04 1.91 1.17 0.14 1.27 0.93 1.48 0.92 0.55 1.40 0.66 1.29 0.80 0.32 1.70 0.47 1.35 0.89 0.78 3.07 0.29 2.72 0.97 0.91 1.83 0.53

Isoleucine--tRNA ligase, cytoplasmic (EC 6.1.1.5) (Isoleucyl-tRNA synthetase) (IRS) (IleRS)P41252 sp|P41252|SYIC_HUMAN 3 3 105 1 1 1 11.81 13.76 15.05 16.78 11.52 14.06 7.28999972 5.70500009 7.28999972 6.33900017 9 5 9 8 12 8 12 6 0.99 0.80 1.14 0.86 1.12 1.27 0.01 1.19 1.07 1.51 0.84 0.10 1.24 0.68 1.05 0.86 0.06 1.16 0.74 1.01 0.86 0.03 1.14 0.75 0.98 0.86 0.27 1.34 0.65 1.15 1.00 0.98 1.33 0.75 1.32 0.93 0.30 1.16 0.81 1.08 1.62 0.00 1.21 1.34 1.96 0.94 0.65 1.34 0.70 1.26 0.91 0.07 1.11 0.82 1.01 1.23 0.00 1.13 1.09 1.38 0.87 0.11 1.19 0.73 1.04 0.86 0.19 1.28 0.67 1.10 1.41 0.05 1.41 1.00 1.99 1.05 0.61 1.29 0.82

Ras-related protein Rab-7aP51149 sp|P51149|RAB7A_HUMAN 3 3 105 1 1 1 15.19 15.36 10.9 10.98 8.35 8.49 46.3800013 46.3800013 46.3800013 33.3299995 9 9 8 6 12 9 12 10 0.83 0.23 1.40 0.59 1.16 1.31 0.08 1.37 0.96 1.79 0.85 0.07 1.20 0.71 1.02 0.93 0.31 1.18 0.79 1.10 1.00 0.99 1.19 0.84 1.19 0.85 0.08 1.21 0.70 1.03 1.00 0.96 1.18 0.85 1.18 0.95 0.73 1.44 0.66 1.36 0.90 0.41 1.34 0.67 1.21 1.01 0.96 1.59 0.64 1.60 0.83 0.13 1.30 0.64 1.07 0.92 0.44 1.26 0.73 1.17 1.04 0.79 1.41 0.73 1.47 1.01 0.95 1.59 0.64 1.61 1.06 0.63 1.34 0.79 1.42 0.76 0.05 1.31 0.58

Ras-related protein Rab-10P61026 sp|P61026|RAB10_HUMAN 3 3 105 1 1 1 9.52 15.21 8.18 11.72 6.27 9.66 37.0000005 37.0000005 36.500001 24.5000005 9 9 9 6 12 7 11 12 1.28 0.20 1.75 0.73 2.24 1.81 0.02 1.45 1.25 2.62 0.75 0.10 1.52 0.50 1.15 0.99 0.91 1.57 0.63 1.55 1.15 0.31 1.55 0.74 1.78 0.90 0.38 1.49 0.60 1.35 0.97 0.75 1.45 0.67 1.40 1.22 0.30 3.57 0.34 4.36 1.20 0.32 3.58 0.34 4.31 0.78 0.47 16.50 0.05 12.94 1.03 0.81 3.58 0.29 3.69 1.13 0.44 3.57 0.32 4.03 0.85 0.38 4.03 0.21 3.43 0.84 0.53 11.62 0.07 9.75 1.17 0.24 1.51 0.77 1.77 0.72 0.15 1.83 0.40

Cytoplasmic dynein 2 heavy chain 1 (Cytoplasmic dynein 2 heavy chain) (Dynein cytoplasmic heavy chain 2) (Dynein heavy chain 11) (hDHC11) (Dynein heavy chain isotype 1B)Q8NCM8 sp|Q8NCM8|DYHC2_HUMAN 3 3 105 1 1 1 18.56 22.85 9.39 14.45 10.65 12.77 2.66999994 2.66999994 1.18399998 1.69500001 9 9 4 5 12 12 7 9 1.26 0.00 1.13 1.11 1.43 0.88 0.05 1.13 0.78 1.00 0.91 0.12 1.13 0.81 1.03 0.90 0.19 1.18 0.77 1.06 0.97 0.53 1.13 0.86 1.09 0.82 0.02 1.16 0.70 0.95 1.11 0.08 1.13 0.98 1.25 0.99 0.92 1.28 0.77 1.27 1.05 0.41 1.16 0.91 1.22 1.30 0.35 1.91 0.68 2.49 1.19 0.03 1.16 1.03 1.39 1.11 0.43 1.38 0.81 1.54 1.14 0.33 1.37 0.83 1.57 1.04 0.81 1.45 0.72 1.50 1.31 0.10 1.42 0.92 1.87 0.99 0.93 1.18 0.85

Aminopeptidase B (AP-B) (EC 3.4.11.6) (Arginine aminopeptidase) (Arginyl aminopeptidase)Q9H4A4 sp|Q9H4A4|AMPB_HUMAN 3 3 105 1 1 1 16.17 17.22 14.08 15.14 15.01 15.96 18.0000007 15.8500001 18.0000007 16.6199997 9 9 8 9 12 11 6 12 1.32 0.01 1.22 1.08 1.61 0.75 0.04 1.32 0.57 0.99 1.30 0.00 1.16 1.12 1.51 1.06 0.65 1.33 0.80 1.41 1.18 0.02 1.15 1.03 1.36 1.11 0.16 1.17 0.95 1.29 1.19 0.02 1.14 1.04 1.36 1.20 0.28 1.48 0.81 1.77 0.86 0.26 1.36 0.63 1.17 0.95 0.61 1.25 0.76 1.19 1.14 0.12 1.20 0.95 1.37 1.09 0.43 1.29 0.84 1.41 0.73 0.07 1.42 0.52 1.04 0.99 0.86 1.20 0.82 1.19 0.98 0.84 1.29 0.76 1.26 1.01 0.93 1.19 0.85

Flotillin-2 (Epidermal surface antigen) (ESA) (Membrane component chromosome 17 surface marker 1)Q14254 sp|Q14254|FLOT2_HUMAN 3 3 105 1 1 1 14.65 15.29 8.73 9.22 8.13 8.57 21.7299998 21.7299998 14.4899994 11.2099998 9 9 5 4 11 10 5 11 1.42 0.01 1.25 1.14 1.78 1.29 0.04 1.27 1.02 1.64 1.01 0.94 1.20 0.84 1.21 0.87 0.20 1.27 0.68 1.10 1.00 1.00 1.20 0.83 1.20 0.90 0.10 1.14 0.79 1.03 1.02 0.69 1.14 0.90 1.17 0.95 0.63 1.32 0.72 1.25 1.04 0.68 1.28 0.81 1.34 0.68 0.05 1.49 0.46 1.01 1.10 0.56 1.50 0.73 1.64 1.19 0.26 1.43 0.83 1.70 1.04 0.76 1.39 0.75 1.45 1.06 0.75 1.59 0.67 1.69 1.18 0.12 1.28 0.92 1.52 1.10 0.43 1.40 0.79

Vacuolar protein sorting-associated protein 35 (hVPS35) (Maternal-embryonic 3) (Vesicle protein sorting 35)Q96QK1 sp|Q96QK1|VPS35_HUMAN 3 3 105 1 1 1 7.38 8.22 7.85 8.49 15.11 16.08 13.0700007 5.528 7.412 13.0700007 9 4 5 9 11 5 5 11 1.39 0.03 1.32 1.06 1.84 0.56 0.00 1.27 0.44 0.71 1.23 0.19 1.43 0.86 1.76 1.06 0.55 1.28 0.83 1.36 1.39 0.01 1.21 1.15 1.67 1.03 0.69 1.21 0.85 1.24 1.09 0.41 1.29 0.84 1.40 1.00 1.00 1.41 0.71 1.41 0.79 0.06 1.29 0.61 1.01 1.01 0.97 2.22 0.46 2.24 1.19 0.23 1.42 0.84 1.69 1.01 0.94 1.22 0.82 1.23 0.98 0.90 1.44 0.68 1.42 1.13 0.76 2.73 0.41 3.07 0.93 0.49 1.28 0.73 1.18 0.88 0.38 1.38 0.64

Intraflagellar transport protein 172 homologQ9UG01 sp|Q9UG01|IF172_HUMAN 3 3 105 1 1 1 17.15 20.26 15.43 18.18 7.17 10.57 5.94599992 5.60300015 5.94599992 2.63 9 9 9 4 11 11 6 3 1.24 0.08 1.28 0.96 1.59 0.86 0.06 1.18 0.73 1.01 1.12 0.27 1.23 0.90 1.38 1.14 0.10 1.17 0.97 1.33 0.94 0.21 1.12 0.83 1.05 0.88 0.03 1.12 0.78 0.99 1.05 0.33 1.12 0.94 1.18 1.09 0.42 1.30 0.84 1.41 0.96 0.51 1.16 0.82 1.12 0.86 0.34 1.47 0.58 1.25 1.15 0.06 1.16 0.99 1.34 1.22 0.02 1.16 1.05 1.42 1.05 0.70 1.40 0.75 1.47 0.93 0.60 1.37 0.68 1.28 0.83 0.31 3.61 0.23 2.99 0.98 0.92 10.02 0.10

4F2 cell-surface antigen heavy chain (4F2hc) (4F2 heavy chain antigen) (Lymphocyte activation antigen 4F2 large subunit) (Solute carrier family 3 member 2) (CD antigen CD98)P08195 sp|P08195|4F2_HUMAN 3 3 105 1 1 1 13.76 14.37 12.95 13.63 12.28 13.34 15.3999999 15.3999999 14.2900005 10.9499998 9 7 9 7 10 9 9 10 0.75 0.07 1.36 0.55 1.03 1.20 0.10 1.25 0.96 1.50 1.23 0.20 1.41 0.87 1.73 1.32 0.01 1.21 1.09 1.59 1.01 0.80 1.14 0.89 1.16 0.95 0.64 1.25 0.76 1.20 1.62 0.00 1.20 1.35 1.93 1.25 0.43 1.88 0.66 2.35 0.81 0.14 1.35 0.60 1.10 1.72 0.00 1.35 1.27 2.32 1.07 0.52 1.26 0.84 1.35 1.17 0.07 1.19 0.98 1.40 1.40 0.00 1.20 1.17 1.68 1.06 0.77 1.57 0.67 1.66 0.74 0.00 1.15 0.64 0.85 0.87 0.11 1.20 0.73

Vinculin (Metavinculin) (MV)P18206 sp|P18206|VINC_HUMAN 3 3 105 1 1 1 13.61 14.55 5.39 6.22 6.96 8.42 8.02500024 8.02500024 4.40899991 6.26100004 9 9 3 6 10 10 3 8 1.09 0.57 1.45 0.76 1.58 0.89 0.22 1.23 0.72 1.10 1.16 0.28 1.37 0.85 1.59 1.20 0.25 1.41 0.85 1.68 1.35 0.05 1.36 0.99 1.84 0.89 0.34 1.33 0.67 1.18 1.05 0.52 1.20 0.88 1.26 0.88 0.51 2.00 0.44 1.76 0.93 0.51 1.46 0.64 1.36 0.80 0.40 2.40 0.33 1.93 1.17 0.21 1.46 0.81 1.71 1.18 0.20 1.46 0.81 1.72 0.95 0.60 1.46 0.65 1.38 0.88 0.27 1.45 0.60 1.27 1.02 0.86 1.30 0.78 1.32 1.03 0.77 1.30 0.79

26S proteasome non-ATPase regulatory subunit 3 (26S proteasome regulatory subunit RPN3) (26S proteasome regulatory subunit S3) (Proteasome subunit p58)O43242 sp|O43242|PSMD3_HUMAN 3 3 105 1 1 1 10.77 11.17 13.63 14.14 11.81 12.52 18.9099997 12.5499994 18.9099997 15.1700005 9 5 9 6 9 6 9 8 0.91 0.56 1.47 0.62 1.34 1.36 0.11 1.50 0.90 2.04 0.69 0.67 8.21 0.08 5.69 0.65 0.62 7.84 0.08 5.13 0.98 0.90 1.43 0.68 1.41 0.87 0.48 1.57 0.56 1.37 0.81 0.18 1.42 0.57 1.15 0.61 0.02 1.49 0.41 0.91 2.05 0.01 1.51 1.35 3.09 0.77 0.12 1.42 0.54 1.10 0.83 0.03 1.17 0.71 0.97 0.80 0.01 1.17 0.69 0.94 0.87 0.08 1.19 0.73 1.03 0.89 0.87 5.50 0.16 4.90 1.41 0.05 1.41 1.00 1.99 1.19 0.26 1.44 0.83

Nucleoside diphosphate kinase B (NDK B) (NDP kinase B) (EC 2.7.4.6) (C-myc purine-binding transcription factor PUF) (Histidine protein kinase NDKB) (EC 2.7.13.3) (nm23-H2)P22392 sp|P22392|NDKB_HUMAN 3 3 105 1 1 1 10.78 11.13 9.45 9.97 8.21 8.8 53.9499998 53.9499998 42.7599996 31.5800011 9 9 6 5 9 6 4 9 0.84 0.07 1.21 0.70 1.03 0.77 0.02 1.21 0.64 0.94 0.77 0.02 1.21 0.64 0.94 0.73 0.01 1.21 0.60 0.88 1.22 0.05 1.22 1.01 1.49 0.81 0.05 1.23 0.65 1.00 0.70 0.01 1.21 0.58 0.85 0.95 0.80 2.19 0.43 2.08 1.71 0.03 1.47 1.17 2.51 0.82 0.19 1.53 0.54 1.26 1.10 0.36 1.42 0.78 1.55 0.92 0.43 1.42 0.65 1.31 1.06 0.80 2.38 0.45 2.52 1.06 0.79 2.19 0.48 2.32 0.98 0.78 1.20 0.82 1.17 1.47 0.00 1.19 1.23

Macrophage-capping protein (Actin regulatory protein CAP-G)P40121 sp|P40121|CAPG_HUMAN 3 3 105 1 1 1 13.5 13.65 10.78 10.86 13.72 13.76 29.8900008 20.9800005 19.2499995 29.8900008 9 9 6 9 9 9 4 7 1.04 0.78 1.38 0.75 1.43 0.52 0.00 1.38 0.38 0.72 1.01 0.97 1.33 0.76 1.33 1.02 0.89 1.51 0.68 1.54 1.29 0.07 1.34 0.97 1.73 0.97 0.75 1.21 0.81 1.18 1.02 0.84 1.28 0.80 1.31 1.08 0.97 7068.40 0.00 7647.61 1.06 0.64 1.57 0.67 1.66 1.23 0.35 2.05 0.60 2.52 1.11 0.58 1.93 0.57 2.14 0.89 0.38 1.57 0.57 1.40 1.36 0.90 8390.18 0.00 11388.65 1.52 0.86 6917.19 0.00 10499.20 0.58 0.02 1.47 0.40 0.86 1.12 0.15 1.20 0.94

Poly(rC)-binding protein 1 (Alpha-CP1) (Heterogeneous nuclear ribonucleoprotein E1) (hnRNP E1) (Nucleic acid-binding protein SUB2.3)Q15365 sp|Q15365|PCBP1_HUMAN 3 3 105 1 1 1 4.11 4.93 7.52 7.82 10.37 11 25.5600005 22.4700004 19.3800002 25.5600005 9 7 6 9 8 5 4 8 1.28 0.41 2.78 0.46 3.56 0.87 0.67 3.45 0.25 2.99 1.29 0.09 1.42 0.91 1.83 1.03 0.79 1.58 0.65 1.63 1.11 0.33 1.42 0.78 1.58 1.09 0.40 1.42 0.77 1.55 1.25 0.11 1.42 0.88 1.78 1.11 0.41 1.52 0.73 1.68 0.93 0.69 1.91 0.49 1.79 1.09 0.42 1.44 0.76 1.57 0.91 0.39 1.43 0.64 1.30 1.07 0.52 1.44 0.74 1.53 0.98 0.86 1.58 0.62 1.55 1.13 0.41 1.70 0.67 1.92 1.01 0.94 1.41 0.72 1.42 1.04 0.63 1.22 0.85

Solute carrier family 15 member 2 (Kidney H(+)/peptide cotransporter) (Oligopeptide transporter, kidney isoform) (Peptide transporter 2)Q16348 sp|Q16348|S15A2_HUMAN 3 3 105 1 1 1 14.87 15.37 12.25 12.82 9.21 10.21 10.0100003 10.0100003 9.46500003 8.0930002 9 9 8 6 8 8 6 5 1.58 0.02 1.41 1.12 2.23 1.45 0.00 1.15 1.26 1.67 1.21 0.03 1.18 1.02 1.43 1.08 0.34 1.21 0.90 1.31 0.99 0.86 1.15 0.86 1.14 0.95 0.48 1.18 0.81 1.12 0.74 0.00 1.16 0.64 0.86 1.65 0.00 1.21 1.36 2.01 1.06 0.55 1.26 0.84 1.34 0.86 0.42 1.58 0.54 1.35 1.43 0.00 1.16 1.23 1.66 1.18 0.04 1.16 1.01 1.36 1.15 0.08 1.18 0.97 1.35 0.89 0.28 1.26 0.71 1.13 0.92 0.49 1.41 0.65 1.30 0.75 0.09 1.45 0.52

Charged multivesicular body protein 1b (CHMP1.5) (Chromatin-modifying protein 1b) (CHMP1b) (Vacuolar protein sorting-associated protein 46-2) (Vps46-2) (hVps46-2)Q7LBR1 sp|Q7LBR1|CHM1B_HUMAN 3 3 105 1 1 1 10.24 10.62 10.7 10.99 8.59 8.86 22.6099998 22.6099998 22.1100003 14.5699993 9 9 7 5 8 7 8 7 2.21 0.00 1.35 1.64 2.97 1.63 0.00 1.27 1.29 2.07 0.65 0.04 1.49 0.44 0.96 1.14 0.16 1.23 0.92 1.40 0.74 0.13 1.57 0.47 1.15 0.96 0.67 1.31 0.73 1.25 0.66 0.04 1.45 0.45 0.96 2.57 0.00 1.35 1.90 3.47 1.31 0.08 1.38 0.95 1.80 0.56 0.00 1.32 0.42 0.74 1.06 0.41 1.20 0.89 1.27 0.72 0.01 1.20 0.60 0.86 1.03 0.71 1.20 0.86 1.23 0.89 0.15 1.20 0.74 1.07 0.85 0.09 1.23 0.69 1.04 0.52 0.00 1.22 0.43

Integrin alpha-X (CD11 antigen-like family member C) (Leu M5) (Leukocyte adhesion glycoprotein p150,95 alpha chain) (Leukocyte adhesion receptor p150,95) (CD antigen CD11c)P20702 sp|P20702|ITAX_HUMAN 3 3 105 1 1 1 17.45 19.17 10.33 10.94 5.38 9.64 9.62999985 9.62999985 6.27700016 3.26699987 9 9 5 4 7 7 5 3 0.67 0.00 1.19 0.57 0.80 0.84 0.29 1.48 0.57 1.24 1.15 0.26 1.32 0.87 1.51 1.02 0.80 1.26 0.81 1.30 0.85 0.07 1.19 0.71 1.02 1.04 0.61 1.20 0.87 1.25 1.73 0.02 1.50 1.16 2.60 1.00 1.00 1.46 0.68 1.46 0.87 0.41 1.54 0.56 1.33 1.06 0.71 1.52 0.70 1.62 0.81 0.28 1.61 0.50 1.30 1.55 0.08 1.68 0.93 2.61 1.61 0.04 1.53 1.05 2.45 1.14 0.27 1.33 0.86 1.52 0.78 0.28 4.49 0.17 3.49 1.21 0.35 4.46 0.27

Importin subunit beta-1 (Importin-90) (Karyopherin subunit beta-1) (Nuclear factor p97) (Pore targeting complex 97 kDa subunit) (PTAC97)Q14974 sp|Q14974|IMB1_HUMAN 3 3 105 1 1 1 11.43 12.63 5.01 5.65 8.13 9.22 12.0999999 12.0999999 4.90900017 6.73500001 9 9 3 4 7 7 7 7 0.92 0.76 2.02 0.45 1.85 1.97 0.22 3.48 0.57 6.86 0.98 0.87 1.40 0.70 1.37 0.88 0.46 1.50 0.59 1.32 0.89 0.27 1.27 0.70 1.13 1.00 0.98 1.32 0.75 1.32 0.86 0.10 1.22 0.70 1.05 0.93 0.62 3.53 0.26 3.30 1.17 0.36 3.52 0.33 4.12 0.94 0.63 3.53 0.27 3.30 0.95 0.68 3.52 0.27 3.34 1.25 0.27 3.52 0.35 4.39 0.78 0.24 3.52 0.22 2.76 0.98 0.86 3.52 0.28 3.44 0.94 0.68 1.70 0.55 1.60 1.00 0.98 1.42 0.70

Ras-related protein Rab-3DO95716 sp|O95716|RAB3D_HUMAN 3 3 105 1 1 1 6.57 13.39 10.53 12.77 2.71 7.19 36.53 34.2500001 36.53 16.8899998 9 8 9 5 5 3 5 4 1.48 0.27 3.07 0.48 4.55 1.91 0.03 1.60 1.19 3.06 1.18 0.20 1.46 0.81 1.72 0.92 0.69 2.11 0.44 1.95 1.91 0.08 2.32 0.82 4.45 1.39 0.25 2.44 0.57 3.40 0.79 0.30 2.06 0.38 1.63 1.07 0.58 1.34 0.79 1.43 0.94 0.42 1.20 0.79 1.13 0.84 0.52 2.00 0.42 1.68 1.03 0.72 1.20 0.86 1.23 1.09 0.54 1.42 0.77 1.54 0.79 0.07 1.29 0.61 1.03 0.88 0.66 2.03 0.44 1.80 0.74 0.43 22.25 0.03 16.44 1.60 0.29 18.96 0.08

Calpain small subunit 1 (CSS1) (Calcium-activated neutral proteinase small subunit) (CANP small subunit) (Calcium-dependent protease small subunit) (CDPS) (Calcium-dependent protease small subunit 1) (Calpain regulatory subunit)P04632 sp|P04632|CPNS1_HUMAN 3 3 105 1 1 1 10.7 11.12 6.25 6.43 7.86 8.09 45.8999991 45.8999991 28.7299991 35.8200014 9 9 6 8 5 4 3 5 1.12 0.80 5.17 0.22 5.77 0.76 0.10 1.50 0.51 1.14 1.55 0.04 1.47 1.05 2.27 1.52 0.20 2.58 0.59 3.92 1.13 0.53 2.02 0.56 2.28 1.19 0.19 1.47 0.81 1.74 1.04 0.74 1.46 0.71 1.52 0.91 0.42 1.49 0.61 1.36 0.77 0.36 2.63 0.29 2.02 1.02 0.89 1.90 0.54 1.94 1.03 0.91 3.17 0.33 3.28 1.00 1.00 2.50 0.40 2.50 1.18 0.21 1.49 0.79 1.76 1.07 0.52 1.49 0.72 1.60 1.18 0.22 1.40 0.84 1.66 1.04 0.68 1.34 0.78

Coatomer subunit gamma-2 (Gamma-2-coat protein) (Gamma-2-COP)Q9UBF2 sp|Q9UBF2|COPG2_HUMAN 3 3 105 1 1 1 6.45 17.23 5.19 13.07 2.77 12.5 11.2499997 11.2499997 9.30000022 8.61100033 9 9 6 6 5 4 5 4 0.96 0.70 1.36 0.71 1.30 1.11 0.46 1.48 0.75 1.64 1.01 0.95 1.42 0.71 1.43 0.83 0.18 1.39 0.60 1.16 1.11 0.56 1.65 0.67 1.82 1.00 0.99 2.12 0.47 2.12 1.01 0.89 1.33 0.76 1.35 1.02 0.86 1.27 0.80 1.29 1.00 0.99 1.30 0.77 1.30 1.01 0.94 1.29 0.78 1.29 1.02 0.84 1.22 0.83 1.24 1.17 0.10 1.22 0.95 1.43 0.95 0.68 1.40 0.67 1.33 0.80 0.26 1.59 0.51 1.28 1.32 0.24 4.22 0.31 5.58 1.62 0.15 4.22 0.38

Myosin regulatory light chain 12A (MLC-2B) (Myosin RLC) (Myosin regulatory light chain 2, nonsarcomeric) (Myosin regulatory light chain MRLC3)P19105 sp|P19105|ML12A_HUMAN 3 3 105 1 1 1 8.44 8.47 13.02 13.11 12.65 12.79 43.8600004 33.919999 43.8600004 40.3499991 9 9 8 8 13 7 11 13 0.54 0.00 1.27 0.42 0.68 1.04 0.64 1.27 0.82 1.32 0.96 0.82 1.72 0.56 1.65 0.52 0.00 1.27 0.41 0.66 0.75 0.03 1.27 0.59 0.95 0.71 0.02 1.27 0.56 0.90 1.24 0.06 1.27 0.98 1.57 0.76 0.05 1.31 0.58 1.00 2.07 0.00 1.16 1.78 2.41 0.80 0.08 1.31 0.61 1.04 0.66 0.00 1.20 0.55 0.80 0.92 0.21 1.16 0.79 1.07 0.82 0.05 1.22 0.67 1.00 0.81 0.06 1.24 0.66 1.01 1.71 0.00 1.22 1.40 2.08 0.70 0.02 1.30 0.54

Platelet glycoprotein 4 (Fatty acid translocase) (FAT) (Glycoprotein IIIb) (GPIIIB) (Leukocyte differentiation antigen CD36) (PAS IV) (PAS-4) (Platelet collagen receptor) (Platelet glycoprotein IV) (GPIV) (Thrombospondin receptor) (CD antigen CD36)P16671 sp|P16671|CD36_HUMAN 3 3 105 1 1 1 14.78 15.67 7.66 8.3 13.07 13.85 22.2499996 22.2499996 13.3499995 16.0999999 8 8 5 7 22 15 9 22 1.41 0.06 1.44 0.98 2.03 1.16 0.07 1.19 0.98 1.38 0.82 0.08 1.26 0.66 1.03 1.72 0.00 1.17 1.46 2.02 2.28 0.00 1.20 1.90 2.75 1.03 0.70 1.19 0.86 1.23 0.87 0.10 1.18 0.74 1.03 1.10 0.31 1.28 0.86 1.40 0.68 0.02 1.29 0.53 0.87 0.83 0.27 1.58 0.52 1.30 0.91 0.31 1.28 0.71 1.16 0.85 0.13 1.28 0.67 1.09 0.92 0.33 1.28 0.72 1.17 0.95 0.90 2.91 0.33 2.78 0.90 0.07 1.13 0.79 1.01 1.02 0.77 1.16 0.88

Arrestin domain-containing protein 1Q8N5I2 sp|Q8N5I2|ARRD1_HUMAN 3 3 105 1 1 1 9.49 10.19 6.45 6.69 10.14 10.95 22.1699998 18.4799999 16.1699995 22.1699998 8 6 6 8 19 7 8 19 1.62 0.01 1.32 1.22 2.14 1.29 0.09 1.39 0.93 1.79 0.87 0.51 1.67 0.52 1.46 1.27 0.20 1.54 0.82 1.94 1.12 0.20 1.23 0.91 1.38 0.86 0.31 1.43 0.60 1.23 0.76 0.06 1.33 0.57 1.01 1.57 0.01 1.28 1.23 2.02 0.95 0.54 1.28 0.74 1.22 0.75 0.28 2.04 0.37 1.52 1.37 0.08 1.48 0.93 2.04 0.96 0.65 1.28 0.75 1.23 1.12 0.47 1.55 0.72 1.75 0.88 0.49 1.65 0.54 1.45 1.12 0.18 1.21 0.92 1.35 0.82 0.25 1.50 0.55

Golgi-associated plant pathogenesis-related protein 1 (GAPR-1) (Golgi-associated PR-1 protein) (Glioma pathogenesis-related protein 2) (GliPR 2)Q9H4G4 sp|Q9H4G4|GAPR1_HUMAN 3 3 105 1 1 1 9.63 9.8 5.73 5.95 6.7 7 37.6599997 37.6599997 25.97 35.710001 8 8 5 6 18 11 11 18 0.86 0.17 1.26 0.68 1.09 1.01 0.83 1.17 0.86 1.19 1.17 0.19 1.29 0.90 1.51 1.04 0.76 1.33 0.78 1.38 1.03 0.69 1.17 0.88 1.20 1.08 0.63 1.46 0.74 1.58 1.47 0.00 1.17 1.25 1.72 1.37 0.28 2.01 0.68 2.76 0.99 0.93 1.53 0.64 1.51 1.13 0.24 1.28 0.88 1.45 1.19 0.35 1.58 0.75 1.88 1.28 0.02 1.20 1.06 1.54 1.62 0.06 1.66 0.98 2.68 1.11 0.43 1.38 0.80 1.53 0.93 0.44 1.28 0.73 1.19 0.98 0.82 1.28 0.77

40S ribosomal protein S4, X isoform (SCR10) (Single copy abundant mRNA protein)P62701 sp|P62701|RS4X_HUMAN 3 3 105 1 1 1 15.94 16.36 10.27 10.69 14.63 15.18 30.7999998 30.7999998 14.8300007 30.7999998 8 8 4 8 16 7 6 16 0.79 0.19 1.49 0.53 1.18 0.92 0.60 1.45 0.64 1.34 0.84 0.09 1.25 0.67 1.04 0.87 0.57 1.77 0.49 1.55 1.05 0.79 1.56 0.68 1.63 0.78 0.21 1.55 0.51 1.21 0.91 0.31 1.25 0.73 1.13 0.92 0.75 2.82 0.32 2.58 1.94 0.17 3.90 0.50 7.55 0.94 0.89 5.41 0.17 5.08 0.83 0.31 1.82 0.46 1.51 0.83 0.29 1.77 0.47 1.47 0.98 0.97 7.96 0.12 7.80 1.16 0.83 15.00 0.08 17.43 1.34 0.02 1.26 1.07 1.69 1.22 0.44 1.76 0.69

60S ribosomal protein L6 (Neoplasm-related protein C140) (Tax-responsive enhancer element-binding protein 107) (TaxREB107)Q02878 sp|Q02878|RL6_HUMAN 3 3 105 1 1 1 5.41 5.63 12.52 12.64 16.2 16.39 31.25 11.1100003 22.9200006 31.25 8 3 7 8 16 4 16 15 0.47 0.10 4.37 0.11 2.04 0.64 0.33 24.50 0.03 15.75 0.53 0.37 202.89 0.00 107.03 0.43 0.09 4.34 0.10 1.88 0.63 0.38 50.08 0.01 31.77 0.43 0.09 4.37 0.10 1.86 0.84 0.61 24.81 0.03 20.73 0.44 0.00 1.47 0.30 0.65 3.74 0.00 1.28 2.92 4.77 0.42 0.00 1.54 0.27 0.64 0.81 0.05 1.23 0.66 1.00 0.78 0.04 1.25 0.62 0.98 0.64 0.01 1.35 0.47 0.86 0.54 0.00 1.28 0.42 0.70 1.48 0.01 1.24 1.20 1.83 1.15 0.09 1.18 0.97

Proteasome subunit beta type-8 (EC 3.4.25.1) (Low molecular mass protein 7) (Macropain subunit C13) (Multicatalytic endopeptidase complex subunit C13) (Proteasome component C13) (Proteasome subunit beta-5i) (Really interesting new gene 10 protein)P28062 sp|P28062|PSB8_HUMAN 3 3 105 1 1 1 9.65 9.93 11.56 11.76 13.14 13.29 28.2599986 22.4600002 27.1699995 28.2599986 8 7 8 8 15 6 12 15 0.64 0.00 1.20 0.53 0.77 1.39 0.02 1.31 1.07 1.82 0.80 0.09 1.31 0.61 1.06 0.71 0.08 1.50 0.48 1.07 0.75 0.00 1.16 0.64 0.86 0.80 0.03 1.21 0.66 0.97 0.75 0.02 1.24 0.60 0.92 0.91 0.51 1.41 0.65 1.29 2.01 0.00 1.41 1.43 2.83 1.06 0.75 1.56 0.68 1.65 0.78 0.02 1.21 0.64 0.94 1.00 0.98 1.21 0.83 1.21 1.04 0.81 1.57 0.66 1.64 0.93 0.58 1.43 0.65 1.32 1.37 0.01 1.20 1.14 1.65 1.00 0.97 1.19 0.84

Methionine--tRNA ligase, cytoplasmic (EC 6.1.1.10) (Methionyl-tRNA synthetase) (MetRS)P56192 sp|P56192|SYMC_HUMAN 3 3 105 1 1 1 8.45 9.58 4.97 6.43 17.68 20.01 12.9999995 6.55599982 6.22199997 12.9999995 8 5 3 8 15 5 4 15 0.81 0.07 1.28 0.63 1.04 0.97 0.93 2.41 0.40 2.35 0.70 0.02 1.27 0.55 0.89 0.83 0.09 1.28 0.65 1.06 0.64 0.55 8.58 0.07 5.46 1.45 0.46 4.01 0.36 5.81 0.76 0.11 1.47 0.52 1.12 1.49 0.40 3.70 0.40 5.53 1.30 0.13 1.51 0.86 1.96 1.62 0.16 2.27 0.71 3.68 0.83 0.13 1.34 0.62 1.11 1.06 0.53 1.28 0.82 1.35 0.95 0.73 1.50 0.63 1.43 1.08 0.67 1.67 0.65 1.80 1.32 0.00 1.14 1.16 1.52 1.29 0.00 1.14 1.13

26S proteasome non-ATPase regulatory subunit 13 (26S proteasome regulatory subunit RPN9) (26S proteasome regulatory subunit S11) (26S proteasome regulatory subunit p40.5)Q9UNM6 sp|Q9UNM6|PSD13_HUMAN 3 3 105 1 1 1 5.49 5.78 8.57 9.17 7.11 7.98 15.1600003 9.30899978 15.1600003 11.4399999 8 4 8 5 14 6 7 14 0.88 0.30 1.37 0.64 1.21 1.23 0.29 1.68 0.73 2.07 0.64 0.05 1.57 0.41 1.01 0.53 0.03 1.69 0.32 0.90 0.88 0.18 1.26 0.70 1.11 0.60 0.04 1.56 0.39 0.94 0.57 0.01 1.38 0.41 0.79 0.68 0.17 1.92 0.35 1.30 2.53 0.00 1.48 1.71 3.73 0.73 0.16 1.64 0.45 1.20 0.85 0.08 1.21 0.70 1.03 0.80 0.03 1.21 0.66 0.97 0.80 0.18 1.47 0.54 1.17 0.88 0.36 1.39 0.64 1.23 1.49 0.03 1.43 1.04 2.13 1.04 0.72 1.30 0.80

Adenylate kinase isoenzyme 1 (AK 1) (EC 2.7.4.3) (EC 2.7.4.6) (ATP-AMP transphosphorylase 1) (ATP:AMP phosphotransferase) (Adenylate monophosphate kinase) (Myokinase)P00568 sp|P00568|KAD1_HUMAN 3 3 105 1 1 1 13.31 13.95 8.98 9.25 10.08 10.51 43.2999998 43.2999998 35.5699986 29.3799996 8 8 7 7 13 9 9 13 1.71 0.01 1.33 1.28 2.27 0.89 0.50 1.58 0.56 1.40 0.90 0.19 1.21 0.74 1.09 1.04 0.75 1.42 0.74 1.48 1.74 0.00 1.21 1.44 2.11 0.75 0.03 1.29 0.58 0.97 0.99 0.91 1.21 0.82 1.20 1.13 0.30 1.35 0.83 1.52 1.01 0.90 1.27 0.80 1.28 0.65 0.26 2.71 0.24 1.77 1.24 0.07 1.27 0.97 1.57 1.31 0.06 1.33 0.99 1.74 0.99 0.89 1.35 0.73 1.33 0.62 0.10 1.90 0.33 1.17 0.93 0.37 1.26 0.73 1.17 1.36 0.02 1.26 1.08

Tumor-associated calcium signal transducer 2 (Cell surface glycoprotein Trop-2) (Membrane component chromosome 1 surface marker 1) (Pancreatic carcinoma marker protein GA733-1)P09758 sp|P09758|TACD2_HUMAN 3 3 105 1 1 1 8.79 9.58 13.78 15.27 12.75 13.63 27.55 15.4799998 27.55 22.9100004 8 5 7 8 13 6 9 13 1.07 0.66 1.48 0.72 1.58 1.65 0.01 1.30 1.27 2.14 1.03 0.89 1.80 0.57 1.85 0.73 0.15 1.64 0.44 1.20 0.70 0.02 1.30 0.53 0.91 0.89 0.47 1.48 0.60 1.32 0.98 0.90 1.50 0.66 1.47 1.26 0.01 1.16 1.09 1.46 1.01 0.92 1.16 0.87 1.17 1.04 0.76 1.35 0.77 1.41 0.95 0.46 1.18 0.81 1.12 1.57 0.03 1.48 1.06 2.32 1.01 0.90 1.15 0.87 1.16 1.00 0.98 1.19 0.84 1.18 1.38 0.07 1.44 0.96 1.98 1.32 0.28 1.78 0.74

Folate receptor alpha (FR-alpha) (Adult folate-binding protein) (FBP) (Folate receptor 1) (Folate receptor, adult) (KB cells FBP) (Ovarian tumor-associated antigen MOv18)P15328 sp|P15328|FOLR1_HUMAN 3 3 105 1 1 1 9.8 9.94 11.95 12.18 4.74 4.75 32.3000014 30.3499997 32.3000014 18.6800003 8 8 8 4 13 9 10 13 0.86 0.58 1.98 0.44 1.70 1.36 0.01 1.20 1.13 1.62 0.99 0.83 1.20 0.82 1.18 1.47 0.00 1.20 1.23 1.76 1.07 0.38 1.20 0.89 1.27 1.44 0.01 1.26 1.14 1.82 0.84 0.05 1.20 0.70 1.00 1.24 0.01 1.16 1.07 1.44 0.68 0.02 1.34 0.51 0.90 1.16 0.42 1.50 0.77 1.74 1.32 0.02 1.25 1.06 1.65 1.06 0.41 1.19 0.89 1.27 1.14 0.46 1.49 0.76 1.70 0.99 0.94 1.31 0.76 1.30 0.79 0.08 1.33 0.59 1.05 0.52 0.06 2.05 0.25

Kallistatin (Kallikrein inhibitor) (Peptidase inhibitor 4) (PI-4) (Serpin A4)P29622 sp|P29622|KAIN_HUMAN 3 3 105 1 1 1 13.62 14.37 11.77 12.14 12.8 13.29 23.1900007 21.5499997 18.2699993 23.1900007 8 8 6 8 13 13 7 12 0.79 0.01 1.15 0.68 0.91 0.45 0.04 2.10 0.21 0.94 1.33 0.00 1.15 1.16 1.54 1.56 0.00 1.15 1.36 1.80 0.84 0.06 1.20 0.70 1.01 1.17 0.08 1.20 0.98 1.40 1.66 0.00 1.26 1.32 2.08 0.58 0.23 2.88 0.20 1.68 0.58 0.00 1.25 0.46 0.72 1.91 0.00 1.32 1.44 2.52 1.23 0.07 1.26 0.98 1.55 0.73 0.02 1.25 0.59 0.92 1.11 0.37 1.33 0.83 1.48 1.32 0.04 1.30 1.02 1.72 0.50 0.01 1.51 0.33 0.75 0.59 0.01 1.45 0.41

Barrier-to-autointegration factor (Breakpoint cluster region protein 1) [Cleaved into: Barrier-to-autointegration factor, N-terminally processed]O75531 sp|O75531|BAF_HUMAN 3 3 105 1 1 1 3.49 3.8 3.85 4.06 8.68 9.1 65.170002 57.3000014 40.4500008 65.170002 8 6 2 8 12 9 5 12 1.25 0.79 22.42 0.06 28.04 3.89 0.01 1.80 2.16 7.01 0.57 0.21 3.80 0.15 2.16 0.37 0.01 1.50 0.25 0.55 1.65 0.03 1.48 1.12 2.44 0.40 0.01 1.48 0.27 0.59 0.37 0.06 3.02 0.12 1.10 1.20 0.33 3.77 0.32 4.54 1.95 0.10 3.77 0.52 7.35 0.10 0.03 3.78 0.03 0.38 0.62 0.14 3.73 0.17 2.33 0.23 0.04 3.76 0.06 0.86 0.27 0.05 3.75 0.07 1.02 0.12 0.13 325.98 0.00 39.10 2.37 0.00 1.20 1.98 2.85 0.87 0.10 1.20 0.73

Intraflagellar transport protein 140 homolog (WD and tetratricopeptide repeats protein 2)Q96RY7 sp|Q96RY7|IF140_HUMAN 3 3 105 1 1 1 17.38 19.84 10.32 11.62 11.98 15 6.29300028 6.29300028 4.10399996 5.13000004 8 8 5 6 12 12 6 10 1.36 0.06 1.37 0.99 1.87 0.93 0.52 1.26 0.74 1.18 1.20 0.01 1.14 1.05 1.38 1.30 0.00 1.13 1.15 1.46 1.04 0.60 1.18 0.88 1.23 1.07 0.40 1.20 0.89 1.29 1.18 0.02 1.14 1.04 1.34 1.07 0.30 1.17 0.92 1.25 0.86 0.16 1.26 0.69 1.09 0.94 0.82 1.90 0.49 1.79 1.26 0.06 1.27 0.99 1.59 1.08 0.28 1.18 0.91 1.28 0.90 0.48 1.44 0.62 1.29 0.84 0.81 6.15 0.14 5.15 1.45 0.02 1.33 1.09 1.93 1.12 0.20 1.22 0.92

Cytochrome b-245 heavy chain (EC 1.-.-.-) (CGD91-phox) (Cytochrome b(558) subunit beta) (Cytochrome b558 subunit beta) (Heme-binding membrane glycoprotein gp91phox) (NADPH oxidase 2) (Neutrophil cytochrome b 91 kDa polypeptide) (Superoxide-generating NADPH oxidase heavy chain subunit) (gp91-1) (gp91-phox) (p22 phagocyte B-cytochrome)P04839 sp|P04839|CY24B_HUMAN 3 3 105 1 1 1 9.59 10.25 10.21 10.37 5.39 5.8 13.3300006 11.4 13.3300006 6.14 8 6 8 4 11 11 7 9 0.53 0.01 1.48 0.36 0.78 0.61 0.01 1.34 0.45 0.82 1.53 0.02 1.40 1.10 2.14 1.45 0.02 1.34 1.08 1.95 0.84 0.06 1.19 0.71 1.01 1.02 0.83 1.29 0.79 1.32 2.39 0.00 1.37 1.74 3.29 0.65 0.01 1.27 0.51 0.82 0.77 0.06 1.33 0.58 1.02 1.85 0.00 1.30 1.43 2.40 0.81 0.03 1.20 0.67 0.97 1.25 0.03 1.20 1.04 1.50 1.63 0.01 1.32 1.23 2.17 1.06 0.68 1.47 0.72 1.56 0.60 0.01 1.25 0.48 0.76 0.72 0.12 1.64 0.44

60S acidic ribosomal protein P0 (60S ribosomal protein L10E)P05388 sp|P05388|RLA0_HUMAN 3 3 105 1 1 1 6.84 7.26 13.4 13.84 8.99 9.5 23.9700005 23.3400002 23.9700005 18.6100006 8 5 8 5 11 6 11 9 0.78 0.17 1.55 0.50 1.21 0.48 0.07 2.39 0.20 1.15 0.81 0.25 1.58 0.51 1.29 0.63 0.04 1.54 0.41 0.97 0.68 0.01 1.27 0.53 0.86 0.82 0.31 1.66 0.50 1.36 0.91 0.28 1.27 0.71 1.15 0.64 0.01 1.37 0.46 0.87 3.11 0.00 1.32 2.36 4.10 0.62 0.00 1.32 0.47 0.81 0.73 0.00 1.14 0.64 0.83 0.95 0.61 1.23 0.77 1.18 0.67 0.01 1.29 0.52 0.87 0.71 0.02 1.30 0.55 0.93 1.08 0.28 1.19 0.91 1.29 0.69 0.04 1.41 0.49

Coatomer subunit beta' (Beta'-coat protein) (Beta'-COP) (p102)P35606 sp|P35606|COPB2_HUMAN 3 3 105 1 1 1 13.43 14.7 10.06 11.01 14.85 17.07 11.1500002 9.71300006 6.73300028 11.1500002 8 8 5 8 11 11 4 11 1.06 0.67 1.32 0.80 1.39 1.15 0.12 1.20 0.96 1.38 1.14 0.10 1.17 0.97 1.33 1.07 0.49 1.23 0.87 1.32 0.95 0.31 1.12 0.84 1.06 1.12 0.28 1.25 0.90 1.41 0.96 0.49 1.15 0.83 1.10 0.95 0.82 2.06 0.46 1.95 1.52 0.01 1.26 1.20 1.91 1.02 0.94 2.44 0.42 2.49 1.04 0.66 1.26 0.82 1.30 1.08 0.43 1.32 0.82 1.42 0.82 0.49 2.24 0.37 1.84 0.65 0.36 3.46 0.19 2.27 0.99 0.84 1.19 0.83 1.17 1.41 0.02 1.30 1.08

Proteasome activator complex subunit 1 (11S regulator complex subunit alpha) (REG-alpha) (Activator of multicatalytic protease subunit 1) (Interferon gamma up-regulated I-5111 protein) (IGUP I-5111) (Proteasome activator 28 subunit alpha) (PA28a) (PA28alpha)Q06323 sp|Q06323|PSME1_HUMAN 3 3 105 1 1 1 8.92 9.16 8.84 9.08 14.67 14.91 32.5300008 22.8900001 19.6799994 32.5300008 8 7 6 8 11 7 5 11 1.05 0.67 1.29 0.81 1.34 0.48 0.00 1.32 0.36 0.64 1.11 0.13 1.16 0.95 1.29 1.02 0.86 1.24 0.82 1.26 1.28 0.01 1.16 1.10 1.49 1.21 0.02 1.16 1.04 1.41 1.23 0.02 1.16 1.05 1.43 0.66 0.16 3.97 0.17 2.62 1.17 0.52 7.83 0.15 9.12 0.78 0.24 3.57 0.22 2.77 1.04 0.77 3.53 0.29 3.67 1.22 0.29 3.56 0.34 4.36 0.88 0.50 5.18 0.17 4.56 1.05 0.72 3.55 0.30 3.72 0.83 0.08 1.24 0.67 1.03 0.95 0.44 1.20 0.79

Monoglyceride lipase (MGL) (EC 3.1.1.23) (HU-K5) (Lysophospholipase homolog) (Lysophospholipase-like) (Monoacylglycerol lipase) (MAGL)Q99685 sp|Q99685|MGLL_HUMAN 3 3 105 1 1 1 2.16 2.22 11.84 12.77 9.26 10.39 31.0200006 3.29999998 31.0200006 25.7400006 8 1 8 8 11 2 11 8 1.34 0.35 9.37 0.14 12.55 2.04 0.13 6.13 0.33 12.48 0.60 0.16 5.17 0.12 3.10 0.81 0.49 13.37 0.06 10.86 0.70 0.18 3.79 0.18 2.65 0.76 0.29 5.54 0.14 4.18 0.59 0.23 13.34 0.04 7.82 1.98 0.01 1.49 1.33 2.95 1.39 0.03 1.33 1.05 1.85 1.04 0.85 1.72 0.61 1.78 1.33 0.02 1.25 1.07 1.66 1.22 0.06 1.23 0.99 1.51 0.89 0.15 1.21 0.73 1.07 1.00 0.97 1.28 0.78 1.27 1.13 0.16 1.22 0.93 1.37 0.55 0.02 1.61 0.34

Peroxiredoxin-2 (EC 1.11.1.15) (Natural killer cell-enhancing factor B) (NKEF-B) (PRP) (Thiol-specific antioxidant protein) (TSA) (Thioredoxin peroxidase 1) (Thioredoxin-dependent peroxide reductase 1)P32119 sp|P32119|PRDX2_HUMAN 3 3 105 1 1 1 7.71 8.28 10.1 12.81 10.09 15.28 39.8999989 39.8999989 32.3199987 35.8599991 8 5 6 8 10 5 8 10 1.09 0.31 1.26 0.87 1.37 0.84 0.10 1.26 0.67 1.06 0.89 0.20 1.26 0.70 1.12 0.83 0.09 1.26 0.66 1.05 1.19 0.09 1.26 0.95 1.50 1.08 0.36 1.26 0.86 1.36 1.02 0.79 1.26 0.81 1.28 0.82 0.15 1.37 0.60 1.12 1.50 0.01 1.25 1.19 1.88 0.90 0.37 1.35 0.66 1.21 0.97 0.69 1.20 0.81 1.16 1.17 0.08 1.20 0.97 1.40 0.91 0.53 1.49 0.61 1.35 0.86 0.30 1.44 0.60 1.23 0.83 0.05 1.20 0.69 1.00 1.17 0.07 1.20 0.98

40S ribosomal protein S16P62249 sp|P62249|RS16_HUMAN 3 3 105 1 1 1 6.1 6.32 14.05 14.2 9.08 9.31 52.7400017 28.7699997 52.7400017 27.3999989 8 4 8 5 10 6 10 9 0.63 0.05 1.62 0.39 1.01 0.87 0.39 1.55 0.56 1.35 0.73 0.28 2.15 0.34 1.57 0.59 0.01 1.34 0.44 0.79 0.84 0.30 1.55 0.54 1.30 0.61 0.16 2.30 0.26 1.41 0.92 0.73 1.98 0.47 1.82 1.52 0.34 2.75 0.55 4.17 2.28 0.00 1.26 1.82 2.87 0.70 0.14 1.69 0.42 1.18 1.04 0.57 1.17 0.89 1.21 1.04 0.52 1.17 0.89 1.21 0.85 0.05 1.18 0.72 1.00 0.83 0.11 1.29 0.64 1.07 1.20 0.09 1.27 0.95 1.52 1.40 0.03 1.31 1.07

Heterogeneous nuclear ribonucleoprotein U (hnRNP U) (Scaffold attachment factor A) (SAF-A) (p120) (pp120)Q00839 sp|Q00839|HNRPU_HUMAN 3 3 105 1 1 1 12.1 12.61 16.76 17.62 10.94 11.67 10.7900001 10.7900001 9.33300033 7.63600022 8 8 8 6 10 9 10 5 0.57 0.02 1.49 0.38 0.86 0.79 0.03 1.23 0.65 0.97 1.08 0.65 1.52 0.71 1.64 0.98 0.86 1.42 0.69 1.38 1.07 0.38 1.20 0.89 1.29 0.95 0.80 1.56 0.61 1.48 1.26 0.01 1.18 1.07 1.48 0.91 0.36 1.24 0.74 1.13 2.03 0.00 1.29 1.58 2.62 0.67 0.17 1.88 0.35 1.25 1.57 0.00 1.25 1.26 1.96 1.35 0.00 1.17 1.15 1.58 1.11 0.08 1.13 0.98 1.26 1.03 0.83 1.42 0.73 1.47 0.66 0.06 1.57 0.42 1.04 1.57 0.02 1.36 1.16

C-1-tetrahydrofolate synthase, cytoplasmic (C1-THF synthase) [Cleaved into: C-1-tetrahydrofolate synthase, cytoplasmic, N-terminally processed] [Includes: Methylenetetrahydrofolate dehydrogenase (EC 1.5.1.5); Methenyltetrahydrofolate cyclohydrolase (EC 3.5.4.9); Formyltetrahydrofolate synthetase (EC 6.3.4.3)]P11586 sp|P11586|C1TC_HUMAN 3 3 105 1 1 1 15.18 17.17 13.14 14.68 11.5 13.26 10.3699997 10.3699997 9.19800028 7.05899969 8 8 7 7 9 8 5 9 1.28 0.20 1.54 0.84 1.97 0.54 0.00 1.36 0.40 0.73 1.06 0.41 1.18 0.90 1.25 1.02 0.83 1.30 0.79 1.33 1.11 0.23 1.22 0.91 1.36 1.13 0.09 1.15 0.97 1.30 1.05 0.61 1.22 0.85 1.28 1.13 0.16 1.21 0.93 1.37 0.80 0.06 1.26 0.64 1.01 1.07 0.62 1.42 0.75 1.52 0.92 0.30 1.22 0.76 1.12 0.86 0.15 1.26 0.68 1.09 1.01 0.93 1.34 0.75 1.36 1.19 0.38 1.62 0.73 1.92 0.90 0.18 1.19 0.76 1.08 1.05 0.52 1.19 0.88

Phosphoglucomutase-1 (PGM 1) (EC 5.4.2.2) (Glucose phosphomutase 1)P36871 sp|P36871|PGM1_HUMAN 3 3 105 1 1 1 15.05 15.75 4.1 4.69 9.65 10.38 16.1899999 16.1899999 6.58399984 12.4600001 8 8 4 6 9 8 2 9 1.51 0.01 1.31 1.15 1.98 0.80 0.03 1.21 0.66 0.97 1.01 0.94 1.31 0.77 1.33 1.11 0.10 1.14 0.98 1.26 1.33 0.01 1.18 1.13 1.58 1.20 0.01 1.14 1.05 1.38 0.99 0.93 1.28 0.77 1.27 1.11 0.57 4.87 0.23 5.40 0.73 0.21 3.96 0.18 2.88 0.78 0.24 3.55 0.22 2.76 1.42 0.18 3.55 0.40 5.03 1.46 0.17 3.55 0.41 5.17 0.89 0.50 4.70 0.19 4.17 0.68 0.79 1823552.25 0.00 1232107.75 0.89 0.15 1.21 0.73 1.07 1.05 0.52 1.21 0.87

Coatomer subunit delta (Archain) (Delta-coat protein) (Delta-COP)P48444 sp|P48444|COPD_HUMAN 3 3 105 1 1 1 14.59 15.22 10.89 11.23 8.53 9.12 15.6599999 15.6599999 10.3699997 8.61100033 8 8 5 4 9 9 7 6 0.98 0.73 1.13 0.87 1.11 1.45 0.00 1.14 1.27 1.65 1.04 0.65 1.20 0.86 1.24 1.04 0.43 1.13 0.92 1.18 1.05 0.36 1.13 0.93 1.19 1.03 0.71 1.22 0.84 1.26 0.93 0.22 1.13 0.83 1.05 0.93 0.64 1.43 0.66 1.33 1.38 0.01 1.23 1.13 1.70 1.09 0.62 1.55 0.71 1.70 0.94 0.35 1.16 0.81 1.09 0.86 0.04 1.16 0.74 0.99 0.92 0.60 1.49 0.61 1.37 1.22 0.28 1.53 0.80 1.86 1.04 0.69 1.47 0.71 1.53 1.05 0.61 1.42 0.74

Rho GDP-dissociation inhibitor 2 (Rho GDI 2) (Ly-GDI) (Rho-GDI beta)P52566 sp|P52566|GDIR2_HUMAN 3 3 105 1 1 1 10.9 11.34 7.6 7.96 5.72 6.4 42.2899991 42.2899991 32.8399986 22.3900005 8 8 6 5 9 9 7 7 0.82 0.01 1.15 0.72 0.95 0.60 0.01 1.35 0.45 0.81 0.69 0.03 1.36 0.51 0.94 1.29 0.39 1.96 0.66 2.53 1.07 0.42 1.20 0.89 1.28 0.98 0.75 1.19 0.82 1.17 1.07 0.34 1.17 0.91 1.25 0.81 0.05 1.22 0.67 1.00 0.98 0.88 1.36 0.72 1.34 1.05 0.78 1.55 0.68 1.63 1.02 0.85 1.24 0.82 1.26 0.94 0.50 1.25 0.75 1.18 1.16 0.25 1.35 0.86 1.57 1.14 0.26 1.31 0.87 1.49 0.88 0.18 1.27 0.69 1.12 0.89 0.24 1.27 0.70

Syntaxin-binding protein 1 (MUNC18-1) (N-Sec1) (Protein unc-18 homolog 1) (Unc18-1) (Protein unc-18 homolog A) (Unc-18A) (p67)P61764 sp|P61764|STXB1_HUMAN 3 3 105 1 1 1 14.21 15 6.13 6.71 5.44 6.34 16.5000007 16.5000007 7.57599995 6.73400015 8 8 3 3 9 5 4 9 1.42 0.17 1.80 0.79 2.56 1.10 0.58 1.58 0.70 1.74 1.25 0.20 1.50 0.83 1.88 1.23 0.05 1.23 1.00 1.51 1.07 0.81 2.06 0.52 2.20 1.04 0.77 1.39 0.75 1.44 1.09 0.30 1.21 0.89 1.32 1.26 0.10 1.42 0.89 1.79 0.96 0.68 1.49 0.64 1.42 0.87 0.59 2.55 0.34 2.22 1.37 0.06 1.42 0.96 1.94 1.07 0.48 1.42 0.76 1.52 1.01 0.90 1.42 0.71 1.43 0.88 0.48 1.95 0.45 1.71 0.93 0.57 1.38 0.68 1.28 0.80 0.04 1.24 0.64

Dynactin subunit 1 (150 kDa dynein-associated polypeptide) (DAP-150) (DP-150) (p135) (p150-glued)Q14203 sp|Q14203|DCTN1_HUMAN 3 3 105 1 1 1 6.41 8.79 13.36 16.52 10.84 15.02 7.19899982 5.16400002 7.19899982 6.96400031 8 6 8 7 9 3 8 9 0.62 0.03 1.42 0.44 0.88 1.81 0.02 1.42 1.28 2.57 0.77 0.10 1.49 0.52 1.14 0.69 0.05 1.42 0.49 0.99 0.71 0.05 1.42 0.50 1.01 0.72 0.06 1.42 0.51 1.03 0.67 0.04 1.42 0.47 0.95 0.60 0.01 1.33 0.45 0.80 3.04 0.00 1.20 2.54 3.64 0.59 0.02 1.50 0.40 0.89 0.77 0.01 1.17 0.66 0.90 0.82 0.03 1.17 0.70 0.96 0.67 0.06 1.53 0.43 1.02 0.66 0.10 1.68 0.40 1.12 1.63 0.02 1.43 1.14 2.33 0.70 0.18 1.86 0.38

Guanine nucleotide-binding protein G(I)/G(S)/G(O) subunit gamma-12Q9UBI6 sp|Q9UBI6|GBG12_HUMAN 3 3 105 1 1 1 6.17 6.23 6 6.08 6.06 6.15 56.9400013 56.9400013 56.9400013 56.9400013 8 8 5 4 9 6 8 9 1.10 0.56 1.60 0.69 1.76 1.32 0.03 1.27 1.04 1.69 0.89 0.53 1.66 0.54 1.48 0.91 0.50 1.50 0.60 1.36 1.05 0.59 1.27 0.82 1.33 0.95 0.68 1.46 0.65 1.38 0.95 0.68 1.45 0.66 1.37 1.43 0.05 1.45 0.99 2.08 0.92 0.46 1.46 0.63 1.35 0.93 0.48 1.45 0.64 1.35 1.30 0.09 1.45 0.90 1.89 0.99 0.92 1.59 0.62 1.57 1.16 0.22 1.45 0.80 1.69 0.95 0.71 1.64 0.58 1.56 1.08 0.60 3.59 0.30 3.86 0.78 0.54 37.57 0.02

AP-2 complex subunit alpha-2 (100 kDa coated vesicle protein C) (Adapter-related protein complex 2 subunit alpha-2) (Adaptor protein complex AP-2 subunit alpha-2) (Alpha-adaptin C) (Alpha2-adaptin) (Clathrin assembly protein complex 2 alpha-C large chain) (Huntingtin yeast partner J) (Huntingtin-interacting protein 9) (HIP-9) (Huntingtin-interacting protein J) (Plasma membrane adaptor HA2/AP2 adaptin alpha C subunit)O94973 sp|O94973|AP2A2_HUMAN 3 3 105 1 1 1 7.73 8.98 8.04 8.98 9.89 10.87 12.1399999 5.75099997 8.30700025 12.1399999 8 4 5 8 8 6 4 8 1.17 0.14 1.28 0.91 1.49 1.20 0.58 2.59 0.47 3.12 1.00 0.97 1.35 0.74 1.34 0.94 0.68 1.49 0.63 1.41 0.99 0.94 1.31 0.76 1.30 0.90 0.31 1.32 0.68 1.19 0.74 0.09 1.48 0.50 1.10 1.43 0.05 1.44 0.99 2.05 1.17 0.63 3.35 0.35 3.92 1.16 0.64 3.28 0.35 3.81 1.17 0.42 1.97 0.60 2.31 1.14 0.57 2.32 0.49 2.65 0.95 0.72 1.65 0.58 1.57 0.97 0.88 1.95 0.50 1.90 0.78 0.24 1.72 0.45 1.34 0.87 0.63 2.33 0.37

60S ribosomal protein L13 (Breast basic conserved protein 1)P26373 sp|P26373|RL13_HUMAN 3 3 105 1 1 1 12.02 13.01 12.48 13.22 6.21 6.85 32.2299987 26.5399993 32.2299987 13.7400001 8 6 8 3 8 5 8 5 0.42 0.02 1.85 0.23 0.78 0.57 0.08 1.99 0.29 1.14 0.34 0.10 4.51 0.07 1.51 0.59 0.09 1.95 0.30 1.15 0.85 0.21 1.37 0.62 1.17 0.39 0.00 1.41 0.28 0.55 0.71 0.06 1.46 0.48 1.03 0.83 0.12 1.28 0.65 1.07 2.77 0.00 1.62 1.71 4.48 0.87 0.85 5.38 0.16 4.70 1.05 0.44 1.15 0.91 1.20 0.86 0.02 1.13 0.76 0.97 0.75 0.03 1.29 0.58 0.97 0.58 0.16 2.31 0.25 1.33 0.83 0.42 2.27 0.36 1.88 1.23 0.22 1.64 0.75

Alpha-soluble NSF attachment protein (SNAP-alpha) (N-ethylmaleimide-sensitive factor attachment protein alpha)P54920 sp|P54920|SNAA_HUMAN 3 3 105 1 1 1 13.95 14.32 6.94 7.16 6.52 7.02 28.4700006 28.4700006 13.2200003 16.2699997 8 8 4 4 8 8 4 3 1.32 0.09 1.41 0.94 1.86 1.12 0.11 1.16 0.97 1.30 0.94 0.60 1.31 0.72 1.23 1.13 0.40 1.39 0.81 1.57 1.00 0.97 1.18 0.85 1.18 1.02 0.86 1.36 0.75 1.39 0.99 0.91 1.21 0.82 1.19 1.64 0.03 1.42 1.16 2.33 0.94 0.51 1.42 0.66 1.33 1.05 0.83 2.50 0.42 2.63 1.29 0.09 1.42 0.91 1.84 1.01 0.88 1.42 0.72 1.44 1.03 0.72 1.42 0.73 1.47 0.89 0.29 1.42 0.63 1.26 1.02 0.84 1.56 0.66 1.59 0.89 0.30 1.42 0.63

Guanine nucleotide-binding protein subunit beta-2-like 1 (Cell proliferation-inducing gene 21 protein) (Guanine nucleotide-binding protein subunit beta-like protein 12.3) (Human lung cancer oncogene 7 protein) (HLC-7) (Receptor for activated C kinase) (Receptor of activated protein kinase C 1) (RACK1) [Cleaved into: Guanine nucleotide-binding protein subunit beta-2-like 1, N-terminally processed]P63244 sp|P63244|GBLP_HUMAN 3 3 105 1 1 1 13.98 15.57 9.13 11.25 2.06 3.93 33.7500006 33.7500006 24.2899999 12.3000003 8 8 6 3 8 8 5 5 1.14 0.26 1.30 0.88 1.49 0.55 0.00 1.35 0.41 0.74 1.36 0.00 1.15 1.18 1.56 0.95 0.40 1.16 0.82 1.09 1.12 0.29 1.25 0.89 1.40 1.24 0.00 1.13 1.10 1.41 1.21 0.02 1.16 1.05 1.40 1.16 0.13 1.26 0.92 1.47 0.51 0.01 1.44 0.36 0.74 1.36 0.02 1.26 1.08 1.71 0.93 0.41 1.26 0.74 1.18 1.14 0.22 1.32 0.87 1.51 1.15 0.38 1.52 0.75 1.74 1.29 0.25 1.77 0.73 2.28 0.60 0.22 9.88 0.06 5.93 0.97 0.84 5.16 0.19

6-phosphofructokinase type C (EC 2.7.1.11) (6-phosphofructokinase, platelet type) (Phosphofructo-1-kinase isozyme C) (PFK-C) (Phosphofructokinase 1) (Phosphohexokinase)Q01813 sp|Q01813|K6PP_HUMAN 3 3 105 1 1 1 11.66 13.23 7.6 10.5 11.67 12.41 11.8600003 11.8600003 8.67300034 10.5899997 8 7 6 8 8 8 5 7 0.87 0.16 1.23 0.71 1.08 0.72 0.01 1.21 0.60 0.88 1.25 0.02 1.19 1.04 1.48 0.92 0.64 1.51 0.61 1.40 1.01 0.90 1.24 0.82 1.25 1.16 0.11 1.21 0.96 1.41 1.12 0.12 1.17 0.96 1.32 0.68 0.01 1.26 0.54 0.85 1.06 0.65 1.46 0.73 1.55 1.67 0.05 1.69 0.98 2.83 1.13 0.19 1.26 0.90 1.42 1.18 0.10 1.26 0.94 1.49 0.97 0.67 1.25 0.77 1.21 1.06 0.66 1.49 0.71 1.58 1.28 0.02 1.20 1.07 1.54 0.78 0.10 1.37 0.57

EGF-containing fibulin-like extracellular matrix protein 1 (Extracellular protein S1-5) (Fibrillin-like protein) (Fibulin-3) (FIBL-3)Q12805 sp|Q12805|FBLN3_HUMAN 3 3 105 1 1 1 14.79 15.05 8.52 8.7 6.63 6.82 16.02 16.02 8.31599981 6.69400021 8 8 4 3 8 8 7 4 0.75 0.12 1.48 0.51 1.11 0.46 0.00 1.21 0.38 0.55 0.90 0.16 1.18 0.76 1.06 1.20 0.05 1.21 1.00 1.45 1.05 0.51 1.18 0.89 1.24 1.04 0.54 1.18 0.89 1.23 1.08 0.37 1.23 0.88 1.33 0.94 0.44 1.27 0.74 1.19 1.33 0.04 1.29 1.03 1.72 1.39 0.04 1.37 1.01 1.90 1.23 0.07 1.27 0.97 1.56 0.66 0.01 1.27 0.52 0.84 1.02 0.91 1.55 0.66 1.57 0.99 0.97 1.89 0.52 1.88 0.56 0.16 6.81 0.08 3.81 0.75 0.45 20.80 0.04

Coagulation factor XII (EC 3.4.21.38) (Hageman factor) (HAF) [Cleaved into: Coagulation factor XIIa heavy chain; Beta-factor XIIa part 1; Beta-factor XIIa part 2; Coagulation factor XIIa light chain]P00748 sp|P00748|FA12_HUMAN 3 3 105 1 1 1 13.06 13.17 11.51 11.82 9.63 9.72 17.0699999 17.0699999 13.6600003 8.29299986 8 8 7 6 7 6 7 7 0.78 0.08 1.33 0.59 1.04 0.52 0.00 1.42 0.36 0.74 1.66 0.01 1.40 1.18 2.33 1.85 0.00 1.22 1.51 2.26 0.70 0.00 1.17 0.60 0.82 1.24 0.07 1.27 0.97 1.57 1.39 0.02 1.28 1.09 1.78 0.53 0.09 2.15 0.25 1.15 0.37 0.02 2.12 0.18 0.79 3.02 0.00 1.23 2.46 3.71 0.92 0.45 1.31 0.71 1.20 0.77 0.02 1.22 0.63 0.94 1.43 0.01 1.22 1.17 1.75 1.16 0.12 1.23 0.94 1.43 0.44 0.01 1.45 0.30 0.63 0.62 0.01 1.31 0.47

60 kDa heat shock protein, mitochondrial (60 kDa chaperonin) (Chaperonin 60) (CPN60) (Heat shock protein 60) (HSP-60) (Hsp60) (HuCHA60) (Mitochondrial matrix protein P1) (P60 lymphocyte protein)P10809 sp|P10809|CH60_HUMAN 3 3 105 1 1 1 4.45 5.1 7.88 8.59 7.93 8.93 13.9599994 5.40999994 13.9599994 13.9599994 8 2 7 8 7 4 6 7 0.85 0.18 1.42 0.60 1.21 1.04 0.69 1.42 0.73 1.47 0.77 0.39 2.86 0.27 2.19 0.62 0.10 2.02 0.31 1.26 0.78 0.23 1.88 0.42 1.47 0.87 0.30 1.53 0.57 1.33 0.92 0.47 1.50 0.61 1.38 0.96 0.58 1.26 0.76 1.21 1.87 0.01 1.43 1.31 2.67 1.05 0.65 1.33 0.79 1.39 0.56 0.01 1.36 0.41 0.76 0.89 0.22 1.26 0.71 1.13 0.67 0.01 1.26 0.53 0.84 0.85 0.20 1.38 0.61 1.17 0.93 0.49 1.44 0.65 1.34 1.77 0.11 2.49 0.71

Flavin reductase (NADPH) (FR) (EC 1.5.1.30) (Biliverdin reductase B) (BVR-B) (EC 1.3.1.24) (Biliverdin-IX beta-reductase) (Green heme-binding protein) (GHBP) (NADPH-dependent diaphorase) (NADPH-flavin reductase) (FLR)P30043 sp|P30043|BLVRB_HUMAN 3 3 105 1 1 1 8.56 9.4 7.26 7.53 4.62 4.98 39.320001 39.320001 31.0699999 22.3299995 8 8 6 3 7 7 3 4 1.71 0.01 1.36 1.26 2.32 0.79 0.06 1.30 0.61 1.02 1.11 0.21 1.21 0.92 1.34 1.05 0.53 1.21 0.87 1.27 1.50 0.03 1.40 1.07 2.10 1.10 0.24 1.21 0.91 1.33 1.10 0.47 1.39 0.79 1.53 0.89 0.31 1.47 0.60 1.31 0.81 0.32 2.04 0.40 1.64 1.07 0.66 1.79 0.60 1.92 1.36 0.44 4.04 0.34 5.49 1.12 0.34 1.47 0.76 1.65 1.10 0.63 2.13 0.52 2.35 1.01 0.98 10.01 0.10 10.13 0.63 0.14 3.62 0.17 2.27 1.17 0.36 3.67 0.32

Sorbitol dehydrogenase (EC 1.1.1.14) (L-iditol 2-dehydrogenase)Q00796 sp|Q00796|DHSO_HUMAN 3 3 105 1 1 1 10.69 11.25 8.19 8.54 11.69 12.45 23.2500002 23.2500002 22.6899996 23.2500002 8 7 6 8 7 5 7 6 1.17 0.09 1.22 0.96 1.42 0.67 0.01 1.23 0.55 0.83 1.47 0.01 1.22 1.21 1.79 0.62 0.12 1.96 0.32 1.22 1.06 0.45 1.22 0.87 1.29 1.22 0.09 1.29 0.95 1.58 0.92 0.28 1.21 0.75 1.11 0.94 0.70 1.47 0.64 1.39 0.82 0.23 1.46 0.57 1.20 0.77 0.20 1.60 0.48 1.24 1.01 0.87 1.26 0.81 1.27 2.18 0.02 1.77 1.23 3.85 1.84 0.22 3.25 0.57 6.00 1.04 0.77 1.36 0.76 1.41 0.67 0.01 1.22 0.55 0.82 1.67 0.00 1.29 1.30

Guanine nucleotide-binding protein subunit alpha-13 (G alpha-13) (G-protein subunit alpha-13)Q14344 sp|Q14344|GNA13_HUMAN 3 3 105 1 1 1 7.26 12.84 6.56 12.45 5.35 8.09 26.789999 16.7099997 16.7099997 26.789999 8 8 8 8 7 7 5 6 1.24 0.04 1.21 1.02 1.50 1.22 0.04 1.20 1.02 1.47 1.05 0.52 1.20 0.87 1.26 1.10 0.22 1.21 0.91 1.33 1.22 0.09 1.28 0.95 1.56 0.94 0.43 1.22 0.77 1.15 1.18 0.07 1.21 0.98 1.42 1.02 0.78 1.20 0.85 1.22 0.80 0.04 1.23 0.65 0.99 1.13 0.50 1.61 0.71 1.82 1.02 0.74 1.20 0.85 1.23 1.07 0.41 1.22 0.87 1.31 1.16 0.15 1.27 0.92 1.48 1.00 0.99 1.65 0.61 1.65 1.28 0.28 4.28 0.30 5.47 0.69 0.19 4.23 0.16

Aldehyde dehydrogenase family 16 member A1Q8IZ83 sp|Q8IZ83|A16A1_HUMAN 3 3 105 1 1 1 12.96 13.47 12.28 12.61 11.09 11.36 12.0899998 12.0899998 11.4699997 11.2199999 8 7 7 8 7 6 7 6 0.76 0.24 1.75 0.43 1.33 1.74 0.03 1.60 1.09 2.78 0.88 0.35 1.41 0.62 1.23 0.98 0.90 1.45 0.68 1.42 0.66 0.01 1.23 0.54 0.82 1.12 0.19 1.22 0.92 1.37 0.89 0.17 1.22 0.72 1.09 0.62 0.15 2.17 0.29 1.35 2.29 0.02 1.70 1.35 3.89 1.12 0.64 2.07 0.54 2.32 0.68 0.02 1.32 0.52 0.90 0.70 0.02 1.31 0.53 0.92 0.71 0.30 2.37 0.30 1.68 0.79 0.46 2.49 0.32 1.95 1.54 0.04 1.49 1.04 2.30 0.92 0.83 3.40 0.27

Ig heavy chain V-II region WAHP01824 sp|P01824|HV206_HUMAN 3 3 105 1 1 1 4.04 4.42 6.36 7.04 4.01 6.42 31.7799985 21.7099994 31.7799985 29.460001 8 5 8 7 6 3 2 6 0.59 0.37 76.98 0.01 45.45 0.54 0.22 17.48 0.03 9.37 1.70 0.22 10.80 0.16 18.40 1.29 0.26 4.09 0.32 5.28 0.78 0.27 4.12 0.19 3.22 1.89 0.12 4.67 0.40 8.82 1.08 0.80 21.24 0.05 22.99 1.09 0.64 5.74 0.19 6.27 0.68 0.18 4.14 0.16 2.82 1.86 0.11 4.14 0.45 7.70 0.48 0.16 11.18 0.04 5.42 0.64 0.22 8.17 0.08 5.21 1.59 0.15 4.12 0.38 6.54 1.91 0.26 36.50 0.05 69.62 0.61 0.20 8.02 0.08 4.90 1.31 0.43 16.35 0.08

40S ribosomal protein S3a (v-fos transformation effector protein) (Fte-1)P61247 sp|P61247|RS3A_HUMAN 3 3 105 1 1 1 13.31 13.66 8.74 9.02 6.28 6.63 26.5199989 26.5199989 18.9400002 11.3600001 8 8 5 3 6 6 6 6 0.56 0.00 1.23 0.46 0.70 1.09 0.28 1.21 0.90 1.31 0.92 0.65 1.58 0.58 1.45 0.71 0.03 1.33 0.54 0.95 0.84 0.06 1.21 0.70 1.01 0.64 0.00 1.21 0.54 0.78 1.05 0.55 1.21 0.87 1.26 0.86 0.06 1.18 0.73 1.01 2.02 0.00 1.28 1.58 2.58 0.91 0.20 1.18 0.77 1.07 0.88 0.09 1.17 0.75 1.03 0.88 0.16 1.23 0.72 1.08 0.84 0.04 1.18 0.71 0.99 0.87 0.39 1.44 0.61 1.26 1.29 0.10 1.44 0.89 1.86 1.26 0.14 1.53 0.82

Syntenin-2 (Syndecan-binding protein 2)Q9H190 sp|Q9H190|SDCB2_HUMAN 3 3 105 1 1 1 7.92 9.41 7.37 8.56 4.48 7.74 22.5999996 22.5999996 20.5500007 12.3300001 8 8 8 5 6 6 6 6 1.94 0.00 1.21 1.60 2.36 2.25 0.00 1.21 1.86 2.73 0.48 0.07 2.34 0.20 1.12 1.22 0.34 1.67 0.73 2.04 0.38 0.07 2.99 0.13 1.14 0.89 0.32 1.32 0.68 1.18 0.57 0.00 1.21 0.47 0.69 2.12 0.00 1.32 1.62 2.79 1.52 0.05 1.53 0.99 2.33 0.80 0.82 12.12 0.07 9.76 1.19 0.06 1.20 0.99 1.42 0.61 0.13 2.05 0.30 1.25 0.81 0.57 2.67 0.30 2.15 0.80 0.17 1.45 0.55 1.16 1.07 0.47 1.30 0.82 1.39 0.65 0.09 1.75 0.37

Uteroglobin (Clara cell phospholipid-binding protein) (CCPBP) (Clara cells 10 kDa secretory protein) (CC10) (Secretoglobin family 1A member 1) (Urinary protein 1) (UP-1) (UP1) (Urine protein 1)P11684 sp|P11684|UTER_HUMAN 3 3 105 1 1 1 3.72 3.9 4.68 4.75 5.1 5.39 58.2400024 57.1399987 58.2400024 57.1399987 8 8 6 8 5 5 5 4 0.67 0.21 5.46 0.12 3.67 1.26 0.59 49.16 0.03 61.74 1.56 0.16 4.42 0.35 6.88 1.47 0.19 4.47 0.33 6.56 1.05 0.76 4.44 0.24 4.66 0.84 0.71 93.13 0.01 78.38 0.79 0.55 34.80 0.02 27.46 2.30 0.12 4.01 0.57 9.24 0.60 0.03 1.49 0.40 0.89 0.72 0.57 7.74 0.09 5.60 1.30 0.37 2.67 0.49 3.47 1.06 0.72 1.78 0.59 1.88 0.89 0.81 5.93 0.15 5.28 1.10 0.70 2.52 0.44 2.77 1.40 0.19 3.67 0.38 5.16 0.85 0.52 9.34 0.09

Ras-related protein Rab-5BP61020 sp|P61020|RAB5B_HUMAN 3 3 105 1 1 1 4 12.12 4 11.37 4.05 7.8 32.5599998 30.2300006 32.5599998 21.8600005 8 8 7 4 5 5 2 2 1.25 0.45 11.68 0.11 14.63 1.30 0.57 67.60 0.02 88.11 0.98 0.91 10.34 0.09 10.08 0.94 0.64 3.61 0.26 3.38 0.98 0.90 3.60 0.27 3.55 0.90 0.49 3.62 0.25 3.26 0.91 0.52 3.61 0.25 3.29 1.30 0.65 242.46 0.01 315.97 1.15 0.54 7.87 0.15 9.07 1.07 0.94 4903.46 0.00 5242.84 1.20 0.32 3.59 0.33 4.31 0.94 0.80 10.06 0.09 9.48 1.05 0.86 18.70 0.06 19.72 1.57 0.65 12180.48 0.00 19161.02 0.79 0.73 814.54 0.00 642.18 0.48 0.17 11.99 0.04

Nck-associated protein 1 (NAP 1) (Membrane-associated protein HEM-2) (p125Nap1)Q9Y2A7 sp|Q9Y2A7|NCKP1_HUMAN 3 3 105 1 1 1 13.29 14.4 10.18 11.41 4.72 6.02 7.62400031 7.62400031 7.44699985 4.61000018 8 8 7 4 5 5 4 2 1.00 0.99 1.26 0.79 1.26 1.01 0.95 1.64 0.62 1.66 1.30 0.19 1.58 0.82 2.05 1.06 0.58 1.34 0.79 1.43 1.03 0.80 1.30 0.79 1.34 1.11 0.38 1.33 0.83 1.47 0.97 0.77 1.31 0.74 1.27 1.13 0.37 1.44 0.78 1.62 0.79 0.06 1.30 0.61 1.02 1.13 0.22 1.29 0.88 1.47 1.21 0.10 1.30 0.93 1.58 1.27 0.06 1.30 0.97 1.65 1.14 0.21 1.30 0.88 1.48 0.95 0.61 1.30 0.74 1.24 1.40 0.20 3.98 0.35 5.55 1.06 0.86 23.49 0.05

Apolipoprotein A-II (Apo-AII) (ApoA-II) (Apolipoprotein A2) [Cleaved into: Truncated apolipoprotein A-II (Apolipoprotein A-II(1-76))]P02652 sp|P02652|APOA2_HUMAN 3 3 105 1 1 1 6.24 6.54 4.15 4.39 6.13 6.36 37.0000005 37.0000005 28.0000001 37.0000005 7 7 3 5 36 15 22 36 0.31 0.05 3.13 0.10 0.97 0.32 0.01 1.52 0.21 0.49 1.12 0.33 1.45 0.77 1.61 2.20 0.02 1.55 1.42 3.42 0.49 0.03 1.72 0.28 0.84 1.60 0.03 1.44 1.11 2.31 2.17 0.02 1.54 1.41 3.35 0.44 0.08 3.56 0.12 1.57 0.77 0.25 3.91 0.20 3.01 2.03 0.22 24.56 0.08 49.78 0.60 0.20 8.31 0.07 5.01 0.56 0.11 3.81 0.15 2.12 0.90 0.47 3.54 0.25 3.17 1.41 0.43 32.80 0.04 46.24 0.48 0.04 1.90 0.25 0.91 0.62 0.09 1.99 0.31

Coronin-1A (Coronin-like protein A) (Clipin-A) (Coronin-like protein p57) (Tryptophan aspartate-containing coat protein) (TACO)P31146 sp|P31146|COR1A_HUMAN 3 3 105 1 1 1 8.88 10 8.33 9.21 9.51 9.85 16.0500005 13.2300004 16.0500005 13.6700004 7 5 5 7 18 8 9 18 0.56 0.02 1.52 0.37 0.86 0.51 0.00 1.41 0.36 0.71 0.94 0.60 1.31 0.72 1.24 0.80 0.27 1.60 0.50 1.28 0.84 0.04 1.18 0.71 0.99 1.28 0.01 1.19 1.08 1.53 1.12 0.12 1.17 0.96 1.32 0.67 0.03 1.38 0.49 0.93 0.66 0.01 1.26 0.53 0.83 1.10 0.55 1.45 0.76 1.59 0.58 0.00 1.32 0.44 0.76 1.04 0.54 1.18 0.89 1.23 0.88 0.27 1.29 0.68 1.14 1.11 0.44 1.38 0.80 1.53 1.06 0.43 1.20 0.89 1.28 0.71 0.02 1.28 0.56

Chloride intracellular channel protein 3O95833 sp|O95833|CLIC3_HUMAN 3 3 105 1 1 1 12.8 14.12 10.07 10.75 11.01 12.32 33.4699988 31.7799985 33.4699988 30.9300005 7 7 7 6 17 11 7 17 1.08 0.53 1.31 0.82 1.42 1.24 0.09 1.30 0.96 1.62 0.96 0.48 1.16 0.82 1.11 1.49 0.00 1.21 1.23 1.80 1.46 0.01 1.29 1.13 1.88 0.95 0.42 1.16 0.82 1.10 0.80 0.03 1.22 0.65 0.98 1.72 0.01 1.33 1.30 2.28 0.65 0.00 1.20 0.54 0.78 0.79 0.06 1.29 0.61 1.02 1.24 0.12 1.36 0.92 1.69 0.92 0.38 1.28 0.72 1.17 1.04 0.78 1.44 0.72 1.50 1.18 0.07 1.20 0.98 1.42 1.07 0.42 1.20 0.89 1.29 1.12 0.11 1.16 0.97

Lipopolysaccharide-binding protein (LBP)P18428 sp|P18428|LBP_HUMAN 3 3 105 1 1 1 8.06 8.97 5.37 5.83 11.18 11.99 16.0099998 10.5999999 10.8099997 16.0099998 7 4 4 7 16 8 5 16 0.61 0.02 1.37 0.44 0.83 0.32 0.04 2.78 0.11 0.89 1.77 0.01 1.34 1.32 2.38 1.50 0.01 1.26 1.19 1.89 0.44 0.01 1.62 0.27 0.70 1.53 0.01 1.29 1.19 1.98 1.33 0.03 1.26 1.06 1.68 0.21 0.02 2.98 0.07 0.64 0.32 0.00 1.40 0.23 0.45 2.90 0.00 1.27 2.28 3.70 0.49 0.00 1.28 0.38 0.62 0.59 0.01 1.28 0.46 0.76 0.89 0.24 1.28 0.70 1.14 2.15 0.00 1.27 1.69 2.74 0.70 0.00 1.21 0.58 0.85 0.58 0.02 1.51 0.39

Proteasome subunit alpha type-4 (EC 3.4.25.1) (Macropain subunit C9) (Multicatalytic endopeptidase complex subunit C9) (Proteasome component C9) (Proteasome subunit L)P25789 sp|P25789|PSA4_HUMAN 3 3 105 1 1 1 11.76 12.22 10.66 11.14 10.24 10.65 22.6099998 22.2200006 20.3099996 22.6099998 7 7 6 5 16 7 8 16 0.52 0.00 1.27 0.41 0.66 2.00 0.00 1.28 1.56 2.55 0.60 0.02 1.47 0.41 0.88 0.47 0.02 1.74 0.27 0.82 0.75 0.03 1.26 0.60 0.95 0.63 0.02 1.39 0.46 0.87 0.57 0.01 1.43 0.40 0.81 0.46 0.02 1.83 0.25 0.84 2.73 0.00 1.62 1.68 4.44 0.63 0.17 2.18 0.29 1.37 0.62 0.04 1.53 0.41 0.95 0.55 0.01 1.38 0.40 0.75 0.62 0.02 1.39 0.44 0.86 0.70 0.19 1.87 0.38 1.31 1.94 0.00 1.25 1.55 2.42 0.75 0.01 1.22 0.61

HLA class II histocompatibility antigen, DQ beta 1 chain (MHC class II antigen DQB1)P01920 sp|P01920|DQB1_HUMAN 3 3 105 1 1 1 11.31 11.31 8.35 9.19 9 9.01 21.4599997 21.4599997 13.7899995 18.0099994 7 7 5 6 15 12 10 15 0.78 0.34 1.82 0.43 1.42 0.97 0.92 2.16 0.45 2.09 1.49 0.15 1.81 0.82 2.70 0.57 0.02 1.52 0.37 0.86 0.86 0.47 1.65 0.52 1.42 0.92 0.69 1.62 0.57 1.49 1.62 0.08 1.74 0.93 2.82 1.36 0.01 1.22 1.12 1.66 0.62 0.06 1.65 0.38 1.02 1.67 0.00 1.24 1.34 2.07 1.29 0.15 1.49 0.87 1.93 0.77 0.02 1.21 0.63 0.93 1.59 0.00 1.22 1.31 1.93 1.00 0.98 1.49 0.67 1.49 0.82 0.18 1.41 0.58 1.15 1.65 0.02 1.44 1.15

Actin-related protein 2/3 complex subunit 4 (Arp2/3 complex 20 kDa subunit) (p20-ARC)P59998 sp|P59998|ARPC4_HUMAN 3 3 105 1 1 1 12.29 12.49 8.73 8.9 7.98 8.25 35.1200014 35.1200014 25 29.1700006 7 7 4 5 14 8 9 14 0.86 0.20 1.31 0.66 1.13 1.11 0.33 1.28 0.86 1.42 0.79 0.02 1.20 0.65 0.95 0.64 0.00 1.20 0.53 0.77 1.00 0.98 1.30 0.77 1.29 0.82 0.04 1.20 0.68 0.99 0.78 0.02 1.20 0.65 0.94 0.86 0.25 1.41 0.61 1.21 2.05 0.05 2.05 1.00 4.21 0.66 0.19 2.21 0.30 1.45 0.90 0.27 1.27 0.71 1.15 0.77 0.05 1.28 0.61 0.99 0.77 0.04 1.27 0.61 0.99 0.84 0.18 1.38 0.61 1.16 1.35 0.03 1.28 1.05 1.73 1.04 0.65 1.28 0.81

26S proteasome non-ATPase regulatory subunit 1 (26S proteasome regulatory subunit RPN2) (26S proteasome regulatory subunit S1) (26S proteasome subunit p112)Q99460 sp|Q99460|PSMD1_HUMAN 3 3 105 1 1 1 9.19 10.53 10.75 12.03 10.47 11.66 9.96899977 9.33900029 9.96899977 9.54900011 7 6 6 7 13 6 10 13 0.84 0.20 1.36 0.62 1.15 1.24 0.04 1.22 1.02 1.50 0.97 0.82 1.50 0.65 1.45 0.90 0.53 1.52 0.59 1.37 0.83 0.06 1.22 0.68 1.01 0.91 0.50 1.42 0.64 1.29 0.80 0.56 2.64 0.30 2.11 0.58 0.02 1.48 0.39 0.86 2.51 0.02 1.97 1.28 4.93 0.78 0.35 1.87 0.42 1.45 0.77 0.02 1.21 0.63 0.93 0.81 0.02 1.18 0.68 0.96 0.66 0.01 1.29 0.51 0.86 1.12 0.50 1.51 0.74 1.70 1.47 0.04 1.42 1.03 2.10 1.15 0.17 1.24 0.92

Heat shock protein beta-1 (HspB1) (28 kDa heat shock protein) (Estrogen-regulated 24 kDa protein) (Heat shock 27 kDa protein) (HSP 27) (Stress-responsive protein 27) (SRP27)P04792 sp|P04792|HSPB1_HUMAN 3 3 105 1 1 1 8.68 8.92 9.48 9.48 14.26 14.32 38.5399997 24.8799995 26.3399988 38.5399997 7 5 5 7 12 6 7 12 0.98 0.85 1.31 0.75 1.29 0.76 0.07 1.36 0.56 1.04 1.21 0.20 1.46 0.83 1.77 1.26 0.28 1.76 0.72 2.22 0.85 0.11 1.26 0.67 1.07 1.05 0.56 1.27 0.83 1.33 0.90 0.24 1.26 0.71 1.13 1.07 0.42 1.22 0.87 1.30 2.04 0.00 1.20 1.69 2.45 0.92 0.62 1.52 0.61 1.40 0.87 0.19 1.28 0.68 1.11 0.93 0.43 1.27 0.73 1.18 1.01 0.93 1.34 0.75 1.35 1.03 0.89 1.81 0.57 1.87 1.10 0.51 1.38 0.79 1.52 1.23 0.12 1.32 0.93

60S ribosomal protein L18aQ02543 sp|Q02543|RL18A_HUMAN 3 3 105 1 1 1 7.54 7.63 10.57 10.62 5.71 5.8 26.699999 22.7300003 26.699999 17.6100001 7 4 7 3 12 8 12 10 0.62 0.08 1.77 0.35 1.09 0.80 0.39 1.81 0.45 1.45 0.72 0.07 1.46 0.49 1.05 0.61 0.00 1.30 0.47 0.79 0.66 0.00 1.17 0.56 0.77 0.74 0.10 1.48 0.50 1.09 1.01 0.93 1.18 0.86 1.18 0.67 0.01 1.28 0.53 0.86 2.57 0.00 1.22 2.11 3.15 0.69 0.02 1.33 0.52 0.92 0.90 0.13 1.17 0.77 1.05 0.91 0.20 1.17 0.78 1.07 0.72 0.00 1.17 0.62 0.84 0.67 0.00 1.17 0.57 0.78 1.42 0.02 1.26 1.12 1.79 1.18 0.12 1.26 0.93

2',3'-cyclic-nucleotide 3'-phosphodiesterase (CNP) (CNPase) (EC 3.1.4.37)P09543 sp|P09543|CN37_HUMAN 3 3 105 1 1 1 12.99 13.75 4.64 5.81 7.64 8.61 14.9599999 14.9599999 8.78899992 4.75100018 7 7 3 3 11 11 3 9 1.06 0.42 1.17 0.91 1.23 1.17 0.04 1.16 1.01 1.35 1.00 0.98 1.19 0.84 1.19 1.00 1.00 1.15 0.87 1.15 1.08 0.22 1.15 0.94 1.25 0.98 0.79 1.15 0.85 1.13 1.02 0.75 1.15 0.88 1.18 1.09 0.55 1.66 0.66 1.80 0.93 0.58 1.64 0.57 1.52 0.98 0.94 3.31 0.29 3.23 1.19 0.38 1.93 0.61 2.30 1.18 0.29 1.67 0.71 1.97 1.07 0.54 1.50 0.72 1.60 0.98 0.94 2.21 0.44 2.18 1.03 0.75 1.30 0.80 1.34 0.93 0.47 1.28 0.73

Acylamino-acid-releasing enzyme (AARE) (EC 3.4.19.1) (Acyl-peptide hydrolase) (APH) (Acylaminoacyl-peptidase) (Oxidized protein hydrolase) (OPH)P13798 sp|P13798|ACPH_HUMAN 3 3 105 1 1 1 13.18 14.12 10.35 11.15 9.02 10.02 11.6099998 11.6099998 7.1039997 9.15300027 7 7 5 5 11 6 5 11 1.03 0.86 1.55 0.67 1.59 1.65 0.00 1.24 1.33 2.04 0.88 0.42 1.46 0.60 1.28 0.73 0.14 1.59 0.46 1.16 0.93 0.41 1.23 0.75 1.15 1.02 0.78 1.24 0.83 1.27 0.83 0.07 1.23 0.68 1.02 0.81 0.03 1.20 0.67 0.97 1.54 0.01 1.33 1.16 2.04 0.60 0.01 1.40 0.43 0.84 0.69 0.00 1.20 0.57 0.82 1.10 0.24 1.22 0.91 1.34 0.77 0.03 1.24 0.62 0.95 0.76 0.13 1.49 0.51 1.13 1.20 0.13 1.29 0.93 1.55 1.60 0.02 1.44 1.11

Ras-related protein Rab-11B (GTP-binding protein YPT3)Q15907 sp|Q15907|RB11B_HUMAN 3 3 105 1 1 1 12.58 12.76 13.67 13.73 11.37 11.53 36.2399995 29.8200011 36.2399995 26.6099989 7 7 7 6 11 7 8 11 1.18 0.04 1.17 1.01 1.39 1.20 0.03 1.17 1.02 1.40 0.80 0.04 1.24 0.65 0.99 0.91 0.22 1.18 0.78 1.08 1.01 0.88 1.17 0.86 1.18 0.87 0.12 1.20 0.73 1.05 0.96 0.56 1.17 0.82 1.13 1.13 0.13 1.18 0.95 1.33 1.16 0.07 1.17 0.99 1.36 0.85 0.56 1.92 0.44 1.64 1.01 0.84 1.17 0.86 1.19 1.05 0.49 1.17 0.89 1.23 0.97 0.59 1.17 0.82 1.13 0.94 0.72 1.49 0.63 1.40 1.37 0.00 1.17 1.17 1.60 0.80 0.02 1.20 0.67

Programmed cell death protein 6 (Apoptosis-linked gene 2 protein) (Probable calcium-binding protein ALG-2)O75340 sp|O75340|PDCD6_HUMAN 3 3 105 1 1 1 10.87 11 7.54 7.72 4.78 5.06 34.0299994 26.699999 34.0299994 9.94800031 7 7 5 2 10 10 6 8 1.07 0.44 1.23 0.87 1.31 1.53 0.00 1.19 1.29 1.82 1.02 0.79 1.18 0.86 1.20 1.27 0.02 1.19 1.07 1.52 1.25 0.01 1.17 1.07 1.46 0.86 0.06 1.17 0.74 1.01 0.97 0.74 1.28 0.76 1.23 0.86 0.13 1.27 0.68 1.09 0.94 0.58 1.36 0.69 1.28 0.81 0.48 2.30 0.35 1.86 0.97 0.69 1.27 0.76 1.23 1.06 0.58 1.37 0.78 1.46 0.78 0.12 1.43 0.55 1.12 1.02 0.79 1.27 0.81 1.29 1.24 0.10 1.33 0.93 1.65 1.20 0.11 1.30 0.92

Apolipoprotein C-I (Apolipoprotein C1) [Cleaved into: Truncated apolipoprotein C-I]P02654 sp|P02654|APOC1_HUMAN 3 3 105 1 1 1 7.93 7.93 7.21 7.29 8.39 8.47 44.5800006 44.5800006 33.7300003 33.7300003 7 7 6 7 10 10 2 5 0.55 0.00 1.27 0.43 0.69 0.97 0.70 1.27 0.76 1.23 1.13 0.43 1.52 0.74 1.71 1.75 0.02 1.44 1.21 2.53 1.11 0.29 1.29 0.86 1.43 1.46 0.04 1.40 1.04 2.04 1.74 0.01 1.36 1.27 2.37 0.36 0.09 6.79 0.05 2.41 1.41 0.53 119.34 0.01 168.87 2.21 0.79 10800000000000.00 0.00 24000000000000.00 0.60 0.51 801.32 0.00 478.78 0.77 0.58 77.00 0.01 59.02 1.23 0.80 3209.71 0.00 3956.71 0.76 0.73 2348.19 0.00 1788.05 0.86 0.58 2.20 0.39 1.88 0.87 0.18 1.30 0.67

Actin-related protein 2/3 complex subunit 2 (Arp2/3 complex 34 kDa subunit) (p34-ARC)O15144 sp|O15144|ARPC2_HUMAN 3 3 105 1 1 1 9.29 10.4 13.09 14.09 12.26 13.11 23.6699998 15.0000006 18.0000007 23.6699998 7 5 7 7 9 9 9 8 0.72 0.00 1.17 0.62 0.84 0.98 0.72 1.17 0.84 1.14 0.91 0.27 1.23 0.74 1.11 0.74 0.00 1.17 0.63 0.86 0.96 0.59 1.19 0.81 1.15 0.93 0.31 1.18 0.78 1.10 0.87 0.07 1.17 0.75 1.02 0.79 0.06 1.30 0.61 1.02 1.59 0.03 1.46 1.09 2.32 0.90 0.62 1.67 0.54 1.50 0.91 0.17 1.17 0.77 1.06 0.82 0.02 1.17 0.70 0.95 0.96 0.80 1.47 0.65 1.41 0.94 0.72 1.52 0.62 1.43 1.13 0.24 1.27 0.89 1.44 1.01 0.83 1.18 0.86

Charged multivesicular body protein 2a (Chromatin-modifying protein 2a) (CHMP2a) (Putative breast adenocarcinoma marker BC-2) (Vacuolar protein sorting-associated protein 2-1) (Vps2-1) (hVps2-1)O43633 sp|O43633|CHM2A_HUMAN 3 3 105 1 1 1 9.35 11.27 3.28 4.69 7.71 9 23.8700002 23.8700002 18.0199996 15.7700002 7 7 5 6 9 4 3 9 1.85 0.01 1.35 1.37 2.50 1.52 0.10 1.76 0.86 2.68 0.65 0.07 1.66 0.39 1.07 1.05 0.58 1.31 0.80 1.38 0.79 0.12 1.42 0.56 1.12 0.80 0.18 1.51 0.53 1.20 0.52 0.02 1.51 0.34 0.79 2.37 0.13 10.04 0.24 23.85 1.42 0.31 10.44 0.14 14.87 0.76 0.45 20.14 0.04 15.31 1.13 0.54 6.04 0.19 6.85 0.70 0.18 3.69 0.19 2.58 1.10 0.66 7.66 0.14 8.41 1.27 0.26 3.71 0.34 4.70 0.83 0.08 1.26 0.66 1.04 0.65 0.02 1.34 0.49

F-actin-capping protein subunit beta (CapZ beta)P47756 sp|P47756|CAPZB_HUMAN 3 3 105 1 1 1 11.38 11.62 7.35 7.48 4.99 5.09 27.0799995 27.0799995 11.5500003 9.74700004 7 7 4 3 9 9 6 5 0.95 0.45 1.15 0.83 1.10 1.03 0.64 1.16 0.89 1.20 0.93 0.33 1.18 0.79 1.10 0.84 0.03 1.15 0.73 0.97 1.02 0.72 1.16 0.88 1.19 1.00 0.99 1.21 0.83 1.21 0.95 0.40 1.15 0.82 1.09 0.85 0.33 1.56 0.54 1.33 1.37 0.03 1.28 1.07 1.75 0.68 0.16 1.97 0.34 1.33 0.82 0.44 2.03 0.40 1.67 0.93 0.74 1.85 0.50 1.73 0.81 0.43 2.08 0.39 1.68 0.84 0.58 2.46 0.34 2.07 0.98 0.83 1.44 0.68 1.41 1.01 0.90 1.44 0.70

Rho-related GTP-binding protein RhoF (Rho family GTPase Rif) (Rho in filopodia)Q9HBH0 sp|Q9HBH0|RHOF_HUMAN 3 3 105 1 1 1 10.02 10.56 11.99 12.46 12.33 12.89 36.9700015 27.4899989 31.279999 36.9700015 7 5 6 7 9 8 9 9 1.67 0.00 1.23 1.36 2.05 1.66 0.00 1.26 1.32 2.09 0.57 0.03 1.58 0.36 0.90 1.01 0.92 1.22 0.82 1.23 0.64 0.00 1.22 0.53 0.78 0.94 0.47 1.22 0.77 1.15 0.48 0.05 2.08 0.23 1.00 2.38 0.00 1.20 1.99 2.84 1.29 0.01 1.19 1.08 1.54 0.99 0.96 1.67 0.59 1.65 1.13 0.12 1.18 0.96 1.33 0.76 0.01 1.19 0.64 0.91 1.07 0.57 1.35 0.80 1.45 0.96 0.76 1.42 0.67 1.36 0.76 0.02 1.25 0.61 0.95 0.56 0.00 1.21 0.46

26S proteasome non-ATPase regulatory subunit 12 (26S proteasome regulatory subunit RPN5) (26S proteasome regulatory subunit p55)O00232 sp|O00232|PSD12_HUMAN 3 3 105 1 1 1 10.49 11.16 9.57 10.17 8.31 9.08 22.8100002 22.8100002 13.6000007 13.1600007 7 7 5 6 8 7 6 8 0.95 0.56 1.23 0.77 1.17 1.32 0.01 1.19 1.11 1.57 0.66 0.04 1.47 0.45 0.97 0.76 0.21 1.63 0.47 1.24 0.90 0.19 1.19 0.76 1.07 0.85 0.23 1.37 0.62 1.16 0.69 0.00 1.20 0.57 0.82 0.66 0.05 1.49 0.44 0.99 1.83 0.04 1.78 1.03 3.25 1.06 0.90 3.58 0.30 3.79 0.86 0.31 1.49 0.58 1.28 0.77 0.07 1.36 0.56 1.04 0.72 0.03 1.30 0.56 0.94 1.13 0.82 5.04 0.23 5.72 1.32 0.04 1.27 1.04 1.67 0.95 0.65 1.37 0.69

Complement component C8 gamma chainP07360 sp|P07360|CO8G_HUMAN 3 3 105 1 1 1 8.61 8.68 8.02 8.14 9.88 10.17 49.0099996 32.1799994 34.1600001 49.0099996 7 6 4 7 8 8 7 8 0.54 0.00 1.27 0.42 0.68 0.54 0.02 1.57 0.35 0.86 1.41 0.02 1.25 1.13 1.77 1.53 0.01 1.25 1.23 1.92 0.76 0.03 1.25 0.61 0.96 1.40 0.02 1.25 1.12 1.75 1.58 0.01 1.33 1.19 2.09 0.55 0.02 1.60 0.34 0.88 0.40 0.00 1.25 0.32 0.50 3.29 0.00 1.32 2.50 4.35 0.64 0.00 1.20 0.53 0.77 0.90 0.18 1.20 0.75 1.08 1.26 0.03 1.22 1.04 1.53 2.35 0.00 1.27 1.86 2.98 0.60 0.09 1.96 0.30 1.17 1.08 0.44 1.31 0.82

Ras-related C3 botulinum toxin substrate 2 (GX) (Small G protein) (p21-Rac2)P15153 sp|P15153|RAC2_HUMAN 3 3 105 1 1 1 4.31 12.63 3.97 10.38 8.14 11.06 31.7699999 31.7699999 27.0799995 27.0799995 7 7 7 6 8 4 5 8 0.40 0.07 3.53 0.11 1.40 0.69 0.17 3.56 0.19 2.45 0.71 0.31 10.59 0.07 7.48 0.68 0.16 3.55 0.19 2.43 0.57 0.11 3.60 0.16 2.05 1.04 0.80 4.92 0.21 5.12 1.14 0.59 8.97 0.13 10.22 0.74 0.33 8.68 0.09 6.47 1.59 0.15 4.01 0.40 6.36 0.98 0.88 3.96 0.25 3.88 0.63 0.14 3.95 0.16 2.47 0.98 0.90 4.01 0.24 3.94 0.89 0.49 3.96 0.23 3.54 0.87 0.42 3.96 0.22 3.45 1.19 0.35 3.90 0.31 4.65 0.52 0.10 3.85 0.14

Carcinoembryonic antigen-related cell adhesion molecule 6 (Non-specific crossreacting antigen) (Normal cross-reacting antigen) (CD antigen CD66c)P40199 sp|P40199|CEAM6_HUMAN 3 3 105 1 1 1 5.43 5.63 9.71 9.85 6.65 6.81 23.5499993 16.5700004 23.5499993 18.6000004 7 5 7 5 8 7 8 8 1.77 0.04 1.62 1.09 2.86 2.35 0.04 2.13 1.10 4.99 0.55 0.16 3.32 0.17 1.82 1.08 0.46 1.45 0.75 1.56 0.75 0.30 2.40 0.31 1.81 0.89 0.79 5.13 0.17 4.58 0.57 0.07 1.94 0.29 1.10 2.40 0.00 1.32 1.81 3.17 1.15 0.35 1.45 0.79 1.68 1.05 0.78 1.51 0.69 1.58 1.08 0.48 1.33 0.81 1.44 0.79 0.05 1.25 0.63 0.99 1.21 0.31 1.59 0.76 1.93 1.21 0.47 1.96 0.62 2.38 0.90 0.85 8.08 0.11 7.26 0.82 0.56 3.45 0.24

26S protease regulatory subunit 6B (26S proteasome AAA-ATPase subunit RPT3) (MB67-interacting protein) (MIP224) (Proteasome 26S subunit ATPase 4) (Tat-binding protein 7) (TBP-7)P43686 sp|P43686|PRS6B_HUMAN 3 3 105 1 1 1 7.75 11.45 6.47 6.96 8.16 9.13 17.4600005 17.4600005 7.41600022 15.5499995 7 7 6 7 8 8 5 8 0.86 0.08 1.20 0.72 1.03 1.17 0.07 1.20 0.98 1.40 0.74 0.07 1.42 0.52 1.04 0.62 0.02 1.46 0.42 0.90 0.80 0.03 1.20 0.67 0.96 0.78 0.02 1.20 0.65 0.93 0.68 0.01 1.28 0.53 0.87 0.68 0.04 1.44 0.48 0.98 2.17 0.02 1.79 1.21 3.89 0.94 0.79 1.90 0.50 1.79 0.88 0.53 1.74 0.51 1.54 0.91 0.56 1.61 0.56 1.46 0.87 0.91 49.75 0.02 43.05 0.80 0.73 6.51 0.12 5.20 1.19 0.06 1.21 0.99 1.44 1.06 0.49 1.23 0.86

26S protease regulatory subunit 8 (26S proteasome AAA-ATPase subunit RPT6) (Proteasome 26S subunit ATPase 5) (Proteasome subunit p45) (Thyroid hormone receptor-interacting protein 1) (TRIP1) (p45/SUG)P62195 sp|P62195|PRS8_HUMAN 3 3 105 1 1 1 9.78 13.19 8.36 8.95 6.5 7.06 17.7300006 17.7300006 15.2700007 11.8199997 7 6 7 4 8 7 8 4 0.84 0.18 1.33 0.63 1.13 1.13 0.41 1.45 0.78 1.64 0.84 0.53 1.99 0.43 1.68 0.59 0.01 1.38 0.43 0.82 0.91 0.31 1.25 0.73 1.14 0.74 0.18 1.66 0.45 1.23 0.71 0.08 1.51 0.47 1.07 0.69 0.00 1.16 0.59 0.80 1.91 0.00 1.37 1.39 2.62 0.91 0.54 1.47 0.62 1.33 0.86 0.04 1.16 0.74 0.99 0.83 0.03 1.16 0.72 0.97 0.66 0.01 1.33 0.49 0.87 0.93 0.75 1.79 0.52 1.65 1.81 0.17 3.37 0.54 6.10 1.08 0.76 2.57 0.42

60S ribosomal protein L18Q07020 sp|Q07020|RL18_HUMAN 3 3 105 1 1 1 8.36 8.45 9.99 10.2 7.62 7.78 31.9099993 25 31.9099993 28.7200004 7 4 7 6 8 4 8 4 0.57 0.03 1.60 0.36 0.91 0.69 0.06 1.50 0.46 1.04 0.74 0.07 1.41 0.52 1.05 0.68 0.13 1.81 0.38 1.23 0.73 0.02 1.27 0.57 0.93 0.71 0.05 1.41 0.51 1.01 0.86 0.14 1.27 0.68 1.09 0.87 0.37 1.47 0.59 1.28 2.41 0.01 1.56 1.54 3.75 0.54 0.16 2.71 0.20 1.46 0.84 0.05 1.19 0.70 1.00 0.95 0.43 1.20 0.79 1.13 0.68 0.04 1.42 0.48 0.97 0.63 0.03 1.45 0.43 0.91 1.37 0.17 1.89 0.73 2.59 0.89 0.33 1.46 0.61

Probable cation-transporting ATPase 13A4 (EC 3.6.3.-) (P5-ATPase isoform 4)Q4VNC1 sp|Q4VNC1|AT134_HUMAN 3 3 105 1 1 1 13.24 14.37 7.54 7.99 4.94 5.6 6.85599968 6.85599968 3.92999984 2.17400007 7 7 6 2 8 6 5 8 1.04 0.81 1.51 0.69 1.57 1.62 0.10 1.87 0.87 3.04 0.88 0.55 1.69 0.52 1.48 1.16 0.20 1.29 0.90 1.50 0.58 0.01 1.39 0.41 0.80 0.92 0.71 1.71 0.54 1.57 0.68 0.15 1.77 0.38 1.21 1.72 0.01 1.26 1.36 2.17 1.37 0.04 1.32 1.04 1.80 0.95 0.64 1.39 0.68 1.32 1.08 0.39 1.26 0.85 1.36 0.86 0.15 1.28 0.67 1.10 0.92 0.32 1.26 0.73 1.16 1.12 0.22 1.26 0.89 1.42 0.90 0.21 1.21 0.74 1.09 0.67 0.01 1.24 0.54

Acid sphingomyelinase-like phosphodiesterase 3b (ASM-like phosphodiesterase 3b) (EC 3.1.4.-)Q92485 sp|Q92485|ASM3B_HUMAN 3 3 105 1 1 1 4.2 4.45 11.24 11.56 7.13 7.31 20.6599996 11.6499998 20.6599996 9.66999978 7 3 7 5 8 3 7 8 1.46 0.07 1.58 0.92 2.31 1.29 0.17 1.68 0.77 2.17 0.77 0.16 1.68 0.46 1.30 1.26 0.10 1.42 0.89 1.79 0.80 0.11 1.42 0.57 1.14 0.75 0.07 1.42 0.53 1.06 0.88 0.24 1.42 0.62 1.24 1.66 0.00 1.17 1.41 1.94 1.01 0.93 1.28 0.79 1.29 1.00 0.98 1.18 0.85 1.17 1.28 0.01 1.17 1.10 1.50 1.09 0.30 1.22 0.90 1.33 0.97 0.62 1.17 0.83 1.13 1.48 0.00 1.19 1.24 1.77 0.82 0.14 1.36 0.60 1.12 0.92 0.35 1.27 0.73

ADP-ribosylation factor 4P18085 sp|P18085|ARF4_HUMAN 3 3 105 1 1 1 10.5 10.7 2.82 6.41 12.08 12.45 43.8899994 39.4400001 31.1100006 43.8899994 7 7 6 7 7 7 3 5 1.19 0.09 1.26 0.95 1.51 1.16 0.13 1.26 0.92 1.47 1.16 0.21 1.35 0.86 1.57 1.06 0.59 1.38 0.77 1.47 1.24 0.06 1.26 0.99 1.57 1.42 0.43 3.36 0.42 4.77 1.11 0.35 1.35 0.82 1.51 1.19 0.36 4.11 0.29 4.89 1.13 0.48 4.04 0.28 4.55 0.86 0.52 7.97 0.11 6.85 1.20 0.46 7.89 0.15 9.46 1.40 0.20 4.09 0.34 5.71 0.91 0.53 4.01 0.23 3.64 0.74 0.36 11.37 0.06 8.39 1.03 0.94 4.72 0.22 4.88 0.71 0.22 2.30 0.31

Dynamin-2 (EC 3.6.5.5)P50570 sp|P50570|DYN2_HUMAN 3 3 105 1 1 1 13.52 14.64 2.22 2.92 7.06 8.61 9.76999998 9.76999998 2.41400003 4.25300002 7 7 2 3 7 7 3 5 1.16 0.06 1.17 0.99 1.35 0.71 0.00 1.16 0.62 0.83 0.99 0.83 1.16 0.85 1.14 0.95 0.46 1.16 0.82 1.11 1.10 0.18 1.16 0.95 1.27 0.98 0.79 1.23 0.80 1.20 1.02 0.80 1.19 0.86 1.21 0.93 0.49 1.46 0.64 1.35 0.96 0.70 1.46 0.66 1.40 1.24 0.13 1.46 0.85 1.81 1.11 0.36 1.46 0.76 1.62 1.08 0.47 1.46 0.74 1.58 1.12 0.74 3.59 0.31 4.01 1.15 0.49 2.07 0.56 2.39 1.06 0.50 1.26 0.84 1.33 1.16 0.16 1.29 0.90

Spectrin beta chain, non-erythrocytic 1 (Beta-II spectrin) (Fodrin beta chain) (Spectrin, non-erythroid beta chain 1)Q01082 sp|Q01082|SPTB2_HUMAN 3 3 105 1 1 1 12.13 16.55 14.75 18.39 5.48 8.39 4.146 2.87599992 4.146 1.523 7 6 7 3 7 7 7 4 0.99 0.84 1.18 0.83 1.17 1.63 0.00 1.21 1.35 1.96 0.91 0.43 1.31 0.70 1.19 0.83 0.19 1.37 0.60 1.13 0.76 0.10 1.41 0.54 1.07 0.79 0.01 1.19 0.66 0.93 0.84 0.06 1.20 0.69 1.01 1.07 0.51 1.25 0.85 1.33 1.17 0.26 1.37 0.86 1.61 0.84 0.44 1.70 0.49 1.42 0.93 0.40 1.20 0.78 1.12 1.14 0.28 1.30 0.87 1.48 0.95 0.72 1.38 0.69 1.31 0.88 0.59 1.77 0.50 1.55 1.70 0.07 1.89 0.90 3.20 1.19 0.52 2.62 0.45

Caveolin-1 Q03135 sp|Q03135|CAV1_HUMAN 3 3 105 1 1 1 9.79 10 7.08 7.23 5.15 5.38 40.4500008 26.3999999 40.4500008 12.9199997 7 6 7 3 7 7 6 6 1.23 0.03 1.20 1.03 1.48 2.12 0.00 1.20 1.77 2.53 0.40 0.00 1.64 0.24 0.65 0.84 0.05 1.20 0.70 1.00 0.56 0.00 1.19 0.47 0.66 0.58 0.00 1.32 0.44 0.76 0.35 0.00 1.39 0.25 0.49 2.62 0.00 1.50 1.74 3.94 1.64 0.01 1.33 1.24 2.17 0.80 0.53 2.69 0.30 2.15 1.20 0.12 1.31 0.91 1.58 0.66 0.02 1.32 0.50 0.87 0.86 0.44 1.74 0.49 1.49 0.83 0.28 1.59 0.52 1.31 1.01 0.95 1.56 0.65 1.57 0.69 0.05 1.47 0.47

Acid ceramidase (AC) (ACDase) (Acid CDase) (EC 3.5.1.23) (Acylsphingosine deacylase) (N-acylsphingosine amidohydrolase) (Putative 32 kDa heart protein) (PHP32) [Cleaved into: Acid ceramidase subunit alpha; Acid ceramidase subunit beta]Q13510 sp|Q13510|ASAH1_HUMAN 3 3 105 1 1 1 9.27 9.71 9.89 10.27 5.39 5.73 17.4700007 17.4700007 16.9599995 9.36700031 7 6 7 3 7 4 7 6 0.98 0.75 1.26 0.78 1.22 1.03 0.71 1.26 0.82 1.29 0.78 0.04 1.25 0.62 0.98 0.62 0.06 1.68 0.37 1.04 1.50 0.01 1.26 1.19 1.89 0.60 0.01 1.36 0.44 0.81 0.77 0.24 1.76 0.44 1.36 0.76 0.01 1.20 0.64 0.91 2.28 0.00 1.20 1.91 2.73 0.63 0.02 1.40 0.45 0.88 0.65 0.03 1.44 0.45 0.94 0.66 0.00 1.20 0.55 0.79 0.74 0.02 1.24 0.60 0.93 0.57 0.03 1.59 0.36 0.91 1.28 0.05 1.28 1.00 1.64 1.15 0.21 1.31 0.87

Serine/threonine-protein kinase TAO1 (EC 2.7.11.1) (Kinase from chicken homolog B) (hKFC-B) (MARK Kinase) (MARKK) (Prostate-derived sterile 20-like kinase 2) (PSK-2) (PSK2) (Prostate-derived STE20-like kinase 2) (Thousand and one amino acid protein kinase 1) (TAOK1) (hTAOK1)Q7L7X3 sp|Q7L7X3|TAOK1_HUMAN 3 3 105 1 1 1 7.35 8.28 14.14 15.02 7.51 8.88 9.09100026 5.89400008 9.09100026 6.39400035 7 5 7 5 7 3 7 2 1.35 0.20 3.51 0.39 4.74 1.27 0.25 3.51 0.36 4.46 0.93 0.85 39.61 0.02 36.87 1.25 0.27 3.51 0.36 4.39 1.30 0.42 13.25 0.10 17.17 0.85 0.35 3.51 0.24 2.99 0.83 0.39 5.35 0.15 4.43 1.42 0.00 1.20 1.19 1.71 0.94 0.40 1.18 0.80 1.11 1.05 0.78 1.58 0.67 1.66 1.24 0.02 1.17 1.05 1.45 1.03 0.65 1.17 0.88 1.21 1.08 0.51 1.30 0.82 1.40 1.04 0.72 1.31 0.79 1.37 1.06 0.87 27.22 0.04 28.77 0.89 0.84 227.43 0.00

Pyridoxal kinase (EC 2.7.1.35) (Pyridoxine kinase)O00764 sp|O00764|PDXK_HUMAN 3 3 105 1 1 1 12.07 12.21 7.57 7.74 8.73 8.85 25 25 16.99 22.1200004 7 7 4 5 6 6 4 3 1.39 0.01 1.22 1.14 1.69 0.71 0.02 1.31 0.54 0.92 1.41 0.05 1.42 0.99 2.00 1.08 0.34 1.21 0.89 1.31 1.15 0.24 1.30 0.88 1.50 1.19 0.04 1.17 1.01 1.39 1.07 0.33 1.18 0.91 1.26 1.16 0.35 1.70 0.68 1.98 0.72 0.10 1.65 0.43 1.18 0.85 0.66 4.05 0.21 3.42 0.94 0.64 1.67 0.56 1.57 1.05 0.60 1.42 0.74 1.50 1.02 0.96 3.73 0.27 3.79 0.89 0.75 3.63 0.25 3.24 1.15 0.76 85.51 0.01 98.39 0.60 0.48 462.86 0.00

AP-1 complex subunit gamma-1 (Adapter-related protein complex 1 subunit gamma-1) (Adaptor protein complex AP-1 subunit gamma-1) (Clathrin assembly protein complex 1 gamma-1 large chain) (Gamma1-adaptin) (Golgi adaptor HA1/AP1 adaptin subunit gamma-1)O43747 sp|O43747|AP1G1_HUMAN 3 3 105 1 1 1 11.92 12.6 3.65 4.67 8.05 9.3 10.3399999 10.3399999 3.89299989 6.44799992 7 7 2 5 6 6 2 6 0.85 0.57 2.23 0.38 1.89 0.76 0.04 1.27 0.60 0.97 0.97 0.67 1.27 0.76 1.23 1.15 0.21 1.31 0.87 1.50 1.06 0.69 1.52 0.70 1.61 0.82 0.23 1.51 0.55 1.24 1.04 0.76 1.43 0.73 1.48 0.89 0.47 3.63 0.25 3.24 1.09 0.55 3.68 0.30 4.02 1.26 0.27 3.67 0.34 4.61 1.28 0.25 3.66 0.35 4.68 1.14 0.42 3.67 0.31 4.19 1.03 0.82 3.69 0.28 3.80 1.08 0.66 4.74 0.23 5.10 1.11 0.18 1.20 0.93 1.33 1.00 0.98 1.35 0.74

Complement component C6P13671 sp|P13671|CO6_HUMAN 3 3 105 1 1 1 5.93 6.57 3.82 4.1 9.1 10.37 8.99399966 8.99399966 4.28300016 7.06600025 7 7 3 5 6 6 2 6 0.43 0.01 1.52 0.28 0.65 0.69 0.10 1.61 0.43 1.12 1.76 0.00 1.25 1.40 2.20 1.70 0.01 1.38 1.24 2.35 0.81 0.03 1.20 0.67 0.97 1.56 0.00 1.20 1.30 1.88 1.41 0.01 1.21 1.16 1.71 0.52 0.17 9.14 0.06 4.77 0.33 0.07 4.23 0.08 1.40 2.31 0.14 11.60 0.20 26.74 0.70 0.32 11.19 0.06 7.88 0.69 0.19 4.18 0.16 2.88 0.91 0.88 649.77 0.00 589.17 2.25 0.09 4.19 0.54 9.43 0.73 0.01 1.23 0.59 0.90 0.96 0.66 1.30 0.73

Signal transducer and activator of transcription 1-alpha/beta (Transcription factor ISGF-3 components p91/p84)P42224 sp|P42224|STAT1_HUMAN 3 3 105 1 1 1 7.69 8.45 3.65 4.28 6.15 7.24 10.0000002 10.0000002 2.80000009 8.5330002 7 7 2 6 6 5 3 6 0.80 0.03 1.20 0.67 0.96 0.64 0.03 1.45 0.44 0.93 1.09 0.51 1.39 0.78 1.51 1.05 0.67 1.32 0.79 1.38 0.98 0.79 1.25 0.79 1.22 1.32 0.02 1.23 1.07 1.63 1.13 0.19 1.25 0.91 1.41 0.69 0.16 2.07 0.33 1.42 0.71 0.06 1.46 0.49 1.04 1.21 0.16 1.46 0.83 1.76 0.89 0.33 1.46 0.61 1.30 1.05 0.66 1.46 0.72 1.53 0.97 0.86 1.95 0.50 1.89 1.98 0.09 2.61 0.76 5.16 0.78 0.05 1.29 0.61 1.01 0.99 0.97 2.02 0.49

CD81 antigen (26 kDa cell surface protein TAPA-1) (Target of the antiproliferative antibody 1) (Tetraspanin-28) (Tspan-28) (CD antigen CD81)P60033 sp|P60033|CD81_HUMAN 3 3 105 1 1 1 5.25 5.36 3.35 3.45 2.47 2.54 18.22 18.22 18.22 15.2500004 7 7 4 5 6 6 6 5 1.16 0.23 1.39 0.84 1.61 1.72 0.02 1.49 1.15 2.56 1.12 0.61 1.94 0.58 2.18 1.33 0.03 1.26 1.06 1.68 1.10 0.59 1.65 0.67 1.81 0.99 0.89 1.26 0.79 1.24 1.13 0.46 1.56 0.72 1.75 1.59 0.10 1.98 0.80 3.15 0.93 0.54 1.55 0.60 1.44 1.19 0.77 9.42 0.13 11.20 1.20 0.16 1.43 0.84 1.71 1.01 0.93 1.43 0.71 1.44 1.55 0.40 5.77 0.27 8.93 1.23 0.48 2.84 0.43 3.50 0.77 0.20 1.83 0.42 1.40 1.01 0.94 1.63 0.62

Ubiquitin-conjugating enzyme E2 variant 3 (UEV-3) (EV and lactate/malate dehydrogenase domain-containing protein)Q8IX04 sp|Q8IX04|UEVLD_HUMAN 3 3 105 1 1 1 7.92 8.43 11.62 12.03 4.36 5.05 18.8999996 9.97899994 18.8999996 6.58200011 7 4 7 4 6 6 6 6 2.11 0.04 1.98 1.07 4.17 1.43 0.06 1.48 0.96 2.12 0.54 0.02 1.53 0.35 0.82 1.06 0.56 1.42 0.75 1.50 0.66 0.04 1.42 0.46 0.93 0.90 0.48 1.66 0.54 1.50 0.57 0.02 1.46 0.39 0.83 2.62 0.01 1.79 1.46 4.70 1.27 0.14 1.42 0.89 1.81 0.76 0.24 1.70 0.45 1.29 1.00 0.98 1.19 0.84 1.19 0.87 0.22 1.30 0.67 1.12 1.17 0.27 1.39 0.85 1.63 0.92 0.60 1.45 0.63 1.34 0.80 0.06 1.27 0.63 1.02 0.60 0.04 1.59 0.38

Copine-2 (Copine II) Q96FN4 sp|Q96FN4|CPNE2_HUMAN 3 3 105 1 1 1 13.67 14.26 6.19 6.8 8.69 9.23 13.6899993 13.6899993 5.8389999 8.57700035 7 7 4 5 6 5 4 6 1.50 0.01 1.27 1.19 1.90 1.52 0.04 1.45 1.05 2.21 1.28 0.12 1.44 0.89 1.85 1.12 0.22 1.27 0.88 1.42 1.08 0.39 1.26 0.85 1.36 1.22 0.27 1.60 0.77 1.95 0.95 0.53 1.26 0.75 1.20 1.05 0.65 1.51 0.70 1.59 0.97 0.79 1.51 0.64 1.47 0.59 0.07 1.92 0.31 1.14 1.06 0.59 1.51 0.70 1.61 1.28 0.12 1.51 0.85 1.94 1.10 0.44 1.51 0.72 1.66 0.94 0.69 1.76 0.54 1.66 0.95 0.66 1.43 0.66 1.36 0.73 0.03 1.29 0.57

Calcium-binding protein 39 (MO25alpha) (Protein Mo25)Q9Y376 sp|Q9Y376|CAB39_HUMAN 3 3 105 1 1 1 12.41 12.99 11.14 11.59 10.28 11.02 21.9899997 21.9899997 14.6599993 17.8900003 7 7 5 5 6 4 6 2 1.47 0.02 1.34 1.10 1.97 1.11 0.26 1.28 0.87 1.42 0.79 0.26 1.70 0.46 1.35 1.17 0.13 1.27 0.92 1.50 1.31 0.04 1.27 1.03 1.67 0.98 0.82 1.35 0.72 1.32 1.04 0.70 1.39 0.75 1.45 1.30 0.23 1.68 0.78 2.19 0.92 0.76 1.98 0.46 1.83 1.00 0.99 1.70 0.59 1.71 1.20 0.36 1.64 0.73 1.97 1.11 0.19 1.20 0.92 1.34 1.05 0.55 1.26 0.84 1.32 1.00 1.00 3.24 0.31 3.24 1.32 0.22 3.52 0.37 4.63 1.00 0.99 3.51 0.28

Alcohol dehydrogenase class 4 mu/sigma chain (EC 1.1.1.1) (Alcohol dehydrogenase class IV mu/sigma chain) (Gastric alcohol dehydrogenase) (Retinol dehydrogenase)P40394 sp|P40394|ADH7_HUMAN 3 3 105 1 1 1 11.09 11.8 2.12 2.24 4.86 5.11 18.1299999 18.1299999 2.59099994 6.73599988 7 7 1 3 5 5 2 4 1.00 1.00 1.34 0.75 1.34 0.42 0.00 1.40 0.30 0.60 1.47 0.00 1.20 1.22 1.77 0.55 0.00 1.21 0.45 0.66 1.80 0.00 1.27 1.42 2.28 1.06 0.84 2.13 0.50 2.26 2.05 0.02 1.65 1.24 3.39 1.02 0.88 3.72 0.27 3.80 0.63 0.52 535.92 0.00 336.12 1.41 0.19 3.72 0.38 5.25 0.90 0.49 3.76 0.24 3.38 1.15 0.41 3.73 0.31 4.28 0.90 0.50 3.76 0.24 3.38 0.72 0.92 66100000000000.00 0.00 47700000000000.00 0.72 0.19 3.61 0.20 2.60 2.81 0.16 30.63 0.09

Dedicator of cytokinesis protein 2Q92608 sp|Q92608|DOCK2_HUMAN 3 3 105 1 1 1 8 10.76 8.68 12.32 5.17 8 3.77000012 3.22399996 3.77000012 1.85800009 7 5 7 3 5 5 4 3 0.62 0.00 1.24 0.50 0.78 0.84 0.37 1.64 0.51 1.37 0.87 0.16 1.26 0.69 1.09 0.88 0.17 1.24 0.71 1.09 1.01 0.90 1.23 0.82 1.25 0.95 0.77 1.59 0.60 1.51 0.97 0.69 1.23 0.79 1.19 0.80 0.13 1.42 0.56 1.13 1.59 0.05 1.58 1.01 2.51 0.98 0.93 1.89 0.52 1.85 0.82 0.08 1.27 0.65 1.04 0.75 0.07 1.39 0.54 1.04 0.88 0.53 1.76 0.50 1.55 1.11 0.60 1.77 0.63 1.96 0.85 0.25 1.55 0.55 1.31 0.87 0.39 1.75 0.49

Vacuolar protein sorting-associated protein 37B (hVps37B) (ESCRT-I complex subunit VPS37B)Q9H9H4 sp|Q9H9H4|VP37B_HUMAN 3 3 105 1 1 1 9.05 9.29 7.24 7.28 9.44 9.65 36.8400008 28.0699998 18.2500005 36.8400008 7 7 4 7 5 5 4 5 1.40 0.11 1.62 0.86 2.27 1.38 0.02 1.26 1.10 1.73 0.86 0.12 1.26 0.68 1.08 1.16 0.51 1.92 0.61 2.24 1.07 0.44 1.26 0.85 1.34 0.96 0.65 1.26 0.77 1.21 0.76 0.13 1.54 0.49 1.17 1.59 0.05 1.58 1.00 2.52 0.95 0.67 1.43 0.66 1.36 1.05 0.85 2.06 0.51 2.17 1.04 0.61 1.25 0.83 1.30 0.83 0.08 1.25 0.66 1.04 0.99 0.91 1.25 0.79 1.24 1.15 0.29 1.40 0.82 1.61 1.07 0.41 1.25 0.85 1.34 0.88 0.36 1.48 0.59

Brain-specific angiogenesis inhibitor 1-associated protein 2-like protein 1 (BAI1-associated protein 2-like protein 1) (Insulin receptor tyrosine kinase substrate)Q9UHR4 sp|Q9UHR4|BI2L1_HUMAN 3 3 105 1 1 1 7.04 8.37 3.02 3.51 2.62 3.28 16.0500005 16.0500005 6.84899986 3.71799991 7 7 3 1 5 2 2 5 1.01 0.93 3.69 0.27 3.73 1.13 0.45 3.71 0.30 4.19 0.88 0.43 3.67 0.24 3.23 0.97 0.79 3.68 0.26 3.55 1.02 0.88 3.68 0.28 3.76 1.32 0.22 3.69 0.36 4.88 1.17 0.37 3.68 0.32 4.29 1.10 0.72 13.66 0.08 15.02 0.84 0.32 3.52 0.24 2.94 0.85 0.40 4.49 0.19 3.82 1.25 0.26 3.52 0.36 4.42 1.24 0.28 3.53 0.35 4.37 1.20 0.32 3.53 0.34 4.22 0.81 0.28 3.53 0.23 2.85 1.15 0.56 8.07 0.14 9.25 0.90 0.78 44.43 0.02

Ig lambda chain V-II region BURP01708 sp|P01708|LV205_HUMAN 3 3 105 1 1 1 3.64 6.28 4 7.2 2.17 5.62 39.4499987 39.4499987 32.1099997 22.0200002 7 7 6 4 4 4 3 4 0.52 0.03 1.64 0.32 0.85 0.61 0.25 3.80 0.16 2.32 1.52 0.08 1.73 0.88 2.64 1.74 0.33 6.32 0.27 10.98 0.66 0.25 3.02 0.22 2.00 1.45 0.06 1.49 0.97 2.16 1.32 0.32 2.48 0.53 3.26 1.35 0.23 4.23 0.32 5.72 0.58 0.13 4.07 0.14 2.37 2.11 0.13 6.90 0.31 14.53 0.57 0.40 179.80 0.00 102.10 0.83 0.35 4.09 0.20 3.41 2.84 0.11 10.16 0.28 28.86 1.41 0.59 333.14 0.00 469.08 0.49 0.39 625.46 0.00 306.83 1.53 0.16 4.12 0.37

Programmed cell death protein 10 (Cerebral cavernous malformations 3 protein) (TF-1 cell apoptosis-related protein 15)Q9BUL8 sp|Q9BUL8|PDC10_HUMAN 3 3 105 1 1 1 5.02 5.58 4.62 5.38 4.5 5.4 28.7699997 28.7699997 9.43399966 9.43399966 7 7 2 2 4 4 3 4 1.11 0.49 1.74 0.64 1.94 1.06 0.56 1.46 0.73 1.55 0.75 0.26 2.24 0.33 1.68 1.12 0.32 1.46 0.77 1.64 1.25 0.41 2.53 0.49 3.17 0.81 0.21 1.66 0.49 1.34 0.90 0.34 1.46 0.61 1.31 1.20 0.19 1.48 0.81 1.77 0.90 0.52 1.81 0.50 1.62 0.73 0.43 3.94 0.19 2.88 1.01 0.89 1.44 0.70 1.46 1.01 0.93 1.45 0.70 1.46 0.97 0.88 1.92 0.51 1.87 1.09 0.79 3.43 0.32 3.74 1.20 0.15 1.42 0.85 1.71 0.92 0.40 1.42 0.64

40S ribosomal protein S9P46781 sp|P46781|RS9_HUMAN 3 3 105 1 1 1 7.18 7.33 6.66 6.99 10.91 11.4 22.1599996 18.0399999 12.37 22.1599996 6 5 3 6 16 5 5 16 0.60 0.01 1.28 0.47 0.77 0.76 0.03 1.25 0.61 0.95 0.75 0.03 1.25 0.60 0.93 0.71 0.02 1.25 0.57 0.89 0.90 0.23 1.25 0.72 1.12 0.78 0.04 1.26 0.62 0.98 1.14 0.17 1.25 0.91 1.42 0.62 0.03 1.46 0.42 0.90 2.65 0.01 1.46 1.82 3.86 0.52 0.02 1.47 0.35 0.76 1.00 0.97 1.46 0.68 1.45 1.02 0.86 1.46 0.70 1.49 0.66 0.04 1.46 0.45 0.96 0.64 0.10 1.92 0.33 1.22 1.47 0.00 1.18 1.24 1.73 1.19 0.19 1.35 0.88

Serum paraoxonase/arylesterase 1 (PON 1) (EC 3.1.1.2) (EC 3.1.1.81) (EC 3.1.8.1) (Aromatic esterase 1) (A-esterase 1) (K-45) (Serum aryldialkylphosphatase 1)P27169 sp|P27169|PON1_HUMAN 3 3 105 1 1 1 5.44 5.67 11.11 11.56 11.89 12.35 25.9200007 7.60599971 21.4100003 25.9200007 6 3 5 6 14 5 6 14 0.35 0.02 2.12 0.16 0.74 0.44 0.05 2.24 0.20 0.98 1.22 0.37 1.83 0.67 2.23 2.12 0.00 1.31 1.62 2.79 0.83 0.16 1.39 0.59 1.15 2.09 0.00 1.31 1.59 2.75 1.71 0.01 1.28 1.33 2.19 0.43 0.13 3.39 0.13 1.46 0.66 0.06 1.56 0.42 1.03 4.58 0.00 1.27 3.60 5.84 0.67 0.02 1.36 0.49 0.90 0.67 0.04 1.43 0.47 0.96 0.84 0.34 1.58 0.53 1.32 1.52 0.00 1.20 1.26 1.83 0.58 0.00 1.30 0.44 0.75 0.53 0.03 1.67 0.32

Proteasome subunit beta type-3 (EC 3.4.25.1) (Proteasome chain 13) (Proteasome component C10-II) (Proteasome theta chain)P49720 sp|P49720|PSB3_HUMAN 3 3 105 1 1 1 3.28 3.42 7.9 8.28 8.8 9.04 33.1699997 23.4099999 33.1699997 28.7800014 6 4 6 5 14 4 12 14 0.56 0.01 1.35 0.42 0.76 1.91 0.03 1.73 1.10 3.31 0.80 0.36 1.97 0.40 1.56 0.46 0.00 1.37 0.34 0.63 0.79 0.08 1.35 0.58 1.06 0.73 0.05 1.35 0.54 0.99 0.61 0.06 1.73 0.35 1.05 0.65 0.02 1.38 0.47 0.90 2.13 0.01 1.68 1.27 3.59 1.09 0.75 1.89 0.58 2.05 0.69 0.00 1.21 0.57 0.83 0.77 0.01 1.18 0.66 0.91 0.81 0.09 1.30 0.62 1.05 0.89 0.47 1.47 0.61 1.31 2.02 0.00 1.28 1.58 2.58 0.60 0.03 1.53 0.40

BPI fold-containing family A member 1 (Lung-specific protein X) (Nasopharyngeal carcinoma-related protein) (Palate lung and nasal epithelium clone protein) (Secretory protein in upper respiratory tracts) (Tracheal epithelium-enriched protein) (Von Ebner protein Hl)Q9NP55 sp|Q9NP55|PLUNC_HUMAN 3 3 105 1 1 1 7.96 8.47 6.06 6.55 9.66 10.29 26.9499987 21.48 13.6700004 26.9499987 6 4 3 6 14 6 5 14 0.62 0.22 2.69 0.23 1.65 0.55 0.02 1.55 0.35 0.85 0.87 0.52 1.88 0.46 1.63 0.60 0.39 5.10 0.12 3.05 1.51 0.10 1.73 0.87 2.61 0.60 0.30 3.69 0.16 2.21 1.27 0.06 1.31 0.98 1.67 0.71 0.07 1.49 0.48 1.06 0.93 0.67 1.88 0.49 1.74 0.49 0.12 3.27 0.15 1.60 0.27 0.01 1.51 0.18 0.41 1.06 0.54 1.45 0.74 1.54 2.11 0.05 2.06 1.02 4.34 0.81 0.14 1.47 0.55 1.19 2.13 0.04 2.05 1.04 4.37 0.31 0.09 4.53 0.07

26S proteasome non-ATPase regulatory subunit 11 (26S proteasome regulatory subunit RPN6) (26S proteasome regulatory subunit S9) (26S proteasome regulatory subunit p44.5)O00231 sp|O00231|PSD11_HUMAN 3 3 105 1 1 1 10.23 11.86 10.47 11.73 9.71 10.74 18.4799999 18.4799999 15.3999999 16.3499996 6 6 6 6 11 6 7 11 0.96 0.62 1.21 0.80 1.16 1.20 0.21 1.40 0.86 1.68 0.89 0.16 1.20 0.74 1.07 0.72 0.03 1.33 0.54 0.95 0.94 0.44 1.21 0.78 1.14 0.81 0.05 1.24 0.66 1.01 0.75 0.01 1.21 0.62 0.91 0.72 0.02 1.29 0.56 0.92 1.80 0.01 1.47 1.22 2.64 0.71 0.15 1.69 0.42 1.19 0.87 0.09 1.18 0.74 1.03 1.02 0.91 1.59 0.64 1.63 0.80 0.04 1.23 0.65 0.98 0.76 0.16 1.52 0.50 1.16 1.36 0.02 1.26 1.07 1.71 0.97 0.62 1.17 0.83

Integrin alpha-L (CD11 antigen-like family member A) (Leukocyte adhesion glycoprotein LFA-1 alpha chain) (LFA-1A) (Leukocyte function-associated molecule 1 alpha chain) (CD antigen CD11a)P20701 sp|P20701|ITAL_HUMAN 3 3 105 1 1 1 10.38 11.78 6.62 7.96 8.1 9.37 5.98299988 5.12799993 4.95700017 5.98299988 6 6 4 6 11 7 4 11 0.57 0.00 1.27 0.45 0.73 0.87 0.13 1.23 0.71 1.07 1.18 0.07 1.21 0.98 1.43 1.50 0.01 1.24 1.21 1.87 1.18 0.08 1.21 0.97 1.43 1.04 0.61 1.24 0.84 1.29 1.83 0.00 1.21 1.51 2.22 0.85 0.23 1.49 0.57 1.27 0.75 0.17 1.83 0.41 1.37 1.17 0.24 1.49 0.78 1.74 0.90 0.37 1.50 0.60 1.34 1.15 0.28 1.50 0.77 1.72 1.28 0.11 1.49 0.86 1.91 1.03 0.91 3.22 0.32 3.34 0.83 0.02 1.16 0.71 0.96 1.15 0.09 1.19 0.97

26S proteasome non-ATPase regulatory subunit 6 (26S proteasome regulatory subunit RPN7) (26S proteasome regulatory subunit S10) (Breast cancer-associated protein SGA-113M) (Phosphonoformate immuno-associated protein 4) (Proteasome regulatory particle subunit p44S10) (p42A)Q15008 sp|Q15008|PSMD6_HUMAN 3 3 105 1 1 1 12.12 12.42 10.2 10.71 10.07 11.06 16.7099997 16.4499998 16.7099997 12.6000002 6 6 6 5 9 7 7 9 0.99 0.92 1.28 0.78 1.27 1.40 0.00 1.17 1.20 1.64 0.78 0.18 1.52 0.51 1.18 0.58 0.02 1.54 0.38 0.90 0.91 0.18 1.17 0.78 1.06 0.74 0.04 1.32 0.56 0.98 0.76 0.03 1.26 0.60 0.97 0.62 0.03 1.47 0.42 0.91 2.17 0.00 1.36 1.59 2.96 0.91 0.71 1.90 0.48 1.73 0.76 0.02 1.21 0.63 0.92 0.80 0.03 1.21 0.66 0.97 0.68 0.06 1.50 0.45 1.02 0.88 0.71 2.54 0.35 2.22 1.53 0.01 1.26 1.21 1.92 0.91 0.32 1.25 0.73

Bifunctional ATP-dependent dihydroxyacetone kinase/FAD-AMP lyase (cyclizing) [Includes: ATP-dependent dihydroxyacetone kinase (DHA kinase) (EC 2.7.1.28) (EC 2.7.1.29) (Glycerone kinase) (Triokinase) (Triose kinase); FAD-AMP lyase (cyclizing) (EC 4.6.1.15) (FAD-AMP lyase (cyclic FMN forming)) (FMN cyclase)]Q3LXA3 sp|Q3LXA3|DHAK_HUMAN 3 3 105 1 1 1 8.01 9.02 11.15 11.81 9.21 9.86 18.2600007 12.8700003 18.2600007 17.0399994 6 4 6 6 9 6 8 9 1.49 0.07 1.61 0.93 2.40 0.71 0.13 1.72 0.41 1.22 1.30 0.22 1.72 0.75 2.23 1.28 0.09 1.38 0.93 1.76 1.13 0.40 1.47 0.77 1.65 1.25 0.18 1.50 0.83 1.88 1.16 0.13 1.25 0.92 1.45 1.06 0.70 1.44 0.74 1.53 0.86 0.10 1.20 0.72 1.04 1.06 0.68 1.40 0.76 1.48 1.29 0.01 1.20 1.08 1.55 1.33 0.02 1.25 1.06 1.66 1.18 0.06 1.20 0.99 1.42 0.88 0.35 1.37 0.64 1.20 0.87 0.25 1.33 0.65 1.15 1.04 0.60 1.19 0.87

Unconventional myosin-If (Myosin-Ie)O00160 sp|O00160|MYO1F_HUMAN 3 3 105 1 1 1 7.99 9.98 9.35 10.53 9.11 12.3 5.46399988 5.37299998 5.46399988 5.19100018 6 5 6 5 8 2 6 8 0.65 0.27 12.44 0.05 8.05 0.57 0.16 5.99 0.09 3.41 0.93 0.63 4.35 0.21 4.03 1.04 0.80 4.27 0.24 4.43 1.25 0.60 47.73 0.03 59.55 0.81 0.61 45.21 0.02 36.56 1.04 0.92 57.14 0.02 59.43 0.92 0.39 1.29 0.71 1.18 1.09 0.53 1.41 0.77 1.53 1.38 0.17 1.69 0.81 2.33 0.98 0.77 1.21 0.81 1.18 0.88 0.14 1.21 0.73 1.06 0.83 0.05 1.21 0.69 1.00 1.31 0.16 1.53 0.85 2.00 1.11 0.46 1.42 0.78 1.57 1.28 0.11 1.40 0.91

Niemann-Pick C1 proteinO15118 sp|O15118|NPC1_HUMAN 3 3 105 1 1 1 11.19 12.19 8.39 9.08 2.42 3.09 4.06900011 4.06900011 3.20799984 1.72099993 6 6 5 2 8 8 5 2 1.00 0.96 1.17 0.86 1.17 2.57 0.00 1.41 1.82 3.63 0.84 0.19 1.33 0.63 1.12 0.99 0.94 1.38 0.72 1.36 1.56 0.02 1.37 1.14 2.13 0.99 0.94 1.33 0.74 1.32 0.65 0.14 1.89 0.34 1.22 2.01 0.00 1.28 1.57 2.56 0.94 0.51 1.30 0.72 1.22 0.77 0.09 1.40 0.55 1.08 0.99 0.92 1.28 0.78 1.27 0.94 0.47 1.27 0.74 1.20 1.40 0.02 1.28 1.10 1.79 0.78 0.65 4.81 0.16 3.75 0.91 0.53 3.75 0.24 3.41 1.20 0.34 3.78 0.32

Polyadenylate-binding protein 1 (PABP-1) (Poly(A)-binding protein 1)P11940 sp|P11940|PABP1_HUMAN 3 3 105 1 1 1 9.37 10.21 10.52 11.14 7.93 9.09 10.8499996 10.8499996 10.6899999 8.3329998 6 5 6 5 8 8 6 4 0.75 0.08 1.39 0.54 1.05 0.93 0.49 1.28 0.73 1.19 1.01 0.84 1.18 0.86 1.19 0.82 0.18 1.39 0.59 1.14 1.25 0.02 1.18 1.06 1.48 1.02 0.81 1.18 0.86 1.20 1.16 0.07 1.18 0.98 1.37 0.87 0.12 1.21 0.72 1.06 1.40 0.00 1.19 1.17 1.67 0.95 0.73 1.46 0.65 1.38 1.02 0.73 1.17 0.87 1.20 1.37 0.02 1.25 1.10 1.72 0.97 0.64 1.17 0.83 1.14 1.26 0.01 1.17 1.08 1.49 0.78 0.12 1.49 0.52 1.17 1.76 0.03 1.50 1.18

UMP-CMP kinase (EC 2.7.4.14) (Deoxycytidylate kinase) (CK) (dCMP kinase) (Nucleoside-diphosphate kinase) (EC 2.7.4.6) (Uridine monophosphate/cytidine monophosphate kinase) (UMP/CMP kinase) (UMP/CMPK)P30085 sp|P30085|KCY_HUMAN 3 3 105 1 1 1 9.65 10.12 7.66 7.96 7.58 8.1 35.1999998 35.1999998 18.8800007 18.8800007 6 6 4 4 8 8 5 7 1.01 0.89 1.25 0.81 1.27 0.58 0.00 1.21 0.48 0.70 1.22 0.08 1.27 0.96 1.55 0.91 0.39 1.32 0.69 1.20 1.52 0.01 1.24 1.23 1.88 1.03 0.77 1.25 0.82 1.29 1.66 0.00 1.21 1.37 2.02 0.94 0.47 1.28 0.73 1.20 0.66 0.01 1.28 0.51 0.84 0.77 0.33 2.07 0.37 1.59 0.94 0.46 1.28 0.73 1.20 1.95 0.04 1.85 1.05 3.62 0.89 0.32 1.39 0.64 1.23 0.82 0.29 1.63 0.51 1.34 1.12 0.44 1.66 0.67 1.86 1.23 0.40 2.33 0.53

40S ribosomal protein S5 [Cleaved into: 40S ribosomal protein S5, N-terminally processed]P46782 sp|P46782|RS5_HUMAN 3 3 105 1 1 1 6.85 7.16 4.02 4.17 3.63 3.89 22.0599994 22.0599994 13.73 17.6499993 6 6 3 4 8 8 3 6 0.59 0.03 1.57 0.38 0.93 0.67 0.05 1.50 0.44 1.00 0.90 0.49 1.53 0.59 1.38 0.62 0.03 1.47 0.42 0.91 0.93 0.40 1.28 0.72 1.19 1.11 0.66 2.01 0.55 2.25 0.84 0.17 1.35 0.62 1.14 0.63 0.36 40.27 0.02 25.56 2.29 0.22 42.46 0.05 97.15 0.54 0.37 185.87 0.00 100.01 0.85 0.42 4.79 0.18 4.09 0.86 0.42 4.58 0.19 3.92 0.63 0.31 21.37 0.03 13.51 0.55 0.26 24.56 0.02 13.55 1.53 0.16 4.17 0.37 6.39 1.07 0.64 3.54 0.30

Serine/threonine-protein phosphatase PP1-beta catalytic subunit (PP-1B) (PPP1CD) (EC 3.1.3.16) (EC 3.1.3.53)P62140 sp|P62140|PP1B_HUMAN 3 3 105 1 1 1 8.65 9.06 6.97 7.23 8.93 9.4 20.8000004 15.2899995 17.1299994 20.8000004 6 4 5 6 8 8 6 6 1.04 0.79 1.39 0.74 1.44 0.98 0.89 1.37 0.72 1.34 0.90 0.25 1.23 0.73 1.11 0.93 0.41 1.24 0.75 1.15 1.08 0.50 1.32 0.82 1.42 0.96 0.57 1.17 0.83 1.12 1.16 0.22 1.31 0.89 1.51 1.09 0.32 1.27 0.86 1.39 0.97 0.74 1.27 0.76 1.24 1.04 0.78 1.48 0.70 1.54 1.29 0.04 1.27 1.02 1.64 1.22 0.22 1.52 0.81 1.85 0.85 0.64 2.81 0.30 2.37 0.96 0.81 1.57 0.62 1.51 1.08 0.38 1.23 0.87 1.33 0.95 0.52 1.22 0.78

Serine/threonine-protein kinase 24 (EC 2.7.11.1) (Mammalian STE20-like protein kinase 3) (MST-3) (STE20-like kinase MST3) [Cleaved into: Serine/threonine-protein kinase 24 36 kDa subunit (Mammalian STE20-like protein kinase 3 N-terminal) (MST3/N); Serine/threonine-protein kinase 24 12 kDa subunit (Mammalian STE20-like protein kinase 3 C-terminal) (MST3/C)]Q9Y6E0 sp|Q9Y6E0|STK24_HUMAN 3 3 105 1 1 1 4.81 5.34 12 12.68 4.88 5.65 14.9000004 10.1599999 14.9000004 12.4200001 6 5 6 3 8 2 8 4 1.01 0.94 5.30 0.19 5.36 0.96 0.74 3.72 0.26 3.55 1.26 0.27 3.77 0.33 4.74 1.01 0.94 3.78 0.27 3.81 1.34 0.22 3.75 0.36 5.03 1.02 0.86 3.78 0.27 3.87 1.12 0.47 3.78 0.30 4.24 1.25 0.01 1.17 1.07 1.46 0.80 0.01 1.17 0.68 0.93 1.16 0.29 1.38 0.84 1.60 1.22 0.02 1.17 1.04 1.42 1.08 0.24 1.17 0.93 1.27 1.03 0.73 1.25 0.83 1.29 1.16 0.48 1.63 0.71 1.89 1.13 0.58 2.28 0.50 2.58 0.96 0.69 1.49 0.64

PDZ domain-containing protein GIPC1 (GAIP C-terminus-interacting protein) (RGS-GAIP-interacting protein) (RGS19-interacting protein 1) (Tax interaction protein 2) (TIP-2)O14908 sp|O14908|GIPC1_HUMAN 3 3 105 1 1 1 10.75 11.43 4.09 4.27 5.99 6.31 21.6199994 21.6199994 7.80799985 12.9099995 6 6 2 3 7 7 4 6 1.33 0.07 1.37 0.97 1.82 1.48 0.02 1.37 1.08 2.03 0.95 0.63 1.28 0.74 1.22 1.05 0.52 1.18 0.89 1.23 0.99 0.83 1.18 0.84 1.16 1.01 0.94 1.24 0.81 1.25 0.96 0.76 1.37 0.70 1.32 2.01 0.10 4.14 0.49 8.33 0.96 0.78 4.15 0.23 3.99 0.77 0.33 6.57 0.12 5.08 1.20 0.35 4.17 0.29 5.02 1.08 0.63 4.15 0.26 4.47 1.12 0.49 4.10 0.27 4.60 1.06 0.70 4.12 0.26 4.36 1.23 0.13 1.44 0.85 1.78 0.98 0.91 1.97 0.50

Calpain-5 (EC 3.4.22.-) (Calpain htra-3) (New calpain 3) (nCL-3)O15484 sp|O15484|CAN5_HUMAN 3 3 105 1 1 1 10.57 11.29 10.05 10.43 5.98 6.51 12.6599997 10.4699999 12.6599997 9.06300023 6 6 6 4 7 7 4 3 1.10 0.58 1.48 0.74 1.63 1.07 0.51 1.25 0.85 1.33 1.16 0.10 1.21 0.96 1.41 0.71 0.04 1.39 0.51 0.99 1.37 0.03 1.32 1.04 1.81 0.76 0.03 1.26 0.61 0.96 1.04 0.56 1.16 0.90 1.20 0.93 0.75 1.92 0.49 1.78 0.85 0.11 1.25 0.68 1.07 0.69 0.12 1.72 0.40 1.18 1.10 0.28 1.25 0.88 1.38 1.45 0.07 1.51 0.96 2.20 0.78 0.12 1.44 0.54 1.13 0.77 0.30 1.92 0.40 1.48 1.30 0.54 41.12 0.03 53.37 0.69 0.52 163.42 0.00

Syntaxin-11 O75558 sp|O75558|STX11_HUMAN 3 3 105 1 1 1 4.99 5.48 10.74 11.01 1.52 1.88 25.4400015 11.8500002 25.4400015 7.66599998 6 3 6 2 7 5 7 2 1.34 0.03 1.26 1.07 1.68 1.67 0.01 1.28 1.30 2.13 0.78 0.04 1.26 0.62 0.98 1.02 0.80 1.26 0.81 1.28 0.73 0.03 1.30 0.56 0.94 0.87 0.18 1.28 0.68 1.12 0.98 0.78 1.26 0.78 1.23 1.94 0.00 1.25 1.55 2.43 1.07 0.41 1.21 0.88 1.30 1.13 0.10 1.17 0.97 1.32 1.06 0.36 1.17 0.91 1.24 1.26 0.19 1.49 0.85 1.88 1.26 0.03 1.21 1.04 1.52 1.11 0.40 1.33 0.83 1.47 0.82 0.30 3.53 0.23 2.91 0.64 0.42 85.70 0.01

Glutamine synthetase (GS) (EC 6.3.1.2) (Glutamate decarboxylase) (EC 4.1.1.15) (Glutamate--ammonia ligase)P15104 sp|P15104|GLNA_HUMAN 3 3 105 1 1 1 11.97 12.39 9.02 9.46 3.85 4.59 18.5000002 18.5000002 11.2599999 6.43400028 6 6 4 3 7 7 7 6 0.71 0.16 1.74 0.41 1.24 1.18 0.30 1.46 0.81 1.72 0.96 0.56 1.21 0.79 1.16 1.03 0.88 1.62 0.63 1.67 0.81 0.07 1.27 0.64 1.03 1.25 0.45 2.08 0.60 2.60 0.99 0.86 1.21 0.81 1.20 1.10 0.44 1.41 0.78 1.55 1.46 0.12 1.76 0.83 2.56 1.17 0.41 1.69 0.69 1.97 0.97 0.75 1.27 0.77 1.23 1.12 0.52 1.65 0.68 1.85 1.16 0.54 2.02 0.57 2.35 1.62 0.03 1.48 1.09 2.40 0.76 0.08 1.42 0.54 1.08 1.97 0.03 1.74 1.13

Receptor-type tyrosine-protein phosphatase eta (Protein-tyrosine phosphatase eta) (R-PTP-eta) (EC 3.1.3.48) (Density-enhanced phosphatase 1) (DEP-1) (HPTP eta) (Protein-tyrosine phosphatase receptor type J) (R-PTP-J) (CD antigen CD148)Q12913 sp|Q12913|PTPRJ_HUMAN 3 3 105 1 1 1 12.33 14.6 12.14 14.3 4.44 6.54 5.98400012 5.90899997 5.98400012 1.94499996 6 6 6 2 7 6 6 7 1.75 0.00 1.17 1.50 2.04 1.56 0.01 1.27 1.23 1.99 0.73 0.03 1.31 0.56 0.96 1.08 0.25 1.16 0.93 1.25 0.86 0.06 1.18 0.73 1.01 0.87 0.06 1.17 0.74 1.01 0.87 0.21 1.29 0.67 1.12 1.71 0.00 1.26 1.35 2.16 1.21 0.06 1.22 0.99 1.47 0.95 0.74 1.50 0.63 1.42 0.95 0.44 1.17 0.81 1.11 0.83 0.02 1.16 0.72 0.97 1.07 0.29 1.16 0.92 1.24 0.99 0.91 1.27 0.78 1.25 1.18 0.22 1.49 0.79 1.75 0.65 0.30 3.85 0.17

E3 ubiquitin-protein ligase HUWE1 (EC 6.3.2.-) (ARF-binding protein 1) (ARF-BP1) (HECT, UBA and WWE domain-containing protein 1) (Homologous to E6AP carboxyl terminus homologous protein 9) (HectH9) (Large structure of UREB1) (LASU1) (Mcl-1 ubiquitin ligase E3) (Mule) (Upstream regulatory element-binding protein 1) (URE-B1) (URE-binding protein 1)Q7Z6Z7 sp|Q7Z6Z7|HUWE1_HUMAN 3 3 105 1 1 1 5.16 8.14 10.61 12.66 7.91 9.18 2.33200006 0.98310001 2.33200006 1.578 6 3 6 4 7 2 6 7 0.87 0.40 3.68 0.24 3.19 1.46 0.26 7.83 0.19 11.44 0.90 0.49 3.68 0.24 3.31 1.03 0.95 164.94 0.01 170.11 1.10 0.51 3.65 0.30 4.03 0.90 0.48 3.67 0.24 3.30 1.02 0.98 211.71 0.00 215.01 0.81 0.09 1.31 0.61 1.06 1.36 0.03 1.31 1.04 1.79 1.06 0.82 1.88 0.56 1.99 0.96 0.61 1.20 0.80 1.16 0.95 0.53 1.22 0.78 1.17 0.97 0.88 1.75 0.55 1.69 0.96 0.95 4.91 0.20 4.71 1.05 0.66 1.41 0.75 1.49 1.21 0.28 1.59 0.76

ATP-dependent RNA helicase DDX1 (EC 3.6.4.13) (DEAD box protein 1) (DEAD box protein retinoblastoma) (DBP-RB)Q92499 sp|Q92499|DDX1_HUMAN 3 3 105 1 1 1 3.99 4.58 7.52 8.74 5.66 6.88 11.0799998 5.67599982 9.8650001 11.0799998 6 4 6 5 7 2 6 7 0.95 0.76 4.68 0.20 4.47 0.59 0.14 4.77 0.12 2.81 0.92 0.62 4.70 0.20 4.32 0.71 0.22 4.72 0.15 3.35 0.94 0.68 4.76 0.20 4.45 0.75 0.34 8.84 0.08 6.64 1.43 0.44 41.99 0.03 60.11 1.04 0.78 1.37 0.76 1.42 1.42 0.00 1.19 1.20 1.68 1.08 0.68 1.59 0.68 1.72 1.00 1.00 1.18 0.85 1.18 1.07 0.35 1.18 0.91 1.26 1.17 0.33 1.46 0.80 1.71 1.15 0.39 1.45 0.79 1.67 0.99 0.94 1.28 0.77 1.27 1.00 0.97 1.23 0.82

Ubiquitin thioesterase OTUB1 (EC 3.4.19.12) (Deubiquitinating enzyme OTUB1) (OTU domain-containing ubiquitin aldehyde-binding protein 1) (Otubain-1) (hOTU1) (Ubiquitin-specific-processing protease OTUB1)Q96FW1 sp|Q96FW1|OTUB1_HUMAN 3 3 105 1 1 1 9.4 9.54 8.19 8.25 7.33 7.49 25.4599989 25.4599989 19.19 19.19 6 6 4 4 7 6 6 7 1.36 0.01 1.21 1.12 1.64 0.50 0.00 1.29 0.39 0.64 0.92 0.29 1.20 0.77 1.11 1.01 0.85 1.20 0.84 1.22 1.36 0.01 1.20 1.13 1.63 0.95 0.52 1.20 0.79 1.15 1.39 0.01 1.20 1.15 1.67 1.03 0.70 1.25 0.82 1.29 0.79 0.05 1.25 0.63 1.00 0.94 0.77 1.78 0.53 1.68 1.03 0.74 1.25 0.82 1.28 1.28 0.04 1.25 1.02 1.61 0.93 0.43 1.26 0.74 1.18 0.95 0.96 35.57 0.03 33.64 0.75 0.09 1.45 0.51 1.08 1.13 0.26 1.32 0.86

Protein kinase C and casein kinase substrate in neurons protein 3 (SH3 domain-containing protein 6511)Q9UKS6 sp|Q9UKS6|PACN3_HUMAN 3 3 105 1 1 1 8.47 8.97 12.59 13.29 6.44 6.77 17.2199994 13.9200002 17.2199994 7.54700005 6 5 6 3 7 7 7 7 1.61 0.12 2.04 0.79 3.28 1.35 0.07 1.42 0.95 1.92 0.66 0.14 1.90 0.35 1.26 0.84 0.17 1.36 0.62 1.14 0.75 0.11 1.50 0.50 1.13 1.12 0.65 2.05 0.55 2.29 0.50 0.02 1.64 0.30 0.82 1.92 0.00 1.44 1.34 2.76 0.94 0.56 1.27 0.74 1.20 1.10 0.55 1.43 0.77 1.57 1.05 0.62 1.25 0.84 1.31 0.89 0.08 1.15 0.77 1.02 0.99 0.89 1.26 0.78 1.24 1.16 0.50 1.68 0.69 1.95 0.99 0.87 1.25 0.79 1.24 0.76 0.13 1.52 0.50

Unconventional myosin-VI (Unconventional myosin-6)Q9UM54 sp|Q9UM54|MYO6_HUMAN 3 3 105 1 1 1 10.29 12.73 4.51 5.89 4.21 5.93 6.18200004 6.18200004 1.932 2.54999995 6 6 2 2 7 7 4 6 1.63 0.01 1.39 1.18 2.27 1.32 0.10 1.43 0.92 1.88 0.81 0.17 1.39 0.59 1.13 0.88 0.34 1.38 0.64 1.21 0.83 0.04 1.19 0.70 0.98 0.82 0.14 1.34 0.61 1.10 0.78 0.01 1.18 0.66 0.92 2.24 0.01 1.42 1.58 3.17 1.17 0.20 1.42 0.82 1.66 0.81 0.32 2.05 0.39 1.65 1.10 0.51 1.65 0.67 1.81 1.13 0.26 1.42 0.80 1.60 0.95 0.61 1.43 0.66 1.36 1.11 0.52 1.82 0.61 2.02 1.22 0.64 56.93 0.02 69.47 0.70 0.35 15.90 0.04

Calpain-7 (EC 3.4.22.-) (PalB homolog) (PalBH)Q9Y6W3 sp|Q9Y6W3|CAN7_HUMAN 3 3 105 1 1 1 8.72 10.57 3.63 4.41 4.92 5.88 6.39600009 6.39600009 2.70600002 2.33699996 6 6 2 2 7 6 3 7 1.75 0.01 1.47 1.19 2.58 1.31 0.01 1.18 1.10 1.54 0.85 0.13 1.26 0.68 1.07 0.99 0.86 1.17 0.84 1.16 0.92 0.41 1.26 0.73 1.16 0.93 0.25 1.17 0.79 1.08 0.77 0.05 1.31 0.59 1.01 2.53 0.20 49.24 0.05 124.52 0.96 0.78 4.57 0.21 4.37 0.70 0.46 54.82 0.01 38.13 1.10 0.70 9.81 0.11 10.75 0.86 0.42 4.57 0.19 3.91 1.05 0.73 4.57 0.23 4.82 1.21 0.35 4.56 0.27 5.54 0.96 0.71 1.56 0.61 1.50 0.80 0.17 1.58 0.51

Flotillin-1 O75955 sp|O75955|FLOT1_HUMAN 3 3 105 1 1 1 9.61 10.26 10.97 11.67 7.68 8.53 17.5600007 12.6499996 17.5600007 11.9400002 6 5 6 4 6 5 5 6 1.35 0.09 1.47 0.92 1.99 1.43 0.06 1.47 0.97 2.10 0.91 0.50 1.40 0.65 1.28 0.89 0.20 1.24 0.72 1.10 1.01 0.88 1.24 0.82 1.25 0.88 0.30 1.35 0.65 1.19 0.89 0.22 1.24 0.72 1.11 1.41 0.12 1.62 0.87 2.28 0.97 0.73 1.26 0.77 1.22 0.92 0.35 1.25 0.74 1.15 1.20 0.21 1.41 0.85 1.69 1.24 0.33 1.71 0.72 2.11 1.45 0.21 2.01 0.72 2.91 1.35 0.16 1.64 0.83 2.22 1.34 0.04 1.30 1.03 1.75 1.09 0.50 1.44 0.76

Activator of 90 kDa heat shock protein ATPase homolog 1 (AHA1) (p38)O95433 sp|O95433|AHSA1_HUMAN 3 3 105 1 1 1 4 4.4 7.2 7.73 3.4 3.78 15.6800002 9.17199999 15.6800002 9.17199999 6 3 6 4 6 5 6 6 2.14 0.16 12.06 0.18 25.81 0.64 0.53 600.26 0.00 381.61 1.11 0.54 4.35 0.25 4.82 1.09 0.61 4.43 0.25 4.81 1.33 0.22 3.60 0.37 4.77 1.03 0.90 7.23 0.14 7.42 1.26 0.39 7.86 0.16 9.88 1.02 0.89 1.38 0.74 1.40 0.86 0.14 1.26 0.68 1.09 0.84 0.10 1.27 0.66 1.06 1.26 0.05 1.26 0.99 1.59 1.26 0.05 1.26 1.00 1.60 1.05 0.64 1.32 0.79 1.38 0.92 0.59 1.52 0.61 1.40 0.88 0.41 3.51 0.25 3.08 0.91 0.53 3.87 0.23

Protein S100-A6 (Calcyclin) (Growth factor-inducible protein 2A9) (MLN 4) (Prolactin receptor-associated protein) (PRA) (S100 calcium-binding protein A6)P06703 sp|P06703|S10A6_HUMAN 3 3 105 1 1 1 4.12 4.49 3.59 3.76 3.59 3.87 24.4399995 24.4399995 16.6700006 16.6700006 6 6 5 4 6 4 4 6 1.32 0.08 1.43 0.92 1.89 1.60 0.06 1.67 0.96 2.67 0.99 0.96 2.51 0.39 2.48 1.09 0.54 1.66 0.66 1.81 1.66 0.08 1.91 0.87 3.18 1.18 0.32 1.75 0.68 2.07 1.31 0.26 2.11 0.62 2.77 1.23 0.28 3.52 0.35 4.32 0.85 0.51 7.66 0.11 6.54 0.49 0.16 9.91 0.05 4.86 1.02 0.94 12.52 0.08 12.75 1.13 0.66 15.44 0.07 17.51 0.82 0.42 6.82 0.12 5.62 0.58 0.17 6.45 0.09 3.74 1.42 0.18 3.65 0.39 5.19 1.12 0.62 7.56 0.15

Complement C1s subcomponent (EC 3.4.21.42) (C1 esterase) (Complement component 1 subcomponent s) [Cleaved into: Complement C1s subcomponent heavy chain; Complement C1s subcomponent light chain]P09871 sp|P09871|C1S_HUMAN 3 3 105 1 1 1 8.7 8.99 4.55 4.72 4.58 4.74 13.3699998 13.3699998 3.34299989 3.48800011 6 6 3 3 6 6 3 5 0.26 0.03 2.81 0.09 0.74 0.41 0.06 2.69 0.15 1.09 1.31 0.07 1.35 0.97 1.77 1.66 0.02 1.38 1.21 2.28 0.62 0.02 1.40 0.44 0.87 1.11 0.31 1.30 0.85 1.44 1.28 0.22 1.67 0.77 2.13 0.46 0.07 2.48 0.19 1.15 0.38 0.06 2.77 0.14 1.07 3.25 0.01 1.45 2.25 4.70 0.58 0.06 1.77 0.33 1.03 0.67 0.04 1.44 0.47 0.97 1.03 0.75 1.44 0.71 1.49 5.19 0.00 1.45 3.59 7.50 0.46 0.01 1.46 0.31 0.67 0.66 0.06 1.60 0.41

Delta-aminolevulinic acid dehydratase (ALADH) (EC 4.2.1.24) (Porphobilinogen synthase)P13716 sp|P13716|HEM2_HUMAN 3 3 105 1 1 1 9.68 10.25 9.19 9.37 9.34 9.69 23.0299994 16.6700006 23.0299994 19.6999997 6 5 6 5 6 6 4 6 1.07 0.57 1.33 0.81 1.42 1.55 0.00 1.22 1.27 1.90 0.95 0.71 1.37 0.70 1.31 0.98 0.77 1.19 0.82 1.17 0.82 0.03 1.19 0.69 0.98 1.18 0.05 1.19 1.00 1.40 0.92 0.74 1.87 0.49 1.72 1.09 0.35 1.27 0.85 1.39 1.22 0.34 1.73 0.70 2.11 1.33 0.25 1.88 0.71 2.49 1.14 0.47 1.64 0.69 1.87 0.90 0.30 1.30 0.69 1.17 1.00 1.00 1.40 0.71 1.40 1.42 0.49 4.08 0.35 5.77 0.83 0.09 1.28 0.65 1.06 1.32 0.25 1.85 0.71

Phosphatidylethanolamine-binding protein 1 (PEBP-1) (HCNPpp) (Neuropolypeptide h3) (Prostatic-binding protein) (Raf kinase inhibitor protein) (RKIP) [Cleaved into: Hippocampal cholinergic neurostimulating peptide (HCNP)]P30086 sp|P30086|PEBP1_HUMAN 3 3 105 1 1 1 10.66 10.89 11.61 11.72 3.67 3.85 31.5499991 28.3399999 31.5499991 11.7600001 6 5 6 2 6 6 6 4 1.74 0.00 1.21 1.43 2.11 1.31 0.03 1.26 1.03 1.65 0.83 0.13 1.30 0.64 1.08 1.27 0.06 1.29 0.98 1.64 1.26 0.01 1.18 1.07 1.48 0.85 0.05 1.18 0.72 1.00 0.90 0.16 1.18 0.76 1.06 1.32 0.01 1.18 1.12 1.56 0.88 0.12 1.19 0.74 1.05 0.99 0.84 1.18 0.84 1.16 1.23 0.02 1.18 1.04 1.45 1.12 0.14 1.18 0.95 1.32 1.18 0.28 1.41 0.84 1.66 0.98 0.82 1.25 0.79 1.22 1.35 0.20 3.57 0.38 4.83 0.88 0.63 11.04 0.08

60S ribosomal protein L13a (23 kDa highly basic protein)P40429 sp|P40429|RL13A_HUMAN 3 3 105 1 1 1 4.22 4.44 6.51 6.6 1.66 1.79 27.5900006 7.38900006 27.5900006 6.89700022 6 2 6 2 6 6 5 3 0.50 0.00 1.23 0.41 0.61 0.56 0.00 1.24 0.45 0.69 0.61 0.01 1.32 0.47 0.81 0.65 0.00 1.22 0.53 0.79 0.73 0.01 1.21 0.60 0.89 0.61 0.00 1.21 0.51 0.74 1.07 0.38 1.21 0.88 1.30 0.65 0.02 1.37 0.47 0.88 2.32 0.00 1.39 1.67 3.22 0.91 0.54 1.51 0.60 1.37 0.78 0.15 1.47 0.53 1.14 0.72 0.01 1.20 0.60 0.86 0.82 0.15 1.37 0.59 1.12 1.00 0.98 1.72 0.58 1.72 1.65 0.12 3.55 0.46 5.86 0.81 0.28 3.55 0.23

Dipeptidyl peptidase 1 (EC 3.4.14.1) (Cathepsin C) (Cathepsin J) (Dipeptidyl peptidase I) (DPP-I) (DPPI) (Dipeptidyl transferase) [Cleaved into: Dipeptidyl peptidase 1 exclusion domain chain (Dipeptidyl peptidase I exclusion domain chain); Dipeptidyl peptidase 1 heavy chain (Dipeptidyl peptidase I heavy chain); Dipeptidyl peptidase 1 light chain (Dipeptidyl peptidase I light chain)]P53634 sp|P53634|CATC_HUMAN 3 3 105 1 1 1 8.28 8.47 4.57 4.68 2.42 2.71 11.6599999 11.6599999 6.69500008 2.59199999 6 6 3 2 6 6 3 2 0.79 0.19 1.51 0.52 1.19 1.06 0.44 1.18 0.89 1.25 1.19 0.07 1.21 0.98 1.44 1.05 0.63 1.28 0.82 1.35 1.65 0.00 1.28 1.29 2.11 1.44 0.02 1.31 1.10 1.89 0.88 0.28 1.29 0.68 1.14 1.02 0.86 3.52 0.29 3.60 0.81 0.29 3.52 0.23 2.87 1.09 0.81 27.97 0.04 30.38 1.11 0.49 3.53 0.31 3.91 0.95 0.71 3.53 0.27 3.36 1.22 0.64 55.37 0.02 67.56 1.15 0.72 46.66 0.02 53.72 1.61 0.33 31.44 0.05 50.59 2.02 0.15 8.52 0.24

Alpha/beta hydrolase domain-containing protein 14B (Abhydrolase domain-containing protein 14B) (EC 3.-.-.-) (CCG1-interacting factor B)Q96IU4 sp|Q96IU4|ABHEB_HUMAN 3 3 105 1 1 1 7.35 7.59 6 6.23 4.01 4.14 22.3800004 22.3800004 15.7100007 10.9499998 6 6 4 2 6 6 6 5 1.83 0.03 1.61 1.13 2.96 0.73 0.05 1.36 0.54 0.99 1.04 0.85 1.79 0.58 1.86 0.98 0.88 1.48 0.66 1.45 1.50 0.01 1.29 1.16 1.93 0.95 0.76 1.65 0.58 1.56 1.46 0.02 1.29 1.13 1.89 1.10 0.40 1.45 0.75 1.59 0.96 0.66 1.46 0.66 1.39 0.66 0.26 3.15 0.21 2.07 0.94 0.58 1.46 0.65 1.38 1.41 0.06 1.46 0.97 2.05 0.84 0.18 1.46 0.57 1.22 0.57 0.02 1.46 0.39 0.83 0.79 0.49 19.17 0.04 15.13 1.43 0.20 4.28 0.33

CD2-associated protein (Adapter protein CMS) (Cas ligand with multiple SH3 domains)Q9Y5K6 sp|Q9Y5K6|CD2AP_HUMAN 3 3 105 1 1 1 9.04 11.47 5.28 6.09 2.94 4.67 11.8900001 11.8900001 7.5120002 4.69500013 6 6 4 3 6 6 2 2 1.31 0.02 1.24 1.05 1.62 1.45 0.01 1.28 1.13 1.87 0.80 0.11 1.33 0.60 1.07 1.06 0.42 1.17 0.90 1.24 0.74 0.00 1.17 0.63 0.87 0.90 0.29 1.26 0.71 1.13 0.67 0.01 1.28 0.52 0.85 1.81 0.24 21.15 0.09 38.35 1.27 0.54 30.40 0.04 38.48 0.99 0.99 27.82 0.04 27.67 1.13 0.50 4.71 0.24 5.32 1.07 0.67 4.71 0.23 5.06 1.28 0.29 4.67 0.27 6.00 1.30 0.53 41.92 0.03 54.61 1.03 0.82 3.66 0.28 3.77 0.63 0.14 3.70 0.17

AP-2 complex subunit alpha-1 (100 kDa coated vesicle protein A) (Adapter-related protein complex 2 subunit alpha-1) (Adaptor protein complex AP-2 subunit alpha-1) (Alpha-adaptin A) (Alpha1-adaptin) (Clathrin assembly protein complex 2 alpha-A large chain) (Plasma membrane adaptor HA2/AP2 adaptin alpha A subunit)O95782 sp|O95782|AP2A1_HUMAN 3 3 105 1 1 1 4 5.28 3.66 7.83 3.27 8.83 7.57400021 2.25200001 5.62900007 7.57400021 6 2 4 6 5 3 2 5 0.90 0.62 7.20 0.12 6.47 1.14 0.44 4.00 0.29 4.58 0.89 0.52 4.73 0.19 4.21 0.79 0.33 5.39 0.15 4.26 0.92 0.58 3.97 0.23 3.65 0.79 0.27 3.93 0.20 3.11 0.88 0.46 3.98 0.22 3.52 1.18 0.46 6.58 0.18 7.80 1.39 0.35 12.64 0.11 17.59 0.87 0.42 4.10 0.21 3.56 1.09 0.61 4.83 0.23 5.28 1.24 0.37 6.13 0.20 7.61 0.82 0.37 4.99 0.16 4.11 0.95 0.84 11.09 0.09 10.57 0.98 0.87 3.82 0.26 3.73 1.09 0.71 10.23 0.11

Corticosteroid-binding globulin (CBG) (Serpin A6) (Transcortin)P08185 sp|P08185|CBG_HUMAN 3 3 105 1 1 1 9.6 10.35 5.32 5.58 3.92 4.23 16.0500005 16.0500005 10.3699997 14.0699998 6 6 4 5 5 4 5 3 1.47 0.04 1.43 1.02 2.10 0.43 0.08 2.84 0.15 1.23 1.24 0.09 1.33 0.94 1.64 1.86 0.00 1.28 1.45 2.39 0.94 0.48 1.28 0.73 1.20 1.20 0.12 1.32 0.92 1.58 1.41 0.04 1.39 1.02 1.97 0.68 0.05 1.47 0.46 0.99 0.61 0.15 2.26 0.27 1.38 1.92 0.00 1.30 1.48 2.49 0.97 0.76 1.30 0.75 1.26 0.84 0.12 1.30 0.65 1.09 1.05 0.64 1.33 0.79 1.39 1.69 0.01 1.29 1.30 2.18 0.68 0.20 4.84 0.14 3.27 0.82 0.43 7.50 0.11

Ras-related protein Ral-AP11233 sp|P11233|RALA_HUMAN 3 3 105 1 1 1 7.47 8.52 4.81 6.19 6.11 7.26 29.6099991 29.6099991 25.729999 24.2699996 6 6 5 5 5 4 2 5 1.23 0.32 1.98 0.62 2.43 1.31 0.12 1.56 0.84 2.05 1.08 0.57 1.62 0.67 1.74 1.12 0.51 1.83 0.61 2.05 0.88 0.25 1.42 0.62 1.25 0.98 0.80 1.42 0.69 1.39 0.93 0.45 1.43 0.65 1.32 1.54 0.18 4.99 0.31 7.67 1.05 0.81 8.53 0.12 8.99 1.01 0.99 245.60 0.00 247.47 1.37 0.21 3.94 0.35 5.40 1.04 0.79 3.95 0.26 4.09 0.91 0.56 4.22 0.22 3.84 0.67 0.20 5.27 0.13 3.55 1.08 0.59 3.66 0.30 3.95 0.68 0.36 22.38 0.03

Myristoylated alanine-rich C-kinase substrate (MARCKS) (Protein kinase C substrate, 80 kDa protein, light chain) (80K-L protein) (PKCSL)P29966 sp|P29966|MARCS_HUMAN 3 3 105 1 1 1 9.9 9.92 5.65 5.69 7.4 7.44 30.4199994 30.4199994 24.4000003 28.3100009 6 6 5 6 5 4 5 3 1.63 0.03 1.47 1.11 2.39 1.17 0.23 1.47 0.79 1.71 0.96 0.68 1.47 0.65 1.41 0.77 0.27 2.08 0.37 1.61 0.96 0.72 1.47 0.66 1.42 0.71 0.12 1.76 0.40 1.25 1.04 0.69 1.47 0.71 1.53 1.21 0.29 1.59 0.76 1.91 0.99 0.95 1.29 0.77 1.28 0.74 0.36 2.40 0.31 1.78 1.28 0.05 1.29 0.99 1.65 1.40 0.02 1.29 1.08 1.81 1.09 0.53 1.50 0.73 1.64 0.98 0.92 1.64 0.60 1.62 1.59 0.26 13.63 0.12 21.73 0.67 0.17 4.05 0.16

CD151 antigen (GP27) (Membrane glycoprotein SFA-1) (Platelet-endothelial tetraspan antigen 3) (PETA-3) (Tetraspanin-24) (Tspan-24) (CD antigen CD151)P48509 sp|P48509|CD151_HUMAN 3 3 105 1 1 1 6.67 6.89 5.67 6.36 4.75 4.98 13.0400002 10.6700003 13.0400002 7.50999972 6 4 6 3 5 5 3 3 1.00 0.99 1.84 0.54 1.84 1.40 0.04 1.36 1.03 1.91 0.99 0.93 1.32 0.75 1.31 1.09 0.65 1.60 0.68 1.74 0.78 0.05 1.27 0.61 0.99 1.41 0.13 1.65 0.86 2.34 0.86 0.29 1.41 0.61 1.22 1.15 0.42 1.82 0.63 2.10 0.64 0.04 1.51 0.42 0.96 1.14 0.39 1.69 0.68 1.93 0.99 0.95 2.56 0.38 2.53 0.99 0.93 1.52 0.65 1.50 1.74 0.09 2.19 0.79 3.81 1.44 0.87 4656.06 0.00 6694.35 0.74 0.20 1.99 0.37 1.47 0.68 0.06 1.55 0.44

Ras-related protein Rap-2bP61225 sp|P61225|RAP2B_HUMAN 3 3 105 1 1 1 8.03 10.88 4.21 6.37 6.2 7.48 33.3299995 33.3299995 19.1300005 23.4999999 6 6 4 5 5 2 3 5 1.15 0.40 3.54 0.32 4.07 1.13 0.44 3.56 0.32 4.02 0.76 0.22 3.55 0.21 2.69 0.94 0.65 3.56 0.26 3.35 0.81 0.28 3.56 0.23 2.88 0.67 0.16 3.57 0.19 2.39 0.73 0.50 58.34 0.01 42.43 1.09 0.74 13.12 0.08 14.33 1.48 0.37 27.52 0.05 40.67 1.98 0.55 21496.40 0.00 42455.64 1.13 0.62 9.34 0.12 10.54 0.91 0.53 3.89 0.23 3.53 1.30 0.25 3.89 0.33 5.06 0.95 0.86 22.03 0.04 20.84 0.96 0.68 1.42 0.68 1.36 0.82 0.14 1.42 0.58

40S ribosomal protein S18 (Ke-3) (Ke3)P62269 sp|P62269|RS18_HUMAN 3 3 105 1 1 1 4.41 4.73 5.38 6.29 4.44 5.21 25 15.7900006 25 17.7599996 6 3 4 6 5 4 5 5 0.65 0.03 1.41 0.46 0.92 0.48 0.00 1.26 0.38 0.60 0.64 0.12 1.96 0.33 1.25 0.71 0.10 1.57 0.45 1.12 1.10 0.30 1.26 0.87 1.38 0.79 0.24 1.68 0.47 1.33 1.03 0.72 1.27 0.81 1.30 0.70 0.01 1.22 0.57 0.85 2.44 0.00 1.41 1.73 3.43 0.74 0.22 1.77 0.42 1.32 0.98 0.73 1.20 0.81 1.17 0.91 0.21 1.20 0.75 1.09 0.90 0.19 1.20 0.75 1.08 0.80 0.03 1.22 0.65 0.97 1.28 0.05 1.27 1.01 1.63 1.24 0.27 1.65 0.75

ATP-dependent RNA helicase A (RHA) (EC 3.6.4.13) (DEAH box protein 9) (Leukophysin) (LKP) (Nuclear DNA helicase II) (NDH II)Q08211 sp|Q08211|DHX9_HUMAN 3 3 105 1 1 1 4.05 4.74 3.89 4.87 4.5 5.57 5.27600013 2.67699994 1.96899995 5.27600013 6 2 2 6 5 3 3 5 0.64 0.14 3.57 0.18 2.27 0.64 0.14 3.54 0.18 2.26 0.94 0.85 37.41 0.02 34.98 0.88 0.81 207.65 0.00 182.57 0.89 0.52 4.97 0.18 4.42 0.99 0.97 33.78 0.03 33.40 0.96 0.77 3.56 0.27 3.43 0.89 0.82 148.85 0.01 132.48 1.07 0.94 2916.61 0.00 3110.09 1.57 0.38 46.74 0.03 73.38 0.82 0.63 49.36 0.02 40.30 1.05 0.81 6.95 0.15 7.28 1.02 0.96 53.20 0.02 54.18 1.51 0.56 521.29 0.00 786.34 0.56 0.29 5.64 0.10 3.16 1.19 0.34 1.81 0.66

Syntaxin-7 O15400 sp|O15400|STX7_HUMAN 3 3 105 1 1 1 3.7 3.83 9.89 9.95 2.12 2.21 33.7199986 22.2200006 33.7199986 11.1100003 6 4 6 2 4 2 4 3 1.31 0.23 3.57 0.37 4.67 1.53 0.15 3.57 0.43 5.45 1.11 0.78 37.34 0.03 41.31 0.98 0.85 3.55 0.27 3.47 0.95 0.90 90.82 0.01 85.93 1.02 0.85 3.56 0.29 3.64 1.01 0.95 4.91 0.21 4.95 2.00 0.03 1.67 1.20 3.35 1.12 0.34 1.49 0.75 1.67 1.37 0.07 1.46 0.94 2.00 1.21 0.17 1.47 0.82 1.77 0.93 0.48 1.46 0.64 1.35 1.16 0.59 2.70 0.43 3.12 1.34 0.12 1.61 0.83 2.16 1.01 0.96 7.59 0.13 7.67 0.93 0.74 9.29 0.10

HEAT repeat-containing protein 2Q86Y56 sp|Q86Y56|HEAT2_HUMAN 3 3 105 1 1 1 5.61 6.67 7.85 8.28 4.19 4.99 7.25099966 3.62600014 7.25099966 2.69000009 6 3 6 2 3 3 3 3 1.35 0.07 1.43 0.95 1.93 0.62 0.03 1.42 0.44 0.88 0.97 0.75 1.42 0.69 1.38 1.00 0.97 1.42 0.71 1.42 0.89 0.27 1.42 0.63 1.26 1.43 0.44 5.08 0.28 7.27 1.29 0.09 1.42 0.91 1.82 0.95 0.62 1.49 0.63 1.42 0.93 0.66 1.80 0.52 1.67 0.68 0.32 3.49 0.20 2.38 1.11 0.38 1.50 0.74 1.66 1.58 0.06 1.62 0.98 2.56 0.85 0.22 1.50 0.56 1.27 0.57 0.05 1.82 0.31 1.03 1.71 0.25 17.48 0.10 29.92 0.86 0.40 3.93 0.22

Dermcidin (EC 3.4.-.-) (Preproteolysin) [Cleaved into: Survival-promoting peptide; DCD-1]P81605 sp|P81605|DCD_HUMAN 3 3 105 1 1 1 3.23 3.32 4.1 4.25 6.69 7.02 52.73 30.9100002 40.9099996 52.73 6 3 4 6 7 4 4 7 0.67 0.04 1.43 0.47 0.96 2.09 0.03 1.75 1.20 3.65 0.79 0.10 1.44 0.55 1.13 1.15 0.23 1.43 0.81 1.65 0.67 0.04 1.43 0.47 0.96 0.98 0.87 1.71 0.57 1.68 1.00 0.96 1.43 0.69 1.43 0.83 0.34 4.12 0.20 3.41 0.47 0.25 56.92 0.01 26.56 1.34 0.21 3.71 0.36 4.98 1.21 0.39 5.57 0.22 6.74 0.94 0.76 8.72 0.11 8.16 1.36 0.21 3.69 0.37 5.01 2.40 0.07 3.68 0.65 8.85 0.65 0.07 1.66 0.39 1.08 1.53 0.06 1.58 0.97

Protein S100-A10 (Calpactin I light chain) (Calpactin-1 light chain) (Cellular ligand of annexin II) (S100 calcium-binding protein A10) (p10 protein) (p11)P60903 sp|P60903|S10AA_HUMAN 3 3 105 1 1 1 3.5 3.92 4.44 4.74 5.09 5.45 35.0499988 35.0499988 17.5300002 35.0499988 5 3 3 5 15 4 9 15 1.33 0.28 2.30 0.58 3.05 1.33 0.30 2.46 0.54 3.28 0.98 0.96 6.61 0.15 6.45 1.12 0.37 1.52 0.73 1.71 0.84 0.52 2.66 0.32 2.23 0.91 0.77 3.15 0.29 2.89 0.81 0.17 1.56 0.52 1.26 1.80 0.00 1.27 1.42 2.27 0.75 0.08 1.42 0.53 1.07 0.97 0.87 1.74 0.56 1.68 1.24 0.06 1.26 0.98 1.56 1.11 0.23 1.26 0.89 1.40 1.10 0.35 1.32 0.83 1.45 0.83 0.08 1.26 0.66 1.04 1.18 0.12 1.27 0.93 1.49 1.11 0.27 1.27 0.87

Glutathione S-transferase omega-1 (GSTO-1) (EC 2.5.1.18) (Glutathione S-transferase omega 1-1) (GSTO 1-1) (Glutathione-dependent dehydroascorbate reductase) (EC 1.8.5.1) (Monomethylarsonic acid reductase) (MMA(V) reductase) (EC 1.20.4.2) (S-(Phenacyl)glutathione reductase) (SPG-R)P78417 sp|P78417|GSTO1_HUMAN 3 3 105 1 1 1 8.1 8.51 3.84 3.95 7.28 7.44 17.0100004 16.5999994 9.12899971 17.0100004 5 4 3 5 14 10 5 14 1.12 0.25 1.26 0.89 1.42 1.01 0.90 1.30 0.78 1.32 0.96 0.66 1.28 0.75 1.22 1.04 0.61 1.20 0.86 1.25 1.47 0.00 1.16 1.26 1.71 0.87 0.20 1.28 0.68 1.11 1.00 1.00 1.19 0.84 1.19 1.06 0.57 1.50 0.71 1.60 1.16 0.21 1.42 0.82 1.65 0.86 0.21 1.42 0.61 1.23 1.04 0.65 1.42 0.73 1.49 0.99 0.93 1.42 0.70 1.41 0.90 0.31 1.42 0.63 1.27 0.87 0.23 1.42 0.61 1.24 0.98 0.82 1.21 0.82 1.19 1.41 0.02 1.27 1.11

Glucose-6-phosphate 1-dehydrogenase (G6PD) (EC 1.1.1.49)P11413 sp|P11413|G6PD_HUMAN 3 3 105 1 1 1 5.53 6.19 8.49 8.8 9.52 10.09 9.9030003 6.79600015 8.54400024 9.9030003 5 3 4 5 12 5 5 12 1.00 0.99 1.55 0.64 1.55 0.67 0.04 1.45 0.46 0.98 0.85 0.31 1.52 0.56 1.29 0.95 0.84 2.23 0.43 2.11 1.45 0.02 1.27 1.14 1.83 1.08 0.60 1.51 0.72 1.62 0.94 0.59 1.37 0.69 1.29 1.30 0.20 1.66 0.78 2.16 1.18 0.11 1.26 0.93 1.49 1.25 0.30 1.79 0.70 2.24 1.00 0.97 1.26 0.80 1.26 0.97 0.74 1.37 0.70 1.32 0.76 0.20 1.69 0.45 1.29 0.83 0.20 1.44 0.58 1.19 0.91 0.33 1.26 0.72 1.14 1.18 0.18 1.30 0.91

Proteasome activator complex subunit 2 (11S regulator complex subunit beta) (REG-beta) (Activator of multicatalytic protease subunit 2) (Proteasome activator 28 subunit beta) (PA28b) (PA28beta)Q9UL46 sp|Q9UL46|PSME2_HUMAN 3 3 105 1 1 1 9.86 10.18 5.37 5.62 9.28 9.84 30.9599996 24.6900007 15.8999994 30.9599996 5 5 3 5 12 6 4 12 0.86 0.18 1.31 0.66 1.13 0.58 0.04 1.64 0.35 0.95 0.96 0.87 2.02 0.48 1.94 0.83 0.39 1.77 0.47 1.48 1.13 0.25 1.30 0.86 1.47 1.21 0.29 1.60 0.76 1.94 1.12 0.28 1.31 0.85 1.46 0.77 0.10 1.43 0.54 1.09 1.00 0.98 1.35 0.74 1.35 0.90 0.72 2.34 0.38 2.10 0.99 0.95 1.35 0.74 1.34 1.14 0.27 1.36 0.84 1.54 1.02 0.87 1.35 0.76 1.37 1.27 0.64 4.24 0.30 5.37 0.88 0.30 1.30 0.68 1.15 0.91 0.30 1.24 0.73

Integrin beta-1 (Fibronectin receptor subunit beta) (Glycoprotein IIa) (GPIIA) (VLA-4 subunit beta) (CD antigen CD29)P05556 sp|P05556|ITB1_HUMAN 3 3 105 1 1 1 8.66 9.5 5.6 6.11 5.69 8.71 8.39599967 7.14299977 4.63699997 8.39599967 5 5 3 5 11 8 6 11 0.91 0.09 1.13 0.80 1.02 1.40 0.00 1.19 1.18 1.67 1.06 0.36 1.16 0.92 1.23 1.16 0.06 1.16 0.99 1.35 0.99 0.84 1.13 0.88 1.11 1.04 0.44 1.13 0.92 1.17 1.33 0.00 1.18 1.13 1.57 1.10 0.35 1.42 0.78 1.56 0.92 0.43 1.42 0.65 1.31 1.43 0.13 1.85 0.77 2.64 1.00 1.00 1.42 0.71 1.42 1.20 0.16 1.42 0.84 1.69 1.10 0.35 1.42 0.78 1.56 1.31 0.08 1.42 0.92 1.85 0.96 0.48 1.16 0.82 1.11 1.00 0.95 1.17 0.85

Actin-related protein 2/3 complex subunit 3 (Arp2/3 complex 21 kDa subunit) (p21-ARC)O15145 sp|O15145|ARPC3_HUMAN 3 3 105 1 1 1 5.75 6.14 5.11 5.58 5.36 5.67 17.4199998 17.4199998 17.4199998 17.4199998 5 4 5 5 10 6 4 10 0.73 0.03 1.31 0.56 0.96 1.11 0.24 1.26 0.88 1.39 0.93 0.64 1.56 0.60 1.45 0.69 0.02 1.27 0.54 0.88 0.97 0.72 1.26 0.77 1.22 0.90 0.23 1.25 0.72 1.13 0.78 0.04 1.26 0.62 0.98 0.72 0.06 1.42 0.51 1.03 2.11 0.01 1.42 1.49 2.98 0.79 0.36 2.33 0.34 1.85 0.91 0.37 1.42 0.64 1.29 0.78 0.09 1.42 0.55 1.10 0.75 0.07 1.42 0.53 1.06 1.00 1.00 2.98 0.34 2.98 1.57 0.03 1.42 1.10 2.24 0.90 0.32 1.43 0.63

Gamma-glutamyltransferase 5 (GGT 5) (EC 2.3.2.2) (Gamma-glutamyl transpeptidase-related enzyme) (GGT-rel) (Gamma-glutamyltransferase-like activity 1) (Gamma-glutamyltranspeptidase 5) (Glutathione hydrolase 5) (EC 3.4.19.13) (Leukotriene-C4 hydrolase) (EC 3.4.19.14) [Cleaved into: Gamma-glutamyltransferase 5 heavy chain; Gamma-glutamyltransferase 5 light chain]P36269 sp|P36269|GGT5_HUMAN 3 3 105 1 1 1 5.59 6.51 6.34 6.7 8.56 9.26 10.9200001 5.80199994 7.67899975 10.9200001 5 3 3 5 10 5 7 10 1.18 0.34 3.56 0.33 4.22 1.44 0.17 3.55 0.40 5.11 0.76 0.37 10.79 0.07 8.15 1.06 0.71 3.96 0.27 4.18 1.02 0.94 22.42 0.05 22.91 1.08 0.70 7.61 0.14 8.25 0.66 0.28 11.22 0.06 7.43 1.55 0.36 4.99 0.31 7.70 1.39 0.26 2.49 0.56 3.46 1.04 0.86 2.44 0.43 2.54 0.93 0.52 1.47 0.64 1.37 1.52 0.15 2.21 0.69 3.36 1.11 0.46 1.66 0.67 1.85 1.11 0.59 2.08 0.53 2.32 0.82 0.08 1.27 0.64 1.04 0.65 0.07 1.63 0.39

Cytoplasmic dynein 1 intermediate chain 2 (Cytoplasmic dynein intermediate chain 2) (Dynein intermediate chain 2, cytosolic) (DH IC-2)Q13409 sp|Q13409|DC1I2_HUMAN 3 3 105 1 1 1 8 9.44 4.01 4.6 6.66 7.47 13.3200005 10.4999997 7.05299974 13.3200005 5 4 5 5 10 10 2 9 0.85 0.12 1.27 0.67 1.08 1.22 0.07 1.27 0.96 1.55 0.62 0.13 2.09 0.29 1.29 0.67 0.09 1.70 0.39 1.13 0.90 0.30 1.32 0.68 1.19 0.75 0.18 1.69 0.45 1.27 0.83 0.09 1.26 0.66 1.05 1.08 0.62 4.43 0.24 4.80 1.45 0.35 17.32 0.08 25.10 0.64 0.33 25.32 0.03 16.20 0.71 0.21 4.36 0.16 3.09 0.83 0.35 4.40 0.19 3.65 0.88 0.82 298.69 0.00 261.99 1.47 0.19 4.39 0.33 6.43 1.30 0.13 1.51 0.86 1.97 1.26 0.10 1.37 0.92

Septin-9 (MLL septin-like fusion protein MSF-A) (MLL septin-like fusion protein) (Ovarian/Breast septin) (Ov/Br septin) (Septin D1)Q9UHD8 sp|Q9UHD8|SEPT9_HUMAN 3 3 105 1 1 1 6.17 7.11 2.45 3.23 7.78 9.56 10.2399997 8.36199969 1.70600005 10.2399997 5 4 1 5 10 4 3 10 1.03 0.72 1.28 0.81 1.32 0.96 0.66 1.28 0.75 1.23 1.20 0.11 1.28 0.93 1.53 0.87 0.23 1.35 0.64 1.17 1.09 0.34 1.28 0.85 1.40 0.98 0.89 1.69 0.58 1.65 1.11 0.26 1.28 0.87 1.43 0.86 0.23 1.45 0.59 1.25 1.24 0.13 1.46 0.85 1.82 0.88 0.27 1.45 0.60 1.28 0.95 0.61 1.46 0.65 1.38 1.30 0.10 1.46 0.89 1.90 0.85 0.43 2.07 0.41 1.75 1.05 0.65 1.45 0.72 1.52 1.09 0.37 1.24 0.88 1.35 0.92 0.48 1.33 0.69

N-acetyl-D-glucosamine kinase (N-acetylglucosamine kinase) (EC 2.7.1.59) (GlcNAc kinase)Q9UJ70 sp|Q9UJ70|NAGK_HUMAN 3 3 105 1 1 1 10.38 10.47 7.11 7.49 8.75 9.16 20.0599998 20.0599998 14.2399997 16.2799999 5 5 4 5 10 8 6 10 1.25 0.01 1.17 1.07 1.47 0.67 0.00 1.15 0.58 0.76 1.01 0.93 1.21 0.83 1.22 1.05 0.39 1.15 0.92 1.21 1.30 0.02 1.22 1.07 1.59 0.96 0.52 1.17 0.82 1.12 0.96 0.64 1.24 0.77 1.19 1.21 0.09 1.27 0.95 1.53 1.00 0.97 1.19 0.84 1.19 1.09 0.36 1.27 0.86 1.39 1.01 0.92 1.19 0.84 1.20 1.03 0.67 1.19 0.86 1.23 0.92 0.28 1.19 0.77 1.10 1.12 0.23 1.24 0.90 1.38 0.85 0.07 1.19 0.72 1.02 0.90 0.27 1.23 0.73

von Willebrand factor (vWF) [Cleaved into: von Willebrand antigen 2 (von Willebrand antigen II)]P04275 sp|P04275|VWF_HUMAN 3 3 105 1 1 1 2.92 5.39 5.15 7.21 8.09 9.82 2.13300008 1.03099998 1.38600003 2.13300008 5 3 4 5 9 4 5 9 0.45 0.11 3.51 0.13 1.57 1.01 0.95 2.39 0.43 2.42 0.81 0.17 1.54 0.52 1.24 1.57 0.19 2.72 0.58 4.28 0.51 0.19 4.54 0.11 2.30 1.59 0.25 3.53 0.45 5.63 0.78 0.31 2.20 0.35 1.72 0.52 0.15 3.37 0.15 1.76 0.54 0.02 1.49 0.36 0.81 3.45 0.04 2.87 1.20 9.88 0.60 0.17 2.83 0.21 1.70 0.57 0.03 1.54 0.37 0.88 0.69 0.13 1.89 0.36 1.31 2.14 0.03 1.77 1.21 3.79 0.63 0.04 1.53 0.41 0.97 1.19 0.09 1.26 0.95

Proteasome subunit beta type-4 (EC 3.4.25.1) (26 kDa prosomal protein) (HsBPROS26) (PROS-26) (Macropain beta chain) (Multicatalytic endopeptidase complex beta chain) (Proteasome beta chain) (Proteasome chain 3) (HsN3)P28070 sp|P28070|PSB4_HUMAN 3 3 105 1 1 1 3.85 4.25 8.1 8.87 7.12 7.46 21.2099999 9.47000012 21.2099999 20.4500005 5 2 5 4 9 2 5 9 0.66 0.16 4.02 0.16 2.65 2.28 0.08 3.99 0.57 9.08 0.36 0.12 12.55 0.03 4.54 0.31 0.09 7.64 0.04 2.34 0.69 0.40 33.00 0.02 22.61 0.48 0.15 8.82 0.05 4.23 0.55 0.12 4.03 0.14 2.24 0.67 0.24 2.39 0.28 1.60 2.77 0.00 1.52 1.83 4.19 0.68 0.34 2.94 0.23 2.01 0.62 0.07 1.74 0.36 1.08 0.60 0.05 1.69 0.35 1.01 0.74 0.19 1.78 0.42 1.32 0.68 0.15 1.90 0.36 1.28 1.63 0.03 1.46 1.12 2.39 0.77 0.04 1.27 0.60

Rho GDP-dissociation inhibitor 1 (Rho GDI 1) (Rho-GDI alpha)P52565 sp|P52565|GDIR1_HUMAN 3 3 105 1 1 1 3.12 3.22 5.99 6.22 5.27 5.43 25 20.5899999 25 21.5700001 5 3 5 4 9 3 5 9 0.97 0.91 19.93 0.05 19.24 0.79 0.26 3.65 0.22 2.87 0.77 0.51 33.10 0.02 25.38 0.86 0.39 3.66 0.24 3.16 0.69 0.51 129.40 0.01 89.72 1.06 0.75 6.29 0.17 6.67 1.31 0.27 4.78 0.27 6.27 1.06 0.61 1.37 0.77 1.45 1.11 0.23 1.25 0.89 1.40 1.07 0.58 1.42 0.75 1.52 1.01 0.92 1.25 0.80 1.26 1.24 0.06 1.25 0.99 1.55 1.19 0.28 1.52 0.78 1.81 1.12 0.39 1.44 0.78 1.62 1.06 0.62 1.39 0.76 1.47 1.08 0.37 1.26 0.85

Leukocyte surface antigen CD47 (Antigenic surface determinant protein OA3) (Integrin-associated protein) (IAP) (Protein MER6) (CD antigen CD47)Q08722 sp|Q08722|CD47_HUMAN 3 3 105 1 1 1 5.69 6.06 5.92 6.12 6.02 6.3 10.8400002 10.8400002 8.66900012 8.66900012 5 5 5 4 9 5 5 9 1.16 0.14 1.28 0.91 1.48 1.44 0.02 1.28 1.13 1.85 0.89 0.23 1.28 0.70 1.14 0.98 0.79 1.28 0.77 1.25 0.80 0.07 1.28 0.63 1.03 0.81 0.07 1.28 0.63 1.03 0.92 0.36 1.28 0.72 1.18 1.31 0.26 2.11 0.62 2.77 1.04 0.68 1.42 0.73 1.47 0.96 0.67 1.42 0.68 1.36 1.27 0.10 1.42 0.89 1.80 1.34 0.07 1.42 0.94 1.89 1.22 0.13 1.42 0.86 1.73 0.88 0.58 2.26 0.39 1.99 0.96 0.67 1.42 0.67 1.37 0.76 0.08 1.42 0.53

Protein Niban (Cell growth-inhibiting gene 39 protein) (Protein FAM129A)Q9BZQ8 sp|Q9BZQ8|NIBAN_HUMAN 3 3 105 1 1 1 11.11 12.89 6.07 6.94 9.3 10.64 7.00400025 6.03399985 3.66399996 7.00400025 5 5 3 5 9 9 4 6 1.07 0.40 1.20 0.89 1.29 1.05 0.40 1.14 0.92 1.20 1.14 0.13 1.20 0.95 1.37 1.09 0.37 1.25 0.88 1.36 1.25 0.03 1.23 1.02 1.54 1.25 0.12 1.34 0.93 1.67 1.07 0.27 1.15 0.93 1.23 1.17 0.28 1.58 0.74 1.85 0.87 0.26 1.47 0.59 1.28 0.97 0.78 1.47 0.66 1.43 1.06 0.56 1.47 0.72 1.57 1.27 0.11 1.47 0.87 1.87 0.86 0.24 1.47 0.59 1.27 0.71 0.07 1.53 0.46 1.09 1.00 0.99 1.52 0.66 1.52 1.20 0.24 1.45 0.83

Exportin-1 (Exp1) (Chromosome region maintenance 1 protein homolog)O14980 sp|O14980|XPO1_HUMAN 3 3 105 1 1 1 6.69 7.55 6.15 7.3 8.83 10.04 8.03000033 7.00299963 6.16200008 8.03000033 5 5 5 5 8 6 5 8 1.37 0.15 1.69 0.81 2.31 1.11 0.78 2.90 0.38 3.21 0.93 0.43 1.27 0.73 1.19 0.84 0.11 1.27 0.66 1.07 1.01 0.91 1.45 0.70 1.47 0.92 0.39 1.29 0.72 1.19 1.01 0.92 1.28 0.79 1.29 1.00 1.00 2.27 0.44 2.27 1.14 0.27 1.47 0.78 1.68 1.08 0.85 4.82 0.22 5.21 1.17 0.21 1.47 0.80 1.72 1.15 0.25 1.47 0.79 1.69 1.09 0.83 4.68 0.23 5.10 1.30 0.42 3.13 0.42 4.07 1.26 0.11 1.42 0.89 1.78 0.96 0.76 1.56 0.62

Cystatin-B (CPI-B) (Liver thiol proteinase inhibitor) (Stefin-B)P04080 sp|P04080|CYTB_HUMAN 3 3 105 1 1 1 8.28 8.29 8.77 8.83 8.37 8.45 46.9399989 46.9399989 46.9399989 46.9399989 5 5 4 5 8 5 8 8 0.96 0.65 1.31 0.73 1.26 1.07 0.44 1.28 0.83 1.38 0.98 0.90 1.74 0.56 1.70 1.12 0.25 1.28 0.87 1.44 1.20 0.10 1.29 0.93 1.55 0.86 0.19 1.33 0.65 1.14 1.25 0.07 1.29 0.97 1.60 1.10 0.34 1.30 0.85 1.43 1.12 0.37 1.42 0.79 1.60 1.06 0.59 1.40 0.76 1.49 0.95 0.60 1.30 0.73 1.24 1.15 0.21 1.31 0.88 1.50 1.21 0.11 1.30 0.92 1.57 1.17 0.53 2.00 0.58 2.33 0.93 0.44 1.27 0.73 1.18 1.43 0.05 1.45 0.99

Protein FAM49B (L1) Q9NUQ9 sp|Q9NUQ9|FA49B_HUMAN 3 3 105 1 1 1 8.55 8.96 6.32 6.53 6.93 7.35 16.9799998 16.3599998 12.0399997 16.9799998 5 5 4 5 8 8 3 7 1.01 0.96 1.49 0.68 1.50 0.87 0.32 1.40 0.62 1.21 0.80 0.08 1.30 0.61 1.04 1.10 0.60 1.57 0.70 1.73 1.06 0.39 1.18 0.90 1.25 1.04 0.65 1.25 0.83 1.31 1.12 0.13 1.18 0.95 1.33 1.04 0.72 1.48 0.70 1.54 0.83 0.49 2.56 0.33 2.13 1.06 0.73 1.89 0.56 2.01 0.96 0.71 1.48 0.65 1.42 1.03 0.80 1.48 0.69 1.52 1.21 0.18 1.48 0.82 1.78 1.13 0.49 1.90 0.60 2.16 0.74 0.13 1.67 0.44 1.24 0.99 0.90 1.43 0.69

Perilipin-3 (47 kDa mannose 6-phosphate receptor-binding protein) (47 kDa MPR-binding protein) (Cargo selection protein TIP47) (Mannose-6-phosphate receptor-binding protein 1) (Placental protein 17) (PP17)O60664 sp|O60664|PLIN3_HUMAN 3 3 105 1 1 1 11.16 11.38 2.92 3.05 4.68 4.97 20.2800006 20.2800006 9.21700001 12.8999993 5 5 3 3 7 7 4 5 1.35 0.01 1.21 1.11 1.64 0.93 0.32 1.18 0.79 1.10 1.06 0.41 1.18 0.90 1.25 0.83 0.06 1.22 0.68 1.01 0.79 0.08 1.32 0.60 1.04 1.12 0.20 1.21 0.92 1.36 1.22 0.03 1.18 1.04 1.43 0.87 0.59 2.07 0.42 1.81 1.49 0.02 1.29 1.15 1.91 0.84 0.45 1.90 0.44 1.60 0.78 0.05 1.29 0.61 1.01 0.93 0.44 1.29 0.72 1.20 1.08 0.71 1.81 0.60 1.96 1.00 0.98 1.88 0.53 1.87 1.44 0.05 1.43 1.00 2.07 1.10 0.37 1.43 0.77

Neprilysin (EC 3.4.24.11) (Atriopeptidase) (Common acute lymphocytic leukemia antigen) (CALLA) (Enkephalinase) (Neutral endopeptidase 24.11) (NEP) (Neutral endopeptidase) (Skin fibroblast elastase) (SFE) (CD antigen CD10)P08473 sp|P08473|NEP_HUMAN 3 3 105 1 1 1 10.47 11.07 6.92 7.28 4.07 4.43 8.79999995 8.79999995 7.19999969 2.93300003 5 5 5 2 7 7 4 4 0.64 0.00 1.17 0.55 0.76 1.73 0.00 1.24 1.39 2.16 0.97 0.79 1.33 0.73 1.29 1.58 0.00 1.27 1.24 2.00 0.94 0.45 1.21 0.78 1.14 0.92 0.30 1.20 0.77 1.10 0.92 0.47 1.30 0.71 1.20 1.06 0.57 1.43 0.74 1.51 0.97 0.76 1.43 0.68 1.39 1.44 0.05 1.43 1.01 2.06 1.18 0.18 1.43 0.83 1.69 1.07 0.51 1.47 0.73 1.58 1.04 0.83 2.11 0.50 2.19 0.99 0.97 2.97 0.33 2.93 0.79 0.39 7.72 0.10 6.13 0.57 0.12 3.72 0.15

Monocyte differentiation antigen CD14 (Myeloid cell-specific leucine-rich glycoprotein) (CD antigen CD14) [Cleaved into: Monocyte differentiation antigen CD14, urinary form; Monocyte differentiation antigen CD14, membrane-bound form]P08571 sp|P08571|CD14_HUMAN 3 3 105 1 1 1 2.88 3.04 2.56 2.64 9.46 9.98 19.7300002 6.93299994 2.40000002 19.7300002 5 2 1 5 7 2 2 7 0.98 0.96 43.63 0.02 42.79 0.82 0.30 3.52 0.23 2.89 1.38 0.35 12.44 0.11 17.11 1.62 0.19 6.29 0.26 10.18 0.96 0.76 3.52 0.27 3.39 1.67 0.12 3.53 0.47 5.90 1.34 0.21 3.53 0.38 4.74 0.69 0.17 3.78 0.18 2.59 0.80 0.40 7.82 0.10 6.27 1.45 0.17 3.70 0.39 5.37 0.85 0.40 4.51 0.19 3.84 1.02 0.89 3.70 0.28 3.77 1.29 0.30 5.13 0.25 6.60 1.36 0.20 3.67 0.37 5.00 0.79 0.11 1.37 0.58 1.09 0.86 0.47 1.68 0.51

Phosphoglycerate mutase 1 (EC 3.1.3.13) (EC 5.4.2.11) (EC 5.4.2.4) (BPG-dependent PGAM 1) (Phosphoglycerate mutase isozyme B) (PGAM-B)P18669 sp|P18669|PGAM1_HUMAN 3 3 105 1 1 1 4.48 5.07 7.44 8.17 8.28 9.18 28.3499986 15.7499999 23.2299998 28.3499986 5 4 5 4 7 7 3 2 1.22 0.21 1.45 0.84 1.77 0.84 0.16 1.32 0.64 1.11 0.85 0.26 1.43 0.59 1.21 0.78 0.33 1.85 0.42 1.44 1.20 0.37 1.65 0.73 1.98 1.07 0.69 1.52 0.70 1.62 0.96 0.83 1.71 0.56 1.63 1.05 0.82 9.01 0.12 9.48 0.73 0.19 3.53 0.21 2.56 1.50 0.15 3.52 0.43 5.28 1.03 0.81 3.54 0.29 3.65 1.13 0.43 3.54 0.32 4.02 1.10 0.52 3.52 0.31 3.87 1.55 0.14 3.55 0.44 5.49 0.77 0.24 3.80 0.20 2.92 1.13 0.45 3.83 0.30

Glutathione S-transferase theta-1 (EC 2.5.1.18) (GST class-theta-1) (Glutathione transferase T1-1)P30711 sp|P30711|GSTT1_HUMAN 3 3 105 1 1 1 8.24 8.98 10.04 10.56 3.28 3.5 27.0799995 27.0799995 27.0799995 5.83299995 5 5 5 1 7 5 7 2 0.94 0.51 1.30 0.72 1.22 0.95 0.80 1.81 0.53 1.72 1.25 0.17 1.47 0.85 1.84 0.94 0.54 1.31 0.72 1.24 1.69 0.04 1.59 1.06 2.69 1.07 0.62 1.51 0.71 1.62 1.53 0.07 1.62 0.94 2.47 0.57 0.42 5.20 0.11 2.94 1.15 0.30 1.36 0.84 1.55 1.11 0.51 1.45 0.76 1.60 1.64 0.01 1.34 1.22 2.19 0.78 0.02 1.21 0.64 0.94 0.97 0.90 1.68 0.58 1.63 1.34 0.14 1.53 0.87 2.05 0.96 0.78 3.64 0.27 3.51 0.84 0.52 10.31 0.08

26S proteasome non-ATPase regulatory subunit 7 (26S proteasome regulatory subunit RPN8) (26S proteasome regulatory subunit S12) (Mov34 protein homolog) (Proteasome subunit p40)P51665 sp|P51665|PSD7_HUMAN 3 3 105 1 1 1 8.03 8.37 7.37 7.74 4.27 4.52 19.1400006 19.1400006 14.8100004 8.3329998 5 5 4 3 7 7 4 6 0.92 0.31 1.25 0.73 1.15 1.13 0.26 1.32 0.86 1.50 0.86 0.18 1.31 0.66 1.13 0.75 0.03 1.26 0.60 0.94 0.96 0.73 1.40 0.69 1.34 0.87 0.15 1.26 0.69 1.09 0.82 0.07 1.26 0.66 1.03 0.62 0.02 1.43 0.43 0.89 2.35 0.00 1.26 1.87 2.96 0.77 0.12 1.47 0.52 1.13 0.82 0.07 1.26 0.65 1.03 0.78 0.04 1.26 0.62 0.99 0.75 0.03 1.26 0.59 0.94 0.83 0.19 1.42 0.59 1.18 1.74 0.11 3.52 0.49 6.13 1.03 0.80 3.53 0.29

Rho-related GTP-binding protein RhoGP84095 sp|P84095|RHOG_HUMAN 3 3 105 1 1 1 4 6.06 3.8 6.01 7.27 9.42 34.0299994 18.8500002 18.8500002 34.0299994 5 3 3 5 7 3 2 7 1.01 0.98 28.48 0.04 28.67 1.44 0.20 4.59 0.31 6.63 0.80 0.49 16.41 0.05 13.11 1.05 0.85 15.79 0.07 16.65 0.91 0.56 4.52 0.20 4.09 0.95 0.90 55.02 0.02 52.47 1.19 0.39 4.53 0.26 5.37 1.28 0.34 6.35 0.20 8.11 1.06 0.76 6.26 0.17 6.62 0.94 0.83 18.82 0.05 17.67 1.04 0.77 4.43 0.24 4.62 1.19 0.38 4.42 0.27 5.26 1.14 0.45 4.34 0.26 4.97 0.87 0.75 65.56 0.01 57.10 0.97 0.84 1.45 0.67 1.42 0.91 0.57 1.60 0.57

Unconventional myosin-Ig [Cleaved into: Minor histocompatibility antigen HA-2 (mHag HA-2)]B0I1T2 sp|B0I1T2|MYO1G_HUMAN 3 3 105 1 1 1 5.01 8.57 5.38 8.56 8.21 11.65 8.74300003 6.28700033 6.87600002 8.74300003 5 4 5 5 6 4 2 6 0.51 0.07 2.24 0.23 1.14 0.71 0.08 1.54 0.46 1.09 1.11 0.55 1.87 0.59 2.07 1.42 0.06 1.48 0.97 2.10 0.79 0.15 1.56 0.51 1.23 1.47 0.05 1.46 1.00 2.15 2.10 0.01 1.47 1.43 3.08 0.54 0.25 25.97 0.02 13.97 0.47 0.23 37.11 0.01 17.50 1.37 0.48 43.57 0.03 59.68 0.84 0.37 4.53 0.18 3.79 1.64 0.36 56.50 0.03 92.57 1.39 0.19 3.63 0.38 5.04 1.12 0.73 22.41 0.05 24.99 0.83 0.15 1.43 0.58 1.18 1.13 0.28 1.42 0.79

Complement C1r subcomponent (EC 3.4.21.41) (Complement component 1 subcomponent r) [Cleaved into: Complement C1r subcomponent heavy chain; Complement C1r subcomponent light chain]P00736 sp|P00736|C1R_HUMAN 3 3 105 1 1 1 6.6 7.16 6.7 7.08 2.99 3.25 6.66700006 6.66700006 6.66700006 3.5459999 5 5 4 2 6 6 4 2 0.46 0.05 2.13 0.22 0.98 0.51 0.06 2.10 0.25 1.08 1.43 0.02 1.26 1.13 1.81 1.53 0.07 1.61 0.95 2.46 0.63 0.01 1.31 0.48 0.82 1.44 0.06 1.48 0.97 2.13 1.22 0.14 1.37 0.89 1.68 0.62 0.16 2.25 0.28 1.40 0.46 0.05 2.11 0.22 0.98 3.28 0.01 1.75 1.87 5.72 0.70 0.02 1.30 0.54 0.91 0.81 0.08 1.30 0.62 1.05 1.08 0.41 1.30 0.83 1.41 4.08 0.01 2.08 1.96 8.51 0.52 0.18 11.25 0.05 5.86 0.68 0.42 44.92 0.02

60S acidic ribosomal protein P2 (Renal carcinoma antigen NY-REN-44)P05387 sp|P05387|RLA2_HUMAN 3 3 105 1 1 1 6 6.04 7.72 7.8 5.39 5.49 45.2199996 38.2600009 45.2199996 40.0000006 5 3 5 4 6 2 4 6 0.23 0.04 3.56 0.07 0.83 0.30 0.09 9.22 0.03 2.81 0.41 0.17 21.27 0.02 8.70 0.28 0.15 53.25 0.01 14.94 0.24 0.06 4.94 0.05 1.20 0.32 0.05 3.56 0.09 1.12 0.29 0.05 3.55 0.08 1.02 0.57 0.08 2.11 0.27 1.19 3.59 0.16 12.65 0.28 45.38 0.71 0.12 1.78 0.40 1.26 0.55 0.05 1.87 0.29 1.03 0.55 0.03 1.52 0.36 0.83 0.67 0.09 1.75 0.38 1.18 0.69 0.08 1.61 0.43 1.11 1.55 0.17 4.67 0.33 7.24 0.34 0.27 471.82 0.00

Low affinity immunoglobulin gamma Fc region receptor III-A (CD16a antigen) (Fc-gamma RIII-alpha) (Fc-gamma RIII) (Fc-gamma RIIIa) (FcRIII) (FcRIIIa) (FcR-10) (IgG Fc receptor III-2) (CD antigen CD16a)P08637 sp|P08637|FCG3A_HUMAN 3 3 105 1 1 1 9.23 9.41 6.49 6.62 4.67 4.85 17.7200005 17.7200005 14.5699993 9.44899991 5 5 4 3 6 6 4 4 0.54 0.07 2.11 0.26 1.14 0.59 0.14 2.66 0.22 1.56 1.25 0.11 1.42 0.88 1.78 1.67 0.02 1.42 1.17 2.38 1.49 0.04 1.42 1.04 2.12 1.49 0.04 1.42 1.05 2.12 1.84 0.02 1.42 1.29 2.62 0.64 0.03 1.42 0.45 0.91 0.58 0.04 1.60 0.36 0.93 1.79 0.08 2.13 0.84 3.82 0.75 0.07 1.43 0.52 1.07 1.26 0.11 1.43 0.88 1.80 1.38 0.11 1.67 0.83 2.30 1.84 0.05 1.84 1.00 3.38 0.79 0.12 1.46 0.54 1.16 1.02 0.85 1.47 0.69

Vasodilator-stimulated phosphoprotein (VASP)P50552 sp|P50552|VASP_HUMAN 3 3 105 1 1 1 6.34 6.39 6.43 6.55 8.08 8.25 15.5300006 8.94699991 11.5800001 15.5300006 5 3 5 5 6 4 3 6 0.84 0.18 1.43 0.59 1.21 0.89 0.31 1.43 0.63 1.27 1.22 0.15 1.46 0.84 1.79 1.15 0.24 1.43 0.80 1.64 1.23 0.13 1.43 0.86 1.76 1.20 0.16 1.43 0.84 1.71 1.31 0.08 1.43 0.92 1.87 1.07 0.64 1.72 0.62 1.84 1.29 0.15 1.60 0.81 2.06 0.82 0.36 2.09 0.39 1.71 1.18 0.28 1.60 0.73 1.89 1.12 0.54 1.99 0.57 2.24 1.05 0.76 1.74 0.60 1.82 0.84 0.44 2.12 0.40 1.79 0.97 0.76 1.45 0.67 1.41 1.06 0.60 1.45 0.73

60S ribosomal protein L7a (PLA-X polypeptide) (Surfeit locus protein 3)P62424 sp|P62424|RL7A_HUMAN 3 3 105 1 1 1 2.87 3 8.91 9.05 2.77 3.13 18.7999994 11.6499998 18.7999994 5.63899986 5 3 5 2 6 2 6 2 0.64 0.14 3.54 0.18 2.27 0.69 0.17 3.55 0.20 2.46 0.60 0.29 22.11 0.03 13.32 0.64 0.15 4.08 0.16 2.60 0.93 0.72 6.93 0.13 6.44 0.51 0.22 21.98 0.02 11.28 0.80 0.30 4.41 0.18 3.52 0.85 0.47 1.92 0.44 1.63 2.63 0.01 1.71 1.53 4.50 0.81 0.06 1.26 0.64 1.02 0.96 0.65 1.26 0.76 1.22 0.85 0.12 1.26 0.68 1.08 0.91 0.36 1.33 0.68 1.21 0.85 0.16 1.32 0.64 1.12 1.18 0.78 334.16 0.00 394.04 1.07 0.60 3.52 0.31

60S ribosomal protein L23 (60S ribosomal protein L17)P62829 sp|P62829|RL23_HUMAN 3 3 105 1 1 1 5.08 5.18 7.04 7.08 4.29 4.37 36.4300013 30.7099998 36.4300013 30.7099998 5 5 4 3 6 3 6 6 0.67 0.04 1.44 0.46 0.96 1.10 0.40 1.47 0.75 1.62 0.76 0.24 2.01 0.38 1.53 0.67 0.08 1.65 0.41 1.11 0.89 0.29 1.44 0.62 1.28 0.69 0.20 2.34 0.29 1.61 1.03 0.73 1.44 0.72 1.49 0.85 0.12 1.26 0.68 1.07 2.17 0.00 1.37 1.58 2.96 0.65 0.54 7.16 0.09 4.67 1.01 0.92 1.26 0.80 1.27 0.92 0.31 1.26 0.73 1.15 0.78 0.36 2.07 0.38 1.61 0.83 0.46 2.06 0.40 1.71 1.11 0.35 1.45 0.76 1.61 1.25 0.17 1.60 0.78

Probable phospholipid-transporting ATPase IH (EC 3.6.3.1) (ATPase IS) (ATPase class VI type 11A)P98196 sp|P98196|AT11A_HUMAN 3 3 105 1 1 1 7.45 8.98 7.93 8.77 3.13 4.22 6.61400035 6.17300011 6.61400035 2.02799998 5 5 5 2 6 6 5 5 1.47 0.08 1.56 0.94 2.28 1.57 0.01 1.35 1.16 2.12 0.85 0.30 1.48 0.57 1.25 1.03 0.72 1.20 0.85 1.23 0.85 0.18 1.33 0.64 1.13 0.89 0.35 1.36 0.66 1.21 0.85 0.07 1.20 0.71 1.02 1.92 0.01 1.48 1.30 2.83 1.31 0.03 1.25 1.05 1.63 0.93 0.79 2.11 0.44 1.95 1.04 0.64 1.22 0.85 1.26 0.88 0.15 1.22 0.72 1.07 1.16 0.14 1.26 0.92 1.46 0.99 0.94 1.51 0.66 1.49 0.84 0.16 1.43 0.59 1.19 0.80 0.11 1.43 0.56

Spliceosome RNA helicase DDX39B (EC 3.6.4.13) (56 kDa U2AF65-associated protein) (ATP-dependent RNA helicase p47) (DEAD box protein UAP56) (HLA-B-associated transcript 1 protein)Q13838 sp|Q13838|DX39B_HUMAN 3 3 105 1 1 1 9.08 9.95 5.75 6.3 6.59 7.59 12.6200005 12.6200005 6.54200018 8.87899995 5 5 3 4 6 5 4 6 1.56 0.02 1.39 1.12 2.16 0.44 0.04 2.14 0.20 0.93 1.10 0.23 1.20 0.91 1.32 0.99 0.90 1.20 0.82 1.19 1.09 0.26 1.20 0.91 1.31 1.06 0.61 1.35 0.78 1.44 1.32 0.01 1.20 1.09 1.58 0.95 0.53 1.27 0.75 1.20 0.84 0.24 1.44 0.58 1.22 0.64 0.15 2.07 0.31 1.33 1.31 0.04 1.27 1.03 1.67 1.51 0.03 1.41 1.07 2.14 1.01 0.92 1.27 0.79 1.28 0.72 0.19 1.89 0.38 1.35 0.79 0.19 1.56 0.51 1.23 1.00 1.00 1.98 0.50

Proteasome-associated protein ECM29 homolog (Ecm29)Q5VYK3 sp|Q5VYK3|ECM29_HUMAN 3 3 105 1 1 1 6.45 8.99 2.7 4.6 9.15 12.87 4.28199992 2.81799994 0.65040002 4.28199992 5 4 1 5 6 3 2 6 1.03 0.78 1.43 0.72 1.47 0.86 0.31 1.60 0.54 1.38 1.14 0.41 1.74 0.66 1.98 0.87 0.24 1.43 0.61 1.25 1.15 0.23 1.43 0.80 1.65 1.04 0.69 1.43 0.73 1.49 0.93 0.49 1.43 0.65 1.34 0.79 0.26 3.59 0.22 2.84 1.21 0.52 13.07 0.09 15.82 1.76 0.54 3548.98 0.00 6233.62 0.95 0.80 6.88 0.14 6.55 0.91 0.76 20.97 0.04 19.09 0.73 0.20 3.57 0.21 2.61 1.38 0.71 5164.92 0.00 7138.09 1.29 0.15 1.50 0.86 1.94 0.80 0.24 1.54 0.52

Uncharacterized protein C8orf47Q6P6B1 sp|Q6P6B1|CH047_HUMAN 3 3 105 1 1 1 10.3 10.98 5.62 6.03 8.02 8.97 15.2400002 15.2400002 12.3000003 12.5699997 5 5 4 4 6 6 3 5 1.81 0.02 1.57 1.15 2.84 1.08 0.53 1.35 0.80 1.45 0.99 0.90 1.21 0.82 1.20 0.70 0.16 1.75 0.40 1.23 1.00 0.98 1.21 0.83 1.21 0.71 0.10 1.57 0.45 1.12 0.90 0.22 1.21 0.75 1.10 1.37 0.07 1.45 0.94 1.98 1.04 0.68 1.45 0.72 1.51 0.50 0.02 1.45 0.35 0.73 1.18 0.19 1.45 0.81 1.71 1.62 0.03 1.45 1.12 2.35 0.95 0.62 1.45 0.66 1.38 1.06 0.85 3.35 0.32 3.57 1.26 0.09 1.36 0.93 1.72 0.82 0.08 1.27 0.64

Sialic acid synthase (N-acetylneuraminate synthase) (EC 2.5.1.56) (N-acetylneuraminate-9-phosphate synthase) (EC 2.5.1.57) (N-acetylneuraminic acid phosphate synthase) (N-acetylneuraminic acid synthase)Q9NR45 sp|Q9NR45|SIAS_HUMAN 3 3 105 1 1 1 8.13 8.71 7.6 7.83 6 6.6 18.1099996 18.1099996 14.7599995 13.0899996 5 5 4 4 6 6 4 5 1.16 0.14 1.26 0.93 1.46 0.40 0.02 1.96 0.20 0.78 1.13 0.14 1.20 0.94 1.36 1.02 0.82 1.21 0.84 1.23 1.40 0.06 1.44 0.98 2.02 0.90 0.19 1.20 0.75 1.08 1.20 0.31 1.53 0.78 1.83 1.05 0.58 1.30 0.81 1.36 0.75 0.07 1.39 0.54 1.05 0.94 0.82 2.21 0.43 2.08 1.34 0.08 1.42 0.94 1.91 1.26 0.13 1.41 0.89 1.77 1.20 0.35 1.71 0.70 2.05 1.04 0.92 3.33 0.31 3.46 0.65 0.04 1.47 0.44 0.95 1.08 0.43 1.42 0.76

Dual oxidase 1 (EC 1.11.1.-) (EC 1.6.3.1) (Large NOX 1) (Long NOX 1) (NADPH thyroid oxidase 1) (Thyroid oxidase 1)Q9NRD9 sp|Q9NRD9|DUOX1_HUMAN 3 3 105 1 1 1 7.69 10.95 7.13 8.27 2.34 4.28 3.675 2.96599995 3.675 0.7737 5 5 4 1 6 6 4 4 2.11 0.00 1.26 1.68 2.65 1.03 0.69 1.19 0.86 1.23 0.85 0.12 1.25 0.68 1.07 0.74 0.03 1.29 0.57 0.95 1.12 0.15 1.19 0.94 1.33 0.71 0.01 1.26 0.56 0.89 0.80 0.03 1.21 0.67 0.97 0.89 0.27 1.31 0.68 1.17 0.83 0.17 1.40 0.59 1.16 0.75 0.43 2.72 0.28 2.04 1.09 0.40 1.31 0.83 1.43 1.23 0.26 1.59 0.77 1.95 0.76 0.43 2.59 0.30 1.98 1.06 0.80 2.01 0.53 2.14 1.58 0.14 3.81 0.42 6.03 1.20 0.43 6.57 0.18

Sodium- and chloride-dependent neutral and basic amino acid transporter B(0+) (Amino acid transporter ATB0+) (Solute carrier family 6 member 14)Q9UN76 sp|Q9UN76|S6A14_HUMAN 3 3 105 1 1 1 4.62 4.95 6.42 6.6 3.71 3.94 7.00900033 2.18100008 7.00900033 3.11500002 5 2 5 2 6 3 4 6 1.37 0.51 5.51 0.25 7.56 1.85 0.10 2.43 0.76 4.50 1.69 0.23 3.81 0.44 6.43 1.53 0.16 2.34 0.65 3.58 1.94 0.06 2.09 0.92 4.05 0.75 0.35 2.81 0.27 2.10 0.81 0.13 1.43 0.57 1.16 1.07 0.81 2.99 0.36 3.20 0.98 0.95 2.84 0.35 2.79 1.08 0.79 3.05 0.36 3.30 0.92 0.42 1.46 0.63 1.34 1.26 0.18 1.63 0.77 2.06 1.32 0.20 1.87 0.71 2.46 1.06 0.56 1.47 0.72 1.56 0.99 0.95 1.73 0.57 1.71 1.07 0.52 1.45 0.74

Platelet endothelial cell adhesion molecule (PECAM-1) (EndoCAM) (GPIIA') (PECA1) (CD antigen CD31)P16284 sp|P16284|PECA1_HUMAN 3 3 105 1 1 1 8 8.71 6.09 6.96 4.32 5.11 6.09799996 6.09799996 3.79399993 5.82699999 5 5 3 4 5 5 3 3 0.59 0.02 1.42 0.42 0.84 1.31 0.04 1.27 1.03 1.66 0.93 0.37 1.26 0.73 1.17 1.05 0.57 1.26 0.83 1.32 1.09 0.33 1.27 0.86 1.38 0.65 0.01 1.27 0.51 0.82 1.69 0.01 1.27 1.33 2.14 1.07 0.51 1.43 0.75 1.52 1.16 0.21 1.42 0.82 1.66 1.03 0.75 1.42 0.72 1.47 0.79 0.22 1.77 0.45 1.40 1.21 0.15 1.44 0.84 1.73 1.34 0.07 1.43 0.94 1.91 0.78 0.13 1.53 0.51 1.19 0.95 0.83 14.16 0.07 13.38 1.06 0.80 9.46 0.11

Valine--tRNA ligase (EC 6.1.1.9) (Protein G7a) (Valyl-tRNA synthetase) (ValRS)P26640 sp|P26640|SYVC_HUMAN 3 3 105 1 1 1 8.06 9.38 7.59 9.03 8.34 10.01 6.01300001 4.58899997 6.01300001 5.45900017 5 4 5 5 5 5 4 4 1.02 0.85 1.26 0.81 1.28 1.00 0.96 1.31 0.76 1.31 0.98 0.89 1.49 0.66 1.46 0.79 0.14 1.47 0.53 1.16 1.11 0.23 1.26 0.88 1.40 0.89 0.54 1.72 0.52 1.53 0.89 0.37 1.42 0.63 1.26 1.12 0.39 1.45 0.78 1.63 1.45 0.08 1.55 0.93 2.25 0.87 0.40 1.60 0.54 1.38 1.06 0.51 1.30 0.82 1.38 0.96 0.81 1.68 0.57 1.61 1.01 0.97 1.49 0.68 1.50 1.05 0.59 1.31 0.80 1.38 1.01 0.90 1.28 0.79 1.29 1.23 0.11 1.33 0.92

Neuronal membrane glycoprotein M6-a (M6a)P51674 sp|P51674|GPM6A_HUMAN 3 3 105 1 1 1 3.39 3.62 5.7 6.09 5.63 5.93 10.0699998 6.11499995 10.0699998 10.0699998 5 4 5 5 5 2 4 5 1.49 0.45 80.71 0.02 120.21 2.43 0.07 3.67 0.66 8.90 0.99 0.99 166.67 0.01 165.67 1.78 0.11 3.70 0.48 6.58 0.88 0.42 3.67 0.24 3.21 1.14 0.72 28.97 0.04 32.90 0.53 0.10 3.72 0.14 1.97 2.02 0.04 1.79 1.12 3.61 0.88 0.27 1.45 0.61 1.27 0.69 0.11 1.78 0.38 1.22 1.61 0.03 1.45 1.11 2.34 0.86 0.35 1.72 0.50 1.48 1.26 0.26 1.88 0.67 2.37 0.87 0.50 2.11 0.41 1.84 1.01 0.93 1.48 0.68 1.50 0.69 0.16 2.10 0.33

Transportin-1 (Importin beta-2) (Karyopherin beta-2) (M9 region interaction protein) (MIP)Q92973 sp|Q92973|TNPO1_HUMAN 3 3 105 1 1 1 8.03 9.2 4.81 6.21 3.53 5.84 7.01600015 6.34699985 7.01600015 4.12000008 5 4 5 3 5 5 3 3 1.02 0.82 1.27 0.80 1.29 0.63 0.02 1.41 0.45 0.89 1.01 0.88 1.31 0.78 1.33 0.89 0.44 1.50 0.59 1.34 1.19 0.11 1.28 0.93 1.52 0.89 0.31 1.34 0.67 1.20 1.04 0.61 1.27 0.82 1.32 0.94 0.68 1.70 0.55 1.61 0.99 0.89 1.42 0.69 1.40 1.19 0.42 2.11 0.57 2.51 1.12 0.30 1.42 0.79 1.60 1.08 0.54 1.59 0.68 1.72 0.99 0.98 2.81 0.35 2.79 1.26 0.38 2.49 0.51 3.15 0.76 0.36 9.23 0.08 7.03 0.99 0.99 35.36 0.03

Multivesicular body subunit 12B (ESCRT-I complex subunit MVB12B) (Protein FAM125B)Q9H7P6 sp|Q9H7P6|F125B_HUMAN 3 3 105 1 1 1 8.72 9.44 4.31 5 3.39 3.9 17.87 17.87 9.09100026 6.89700022 5 5 3 2 5 5 4 4 1.48 0.05 1.46 1.01 2.17 1.50 0.05 1.51 0.99 2.25 0.68 0.09 1.61 0.42 1.10 0.91 0.64 1.67 0.55 1.52 0.72 0.01 1.23 0.58 0.88 0.86 0.39 1.56 0.55 1.34 0.67 0.03 1.38 0.49 0.93 2.57 0.00 1.38 1.85 3.56 1.52 0.11 1.80 0.85 2.74 0.57 0.11 2.18 0.26 1.25 1.18 0.19 1.37 0.86 1.62 0.77 0.04 1.26 0.61 0.97 0.77 0.04 1.27 0.61 0.98 0.76 0.21 1.76 0.43 1.33 1.26 0.15 1.56 0.81 1.97 0.56 0.05 1.78 0.31

Leucine-rich alpha-2-glycoprotein (LRG)P02750 sp|P02750|A2GL_HUMAN 3 3 105 1 1 1 5.94 6.11 2.41 2.59 3.05 3.27 12.6800001 12.6800001 3.17000002 6.05200008 5 5 1 2 4 4 3 4 0.82 0.22 1.49 0.55 1.23 0.90 0.27 1.28 0.70 1.15 1.29 0.32 1.99 0.65 2.57 2.28 0.04 2.19 1.04 5.00 0.91 0.30 1.28 0.71 1.16 1.21 0.09 1.28 0.95 1.54 0.90 0.43 1.47 0.61 1.32 1.05 0.59 1.42 0.74 1.50 0.63 0.08 1.84 0.34 1.15 1.69 0.02 1.42 1.18 2.40 0.98 0.79 1.42 0.69 1.39 0.84 0.17 1.42 0.59 1.20 1.30 0.22 1.88 0.69 2.44 2.38 0.02 1.60 1.49 3.80 0.88 0.61 2.43 0.36 2.15 1.02 0.83 1.46 0.70

High affinity immunoglobulin epsilon receptor subunit gamma (Fc receptor gamma-chain) (FcRgamma) (Fc-epsilon RI-gamma) (IgE Fc receptor subunit gamma) (FceRI gamma)P30273 sp|P30273|FCERG_HUMAN 3 3 105 1 1 1 6 6.11 6 6.17 4 4.16 32.5599998 32.5599998 32.5599998 22.0899999 5 5 4 3 4 4 4 4 0.45 0.03 1.87 0.24 0.84 0.94 0.52 1.42 0.66 1.33 1.28 0.12 1.51 0.85 1.94 1.43 0.05 1.42 1.01 2.03 1.09 0.40 1.42 0.77 1.54 0.89 0.42 1.66 0.53 1.47 2.32 0.01 1.42 1.64 3.29 0.86 0.22 1.45 0.59 1.24 0.74 0.07 1.44 0.52 1.07 1.47 0.05 1.44 1.02 2.12 0.77 0.10 1.44 0.54 1.12 1.39 0.07 1.48 0.94 2.05 1.39 0.06 1.45 0.96 2.01 0.98 0.85 1.44 0.68 1.42 0.58 0.11 3.55 0.16 2.05 0.96 0.75 3.54 0.27

Retinoic acid receptor responder protein 1 (RAR-responsive protein TIG1) (Tazarotene-induced gene 1 protein)P49788 sp|P49788|TIG1_HUMAN 3 3 105 1 1 1 7.41 7.51 5.26 5.34 3.68 3.86 17.0100004 17.0100004 10.5400004 7.48300031 5 5 4 3 4 3 4 3 1.13 0.27 1.42 0.80 1.60 0.45 0.03 1.93 0.23 0.86 0.87 0.27 1.47 0.59 1.28 0.52 0.09 2.44 0.21 1.26 1.38 0.06 1.42 0.98 1.96 1.20 0.15 1.42 0.85 1.71 0.51 0.08 2.43 0.21 1.24 0.68 0.07 1.58 0.43 1.07 0.92 0.42 1.43 0.64 1.32 0.71 0.13 1.78 0.40 1.26 0.84 0.17 1.43 0.58 1.20 1.12 0.30 1.43 0.78 1.61 0.81 0.13 1.44 0.57 1.17 1.97 0.01 1.43 1.37 2.82 0.88 0.26 1.42 0.62 1.25 0.72 0.31 2.86 0.25

Septin-7 (CDC10 protein homolog)Q16181 sp|Q16181|SEPT7_HUMAN 3 3 105 1 1 1 5.44 5.87 2.18 2.64 2.64 3.15 7.77999982 7.77999982 4.34800014 4.34800014 5 5 2 2 4 4 2 4 1.00 0.97 1.46 0.69 1.46 0.80 0.24 1.80 0.44 1.43 0.99 0.94 1.78 0.56 1.76 0.90 0.40 1.53 0.59 1.38 0.91 0.40 1.46 0.62 1.33 0.78 0.12 1.52 0.51 1.18 0.89 0.37 1.54 0.58 1.37 1.15 0.57 9.41 0.12 10.84 0.87 0.60 10.73 0.08 9.36 0.92 0.92 2348.66 0.00 2166.31 0.87 0.55 7.84 0.11 6.83 0.98 0.89 5.66 0.17 5.53 1.08 0.91 898.43 0.00 969.27 1.06 0.86 29.04 0.04 30.76 0.78 0.56 44.35 0.02 34.64 0.74 0.27 5.80 0.13

Leucine--tRNA ligase, cytoplasmic (EC 6.1.1.4) (Leucyl-tRNA synthetase) (LeuRS)Q9P2J5 sp|Q9P2J5|SYLC_HUMAN 3 3 105 1 1 1 8.31 10.08 5.13 6.89 2.71 4.86 5.27199991 5.27199991 2.55100001 3.6559999 5 5 3 3 4 4 3 3 0.99 0.87 1.26 0.79 1.24 1.28 0.09 1.37 0.93 1.75 0.89 0.20 1.26 0.71 1.12 0.87 0.40 1.56 0.56 1.36 1.08 0.41 1.31 0.83 1.42 0.86 0.24 1.37 0.63 1.18 1.06 0.47 1.27 0.84 1.35 0.73 0.20 3.64 0.20 2.65 1.74 0.12 3.67 0.47 6.37 0.60 0.13 3.80 0.16 2.28 1.01 0.95 3.66 0.28 3.69 1.16 0.39 3.69 0.31 4.26 0.71 0.19 3.66 0.19 2.60 0.57 0.11 3.65 0.16 2.09 1.69 0.30 31.35 0.05 53.06 1.47 0.16 3.66 0.40

Neutrophil gelatinase-associated lipocalin (NGAL) (25 kDa alpha-2-microglobulin-related subunit of MMP-9) (Lipocalin-2) (Oncogene 24p3) (Siderocalin LCN2) (p25)P80188 sp|P80188|NGAL_HUMAN 3 3 105 1 1 1 7.04 7.28 3.82 4.05 7.17 7.42 21.7199996 20.7100004 19.6999997 21.7199996 4 4 4 4 11 8 4 11 0.68 0.07 1.57 0.43 1.07 0.58 0.02 1.47 0.40 0.86 1.01 0.98 2.13 0.47 2.14 0.45 0.07 2.45 0.19 1.11 1.65 0.01 1.27 1.30 2.10 1.67 0.05 1.68 0.99 2.81 0.61 0.02 1.44 0.42 0.88 0.73 0.40 17.50 0.04 12.80 0.78 0.38 8.97 0.09 6.95 0.58 0.43 253.56 0.00 147.16 1.03 0.86 4.52 0.23 4.64 1.01 0.93 3.56 0.28 3.60 0.88 0.63 13.05 0.07 11.43 0.92 0.68 6.51 0.14 5.99 1.06 0.61 1.40 0.76 1.49 0.67 0.04 1.42 0.47

6-phosphogluconolactonase (6PGL) (EC 3.1.1.31)O95336 sp|O95336|6PGL_HUMAN 3 3 105 1 1 1 7.47 7.68 6.16 6.19 6.18 6.22 24.8099998 21.3200003 15.1199997 24.8099998 4 4 3 4 10 6 3 10 1.33 0.04 1.30 1.02 1.73 0.65 0.10 1.79 0.36 1.16 0.91 0.34 1.30 0.70 1.18 0.90 0.27 1.29 0.69 1.16 1.24 0.15 1.41 0.88 1.74 0.88 0.22 1.29 0.68 1.14 1.33 0.04 1.30 1.02 1.73 1.20 0.35 4.21 0.29 5.06 1.33 0.21 3.51 0.38 4.66 0.70 0.29 9.23 0.08 6.42 1.15 0.40 3.51 0.33 4.03 1.55 0.14 3.51 0.44 5.43 0.94 0.85 26.80 0.04 25.15 0.95 0.86 19.61 0.05 18.59 0.84 0.12 1.30 0.64 1.09 1.07 0.74 1.78 0.60

Synaptosomal-associated protein 23 (SNAP-23) (Vesicle-membrane fusion protein SNAP-23)O00161 sp|O00161|SNP23_HUMAN 3 3 105 1 1 1 5.14 5.27 6.08 6.27 6.3 6.62 21.7999995 21.7999995 17.5400004 17.5400004 4 4 3 3 9 5 6 9 1.03 0.82 1.76 0.59 1.82 1.23 0.16 1.51 0.81 1.85 1.05 0.85 2.62 0.40 2.75 0.88 0.27 1.42 0.62 1.26 0.90 0.42 1.54 0.59 1.40 0.93 0.55 1.56 0.60 1.45 1.16 0.29 1.57 0.74 1.82 1.11 0.54 1.63 0.68 1.82 0.94 0.61 1.38 0.68 1.30 1.04 0.80 1.56 0.67 1.62 1.01 0.95 1.27 0.79 1.28 0.98 0.89 1.37 0.72 1.35 1.08 0.56 1.49 0.73 1.61 1.18 0.16 1.33 0.89 1.57 1.10 0.26 1.26 0.88 1.39 0.94 0.47 1.28 0.73

60S ribosomal protein L35a (Cell growth-inhibiting gene 33 protein)P18077 sp|P18077|RL35A_HUMAN 3 3 105 1 1 1 3.34 3.48 5.39 5.65 7.43 7.52 27.2700012 14.5500004 20.9099993 27.2700012 4 2 3 4 9 3 8 9 0.39 0.01 1.47 0.26 0.57 0.59 0.04 1.59 0.37 0.94 0.62 0.22 3.15 0.20 1.97 0.53 0.09 2.41 0.22 1.28 0.70 0.06 1.50 0.47 1.05 0.52 0.11 2.75 0.19 1.44 0.64 0.65 37.82 0.02 24.16 0.51 0.00 1.37 0.37 0.70 3.24 0.00 1.41 2.30 4.55 0.54 0.04 1.75 0.31 0.95 0.81 0.04 1.20 0.67 0.98 0.81 0.03 1.20 0.67 0.97 0.67 0.05 1.52 0.44 1.01 0.63 0.08 1.72 0.37 1.08 1.39 0.02 1.26 1.10 1.75 1.13 0.19 1.26 0.90

60S ribosomal protein L15P61313 sp|P61313|RL15_HUMAN 3 3 105 1 1 1 6.45 6.68 4.05 4.2 6.26 6.51 17.1599999 17.1599999 10.2899998 13.73 4 4 2 3 9 6 4 9 0.65 0.01 1.30 0.50 0.84 0.77 0.02 1.20 0.64 0.92 0.61 0.00 1.20 0.51 0.73 0.59 0.00 1.25 0.48 0.74 0.71 0.32 2.33 0.30 1.65 0.83 0.37 1.64 0.51 1.37 1.05 0.51 1.20 0.87 1.26 0.60 0.12 3.53 0.17 2.12 2.50 0.07 3.52 0.71 8.78 0.62 0.48 303.47 0.00 188.86 0.94 0.64 3.51 0.27 3.30 1.18 0.34 3.52 0.34 4.17 0.67 0.15 3.51 0.19 2.36 0.72 0.29 7.36 0.10 5.34 1.52 0.09 1.80 0.84 2.74 1.26 0.22 1.75 0.72

Alpha-2-antiplasmin (Alpha-2-AP) (Alpha-2-plasmin inhibitor) (Alpha-2-PI) (Serpin F2)P08697 sp|P08697|A2AP_HUMAN 3 3 105 1 1 1 2.35 2.62 6.28 6.36 5.89 6.49 12.2199997 4.88799997 10.5899997 12.2199997 4 1 4 4 8 3 6 8 0.45 0.01 1.57 0.29 0.70 0.42 0.02 1.82 0.23 0.77 1.79 0.01 1.33 1.35 2.39 2.32 0.00 1.38 1.68 3.21 0.75 0.06 1.37 0.55 1.03 1.32 0.04 1.28 1.03 1.70 1.76 0.01 1.42 1.24 2.50 0.46 0.03 1.88 0.24 0.87 0.35 0.00 1.49 0.23 0.51 2.72 0.00 1.26 2.16 3.44 0.71 0.08 1.52 0.47 1.07 0.73 0.01 1.23 0.59 0.90 0.97 0.81 1.46 0.66 1.41 2.29 0.01 1.54 1.49 3.53 0.64 0.21 2.50 0.25 1.59 0.87 0.74 3.41 0.26

Protein S100-A4 (Calvasculin) (Metastasin) (Placental calcium-binding protein) (Protein Mts1) (S100 calcium-binding protein A4)P26447 sp|P26447|S10A4_HUMAN 3 3 105 1 1 1 4.71 4.73 8 8.03 2.79 2.88 35.6400013 26.730001 35.6400013 18.8099995 4 3 4 2 8 8 5 8 0.60 0.22 3.40 0.18 2.06 0.83 0.46 2.35 0.35 1.96 1.04 0.74 1.58 0.66 1.65 1.01 0.89 1.51 0.67 1.53 1.07 0.72 2.04 0.52 2.19 1.23 0.17 1.51 0.81 1.85 1.27 0.13 1.51 0.84 1.92 1.42 0.02 1.27 1.12 1.81 1.01 0.95 1.47 0.68 1.49 1.29 0.11 1.43 0.90 1.85 1.05 0.55 1.27 0.83 1.34 1.13 0.19 1.27 0.89 1.44 1.35 0.03 1.27 1.06 1.71 0.98 0.88 1.54 0.64 1.51 0.89 0.51 4.79 0.19 4.25 1.38 0.23 4.84 0.29

Transaldolase (EC 2.2.1.2)P37837 sp|P37837|TALDO_HUMAN 3 3 105 1 1 1 3.68 4.75 3.58 4.15 7.45 8.3 12.1699996 6.52799979 3.26399989 12.1699996 4 2 1 4 8 4 4 8 0.96 0.59 1.25 0.76 1.20 1.10 0.27 1.26 0.88 1.38 0.92 0.31 1.25 0.73 1.15 0.88 0.18 1.25 0.70 1.11 1.11 0.41 1.40 0.79 1.55 1.28 0.09 1.38 0.93 1.76 1.01 0.86 1.26 0.81 1.27 1.10 0.60 1.69 0.65 1.86 0.77 0.08 1.36 0.57 1.06 0.87 0.47 1.68 0.52 1.47 0.86 0.15 1.28 0.67 1.10 0.92 0.36 1.27 0.73 1.17 0.95 0.73 1.54 0.62 1.46 0.90 0.84 4.46 0.20 4.01 1.17 0.25 1.39 0.84 1.63 1.44 0.01 1.21 1.18

Eukaryotic translation initiation factor 3 subunit E (eIF3e) (Eukaryotic translation initiation factor 3 subunit 6) (Viral integration site protein INT-6 homolog) (eIF-3 p48)P60228 sp|P60228|EIF3E_HUMAN 3 3 105 1 1 1 3.97 4.16 4.81 5.13 6.49 7.17 10.3399999 4.94400002 6.29199967 10.3399999 4 2 3 4 8 3 3 8 0.79 0.27 3.77 0.21 3.00 1.68 0.19 7.64 0.22 12.87 0.75 0.22 3.88 0.19 2.90 0.71 0.26 6.58 0.11 4.66 0.90 0.49 3.79 0.24 3.40 0.76 0.24 3.87 0.20 2.96 0.71 0.19 3.85 0.18 2.74 0.96 0.94 173.44 0.01 167.28 2.13 0.09 3.96 0.54 8.46 0.74 0.51 57.35 0.01 42.19 1.06 0.68 4.02 0.26 4.26 0.98 0.89 4.66 0.21 4.56 0.91 0.77 27.04 0.03 24.56 0.62 0.37 54.49 0.01 33.83 1.48 0.06 1.53 0.97 2.26 1.00 1.00 1.40 0.71

UPF0764 protein C16orf89Q6UX73 sp|Q6UX73|CP089_HUMAN 3 3 105 1 1 1 5.77 6.1 6.78 7.64 5.43 6.12 10.4500003 8.7059997 10.4500003 7.95999989 4 3 4 3 8 5 7 8 1.09 0.54 1.71 0.64 1.87 0.78 0.25 1.92 0.41 1.50 1.41 0.07 1.53 0.92 2.15 1.62 0.03 1.49 1.09 2.41 1.12 0.35 1.48 0.75 1.66 1.32 0.13 1.60 0.82 2.10 1.06 0.82 2.53 0.42 2.68 0.94 0.56 1.48 0.63 1.39 0.93 0.78 2.69 0.35 2.50 1.39 0.17 1.94 0.71 2.70 1.16 0.50 2.18 0.53 2.53 0.75 0.09 1.49 0.50 1.11 1.25 0.14 1.50 0.84 1.88 1.04 0.89 2.61 0.40 2.71 0.83 0.31 3.51 0.24 2.92 0.81 0.28 3.51 0.23

Chloride intracellular channel protein 2 (XAP121)O15247 sp|O15247|CLIC2_HUMAN 3 3 105 1 1 1 2.1 5.66 1.74 3.04 4.04 6.38 15.7900006 10.5300002 13.3599997 15.7900006 4 3 3 4 7 3 2 7 1.08 0.61 4.19 0.26 4.54 1.16 0.38 3.73 0.31 4.34 0.79 0.32 5.03 0.16 3.97 1.03 0.84 3.76 0.27 3.86 1.37 0.32 9.17 0.15 12.56 0.90 0.48 3.73 0.24 3.34 0.66 0.17 4.16 0.16 2.77 1.51 0.15 3.52 0.43 5.30 0.94 0.68 4.18 0.22 3.93 1.13 0.60 8.29 0.14 9.36 1.18 0.34 3.52 0.34 4.15 1.00 0.98 3.51 0.28 3.50 1.02 0.97 118.05 0.01 119.95 1.16 0.59 11.94 0.10 13.85 1.00 0.99 3.60 0.28 3.61 1.07 0.64 3.62 0.29

Catenin alpha-1 (Alpha E-catenin) (Cadherin-associated protein) (Renal carcinoma antigen NY-REN-13)P35221 sp|P35221|CTNA1_HUMAN 3 3 105 1 1 1 4.62 5.84 5.63 6.54 3.62 4.61 8.82999972 8.49900022 8.82999972 4.19399999 4 4 4 2 7 3 4 7 1.65 0.56 2230.85 0.00 3670.77 1.58 0.15 4.07 0.39 6.44 0.86 0.39 4.07 0.21 3.48 0.74 0.61 268.60 0.00 197.73 0.82 0.33 4.10 0.20 3.37 0.94 0.89 58.15 0.02 54.86 0.89 0.47 4.04 0.22 3.59 1.41 0.20 1.95 0.72 2.75 0.98 0.80 1.31 0.75 1.28 1.34 0.29 2.05 0.65 2.74 1.10 0.34 1.31 0.84 1.44 1.29 0.21 1.66 0.78 2.15 1.15 0.29 1.42 0.81 1.64 1.42 0.12 1.68 0.84 2.37 1.17 0.23 1.51 0.78 1.77 1.18 0.22 1.50 0.79

Proteasome subunit beta type-10 (EC 3.4.25.1) (Low molecular mass protein 10) (Macropain subunit MECl-1) (Multicatalytic endopeptidase complex subunit MECl-1) (Proteasome MECl-1) (Proteasome subunit beta-2i)P40306 sp|P40306|PSB10_HUMAN 3 3 105 1 1 1 6.62 6.7 4.87 4.95 5.59 5.64 20.8800003 11.3600001 13.9200002 20.8800003 4 3 4 4 7 4 4 7 0.66 0.10 1.76 0.38 1.17 1.55 0.04 1.47 1.06 2.28 0.75 0.09 1.44 0.52 1.08 0.62 0.06 1.69 0.37 1.04 0.84 0.09 1.25 0.67 1.05 0.81 0.09 1.32 0.61 1.06 0.63 0.03 1.43 0.44 0.90 0.58 0.08 2.03 0.29 1.19 2.84 0.01 1.43 1.99 4.06 0.56 0.13 2.73 0.21 1.54 0.57 0.03 1.52 0.38 0.87 0.60 0.06 1.79 0.34 1.07 0.70 0.08 1.58 0.44 1.10 0.62 0.05 1.58 0.39 0.98 1.64 0.03 1.43 1.14 2.34 0.94 0.56 1.43 0.66

40S ribosomal protein S11P62280 sp|P62280|RS11_HUMAN 3 3 105 1 1 1 5.27 5.57 7.68 7.99 5.28 5.55 27.2199988 15.8199996 27.2199988 22.1499994 4 3 4 3 7 5 7 6 0.62 0.01 1.37 0.45 0.85 0.84 0.27 1.44 0.59 1.22 0.84 0.28 1.47 0.57 1.24 0.75 0.07 1.37 0.55 1.03 0.80 0.14 1.38 0.58 1.11 0.80 0.13 1.38 0.58 1.10 1.03 0.86 1.60 0.64 1.66 0.77 0.06 1.33 0.58 1.02 2.25 0.00 1.26 1.79 2.82 0.56 0.07 1.95 0.29 1.09 0.94 0.46 1.26 0.75 1.18 1.01 0.90 1.26 0.80 1.27 0.75 0.17 1.65 0.46 1.24 0.76 0.28 1.96 0.39 1.48 1.16 0.21 1.31 0.88 1.51 1.19 0.31 1.53 0.78

LIM and SH3 domain protein 1 (LASP-1) (Metastatic lymph node gene 50 protein) (MLN 50)Q14847 sp|Q14847|LASP1_HUMAN 3 3 105 1 1 1 4.18 4.89 3.54 3.68 4.95 5.29 16.4800003 8.81199986 12.6399994 16.4800003 4 3 3 4 7 3 3 7 1.24 0.43 8.64 0.14 10.69 1.00 1.00 27.60 0.04 27.54 0.82 0.31 4.00 0.20 3.27 0.99 0.94 5.71 0.17 5.64 0.93 0.77 10.86 0.09 10.10 0.92 0.60 3.99 0.23 3.68 1.06 0.70 3.97 0.27 4.19 1.18 0.34 3.52 0.34 4.16 0.93 0.58 3.52 0.26 3.26 0.73 0.36 12.06 0.06 8.86 0.99 0.92 3.52 0.28 3.48 1.30 0.23 3.52 0.37 4.59 1.03 0.87 4.40 0.23 4.51 0.92 0.55 3.51 0.26 3.23 1.04 0.77 1.55 0.67 1.62 1.25 0.06 1.27 0.99

Zinc transporter ZIP8 (BCG-induced integral membrane protein in monocyte clone 103 protein) (LIV-1 subfamily of ZIP zinc transporter 6) (LZT-Hs6) (Solute carrier family 39 member 8) (Zrt- and Irt-like protein 8) (ZIP-8)Q9C0K1 sp|Q9C0K1|S39A8_HUMAN 3 3 105 1 1 1 3.71 3.82 5.59 5.78 4.07 4.16 12.6100004 6.30400032 12.6100004 6.30400032 4 2 4 3 7 7 6 6 1.40 0.50 69.82 0.02 97.40 2.46 0.07 3.62 0.68 8.90 0.86 0.38 3.62 0.24 3.12 1.06 0.68 3.65 0.29 3.87 0.88 0.42 3.63 0.24 3.19 0.89 0.65 11.11 0.08 9.89 0.69 0.17 3.67 0.19 2.53 1.92 0.02 1.48 1.30 2.85 1.05 0.62 1.47 0.71 1.55 0.78 0.47 3.36 0.23 2.62 1.31 0.11 1.53 0.86 2.00 0.91 0.39 1.47 0.62 1.34 0.63 0.55 16.25 0.04 10.24 0.79 0.15 1.58 0.50 1.24 1.12 0.45 3.57 0.32 4.01 0.46 0.15 10.07 0.05

Vacuolar protein sorting-associated protein 16 homolog (hVPS16)Q9H269 sp|Q9H269|VPS16_HUMAN 3 3 105 1 1 1 4.64 5.72 2.85 3.37 2.59 3.76 5.72099984 5.12499996 5.72099984 2.97999997 4 4 2 3 7 7 4 5 0.93 0.37 1.26 0.74 1.17 1.04 0.59 1.25 0.83 1.31 0.79 0.07 1.30 0.61 1.03 0.88 0.17 1.26 0.70 1.11 1.06 0.45 1.26 0.85 1.33 0.91 0.45 1.41 0.64 1.29 0.94 0.45 1.26 0.75 1.18 0.87 0.56 8.07 0.11 7.03 2.45 0.07 3.59 0.68 8.78 1.02 0.92 10.75 0.10 11.01 1.01 0.94 3.58 0.28 3.62 0.95 0.71 3.56 0.27 3.39 0.71 0.18 3.54 0.20 2.53 1.11 0.49 3.54 0.31 3.93 1.25 0.39 7.36 0.17 9.19 1.33 0.22 3.75 0.35

Formin-like protein 1 (CLL-associated antigen KW-13) (Leukocyte formin)O95466 sp|O95466|FMNL_HUMAN 3 3 105 1 1 1 6.36 8.04 6.28 7.65 5.91 8.71 5.27300015 3.99999991 3.455 5.27300015 4 3 3 4 6 3 3 6 0.53 0.02 1.43 0.37 0.75 0.76 0.20 1.88 0.40 1.43 1.04 0.87 2.46 0.42 2.56 1.02 0.92 2.29 0.45 2.34 0.85 0.25 1.57 0.54 1.33 1.16 0.44 1.92 0.60 2.22 1.43 0.08 1.59 0.90 2.28 0.73 0.12 1.68 0.43 1.23 1.68 0.03 1.47 1.14 2.47 1.15 0.40 1.79 0.64 2.07 0.77 0.10 1.46 0.53 1.12 1.04 0.67 1.47 0.71 1.53 1.06 0.58 1.47 0.72 1.56 1.16 0.55 2.43 0.48 2.81 1.22 0.26 1.58 0.77 1.92 0.85 0.11 1.26 0.68

Adenosylhomocysteinase (AdoHcyase) (EC 3.3.1.1) (S-adenosyl-L-homocysteine hydrolase)P23526 sp|P23526|SAHH_HUMAN 3 3 105 1 1 1 8.35 8.81 4.57 4.71 6.3 6.52 9.95400026 9.95400026 7.86999986 5.55600002 4 4 3 3 6 5 3 6 1.24 0.08 1.30 0.96 1.61 1.19 0.08 1.23 0.97 1.46 1.02 0.87 1.33 0.76 1.36 0.81 0.20 1.47 0.55 1.19 1.34 0.01 1.21 1.11 1.62 0.81 0.06 1.25 0.65 1.02 0.91 0.25 1.21 0.76 1.10 1.10 0.60 5.29 0.21 5.82 0.95 0.73 4.83 0.20 4.57 1.66 0.12 3.55 0.47 5.88 1.14 0.41 3.55 0.32 4.05 1.15 0.39 3.53 0.33 4.07 1.16 0.56 9.32 0.12 10.77 1.51 0.15 3.55 0.42 5.35 1.23 0.06 1.25 0.99 1.54 1.15 0.14 1.25 0.92

Proteasome subunit beta type-9 (EC 3.4.25.1) (Low molecular mass protein 2) (Macropain chain 7) (Multicatalytic endopeptidase complex chain 7) (Proteasome chain 7) (Proteasome subunit beta-1i) (Really interesting new gene 12 protein)P28065 sp|P28065|PSB9_HUMAN 3 3 105 1 1 1 8.04 8.2 4.28 4.32 5.63 5.69 26.4800012 26.4800012 19.63 19.63 4 4 3 3 6 5 2 6 0.66 0.02 1.34 0.49 0.88 2.22 0.00 1.36 1.63 3.02 0.77 0.07 1.35 0.57 1.04 0.68 0.01 1.26 0.54 0.86 0.80 0.05 1.26 0.63 1.01 0.83 0.08 1.26 0.66 1.05 0.74 0.03 1.26 0.59 0.94 0.71 0.57 229.47 0.00 162.07 1.34 0.38 11.86 0.11 15.85 1.66 0.48 458.63 0.00 761.92 0.62 0.22 9.17 0.07 5.68 0.67 0.16 3.55 0.19 2.39 1.16 0.38 3.58 0.32 4.15 1.68 0.43 181.78 0.01 304.61 1.45 0.25 7.14 0.20 10.36 0.81 0.30 3.86 0.21

Aminoacyl tRNA synthase complex-interacting multifunctional protein 2 (Multisynthase complex auxiliary component p38) (Protein JTV-1)Q13155 sp|Q13155|AIMP2_HUMAN 3 3 105 1 1 1 3.48 3.78 4.78 5.03 3.92 4.25 19.0599993 12.8099993 19.0599993 8.43800008 4 4 4 3 6 3 5 6 0.98 0.95 19.90 0.05 19.50 1.56 0.14 3.65 0.43 5.71 0.79 0.50 19.31 0.04 15.35 0.71 0.28 7.94 0.09 5.61 0.96 0.79 4.02 0.24 3.87 0.82 0.58 26.21 0.03 21.42 0.95 0.78 5.73 0.17 5.46 0.82 0.37 2.09 0.39 1.72 1.49 0.29 3.33 0.45 4.97 1.03 0.92 3.18 0.32 3.28 0.97 0.76 1.43 0.68 1.39 1.09 0.62 1.87 0.58 2.03 1.05 0.84 2.53 0.41 2.66 1.30 0.71 13.48 0.10 17.54 1.40 0.06 1.45 0.97 2.03 1.05 0.76 1.78 0.59

Nicastrin Q92542 sp|Q92542|NICA_HUMAN 3 3 105 1 1 1 5.39 6.05 6.57 7.1 5.37 5.91 4.93699983 4.23099995 4.93699983 3.94899994 4 3 4 3 6 3 5 6 0.96 0.83 1.98 0.49 1.90 1.23 0.37 2.19 0.56 2.70 0.98 0.82 1.42 0.69 1.39 1.28 0.22 1.84 0.70 2.37 1.02 0.90 2.03 0.51 2.08 0.98 0.85 1.53 0.64 1.50 1.09 0.38 1.42 0.77 1.55 1.08 0.61 1.51 0.71 1.63 0.87 0.42 1.60 0.55 1.39 0.87 0.36 1.51 0.58 1.31 1.00 1.00 1.26 0.79 1.26 1.31 0.06 1.35 0.97 1.77 1.13 0.19 1.26 0.90 1.43 1.09 0.65 1.76 0.62 1.92 1.04 0.79 1.78 0.59 1.85 0.89 0.39 1.60 0.56

Coronin-1B (Coronin-2)Q9BR76 sp|Q9BR76|COR1B_HUMAN 3 3 105 1 1 1 6.66 7.2 2.26 3.98 4.69 7.25 7.15700015 6.95300028 3.27199996 7.15700015 4 4 2 4 6 5 3 6 1.29 0.05 1.29 1.00 1.67 0.74 0.04 1.30 0.57 0.97 1.10 0.58 1.64 0.67 1.81 0.98 0.80 1.29 0.76 1.26 1.27 0.06 1.29 0.98 1.64 0.84 0.12 1.30 0.65 1.09 1.07 0.46 1.29 0.83 1.39 1.11 0.52 3.83 0.29 4.23 1.01 0.91 3.81 0.27 3.86 0.95 0.81 8.04 0.12 7.64 1.21 0.32 3.81 0.32 4.63 1.20 0.33 3.82 0.31 4.58 1.79 0.47 838.41 0.00 1502.58 1.21 0.67 78.91 0.02 95.84 0.93 0.85 4.06 0.23 3.78 1.86 0.10 2.55 0.73

Cytoplasmic dynein 1 light intermediate chain 1 (LIC1) (Dynein light chain A) (DLC-A) (Dynein light intermediate chain 1, cytosolic)Q9Y6G9 sp|Q9Y6G9|DC1L1_HUMAN 3 3 105 1 1 1 3.19 3.74 4.54 4.96 4.35 5.09 9.94300023 3.63299996 9.94300023 7.07499981 4 1 4 2 6 3 4 6 0.70 0.20 2.22 0.32 1.55 0.88 0.50 2.03 0.43 1.78 0.94 0.85 3.14 0.30 2.97 0.89 0.58 2.20 0.40 1.95 0.93 0.52 1.48 0.63 1.38 0.77 0.10 1.47 0.53 1.14 0.89 0.32 1.47 0.60 1.31 1.29 0.41 2.90 0.44 3.73 1.67 0.06 1.73 0.96 2.88 1.08 0.59 1.67 0.65 1.80 0.89 0.47 1.76 0.50 1.57 0.88 0.28 1.46 0.60 1.28 0.92 0.68 2.12 0.44 1.95 1.27 0.22 1.78 0.71 2.25 2.04 0.30 9.23 0.22 18.81 2.40 0.31 16.49 0.15

Eukaryotic translation initiation factor 3 subunit F (eIF3f) (Deubiquitinating enzyme eIF3f) (EC 3.4.19.12) (Eukaryotic translation initiation factor 3 subunit 5) (eIF-3-epsilon) (eIF3 p47)O00303 sp|O00303|EIF3F_HUMAN 3 3 105 1 1 1 7.9 8 6 6.02 6.05 6.2 14.5699993 14.5699993 12.3199999 12.3199999 4 4 4 3 5 5 3 5 0.69 0.01 1.21 0.57 0.83 2.00 0.02 1.69 1.19 3.37 0.62 0.01 1.29 0.48 0.79 0.65 0.01 1.33 0.49 0.87 0.86 0.09 1.21 0.71 1.04 0.80 0.03 1.20 0.66 0.96 0.78 0.02 1.20 0.65 0.94 0.83 0.30 1.80 0.46 1.49 2.00 0.01 1.44 1.39 2.88 0.88 0.66 2.89 0.30 2.55 0.83 0.15 1.44 0.57 1.19 0.94 0.62 1.62 0.58 1.52 0.84 0.17 1.44 0.58 1.20 1.17 0.23 1.47 0.79 1.72 1.13 0.65 12.65 0.09 14.27 1.14 0.42 3.60 0.32

Disintegrin and metalloproteinase domain-containing protein 10 (ADAM 10) (EC 3.4.24.81) (CDw156) (Kuzbanian protein homolog) (Mammalian disintegrin-metalloprotease) (CD antigen CD156c)O14672 sp|O14672|ADA10_HUMAN 3 3 105 1 1 1 7.57 8.42 5.18 5.37 3.85 4.27 6.28300011 6.28300011 4.41199988 4.947 4 4 3 3 5 4 4 5 0.96 0.68 1.43 0.67 1.37 1.74 0.02 1.43 1.22 2.49 0.90 0.32 1.42 0.63 1.28 0.97 0.71 1.43 0.68 1.38 0.96 0.71 1.43 0.68 1.38 0.82 0.30 1.81 0.45 1.50 1.17 0.20 1.43 0.82 1.66 1.69 0.29 4.85 0.35 8.20 1.07 0.49 1.45 0.74 1.56 0.92 0.74 2.45 0.38 2.26 1.25 0.19 1.64 0.76 2.04 1.25 0.12 1.45 0.87 1.81 1.06 0.60 1.51 0.70 1.61 1.02 0.90 2.07 0.49 2.12 1.06 0.80 10.75 0.10 11.44 1.17 0.42 4.80 0.24

Cytoplasmic dynein 1 light intermediate chain 2 (Dynein light intermediate chain 2, cytosolic) (LIC-2) (LIC53/55)O43237 sp|O43237|DC1L2_HUMAN 3 3 105 1 1 1 6.74 7.25 6.09 6.47 4.09 4.72 11.7899999 11.7899999 8.73999968 6.30099997 4 3 4 3 5 2 5 2 0.92 0.56 3.63 0.25 3.34 1.14 0.59 9.61 0.12 10.97 0.66 0.15 3.62 0.18 2.40 0.62 0.13 3.63 0.17 2.25 0.93 0.62 3.59 0.26 3.35 0.83 0.32 3.63 0.23 3.01 0.89 0.44 3.62 0.24 3.21 0.88 0.30 1.51 0.58 1.32 1.65 0.09 2.03 0.81 3.34 0.82 0.23 1.65 0.50 1.35 1.03 0.82 1.51 0.68 1.54 1.03 0.81 1.50 0.68 1.54 0.93 0.54 1.54 0.60 1.43 0.84 0.53 2.71 0.31 2.27 1.28 0.28 4.41 0.29 5.66 1.09 0.67 6.34 0.17

Ubiquitin-like protein 3 (Membrane-anchored ubiquitin-fold protein) (HsMUB) (MUB) (Protein HCG-1)O95164 sp|O95164|UBL3_HUMAN 3 3 105 1 1 1 2.96 3.02 7.08 7.17 4.87 5.08 34.1899991 17.9499999 34.1899991 23.9299998 4 3 4 3 5 3 4 5 1.35 0.17 1.83 0.74 2.47 1.22 0.30 1.89 0.65 2.31 1.03 0.88 2.03 0.51 2.09 1.11 0.34 1.42 0.78 1.57 0.97 0.72 1.42 0.68 1.37 1.27 0.11 1.46 0.87 1.85 1.09 0.72 2.41 0.45 2.62 1.71 0.07 1.88 0.91 3.22 1.32 0.24 2.05 0.64 2.71 0.83 0.16 1.43 0.58 1.19 1.18 0.38 1.88 0.63 2.21 0.99 0.89 1.43 0.69 1.41 1.15 0.23 1.43 0.81 1.64 0.82 0.18 1.53 0.54 1.25 1.10 0.38 1.45 0.76 1.60 0.91 0.41 1.45 0.63

Cathepsin D (EC 3.4.23.5) [Cleaved into: Cathepsin D light chain; Cathepsin D heavy chain]P07339 sp|P07339|CATD_HUMAN 3 3 105 1 1 1 3.52 4.13 5.72 6.08 4.38 4.77 15.5300006 10.1899996 15.5300006 7.03900009 4 3 4 3 5 2 4 5 0.68 0.17 3.73 0.18 2.54 0.99 0.95 9.76 0.10 9.64 0.94 0.64 3.74 0.25 3.51 0.96 0.80 4.57 0.21 4.40 1.56 0.19 5.84 0.27 9.10 0.79 0.27 3.75 0.21 2.96 0.88 0.43 3.73 0.24 3.29 0.78 0.30 4.92 0.16 3.83 2.41 0.08 3.81 0.63 9.18 1.08 0.80 18.22 0.06 19.61 0.67 0.17 3.81 0.18 2.57 0.86 0.54 8.39 0.10 7.24 0.62 0.39 70.72 0.01 43.92 0.98 0.94 18.45 0.05 18.03 0.75 0.09 1.47 0.51 1.11 1.18 0.47 2.26 0.52

Thioredoxin (Trx) (ATL-derived factor) (ADF) (Surface-associated sulphydryl protein) (SASP)P10599 sp|P10599|THIO_HUMAN 3 3 105 1 1 1 3.75 3.8 4.1 4.15 4.22 4.28 29.519999 29.519999 20.95 20.95 4 4 2 4 5 4 4 5 1.00 0.97 3.51 0.29 3.53 1.11 0.48 3.51 0.32 3.90 1.03 0.85 6.21 0.17 6.42 1.11 0.49 3.52 0.31 3.89 1.25 0.26 3.51 0.36 4.41 1.06 0.68 3.51 0.30 3.71 1.52 0.15 3.51 0.43 5.34 0.96 0.73 3.55 0.27 3.39 0.89 0.44 3.54 0.25 3.13 0.86 0.73 79.24 0.01 68.03 1.01 0.92 3.59 0.28 3.63 1.28 0.28 4.47 0.29 5.73 1.10 0.52 3.56 0.31 3.91 1.05 0.72 3.56 0.29 3.73 1.24 0.15 1.50 0.83 1.87 1.29 0.12 1.50 0.86

26S proteasome non-ATPase regulatory subunit 8 (26S proteasome regulatory subunit RPN12) (26S proteasome regulatory subunit S14) (p31)P48556 sp|P48556|PSMD8_HUMAN 3 3 105 1 1 1 3.84 4.13 3.7 4.08 7.15 7.73 11.4299998 7.14299977 4.85699996 11.4299998 4 2 2 4 5 2 3 5 1.03 0.84 3.93 0.26 4.04 1.15 0.43 3.90 0.29 4.46 0.71 0.19 3.90 0.18 2.77 0.69 0.24 7.00 0.10 4.79 1.00 1.00 3.93 0.25 3.93 0.81 0.39 6.72 0.12 5.44 0.69 0.18 3.89 0.18 2.69 0.79 0.34 5.65 0.14 4.49 1.75 0.29 34.37 0.05 60.08 1.01 0.99 40.77 0.02 40.98 0.84 0.34 3.68 0.23 3.09 0.76 0.23 3.66 0.21 2.80 0.90 0.62 6.77 0.13 6.12 0.93 0.76 12.03 0.08 11.15 1.50 0.01 1.27 1.18 1.90 0.78 0.13 1.45 0.54

Claudin-18 P56856 sp|P56856|CLD18_HUMAN 3 3 105 1 1 1 4 4.04 6 6.04 2.32 2.35 11.49 8.04599971 11.49 4.21499983 4 3 4 1 5 3 3 5 1.36 0.20 3.71 0.37 5.06 2.28 0.08 3.73 0.61 8.53 0.73 0.21 3.75 0.20 2.75 0.94 0.65 3.74 0.25 3.51 0.80 0.28 3.75 0.21 3.00 0.87 0.40 3.73 0.23 3.23 0.60 0.13 3.75 0.16 2.26 1.46 0.38 26.61 0.05 38.90 1.21 0.34 4.13 0.29 4.99 0.71 0.22 4.84 0.15 3.46 1.13 0.52 5.04 0.22 5.67 0.96 0.78 3.64 0.26 3.51 1.41 0.26 6.73 0.21 9.46 0.93 0.81 19.26 0.05 17.93 0.86 0.67 27.49 0.03 23.68 0.82 0.50 13.22 0.06

ADP-ribosylation factor 6P62330 sp|P62330|ARF6_HUMAN 3 3 105 1 1 1 4.25 6.39 4.3 5.26 3.76 4.64 21.7099994 21.7099994 11.9999997 20.5699995 4 4 2 3 5 5 4 4 1.19 0.13 1.31 0.91 1.57 1.10 0.42 1.36 0.80 1.49 0.91 0.95 73.11 0.01 66.76 0.92 0.71 1.88 0.49 1.74 1.03 0.75 1.32 0.78 1.36 1.02 0.88 1.53 0.67 1.57 1.06 0.70 1.51 0.70 1.59 1.22 0.14 1.42 0.86 1.73 1.11 0.37 1.50 0.74 1.67 1.00 0.99 1.51 0.66 1.50 1.25 0.11 1.42 0.88 1.77 1.26 0.10 1.42 0.89 1.79 1.09 0.46 1.47 0.74 1.60 1.10 0.37 1.42 0.77 1.55 1.09 0.43 1.47 0.74 1.61 0.98 0.95 4.55 0.21

Ketimine reductase mu-crystallin (EC 1.5.1.25) (NADP-regulated thyroid-hormone-binding protein)Q14894 sp|Q14894|CRYM_HUMAN 3 3 105 1 1 1 5.45 5.7 6 6.11 6.01 6.18 20.3799993 20.3799993 14.6500006 14.6500006 4 4 3 3 5 3 4 5 1.20 0.20 1.53 0.78 1.84 0.72 0.08 1.51 0.48 1.09 1.40 0.11 1.68 0.83 2.36 0.95 0.82 2.42 0.39 2.29 1.28 0.30 2.14 0.60 2.73 1.24 0.16 1.53 0.81 1.91 1.11 0.39 1.52 0.73 1.69 1.34 0.33 2.72 0.49 3.65 0.94 0.83 3.00 0.31 2.82 1.17 0.41 1.92 0.61 2.25 1.15 0.25 1.46 0.79 1.69 1.59 0.04 1.55 1.03 2.46 1.19 0.71 5.60 0.21 6.64 0.98 0.81 1.46 0.67 1.43 0.75 0.07 1.42 0.53 1.07 0.99 0.92 1.64 0.60

Radial spoke head protein 4 homolog A (Radial spoke head-like protein 3)Q5TD94 sp|Q5TD94|RSH4A_HUMAN 3 3 105 1 1 1 4.02 4.22 6.27 6.42 8.35 8.61 8.38000029 4.46900018 5.58700003 8.38000029 4 2 3 4 5 2 2 5 0.93 0.81 23.77 0.04 22.05 0.68 0.19 4.57 0.15 3.09 0.65 0.51 245.84 0.00 161.01 1.11 0.61 6.93 0.16 7.71 0.72 0.40 19.93 0.04 14.40 0.79 0.66 169.77 0.00 133.78 0.92 0.73 8.69 0.11 8.03 1.19 0.34 3.73 0.32 4.45 1.22 0.51 13.01 0.09 15.86 0.50 0.46 2172.05 0.00 1096.60 1.19 0.64 35.04 0.03 41.87 1.28 0.60 70.43 0.02 90.07 0.87 0.41 3.63 0.24 3.17 0.87 0.41 3.63 0.24 3.16 1.16 0.22 1.35 0.86 1.56 0.89 0.53 1.70 0.52

Eukaryotic translation initiation factor 3 subunit M (eIF3m) (Fetal lung protein B5) (hFL-B5) (PCI domain-containing protein 1)Q7L2H7 sp|Q7L2H7|EIF3M_HUMAN 3 3 105 1 1 1 3.76 4.96 4.73 5.88 4.3 5.43 10.96 7.48699978 10.96 5.88200018 4 3 4 2 5 3 4 5 0.67 0.16 3.58 0.19 2.39 2.25 0.14 9.79 0.23 22.04 0.56 0.11 3.55 0.16 2.00 0.59 0.12 3.57 0.16 2.09 0.93 0.62 3.56 0.26 3.32 0.74 0.43 20.65 0.04 15.30 0.78 0.24 3.57 0.22 2.78 0.58 0.03 1.56 0.37 0.90 2.51 0.02 1.76 1.42 4.42 0.76 0.58 6.07 0.12 4.60 0.91 0.41 1.48 0.61 1.35 1.06 0.62 1.49 0.71 1.57 0.63 0.19 2.79 0.23 1.75 0.80 0.32 2.08 0.39 1.66 1.34 0.09 1.50 0.89 2.00 1.04 0.75 1.53 0.68

Lipolysis-stimulated lipoprotein receptorQ86X29 sp|Q86X29|LSR_HUMAN 3 3 105 1 1 1 7.51 7.88 3.07 3.09 2.75 2.96 8.16600025 8.16600025 4.16000001 4.16000001 4 4 2 2 5 5 2 2 1.12 0.57 1.64 0.68 1.84 1.27 0.06 1.29 0.98 1.63 0.86 0.08 1.20 0.72 1.03 1.04 0.68 1.31 0.79 1.37 1.32 0.08 1.38 0.95 1.82 1.00 0.95 1.20 0.84 1.21 0.96 0.62 1.23 0.78 1.18 1.10 0.50 3.52 0.31 3.88 1.02 0.87 3.63 0.28 3.70 1.00 1.00 69.24 0.01 69.40 1.12 0.45 3.51 0.32 3.94 1.07 0.60 3.51 0.31 3.77 1.16 0.45 4.79 0.24 5.54 1.41 0.30 9.09 0.15 12.78 1.02 0.90 3.52 0.29 3.58 1.24 0.32 4.40 0.28

Galectin-9 (Gal-9) (Ecalectin) (Tumor antigen HOM-HD-21)O00182 sp|O00182|LEG9_HUMAN 3 3 105 1 1 1 4.05 4.1 6 6.06 3.76 3.82 10.1400003 7.88699985 10.1400003 6.19699992 4 2 4 2 4 3 4 3 1.05 0.72 3.55 0.30 3.72 1.38 0.19 3.55 0.39 4.90 0.82 0.31 3.84 0.21 3.14 0.99 0.96 3.56 0.28 3.53 0.88 0.41 3.54 0.25 3.11 0.98 0.85 3.55 0.27 3.47 1.05 0.72 3.55 0.30 3.72 1.00 0.96 1.44 0.69 1.44 1.50 0.09 1.76 0.85 2.63 0.93 0.77 2.58 0.36 2.40 1.09 0.66 2.00 0.54 2.17 1.04 0.70 1.45 0.72 1.50 0.92 0.42 1.45 0.63 1.33 1.17 0.21 1.46 0.80 1.72 0.99 0.97 3.92 0.25 3.90 1.24 0.29 3.90 0.32

ATP-dependent RNA helicase DDX3X (EC 3.6.4.13) (DEAD box protein 3, X-chromosomal) (DEAD box, X isoform) (Helicase-like protein 2) (HLP2)O00571 sp|O00571|DDX3X_HUMAN 3 3 105 1 1 1 2.38 2.89 8.84 9.01 4.77 4.98 6.49499968 5.28700016 6.49499968 5.73999994 4 3 4 3 4 2 4 3 1.13 0.45 3.62 0.31 4.08 0.80 0.28 3.90 0.20 3.12 0.96 0.75 3.59 0.27 3.44 0.95 0.68 3.59 0.26 3.40 1.36 0.27 5.71 0.24 7.76 0.94 0.63 3.59 0.26 3.36 1.12 0.47 3.62 0.31 4.04 1.45 0.34 2.80 0.52 4.06 1.15 0.59 2.12 0.54 2.44 1.20 0.08 1.25 0.95 1.50 1.13 0.20 1.26 0.89 1.42 1.04 0.73 1.38 0.75 1.44 1.08 0.37 1.25 0.86 1.35 1.15 0.15 1.26 0.92 1.45 0.89 0.51 4.44 0.20 3.96 1.25 0.31 4.49 0.28

Aminoacyl tRNA synthase complex-interacting multifunctional protein 1 (Multisynthase complex auxiliary component p43) [Cleaved into: Endothelial monocyte-activating polypeptide 2 (EMAP-2) (Endothelial monocyte-activating polypeptide II) (EMAP-II) (Small inducible cytokine subfamily E member 1)]Q12904 sp|Q12904|AIMP1_HUMAN 3 3 105 1 1 1 4.17 4.58 7.32 8.54 4.29 4.71 13.1400004 6.40999973 13.1400004 6.40999973 4 2 4 2 4 3 4 3 0.83 0.29 1.77 0.47 1.47 1.56 0.04 1.46 1.06 2.27 0.68 0.18 2.28 0.30 1.54 0.69 0.06 1.50 0.46 1.03 0.87 0.28 1.51 0.58 1.31 0.61 0.10 2.11 0.29 1.29 0.83 0.18 1.50 0.55 1.24 0.81 0.22 1.70 0.47 1.37 1.83 0.06 1.94 0.95 3.55 0.86 0.55 2.55 0.34 2.19 0.82 0.14 1.43 0.57 1.17 1.13 0.29 1.44 0.79 1.62 0.89 0.56 2.05 0.43 1.83 0.83 0.39 2.13 0.39 1.76 1.53 0.28 3.41 0.45 5.19 1.41 0.18 2.08 0.68

Vacuolar protein sorting-associated protein 33A (hVPS33A)Q96AX1 sp|Q96AX1|VP33A_HUMAN 3 3 105 1 1 1 2.26 2.84 7.41 8.22 3.34 4.32 7.38300011 3.18799987 7.38300011 4.19499986 4 2 4 2 4 2 4 3 0.77 0.33 6.83 0.11 5.24 0.78 0.25 3.53 0.22 2.77 0.63 0.35 35.29 0.02 22.32 0.67 0.42 50.32 0.01 33.68 1.00 0.98 3.52 0.28 3.51 0.66 0.35 26.12 0.03 17.19 0.72 0.24 5.43 0.13 3.88 0.76 0.19 1.68 0.45 1.28 1.68 0.06 1.74 0.96 2.93 1.38 0.37 2.65 0.52 3.65 0.76 0.09 1.41 0.54 1.07 0.72 0.05 1.40 0.52 1.01 0.90 0.51 1.55 0.58 1.40 1.08 0.88 4.23 0.25 4.56 0.98 0.90 5.15 0.19 5.05 0.98 0.90 3.70 0.27

UPF0568 protein C14orf166 (CLE7 homolog) (CLE)Q9Y224 sp|Q9Y224|CN166_HUMAN 3 3 105 1 1 1 4.73 4.83 2.95 3.08 3.37 3.49 15.5699998 13.9300004 9.01599973 15.5699998 4 3 2 4 4 3 2 4 0.75 0.12 1.61 0.47 1.21 0.63 0.08 1.81 0.35 1.15 1.10 0.42 1.48 0.74 1.62 1.17 0.67 4.06 0.29 4.76 1.06 0.58 1.51 0.71 1.60 0.79 0.12 1.47 0.54 1.16 1.10 0.39 1.48 0.75 1.63 0.53 0.41 399.11 0.00 211.91 1.64 0.31 29.96 0.05 49.27 0.96 0.85 9.26 0.10 8.87 1.10 0.58 4.85 0.23 5.34 0.96 0.79 5.40 0.18 5.16 0.76 0.27 4.90 0.15 3.71 0.86 0.78 175.61 0.00 151.18 1.04 0.79 4.06 0.26 4.21 1.26 0.28 4.13 0.31

60S ribosomal protein L36Q9Y3U8 sp|Q9Y3U8|RL36_HUMAN 3 3 105 1 1 1 4.64 4.68 4.71 4.82 4 4.26 25.7099986 20.0000003 25.7099986 20.0000003 4 2 4 3 4 2 4 3 0.48 0.11 5.04 0.09 2.42 0.78 0.24 3.53 0.22 2.74 0.53 0.24 24.03 0.02 12.68 0.47 0.16 11.80 0.04 5.59 0.88 0.41 3.53 0.25 3.09 0.55 0.42 399.66 0.00 219.05 0.95 0.71 3.53 0.27 3.36 0.80 0.29 3.94 0.20 3.16 2.55 0.15 18.05 0.14 45.95 0.64 0.71 87455.74 0.00 56047.18 0.87 0.51 5.98 0.15 5.22 0.69 0.31 12.77 0.05 8.80 1.17 0.78 252.95 0.00 295.44 0.88 0.73 32.62 0.03 28.80 1.54 0.17 4.44 0.35 6.82 1.56 0.17 4.49 0.35

Retinol-binding protein 4 (Plasma retinol-binding protein) (PRBP) (RBP) [Cleaved into: Plasma retinol-binding protein(1-182); Plasma retinol-binding protein(1-181); Plasma retinol-binding protein(1-179); Plasma retinol-binding protein(1-176)]P02753 sp|P02753|RET4_HUMAN 3 3 105 1 1 1 3.18 3.22 4.04 4.06 5.79 5.9 25.8700013 9.95000005 21.8899995 25.8700013 4 2 3 4 3 3 2 3 0.55 0.14 5.17 0.11 2.86 0.57 0.22 12.26 0.05 7.04 1.30 0.33 6.68 0.19 8.67 2.42 0.11 7.19 0.34 17.42 1.00 0.99 89.25 0.01 89.57 1.08 0.59 4.00 0.27 4.34 1.74 0.11 3.56 0.49 6.19 0.44 0.08 3.72 0.12 1.63 0.74 0.41 17.16 0.04 12.78 3.64 0.06 5.25 0.69 19.08 0.90 0.51 3.67 0.25 3.32 0.77 0.24 3.71 0.21 2.85 0.83 0.32 3.68 0.22 3.04 1.00 0.98 3.72 0.27 3.73 0.92 0.60 4.08 0.23 3.77 0.79 0.28 3.88 0.20

Sodium/potassium-transporting ATPase subunit beta-1 (Sodium/potassium-dependent ATPase subunit beta-1)P05026 sp|P05026|AT1B1_HUMAN 3 3 105 1 1 1 4.07 4.51 3.73 4.19 4.09 4.56 10.5599999 8.2510002 10.5599999 8.2510002 4 2 4 2 3 2 2 3 1.22 0.30 3.56 0.34 4.34 1.81 0.16 6.69 0.27 12.10 0.92 0.57 3.54 0.26 3.27 0.72 0.44 29.72 0.02 21.45 0.89 0.44 3.57 0.25 3.16 0.91 0.67 7.88 0.12 7.19 0.94 0.67 3.55 0.27 3.35 1.02 0.90 5.93 0.17 6.06 0.84 0.49 8.67 0.10 7.29 0.89 0.46 3.76 0.24 3.34 0.94 0.64 3.79 0.25 3.55 1.15 0.61 11.28 0.10 12.92 0.66 0.18 4.39 0.15 2.92 0.84 0.34 3.84 0.22 3.22 1.23 0.29 3.64 0.34 4.48 0.83 0.31 3.62 0.23

Protein flightless-1 homologQ13045 sp|Q13045|FLII_HUMAN 3 3 105 1 1 1 6.17 7.2 7.44 9.69 4.97 6.28 4.49200012 4.01900001 4.49200012 3.38799991 4 3 4 3 3 2 3 2 0.84 0.34 3.77 0.22 3.17 0.80 0.51 19.18 0.04 15.35 1.01 0.95 3.77 0.27 3.80 0.88 0.45 3.82 0.23 3.37 1.11 0.51 3.77 0.29 4.18 1.05 0.80 5.70 0.18 5.96 1.04 0.82 4.76 0.22 4.93 0.98 0.84 1.48 0.66 1.45 1.54 0.11 1.95 0.79 3.00 0.74 0.19 1.90 0.39 1.42 0.86 0.24 1.49 0.58 1.28 1.10 0.39 1.49 0.74 1.64 0.93 0.51 1.49 0.62 1.38 0.83 0.26 1.68 0.49 1.39 1.01 0.95 10.82 0.09 10.97 0.96 0.92 44.29 0.02

Copine-8 (Copine VIII)Q86YQ8 sp|Q86YQ8|CPNE8_HUMAN 3 3 105 1 1 1 2.32 4.89 4 6.17 3.05 5.42 7.97900036 5.31900004 7.97900036 7.97900036 4 2 4 4 3 2 2 3 1.28 0.29 4.45 0.29 5.69 1.25 0.34 5.40 0.23 6.75 1.41 0.21 4.44 0.32 6.27 1.33 0.27 5.12 0.26 6.83 1.24 0.32 4.44 0.28 5.52 0.92 0.89 420.56 0.00 386.06 0.83 0.53 12.55 0.07 10.46 1.29 0.50 25.61 0.05 33.05 1.12 0.51 4.39 0.25 4.90 1.10 0.67 7.59 0.14 8.32 1.27 0.26 3.60 0.35 4.57 1.08 0.66 5.57 0.19 6.04 1.00 0.99 3.60 0.28 3.61 1.09 0.55 3.60 0.30 3.92 1.01 0.95 3.81 0.26 3.84 1.03 0.84 4.59 0.22

Wiskott-Aldrich syndrome protein family member 2 (WASP family protein member 2) (Protein WAVE-2) (Verprolin homology domain-containing protein 2)Q9Y6W5 sp|Q9Y6W5|WASF2_HUMAN 3 3 105 1 1 1 6.38 6.95 6.59 6.8 5.81 6.24 10.6399998 7.83099979 10.6399998 9.43799987 4 4 4 4 3 3 2 3 0.88 0.43 3.51 0.25 3.11 0.97 0.82 3.51 0.28 3.41 1.04 0.75 3.51 0.30 3.65 1.03 0.80 3.51 0.29 3.63 0.94 0.62 3.51 0.27 3.28 0.91 0.50 3.51 0.26 3.18 1.22 0.30 3.51 0.35 4.28 0.91 0.52 3.74 0.24 3.40 0.88 0.43 3.76 0.23 3.29 1.16 0.38 3.71 0.31 4.31 0.94 0.70 5.23 0.18 4.90 0.90 0.51 3.75 0.24 3.39 0.83 0.32 3.70 0.22 3.08 0.97 0.83 3.88 0.25 3.77 1.10 0.53 3.88 0.28 4.27 1.15 0.46 4.70 0.24

TRAF3-interacting protein 1 (Interleukin-13 receptor alpha 1-binding protein 1) (Microtubule-interacting protein associated with TRAF3) (MIP-T3)Q8TDR0 sp|Q8TDR0|MIPT3_HUMAN 3 3 105 1 1 1 6.15 7.84 6.15 6.71 4.37 5.29 4.63100001 4.34199981 4.63100001 3.039 4 4 4 3 2 2 2 2 1.60 0.13 3.53 0.45 5.64 0.75 0.21 3.52 0.21 2.64 0.93 0.61 3.55 0.26 3.31 1.15 0.39 3.54 0.32 4.08 1.18 0.35 3.54 0.33 4.17 0.80 0.30 4.25 0.19 3.39 1.24 0.28 3.54 0.35 4.38 0.90 0.50 3.53 0.26 3.19 1.27 0.25 3.52 0.36 4.48 0.64 0.40 60.77 0.01 38.76 1.32 0.22 3.52 0.37 4.63 1.32 0.22 3.52 0.38 4.65 0.92 0.54 3.52 0.26 3.23 0.92 0.75 15.42 0.06 14.12 1.95 0.09 3.54 0.55 6.90 1.57 0.36 36.53 0.04

Antileukoproteinase (ALP) (BLPI) (HUSI-1) (Mucus proteinase inhibitor) (MPI) (Protease inhibitor WAP4) (Secretory leukocyte protease inhibitor) (Seminal proteinase inhibitor) (WAP four-disulfide core domain protein 4)P03973 sp|P03973|SLPI_HUMAN 3 3 105 1 1 1 2.77 2.82 2.85 2.85 4.19 4.19 15.9099996 15.9099996 15.9099996 15.9099996 3 2 2 3 20 3 2 20 0.49 0.12 5.76 0.08 2.81 0.71 0.29 8.90 0.08 6.29 1.25 0.50 15.97 0.08 19.89 0.85 0.35 3.52 0.24 2.99 0.97 0.87 4.80 0.20 4.67 1.95 0.17 10.08 0.19 19.67 0.63 0.13 3.51 0.18 2.20 0.64 0.14 3.52 0.18 2.27 0.42 0.08 3.97 0.11 1.68 0.82 0.30 3.54 0.23 2.91 0.55 0.11 3.54 0.16 1.95 0.75 0.39 12.93 0.06 9.68 0.46 0.12 7.26 0.06 3.31 0.80 0.27 3.54 0.23 2.83 1.14 0.62 2.68 0.43 3.06 0.51 0.03 1.73 0.29

Argininosuccinate synthase (EC 6.3.4.5) (Citrulline--aspartate ligase)P00966 sp|P00966|ASSY_HUMAN 3 3 105 1 1 1 5.72 6.07 4.29 4.55 6.88 7.57 6.79600015 6.79600015 6.55300021 6.55300021 3 3 3 3 10 5 3 10 1.10 0.24 1.20 0.91 1.32 0.76 0.07 1.37 0.55 1.03 1.12 0.18 1.21 0.93 1.35 0.73 0.13 1.58 0.46 1.15 1.21 0.11 1.29 0.93 1.56 0.90 0.44 1.41 0.64 1.27 0.87 0.10 1.20 0.72 1.04 0.97 0.77 1.46 0.67 1.41 0.92 0.46 1.46 0.63 1.35 0.98 0.93 1.87 0.53 1.84 1.04 0.68 1.46 0.71 1.52 1.32 0.15 1.68 0.79 2.23 0.85 0.37 1.87 0.45 1.58 0.85 0.40 1.91 0.44 1.63 1.47 0.04 1.44 1.02 2.11 1.20 0.18 1.39 0.86

Cholinesterase (EC 3.1.1.8) (Acylcholine acylhydrolase) (Butyrylcholine esterase) (Choline esterase II) (Pseudocholinesterase)P06276 sp|P06276|CHLE_HUMAN 3 3 105 1 1 1 2.97 3.32 2.59 2.72 6.47 6.93 7.14299977 7.14299977 3.48800011 6.97700009 3 3 1 3 8 3 2 8 0.34 0.06 3.86 0.09 1.30 0.58 0.20 9.04 0.06 5.26 1.13 0.63 11.83 0.10 13.43 1.25 0.28 3.91 0.32 4.90 1.26 0.27 3.86 0.33 4.87 1.50 0.35 22.67 0.07 33.93 1.86 0.17 8.48 0.22 15.81 0.50 0.09 3.67 0.14 1.84 0.39 0.17 24.52 0.02 9.62 1.88 0.10 3.68 0.51 6.90 0.81 0.29 3.70 0.22 3.00 0.99 0.93 3.69 0.27 3.65 1.63 0.13 3.67 0.44 5.98 1.34 0.32 7.82 0.17 10.48 0.59 0.01 1.26 0.47 0.75 1.06 0.45 1.26 0.85

Fatty acid-binding protein, adipocyte (Adipocyte lipid-binding protein) (ALBP) (Adipocyte-type fatty acid-binding protein) (A-FABP) (AFABP) (Fatty acid-binding protein 4)P15090 sp|P15090|FABP4_HUMAN 3 3 105 1 1 1 6.07 6.21 6.5 6.57 4.01 4.05 31.8199992 31.8199992 31.0600013 21.9699994 3 3 3 2 7 5 7 6 0.86 0.30 1.62 0.53 1.39 0.93 0.54 1.52 0.61 1.42 0.55 0.14 2.97 0.19 1.64 0.86 0.54 2.38 0.36 2.05 0.97 0.82 1.52 0.64 1.48 0.81 0.44 2.58 0.31 2.09 1.24 0.16 1.54 0.81 1.91 1.60 0.01 1.28 1.25 2.05 2.23 0.02 1.76 1.27 3.92 1.22 0.09 1.30 0.94 1.59 1.57 0.02 1.37 1.15 2.15 0.91 0.30 1.28 0.71 1.16 1.21 0.19 1.44 0.84 1.74 0.79 0.31 1.86 0.42 1.46 0.77 0.27 4.74 0.16 3.63 1.43 0.47 62.60 0.02

40S ribosomal protein S25P62851 sp|P62851|RS25_HUMAN 3 3 105 1 1 1 4.04 4.13 5.69 5.92 3 3.22 20.8000004 15.1999995 20.8000004 15.1999995 3 2 3 2 7 4 6 7 0.80 0.27 3.52 0.23 2.82 1.89 0.10 3.52 0.54 6.65 0.78 0.24 3.51 0.22 2.74 0.47 0.08 3.51 0.14 1.66 1.04 0.76 3.51 0.30 3.66 0.48 0.08 3.51 0.14 1.68 0.70 0.17 3.51 0.20 2.47 0.64 0.03 1.42 0.45 0.91 2.39 0.01 1.51 1.58 3.61 0.92 0.84 4.45 0.21 4.11 0.77 0.08 1.42 0.54 1.09 0.77 0.09 1.42 0.54 1.09 0.93 0.69 2.02 0.46 1.87 1.18 0.47 2.25 0.53 2.67 1.81 0.17 8.09 0.22 14.65 1.18 0.39 4.49 0.26

60S ribosomal protein L8P62917 sp|P62917|RL8_HUMAN 3 3 105 1 1 1 5.81 5.93 4.69 4.76 3.73 4.08 13.2300004 13.2300004 10.5099998 7.00400025 3 3 3 2 7 4 4 7 0.50 0.01 1.42 0.35 0.71 0.92 0.41 1.42 0.64 1.31 0.51 0.06 2.03 0.25 1.04 0.65 0.20 2.68 0.24 1.74 0.79 0.10 1.42 0.55 1.12 0.69 0.35 3.63 0.19 2.52 1.10 0.38 1.42 0.77 1.56 0.75 0.25 4.79 0.16 3.57 2.25 0.36 671.82 0.00 1511.15 0.74 0.78 45183.48 0.00 33391.74 0.96 0.75 3.51 0.27 3.37 1.12 0.72 21.02 0.05 23.54 0.79 0.44 11.46 0.07 9.11 0.88 0.80 140.04 0.01 123.44 1.31 0.09 1.44 0.91 1.89 1.60 0.03 1.44 1.11

Bardet-Biedl syndrome 1 protein (BBS2-like protein 2)Q8NFJ9 sp|Q8NFJ9|BBS1_HUMAN 3 3 105 1 1 1 4.4 5.13 2.12 2.65 6.62 7.83 10.2899998 10.2899998 2.36099996 9.2749998 3 3 1 3 7 2 2 7 1.05 0.71 3.65 0.29 3.84 0.99 0.94 3.62 0.27 3.59 1.34 0.23 4.08 0.33 5.48 1.05 0.77 4.47 0.23 4.67 1.11 0.49 3.63 0.31 4.03 1.30 0.35 7.83 0.17 10.15 1.15 0.41 3.67 0.31 4.21 1.92 0.29 57.13 0.03 109.50 1.05 0.71 3.70 0.28 3.90 1.28 0.27 3.95 0.32 5.05 1.22 0.30 3.74 0.33 4.58 1.05 0.72 3.69 0.28 3.87 1.16 0.39 3.68 0.32 4.26 1.53 0.15 3.67 0.42 5.61 1.26 0.08 1.33 0.95 1.67 1.07 0.47 1.27 0.84

Apolipoprotein D (Apo-D) (ApoD)P05090 sp|P05090|APOD_HUMAN 3 3 105 1 1 1 5.35 5.47 5.87 6.02 2.32 2.4 16.4000005 16.4000005 15.3400004 8.46600011 3 3 3 2 6 6 3 2 0.41 0.03 2.17 0.19 0.89 0.74 0.06 1.39 0.53 1.03 0.93 0.52 1.35 0.69 1.25 1.39 0.04 1.35 1.03 1.87 0.63 0.00 1.23 0.51 0.78 1.53 0.02 1.35 1.13 2.07 1.81 0.01 1.37 1.33 2.48 0.41 0.01 1.45 0.28 0.59 1.33 0.08 1.46 0.91 1.94 2.16 0.01 1.47 1.47 3.16 0.62 0.03 1.46 0.42 0.91 0.71 0.06 1.46 0.48 1.04 0.72 0.07 1.46 0.50 1.05 0.91 0.39 1.45 0.63 1.32 0.77 0.34 7.20 0.11 5.54 0.61 0.29 20.12 0.03

60S ribosomal protein L17 (60S ribosomal protein L23) (PD-1)P18621 sp|P18621|RL17_HUMAN 3 3 105 1 1 1 3.16 3.22 6.17 6.84 5.52 6.31 19.5700005 17.9299995 15.7600001 19.5700005 3 3 3 3 6 4 6 5 0.47 0.01 1.40 0.34 0.66 0.66 0.01 1.25 0.53 0.82 0.65 0.03 1.41 0.46 0.91 0.58 0.02 1.46 0.39 0.84 0.82 0.07 1.25 0.66 1.03 0.67 0.16 1.97 0.34 1.32 1.15 0.15 1.25 0.92 1.43 0.66 0.11 1.88 0.35 1.24 2.43 0.03 2.05 1.19 4.98 0.49 0.10 2.96 0.16 1.44 0.88 0.26 1.43 0.61 1.26 0.98 0.79 1.43 0.68 1.40 0.66 0.06 1.56 0.43 1.03 0.67 0.23 2.75 0.24 1.85 0.88 0.51 1.98 0.44 1.75 1.60 0.03 1.42 1.13

Histidine triad nucleotide-binding protein 1 (EC 3.-.-.-) (Adenosine 5'-monophosphoramidase) (Protein kinase C inhibitor 1) (Protein kinase C-interacting protein 1) (PKCI-1)P49773 sp|P49773|HINT1_HUMAN 3 3 105 1 1 1 4.3 4.75 2.12 2.33 4.54 4.84 28.5699993 21.4300007 7.14299977 28.5699993 3 2 1 3 6 6 3 6 1.45 0.05 1.44 1.00 2.10 0.55 0.02 1.45 0.38 0.80 1.44 0.11 1.77 0.81 2.54 1.01 0.90 1.45 0.70 1.46 1.60 0.03 1.44 1.11 2.32 1.05 0.60 1.44 0.73 1.52 1.19 0.18 1.44 0.82 1.71 1.19 0.33 3.66 0.33 4.37 0.57 0.11 3.68 0.15 2.09 0.97 0.79 3.65 0.26 3.53 1.36 0.20 3.71 0.37 5.07 1.27 0.34 5.96 0.21 7.58 0.89 0.64 9.68 0.09 8.65 1.08 0.57 3.66 0.30 3.97 0.63 0.03 1.46 0.43 0.92 1.27 0.23 1.81 0.70

AP-3 complex subunit delta-1 (AP-3 complex subunit delta) (Adapter-related protein complex 3 subunit delta-1) (Delta-adaptin)O14617 sp|O14617|AP3D1_HUMAN 3 3 105 1 1 1 1.33 2.35 4.22 4.74 3.65 4.65 4.85699996 0.78059998 4.85699996 3.816 3 1 3 3 5 2 3 5 0.71 0.48 60.61 0.01 42.83 1.34 0.23 4.11 0.33 5.50 0.84 0.58 16.92 0.05 14.23 0.87 0.78 139.43 0.01 121.40 1.14 0.54 7.14 0.16 8.17 0.90 0.78 50.25 0.02 45.02 1.05 0.81 6.17 0.17 6.45 0.93 0.85 54.16 0.02 50.24 1.27 0.62 82.37 0.02 104.34 1.03 0.84 4.94 0.21 5.10 0.98 0.88 3.81 0.26 3.74 1.07 0.76 7.73 0.14 8.24 1.06 0.89 62.38 0.02 65.88 1.36 0.21 3.85 0.35 5.22 0.64 0.05 1.59 0.40 1.01 1.16 0.36 1.69 0.69

Signal transducer and activator of transcription 3 (Acute-phase response factor)P40763 sp|P40763|STAT3_HUMAN 3 3 105 1 1 1 3.25 4.15 2.99 3.3 4.67 5.53 3.89599986 1.688 2.33800001 3.89599986 3 1 1 3 5 4 3 5 0.91 0.27 1.26 0.72 1.14 0.74 0.02 1.25 0.59 0.92 1.06 0.64 1.46 0.73 1.55 1.07 0.42 1.25 0.85 1.34 1.07 0.42 1.26 0.85 1.34 1.08 0.34 1.25 0.87 1.36 1.00 0.97 1.33 0.75 1.34 0.83 0.33 3.77 0.22 3.14 1.14 0.61 10.62 0.11 12.09 1.25 0.28 3.80 0.33 4.74 1.07 0.75 7.53 0.14 8.05 0.92 0.61 4.72 0.19 4.33 1.00 0.98 4.20 0.24 4.19 1.60 0.40 74.50 0.02 119.55 0.93 0.63 4.10 0.23 3.82 0.94 0.70 4.11 0.23

Ubiquitin-conjugating enzyme E2 N (EC 6.3.2.19) (Bendless-like ubiquitin-conjugating enzyme) (Ubc13) (UbcH13) (Ubiquitin carrier protein N) (Ubiquitin-protein ligase N)P61088 sp|P61088|UBE2N_HUMAN 3 3 105 1 1 1 4.46 4.6 6.52 6.69 4.73 4.9 23.68 17.1100006 23.68 16.4499998 3 3 3 2 5 3 5 4 1.27 0.26 3.70 0.34 4.70 0.79 0.46 12.93 0.06 10.26 1.06 0.66 3.73 0.29 3.96 0.97 0.93 34.62 0.03 33.56 1.18 0.36 3.70 0.32 4.35 0.82 0.31 3.70 0.22 3.05 1.02 0.90 3.70 0.27 3.76 1.17 0.16 1.30 0.89 1.52 0.83 0.23 1.50 0.55 1.24 0.86 0.52 1.89 0.46 1.63 0.97 0.73 1.30 0.75 1.26 1.01 0.92 1.30 0.78 1.31 0.95 0.61 1.30 0.73 1.24 0.87 0.49 1.76 0.49 1.53 1.03 0.77 1.42 0.72 1.46 1.04 0.67 1.42 0.73

Fatty acid-binding protein, epidermal (Epidermal-type fatty acid-binding protein) (E-FABP) (Fatty acid-binding protein 5) (Psoriasis-associated fatty acid-binding protein homolog) (PA-FABP)Q01469 sp|Q01469|FABP5_HUMAN 3 3 105 1 1 1 5.54 5.75 3.55 3.92 3.57 3.94 27.4100006 27.4100006 11.8500002 20.0000003 3 3 2 3 5 4 2 5 1.04 0.86 1.77 0.58 1.84 1.68 0.07 1.81 0.93 3.05 0.91 0.54 1.58 0.57 1.43 1.49 0.01 1.26 1.18 1.87 2.00 0.00 1.26 1.59 2.53 0.96 0.75 1.41 0.69 1.35 1.16 0.44 1.69 0.68 1.95 0.67 0.16 3.70 0.18 2.47 0.92 0.55 3.69 0.25 3.38 0.57 0.11 3.65 0.16 2.07 0.76 0.23 3.66 0.21 2.80 1.18 0.35 3.69 0.32 4.37 1.26 0.27 3.70 0.34 4.66 0.79 0.25 3.66 0.21 2.87 1.03 0.77 1.44 0.71 1.48 1.48 0.05 1.50 0.99

Poly [ADP-ribose] polymerase 9 (PARP-9) (EC 2.4.2.30) (ADP-ribosyltransferase diphtheria toxin-like 9) (ARTD9) (B aggressive lymphoma protein)Q8IXQ6 sp|Q8IXQ6|PARP9_HUMAN 3 3 105 1 1 1 6.25 7.17 6.06 6.76 4.42 5.17 4.80099991 3.98100019 3.98100019 4.80099991 3 3 3 3 5 2 2 5 0.75 0.21 3.53 0.21 2.64 1.13 0.45 3.84 0.30 4.36 0.58 0.12 3.52 0.17 2.06 0.91 0.80 50.22 0.02 45.51 1.06 0.67 3.54 0.30 3.75 0.86 0.53 8.04 0.11 6.94 0.67 0.19 4.92 0.14 3.29 0.96 0.76 4.11 0.23 3.93 1.49 0.17 4.07 0.37 6.06 0.73 0.28 6.98 0.10 5.06 0.97 0.82 4.01 0.24 3.88 1.15 0.42 4.08 0.28 4.70 0.79 0.28 4.11 0.19 3.23 1.04 0.82 6.11 0.17 6.37 1.03 0.91 2.54 0.41 2.62 1.34 0.09 1.50 0.89

BPI fold-containing family B member 2 (Bactericidal/permeability-increasing protein-like 1) (BPI-like 1) (Long palate, lung and nasal epithelium carcinoma-associated protein 2) (RYSR)Q8N4F0 sp|Q8N4F0|BPIL1_HUMAN 3 3 105 1 1 1 4.01 4.37 4.12 4.55 1.75 2.08 12.0099999 12.0099999 9.17000026 1.52799999 3 3 3 1 5 5 3 2 0.33 0.12 6.23 0.05 2.05 0.35 0.24 14.88 0.02 5.26 0.48 0.21 5.52 0.09 2.65 0.41 0.42 44.11 0.01 18.01 3.88 0.04 3.35 1.16 13.00 1.53 0.06 1.59 0.97 2.44 0.70 0.11 1.75 0.40 1.22 0.39 0.06 2.92 0.13 1.14 0.29 0.04 3.11 0.09 0.90 0.76 0.44 3.56 0.21 2.70 0.82 0.16 1.47 0.56 1.21 0.47 0.04 1.97 0.24 0.92 1.04 0.73 1.51 0.69 1.57 0.38 0.14 5.72 0.07 2.16 0.93 0.67 4.73 0.20 4.41 0.59 0.39 105.83 0.01

Complement C1r subcomponent-like protein (C1r-LP) (C1r-like protein) (EC 3.4.21.-) (C1r-like serine protease analog protein) (CLSPa)Q9NZP8 sp|Q9NZP8|C1RL_HUMAN 3 3 105 1 1 1 3.45 3.53 2.49 2.52 6.05 6.1 6.36600032 4.51700017 3.49100009 6.36600032 3 2 2 3 5 2 2 5 0.75 0.21 3.59 0.21 2.68 0.57 0.11 3.60 0.16 2.04 1.19 0.33 3.57 0.33 4.27 1.30 0.23 3.59 0.36 4.66 0.84 0.42 5.48 0.15 4.61 1.01 0.93 3.58 0.28 3.62 1.37 0.20 3.59 0.38 4.93 0.76 0.23 3.70 0.21 2.81 0.75 0.22 3.68 0.20 2.76 1.47 0.17 3.64 0.40 5.33 0.87 0.41 3.67 0.24 3.20 0.75 0.22 3.66 0.21 2.75 1.18 0.36 3.65 0.32 4.30 1.27 0.26 3.64 0.35 4.62 0.69 0.02 1.29 0.54 0.89 0.97 0.70 1.28 0.75

Serum amyloid P-component (SAP) (9.5S alpha-1-glycoprotein) [Cleaved into: Serum amyloid P-component(1-203)]P02743 sp|P02743|SAMP_HUMAN 3 3 105 1 1 1 3.79 4.39 4.31 4.45 5.34 5.48 14.8000002 14.8000002 11.2099998 12.1100001 3 3 2 3 4 2 4 4 0.40 0.07 3.57 0.11 1.43 1.42 0.18 3.57 0.40 5.06 1.19 0.34 3.59 0.33 4.26 1.06 0.67 3.59 0.30 3.80 0.53 0.10 3.61 0.15 1.91 2.19 0.28 114.29 0.02 250.49 0.91 0.52 3.57 0.26 3.26 0.56 0.06 1.85 0.30 1.03 0.82 0.23 1.62 0.51 1.33 1.84 0.02 1.44 1.28 2.65 1.10 0.40 1.44 0.76 1.58 0.94 0.52 1.44 0.65 1.35 0.88 0.53 2.10 0.42 1.84 1.98 0.02 1.52 1.31 3.00 0.54 0.02 1.49 0.36 0.80 1.67 0.02 1.42 1.17

NAD(P)H dehydrogenase [quinone] 1 (EC 1.6.5.2) (Azoreductase) (DT-diaphorase) (DTD) (Menadione reductase) (NAD(P)H:quinone oxidoreductase 1) (Phylloquinone reductase) (Quinone reductase 1) (QR1)P15559 sp|P15559|NQO1_HUMAN 3 3 105 1 1 1 5.91 5.97 2.3 2.35 4.79 4.9 11.31 11.31 3.64999995 11.31 3 3 1 3 4 4 2 4 0.65 0.70 59.23 0.01 38.59 0.86 0.72 4.61 0.19 3.98 1.05 0.66 1.49 0.71 1.56 0.75 0.30 2.43 0.31 1.83 0.47 0.34 13.42 0.04 6.35 0.62 0.58 22.83 0.03 14.15 2.44 0.08 3.22 0.76 7.86 1.01 0.96 4.23 0.24 4.26 0.49 0.10 4.24 0.12 2.08 1.03 0.85 4.25 0.24 4.37 0.80 0.29 4.25 0.19 3.38 1.59 0.31 22.07 0.07 35.02 0.97 0.88 9.11 0.11 8.82 0.45 0.09 4.11 0.11 1.84 1.27 0.27 1.98 0.64 2.51 3.07 0.02 2.09 1.47

40S ribosomal protein S20P60866 sp|P60866|RS20_HUMAN 3 3 105 1 1 1 3.82 3.95 2.49 2.61 2.14 2.28 19.3299994 19.3299994 19.3299994 9.24400017 3 2 3 3 4 2 4 2 1.09 0.55 3.57 0.31 3.89 0.90 0.60 6.81 0.13 6.11 0.99 0.95 3.57 0.28 3.54 0.74 0.21 3.55 0.21 2.64 0.99 0.91 3.56 0.28 3.51 0.76 0.22 3.55 0.21 2.70 0.85 0.36 3.56 0.24 3.04 1.29 0.57 55.97 0.02 71.93 1.92 0.10 3.51 0.55 6.73 0.79 0.26 3.51 0.23 2.79 0.93 0.61 3.51 0.27 3.28 0.79 0.25 3.51 0.22 2.77 0.93 0.58 3.51 0.26 3.25 0.97 0.90 7.92 0.12 7.72 1.12 0.47 3.54 0.32 3.95 1.53 0.28 12.13 0.13

Cadherin-related family member 3 (Cadherin-like protein 28)Q6ZTQ4 sp|Q6ZTQ4|CDHR3_HUMAN 3 3 105 1 1 1 4.06 4.46 5.41 5.87 5.67 6.32 3.95499989 2.82499995 3.50299999 3.95499989 3 2 3 3 4 2 2 4 1.13 0.45 3.81 0.30 4.31 1.54 0.45 113.01 0.01 173.94 1.17 0.58 13.11 0.09 15.32 0.70 0.65 1811.31 0.00 1259.89 1.28 0.57 47.20 0.03 60.18 0.99 0.99 4017.29 0.00 3987.84 0.86 0.38 3.82 0.22 3.27 1.41 0.19 3.84 0.37 5.40 0.95 0.74 3.85 0.25 3.68 1.06 0.69 3.80 0.28 4.02 0.91 0.53 3.82 0.24 3.47 0.94 0.67 3.85 0.24 3.63 0.95 0.73 3.79 0.25 3.61 1.18 0.36 3.82 0.31 4.51 1.40 0.18 2.03 0.69 2.85 0.56 0.12 2.60 0.22

Mast cell-expressed membrane protein 1Q8IX19 sp|Q8IX19|MCEM1_HUMAN 3 3 105 1 1 1 4.46 4.72 2.63 2.76 1.63 1.84 20.86 20.86 11.7600001 4.81299982 3 3 3 1 4 4 3 2 0.55 0.01 1.40 0.39 0.77 1.30 0.06 1.34 0.97 1.75 1.34 0.03 1.26 1.07 1.69 1.68 0.01 1.25 1.34 2.10 1.29 0.11 1.44 0.90 1.85 1.04 0.66 1.25 0.83 1.30 2.11 0.00 1.35 1.56 2.86 1.16 0.41 4.10 0.28 4.76 0.87 0.39 3.51 0.25 3.04 1.26 0.25 3.51 0.36 4.44 1.11 0.62 7.45 0.15 8.29 1.17 0.52 8.04 0.15 9.38 1.49 0.15 3.51 0.43 5.24 0.74 0.52 59.04 0.01 43.74 0.66 0.17 4.29 0.16 2.85 0.88 0.66 15.05 0.06

Leucine-rich repeat-containing protein 57Q8N9N7 sp|Q8N9N7|LRC57_HUMAN 3 3 105 1 1 1 4.91 5.14 3.19 3.43 3.65 3.94 13.3900002 13.3900002 9.62300003 9.62300003 3 3 2 2 4 3 3 4 1.11 0.34 1.42 0.78 1.57 1.02 0.85 1.42 0.72 1.45 0.82 0.14 1.42 0.57 1.17 0.98 0.85 1.42 0.69 1.40 1.11 0.49 1.75 0.64 1.94 0.89 0.30 1.42 0.63 1.27 0.93 0.58 1.65 0.56 1.53 1.22 0.30 3.75 0.33 4.58 0.94 0.80 12.56 0.07 11.77 0.67 0.39 36.77 0.02 24.49 1.23 0.29 3.62 0.34 4.46 1.16 0.38 3.56 0.32 4.12 0.90 0.71 17.11 0.05 15.36 1.03 0.98 7571.38 0.00 7765.40 0.98 0.94 14.73 0.07 14.42 0.68 0.43 48.12 0.01

Importin-4 (Imp4) (Importin-4b) (Imp4b) (Ran-binding protein 4) (RanBP4)Q8TEX9 sp|Q8TEX9|IPO4_HUMAN 3 3 105 1 1 1 5.98 6.75 2.36 2.72 5.07 6.21 2.86800005 2.86800005 1.01800002 2.86800005 3 3 1 3 4 3 2 4 1.14 0.25 1.43 0.80 1.62 0.67 0.05 1.50 0.45 1.00 1.20 0.21 1.53 0.78 1.84 0.85 0.19 1.43 0.60 1.21 1.29 0.09 1.42 0.90 1.83 0.95 0.57 1.43 0.66 1.35 1.33 0.07 1.42 0.93 1.89 1.01 0.97 18.65 0.05 18.83 1.26 0.47 14.34 0.09 18.04 0.86 0.38 3.77 0.23 3.23 1.15 0.41 3.80 0.30 4.38 1.62 0.14 3.84 0.42 6.19 0.75 0.23 3.77 0.20 2.85 0.54 0.67 1272028.75 0.00 682839.09 1.40 0.04 1.36 1.03 1.90 0.89 0.55 1.75 0.51

AP-3 complex subunit beta-1 (Adapter-related protein complex 3 subunit beta-1) (Adaptor protein complex AP-3 subunit beta-1) (Beta-3A-adaptin) (Clathrin assembly protein complex 3 beta-1 large chain)O00203 sp|O00203|AP3B1_HUMAN 3 3 105 1 1 1 5.19 6.78 3.03 3.96 4.44 5.87 3.10800001 2.83400007 0.9141 3.10800001 3 3 1 3 3 3 2 2 0.77 0.24 3.76 0.21 2.90 1.48 0.17 3.78 0.39 5.59 0.68 0.17 3.78 0.18 2.58 0.68 0.17 3.78 0.18 2.56 1.16 0.40 3.75 0.31 4.33 0.86 0.38 3.71 0.23 3.19 0.98 0.90 4.77 0.21 4.67 0.72 0.50 60.85 0.01 43.83 1.39 0.45 35.01 0.04 48.76 1.02 0.92 10.83 0.09 11.09 0.80 0.43 9.59 0.08 7.68 0.73 0.49 52.06 0.01 37.88 0.66 0.19 5.02 0.13 3.31 0.49 0.34 244.50 0.00 118.92 0.76 0.31 6.06 0.13 4.63 1.93 0.10 3.54 0.55

Catenin delta-1 (Cadherin-associated Src substrate) (CAS) (p120 catenin) (p120(ctn)) (p120(cas))O60716 sp|O60716|CTND1_HUMAN 3 3 105 1 1 1 5.92 7.37 4 4.73 2.02 3.3 3.926 3.926 2.89299991 3.20199989 3 3 2 2 3 2 3 2 0.97 0.84 3.55 0.27 3.46 1.38 0.19 3.57 0.39 4.92 0.90 0.69 12.05 0.07 10.86 0.75 0.21 3.55 0.21 2.67 0.74 0.24 4.64 0.16 3.43 0.78 0.44 14.62 0.05 11.35 0.94 0.68 4.68 0.20 4.38 1.00 0.99 3.57 0.28 3.57 0.82 0.29 3.56 0.23 2.91 1.34 0.21 3.56 0.38 4.77 1.02 0.85 3.55 0.29 3.63 1.54 0.15 3.55 0.43 5.46 1.02 0.86 3.55 0.29 3.63 1.10 0.51 3.57 0.31 3.94 0.74 0.44 22.57 0.03 16.74 1.30 0.66 260.11 0.00

Adenine phosphoribosyltransferase (APRT) (EC 2.4.2.7)P07741 sp|P07741|APT_HUMAN 3 3 105 1 1 1 4.33 4.49 2.19 2.27 2.45 2.54 21.6700003 21.6700003 11.6700001 7.22199976 3 3 2 1 3 3 2 2 1.59 0.03 1.46 1.09 2.32 0.72 0.07 1.50 0.48 1.08 1.22 0.16 1.46 0.83 1.77 0.96 0.70 1.46 0.66 1.40 1.30 0.14 1.62 0.80 2.11 0.91 0.56 1.82 0.50 1.66 0.92 0.45 1.48 0.62 1.36 1.15 0.47 4.76 0.24 5.45 0.86 0.44 4.76 0.18 4.10 0.78 0.63 112.84 0.01 88.53 1.28 0.29 4.73 0.27 6.07 1.09 0.66 6.09 0.18 6.63 0.87 0.71 41.98 0.02 36.42 0.84 0.72 118.17 0.01 99.25 0.83 0.34 3.97 0.21 3.29 1.27 0.27 4.04 0.31

Echinoderm microtubule-associated protein-like 3 (EMAP-3)Q32P44 sp|Q32P44|EMAL3_HUMAN 3 3 105 1 1 1 6.18 7.15 4.43 5.27 2.25 3.31 5.57999983 5.57999983 3.79500017 1.78599991 3 3 2 1 3 3 2 2 1.17 0.47 2.14 0.54 2.50 1.37 0.13 1.70 0.81 2.32 1.08 0.47 1.46 0.74 1.58 1.05 0.65 1.46 0.72 1.53 0.89 0.31 1.46 0.61 1.30 1.01 0.93 1.46 0.69 1.47 0.86 0.26 1.50 0.58 1.29 1.10 0.53 3.53 0.31 3.86 1.37 0.19 3.53 0.39 4.84 1.34 0.39 13.05 0.10 17.44 1.05 0.71 3.53 0.30 3.71 0.82 0.29 3.53 0.23 2.88 1.19 0.33 3.52 0.34 4.18 1.28 0.25 3.55 0.36 4.52 1.06 0.77 7.86 0.14 8.35 0.69 0.17 3.62 0.19

Proteasome subunit beta type-5 (EC 3.4.25.1) (Macropain epsilon chain) (Multicatalytic endopeptidase complex epsilon chain) (Proteasome chain 6) (Proteasome epsilon chain) (Proteasome subunit MB1) (Proteasome subunit X)P28074 sp|P28074|PSB5_HUMAN 3 3 105 1 1 1 2.58 4.69 2.72 3.02 3.82 3.84 12.1699996 8.36500004 10.2700003 12.1699996 3 2 3 3 2 2 2 2 0.76 0.23 3.71 0.20 2.81 1.75 0.11 3.64 0.48 6.38 0.90 0.71 16.45 0.05 14.79 1.11 0.92 34598.98 0.00 38473.52 0.65 0.18 4.78 0.14 3.12 0.73 0.20 3.71 0.20 2.69 0.55 0.12 4.25 0.13 2.33 0.89 0.51 4.66 0.19 4.14 1.32 0.68 668.60 0.00 882.10 0.77 0.39 10.76 0.07 8.26 0.61 0.42 130.04 0.00 78.76 0.70 0.40 27.06 0.03 18.94 0.79 0.26 3.51 0.23 2.78 0.84 0.56 14.83 0.06 12.47 1.96 0.28 58.95 0.03 115.63 0.69 0.34 15.82 0.04

40S ribosomal protein S26P62854 sp|P62854|RS26_HUMAN 3 3 105 1 1 1 4 4.03 3.22 3.26 4 4.05 20.8700001 20.8700001 20.8700001 20.8700001 2 2 2 2 6 3 2 6 0.53 0.13 4.99 0.11 2.65 0.77 0.28 4.84 0.16 3.73 0.70 0.21 4.77 0.15 3.33 0.63 0.27 13.52 0.05 8.56 0.81 0.33 4.76 0.17 3.84 0.60 0.15 4.76 0.13 2.84 1.15 0.46 4.79 0.24 5.50 0.68 0.42 41.25 0.02 28.12 2.25 0.14 10.03 0.22 22.52 0.69 0.41 34.17 0.02 23.63 0.99 0.93 3.51 0.28 3.48 1.18 0.40 4.60 0.26 5.43 0.86 0.38 3.51 0.25 3.04 0.88 0.41 3.51 0.25 3.08 1.33 0.28 5.37 0.25 7.13 1.45 0.26 7.67 0.19

Claudin-3 (Clostridium perfringens enterotoxin receptor 2) (CPE-R 2) (CPE-receptor 2) (Rat ventral prostate.1 protein homolog) (hRVP1)O15551 sp|O15551|CLD3_HUMAN 3 3 105 1 1 1 3.41 3.41 3.33 3.33 3.21 3.21 10.4500003 9.5449999 10.4500003 10.4500003 2 2 2 2 5 2 3 5 1.72 0.14 4.40 0.39 7.55 1.47 0.27 9.40 0.16 13.85 1.01 0.98 92.82 0.01 94.07 0.83 0.35 4.43 0.19 3.66 1.19 0.42 5.51 0.22 6.56 0.64 0.17 4.85 0.13 3.10 1.03 0.82 4.41 0.23 4.56 1.47 0.17 3.74 0.39 5.49 0.86 0.39 3.76 0.23 3.25 0.77 0.67 371.38 0.00 285.54 1.03 0.80 3.72 0.28 3.85 1.79 0.14 5.36 0.33 9.61 1.28 0.25 3.74 0.34 4.79 1.22 0.43 7.88 0.16 9.64 1.05 0.79 6.19 0.17 6.50 0.91 0.77 23.42 0.04

Lysosome-associated membrane glycoprotein 2 (LAMP-2) (Lysosome-associated membrane protein 2) (CD107 antigen-like family member B) (CD antigen CD107b)P13473 sp|P13473|LAMP2_HUMAN 3 3 105 1 1 1 3.98 4.31 3.81 4 3.54 3.69 5.12199998 5.12199998 5.12199998 5.12199998 2 2 2 2 5 4 5 4 0.90 0.33 1.44 0.62 1.29 1.83 0.02 1.52 1.21 2.78 0.77 0.21 1.84 0.42 1.42 0.83 0.17 1.47 0.56 1.22 1.54 0.04 1.44 1.07 2.21 1.16 0.25 1.47 0.79 1.70 0.73 0.07 1.44 0.51 1.06 1.06 0.70 4.20 0.25 4.45 1.09 0.54 3.52 0.31 3.84 0.75 0.21 3.53 0.21 2.63 1.02 0.86 3.51 0.29 3.59 1.12 0.54 5.08 0.22 5.70 0.90 0.49 3.52 0.26 3.17 0.94 0.64 3.52 0.27 3.31 0.96 0.76 3.75 0.26 3.59 1.14 0.54 6.36 0.18

tRNA-splicing ligase RtcB homolog (EC 6.5.1.3)Q9Y3I0 sp|Q9Y3I0|RTCB_HUMAN 3 3 105 1 1 1 2.92 3.76 4.04 4.62 1.93 2.7 3.76200005 2.96999998 2.96999998 3.76200005 2 2 2 2 5 4 3 5 0.80 0.12 1.44 0.55 1.16 0.52 0.02 1.45 0.36 0.75 0.93 0.51 1.45 0.64 1.35 0.65 0.06 1.64 0.39 1.06 0.99 0.92 1.45 0.68 1.43 0.71 0.06 1.45 0.49 1.02 1.00 0.99 1.45 0.69 1.44 0.93 0.47 1.43 0.65 1.33 1.52 0.12 1.96 0.77 2.99 0.80 0.39 2.43 0.33 1.94 0.93 0.48 1.42 0.66 1.32 1.07 0.57 1.58 0.68 1.70 0.85 0.18 1.42 0.60 1.21 0.72 0.28 2.64 0.27 1.89 1.21 0.36 4.60 0.26 5.55 1.32 0.22 3.58 0.37

Protein XRP2 O75695 sp|O75695|XRP2_HUMAN 3 3 105 1 1 1 2.8 2.98 2.73 2.83 2.61 2.77 3.71400006 3.71400006 2.28599999 2.28599999 2 2 1 1 4 4 3 3 1.04 0.67 1.29 0.80 1.34 1.15 0.15 1.26 0.91 1.44 1.10 0.31 1.28 0.86 1.41 1.20 0.22 1.45 0.82 1.74 1.15 0.15 1.26 0.91 1.44 0.92 0.34 1.26 0.73 1.16 1.14 0.17 1.26 0.91 1.43 0.96 0.72 1.47 0.66 1.41 0.84 0.21 1.51 0.56 1.26 0.92 0.45 1.45 0.64 1.34 1.10 0.40 1.45 0.76 1.59 1.16 0.24 1.45 0.80 1.68 1.07 0.63 1.66 0.64 1.78 0.98 0.87 1.75 0.56 1.71 1.04 0.76 3.52 0.30 3.66 0.85 0.36 3.51 0.24

Protein S100-A7 (Psoriasin) (S100 calcium-binding protein A7)P31151 sp|P31151|S10A7_HUMAN 3 3 105 1 1 1 4.33 4.46 1.36 1.5 1.59 1.63 21.7800006 21.7800006 10.8900003 10.8900003 2 2 1 1 4 4 2 4 0.57 0.03 1.50 0.38 0.86 3.23 0.02 1.88 1.72 6.07 1.04 0.76 1.66 0.63 1.74 0.62 0.14 2.37 0.26 1.46 0.54 0.02 1.50 0.36 0.81 0.58 0.03 1.49 0.38 0.86 0.78 0.12 1.52 0.51 1.18 0.74 0.21 3.57 0.21 2.66 0.56 0.11 3.59 0.16 2.03 1.71 0.12 3.58 0.48 6.12 1.36 0.20 3.57 0.38 4.88 0.72 0.19 3.57 0.20 2.58 1.14 0.41 3.57 0.32 4.08 1.67 0.16 5.12 0.33 8.55 0.87 0.25 1.47 0.59 1.27 1.68 0.11 2.27 0.74

Ubiquitin-fold modifier 1P61960 sp|P61960|UFM1_HUMAN 3 3 105 1 1 1 2.76 2.94 2.34 2.49 2.85 3.04 27.0599991 27.0599991 17.6499993 27.0599991 2 2 1 2 4 2 2 4 1.26 0.41 8.93 0.14 11.26 1.24 0.48 13.72 0.09 17.08 1.43 0.48 71.28 0.02 102.08 1.01 0.93 3.97 0.26 4.02 0.99 0.94 3.53 0.28 3.50 1.10 0.79 38.95 0.03 42.91 1.07 0.61 3.52 0.30 3.77 1.31 0.30 5.87 0.22 7.69 1.09 0.55 3.77 0.29 4.12 0.72 0.27 6.57 0.11 4.73 1.10 0.52 3.76 0.29 4.15 1.04 0.78 3.76 0.28 3.91 2.35 0.34 613.93 0.00 1445.80 0.77 0.31 5.85 0.13 4.51 0.96 0.78 3.67 0.26 3.53 0.99 0.91 3.75 0.26

60S ribosomal protein L19P84098 sp|P84098|RL19_HUMAN 3 3 105 1 1 1 2.23 2.45 3.13 3.6 3.92 4.3 8.1629999 3.57099995 4.59199995 8.1629999 2 1 1 2 4 2 2 4 0.90 0.77 40.59 0.02 36.42 0.83 0.40 5.80 0.14 4.79 1.16 0.43 4.45 0.26 5.14 0.83 0.63 38.88 0.02 32.16 1.01 0.96 4.48 0.22 4.51 0.85 0.41 4.43 0.19 3.79 0.99 0.94 4.44 0.22 4.39 0.95 0.82 9.51 0.10 9.04 3.01 0.06 3.77 0.80 11.33 0.55 0.12 4.01 0.14 2.23 0.99 0.96 3.74 0.27 3.71 0.83 0.32 3.78 0.22 3.12 0.95 0.91 85.77 0.01 81.39 0.81 0.44 8.67 0.09 7.06 1.11 0.61 2.16 0.52 2.40 1.19 0.34 1.81 0.66

Solute carrier family 2, facilitated glucose transporter member 14 (Glucose transporter type 14) (GLUT-14)Q8TDB8 sp|Q8TDB8|GTR14_HUMAN 3 3 105 1 1 1 3.02 3.33 3.57 3.84 4.47 5.21 3.46199982 3.46199982 3.07700001 3.07700001 2 2 2 2 4 2 2 4 1.52 0.17 4.27 0.36 6.47 2.63 0.28 313.85 0.01 824.14 0.85 0.60 16.41 0.05 13.99 0.79 0.41 9.62 0.08 7.59 0.61 0.35 47.25 0.01 28.92 0.70 0.49 85.94 0.01 60.09 0.57 0.45 491.57 0.00 279.91 3.85 0.05 4.22 0.91 16.22 1.50 0.17 4.22 0.35 6.33 0.48 0.10 4.32 0.11 2.06 1.21 0.34 4.21 0.29 5.09 0.68 0.18 4.28 0.16 2.90 0.71 0.28 7.53 0.09 5.34 0.63 0.15 4.17 0.15 2.63 0.80 0.26 1.84 0.44 1.47 0.43 0.22 7.78 0.05

Cullin-3 (CUL-3) Q13618 sp|Q13618|CUL3_HUMAN 3 3 105 1 1 1 3.36 3.86 2.48 2.86 3.51 4.59 3.38499993 3.38499993 1.69300009 3.38499993 2 2 1 2 3 2 2 3 0.94 0.89 152.53 0.01 142.67 0.81 0.36 5.59 0.14 4.53 1.17 0.36 3.51 0.33 4.10 1.16 0.78 192.41 0.01 223.75 0.87 0.50 5.83 0.15 5.07 1.80 0.45 525.17 0.00 943.73 0.86 0.64 22.13 0.04 18.95 1.18 0.34 3.51 0.34 4.16 0.97 0.87 7.27 0.13 7.04 1.01 0.96 11.74 0.09 11.89 1.11 0.48 3.51 0.32 3.90 1.08 0.73 7.98 0.13 8.59 1.57 0.14 3.51 0.45 5.51 0.97 0.92 14.56 0.07 14.18 1.01 0.96 3.76 0.27 3.79 0.93 0.64 4.57 0.20

MMS19 nucleotide excision repair protein homolog (hMMS19) (MET18 homolog) (MMS19-like protein)Q96T76 sp|Q96T76|MMS19_HUMAN 3 3 105 1 1 1 4.02 4.88 4.09 4.84 4.36 5.5 2.91300006 2.91300006 2.91300006 2.91300006 2 2 2 2 3 2 2 3 1.10 0.52 3.53 0.31 3.88 0.89 0.64 10.32 0.09 9.18 1.09 0.55 3.55 0.31 3.87 1.05 0.71 3.53 0.30 3.71 1.20 0.51 10.81 0.11 12.95 1.20 0.31 3.55 0.34 4.28 1.19 0.33 3.55 0.33 4.23 1.03 0.94 99.89 0.01 103.13 1.05 0.70 3.53 0.30 3.71 1.17 0.35 3.53 0.33 4.14 0.96 0.74 3.51 0.27 3.37 1.01 0.94 3.52 0.29 3.55 0.81 0.28 3.53 0.23 2.86 0.90 0.89 3492.25 0.00 3126.73 1.47 0.16 3.60 0.41 5.30 0.88 0.76 48.58 0.02

COMM domain-containing protein 4Q9H0A8 sp|Q9H0A8|COMD4_HUMAN 3 3 105 1 1 1 4.02 4.13 3.89 4.01 3.68 3.81 12.06 12.06 12.06 12.06 2 2 2 2 3 2 2 3 1.00 0.99 9.16 0.11 9.14 1.14 0.42 3.76 0.30 4.29 0.87 0.40 3.71 0.23 3.22 0.75 0.32 7.48 0.10 5.63 1.27 0.26 3.74 0.34 4.77 0.91 0.54 3.71 0.25 3.39 0.86 0.39 3.73 0.23 3.22 0.68 0.16 3.59 0.19 2.43 1.53 0.68 21704.93 0.00 33302.58 0.62 0.13 3.59 0.17 2.23 0.87 0.82 512.50 0.00 446.02 0.81 0.79 1976.76 0.00 1607.10 0.59 0.42 174.48 0.00 103.17 0.62 0.54 996.85 0.00 619.80 1.27 0.37 7.42 0.17 9.41 1.03 0.90 10.63 0.10

Vacuolar protein sorting-associated protein VTA1 homolog (Dopamine-responsive gene 1 protein) (DRG-1) (LYST-interacting protein 5) (LIP5) (SKD1-binding protein 1) (SBP1)Q9NP79 sp|Q9NP79|VTA1_HUMAN 3 3 105 1 1 1 2.66 2.73 2.34 2.42 1.65 1.89 9.44600031 9.44600031 6.51500002 6.51500002 2 2 1 1 3 3 2 2 1.49 0.16 3.53 0.42 5.25 1.25 0.29 4.04 0.31 5.05 0.78 0.40 10.48 0.07 8.12 1.14 0.41 3.52 0.32 4.03 0.80 0.27 3.53 0.23 2.84 0.88 0.65 13.81 0.06 12.17 0.86 0.36 3.53 0.24 3.02 1.70 0.12 3.65 0.47 6.19 1.11 0.51 4.11 0.27 4.58 0.90 0.79 57.44 0.02 51.46 0.97 0.83 3.63 0.27 3.54 0.94 0.63 3.66 0.26 3.42 0.99 0.92 3.64 0.27 3.59 0.99 0.95 8.05 0.12 7.94 0.87 0.39 3.51 0.25 3.05 0.69 0.24 6.68 0.10

Ig kappa chain V-I region WEAP01610 sp|P01610|KV118_HUMAN 3 3 77 0 1 1 3.69 23.61 25.24 28.66 5.06 24.22 75.9299994 44.4400013 63.8899982 75.9299994 102 78 102 102 3 3 2 1 0.76 0.60 104.67 0.01 79.89 0.75 0.58 111.18 0.01 83.36 1.20 0.32 3.53 0.34 4.24 1.33 0.21 3.52 0.38 4.67 0.59 0.22 10.50 0.06 6.25 2.69 0.33 1288.96 0.00 3469.33 0.97 0.80 3.52 0.28 3.41 1.05 0.72 3.62 0.29 3.80 0.61 0.13 3.61 0.17 2.21 1.59 0.14 3.63 0.44 5.77 0.81 0.41 8.00 0.10 6.45 0.60 0.12 3.60 0.17 2.15 1.92 0.10 3.60 0.53 6.92 2.30 0.33 422.17 0.01 970.29 0.84 NA NA NA NA 1.31 NA NA NA

Ig kappa chain V-I region ScwP01609 sp|P01609|KV117_HUMAN 3 3 77 0 1 1 4.26 17.26 4 18.64 3.51 19.44 59.2599988 50 50.9299994 59.2599988 88 72 88 88 5 5 1 2 0.60 0.49 557.60 0.00 333.84 0.55 0.68 797052.25 0.00 441639.84 2.07 0.09 3.59 0.58 7.44 1.09 0.86 148.61 0.01 162.65 0.71 0.18 3.58 0.20 2.55 1.57 0.14 3.64 0.43 5.70 1.23 0.47 11.09 0.11 13.65 1.74 NA NA NA NA 0.51 NA NA NA NA 2.83 NA NA NA NA 0.73 NA NA NA NA 0.87 NA NA NA NA 1.70 NA NA NA NA 1.79 NA NA NA NA 0.44 0.26 101.37 0.00 44.12 1.58 0.14 3.65 0.43

Ig kappa chain V-I region CARP01596 sp|P01596|KV104_HUMAN 3 3 77 0 1 1 2.99 18.46 2.7 19.15 2.62 20.05 41.1199987 41.1199987 39.2500013 41.1199987 54 45 54 49 3 3 1 2 0.31 0.01 1.52 0.20 0.47 0.50 0.12 3.20 0.16 1.59 1.40 0.11 1.68 0.84 2.35 0.98 0.97 7.50 0.13 7.37 0.73 0.24 2.26 0.32 1.65 1.52 0.04 1.45 1.05 2.20 1.16 0.50 2.17 0.53 2.52 0.82 NA NA NA NA 0.83 NA NA NA NA 1.69 NA NA NA NA 0.54 NA NA NA NA 0.73 NA NA NA NA 1.11 NA NA NA NA 5.70 NA NA NA NA 0.41 0.20 35.00 0.01 14.51 0.90 0.82 128.31 0.01
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Ig heavy chain V-III region WEAP01763 sp|P01763|HV302_HUMAN 3 3 77 0 1 1 2.21 14.21 2 10.6 4.01 19.41 48.2499987 48.2499987 46.4899987 48.2499987 52 38 32 52 8 2 8 5 0.60 0.65 1.17 1.11 0.57 2.17 1.22 1.40 0.16 1.93 0.72 2.70 0.65 0.10 1.93 0.33 1.25 1.91 0.02 1.43 1.33 2.73 0.71 0.17 2.01 0.35 1.44 0.67 0.11 1.87 0.36 1.25 1.93 0.09 2.43 0.79 4.69 2.12 0.01 1.43 1.48 3.04 0.72 0.19 3.51 0.20 2.53 1.21 0.52 12.98 0.09

Ig kappa chain V-I region MevP01612 sp|P01612|KV120_HUMAN 3 3 77 0 1 1 7.16 14.29 2.98 10.89 2.93 14.6 46.7900008 46.7900008 31.189999 41.2800014 41 41 39 41 5 5 4 3 0.45 0.71 1.55 1.00 0.77 1.61 1.26 1.28 0.12 1.48 0.86 1.89 0.56 0.04 1.62 0.35 0.90 2.62 0.05 2.63 1.00 6.88 0.84 0.44 2.22 0.38 1.86 0.88 0.56 2.19 0.40 1.93 2.02 0.02 1.48 1.36 3.00 3.13 0.03 2.28 1.37 7.15 0.62 0.60 3742.49 0.00 2323.59 1.55 0.53 415.30 0.00

Ig kappa chain V-I region WesP01611 sp|P01611|KV119_HUMAN 3 3 77 0 1 1 9.32 11.29 9.92 12.64 8.21 12.1 43.5200006 43.5200006 43.5200006 41.6700006 37 37 35 23 27 15 21 27 0.57 0.42 11.21 0.05 6.39 0.68 0.29 3.25 0.21 2.20 1.05 0.68 1.51 0.69 1.58 1.77 0.30 5.76 0.31 10.19 0.62 0.04 1.50 0.41 0.93 2.07 0.28 8.59 0.24 17.75 1.14 0.65 2.97 0.38 3.39 1.37 0.22 4.16 0.33 5.71 0.40 0.09 5.80 0.07 2.31 2.34 0.08 4.19 0.56 9.78 0.68 0.18 4.19 0.16 2.86 0.66 0.16 4.14 0.16 2.71 1.47 0.18 4.20 0.35 6.17 2.87 0.11 9.38 0.31 26.88 0.61 NA NA NA NA 1.19 NA NA NA

Ig heavy chain V-II region ARH-77P06331 sp|P06331|HV209_HUMAN 3 3 77 0 1 1 6.11 10.03 8.21 10.1 8.39 11.62 21.2300003 21.2300003 17.1200007 17.1200007 24 21 15 24 20 2 20 7 0.57 0.66 1.66 1.22 0.76 2.48 0.86 1.60 0.17 4.95 0.32 7.92 0.59 0.25 15.22 0.04 8.98 2.10 0.09 3.68 0.57 7.71 0.65 0.15 3.64 0.18 2.38 0.60 0.12 3.64 0.16 2.17 1.59 0.14 3.69 0.43 5.85 2.12 0.09 3.69 0.58 7.83 0.61 0.28 19.37 0.03 11.81 1.34 0.24 4.30 0.31

Ig lambda chain V-IV region HilP01717 sp|P01717|LV403_HUMAN 3 3 77 0 1 1 6.01 6.07 8.51 8.75 11.57 12.17 42.0599997 42.0599997 42.0599997 34.5800012 23 13 18 23 45 2 22 45 0.83 0.43 1.43 0.92 0.54 2.04 0.88 1.17 0.40 4.27 0.27 5.01 0.68 0.39 31.54 0.02 21.33 1.50 0.45 76.49 0.02 114.80 0.80 0.51 18.37 0.04 14.76 0.61 0.50 521.21 0.00 316.88 1.26 0.29 4.29 0.29 5.40 3.15 0.06 4.31 0.73 13.56 0.79 0.17 1.53 0.51 1.20 1.15 0.57 2.00 0.57

Ig heavy chain V-I region HG3P01743 sp|P01743|HV102_HUMAN 3 3 77 0 1 1 12.32 18.02 2.91 14.07 4.04 14.53 47.8599995 47.8599995 41.0299987 32.4800015 23 23 22 22 20 17 14 20 0.67 0.27 9.62 0.07 6.46 0.95 0.83 8.06 0.12 7.69 1.13 0.75 43.77 0.03 49.46 0.92 0.62 4.73 0.19 4.35 0.71 0.18 3.68 0.19 2.60 1.88 0.16 8.26 0.23 15.52 1.29 0.24 3.69 0.35 4.76 1.64 NA NA NA NA 0.47 NA NA NA NA 1.72 NA NA NA NA 0.72 NA NA NA NA 0.68 NA NA NA NA 1.75 NA NA NA NA 2.82 NA NA NA NA 0.72 0.23 5.03 0.14 3.62 1.29 0.37 8.50 0.15

Ig lambda chain V-III region SHP01714 sp|P01714|LV301_HUMAN 3 3 77 0 1 1 5.39 5.63 9.89 10.22 15.63 16.5 41.6700006 36.1099988 41.6700006 41.6700006 22 8 10 22 21 1 8 21 0.53 0.77 2.30 1.61 0.69 1.73 1.00 0.96 0.73 1.58 0.61 1.52 0.48 0.01 1.42 0.34 0.68 1.38 0.10 1.60 0.86 2.21 0.80 0.11 1.42 0.56 1.14 0.72 0.05 1.42 0.50 1.02 1.85 0.02 1.42 1.31 2.63 3.23 0.00 1.42 2.28 4.59 0.75 0.04 1.29 0.58 0.96 0.89 0.39 1.46 0.61

Ig heavy chain V-I region V35P23083 sp|P23083|HV103_HUMAN 3 3 77 0 1 1 6.09 12.56 15.26 16.3 10.08 10.33 62.3899996 44.4400013 62.3899996 36.7500007 20 14 20 14 10 4 8 10 1.10 0.73 2.77 0.40 3.04 0.72 0.65 13.26 0.05 9.61 1.00 1.00 4.07 0.25 4.08 1.19 0.39 2.02 0.59 2.41 0.57 0.02 1.45 0.39 0.83 0.83 0.66 4.79 0.17 3.97 1.06 0.83 2.62 0.40 2.77 1.96 0.06 2.05 0.95 4.02 0.34 0.01 1.71 0.20 0.58 3.39 0.01 1.74 1.95 5.89 0.70 0.61 12.43 0.06 8.73 0.54 0.18 3.77 0.14 2.03 1.54 0.33 4.27 0.36 6.57 3.28 0.10 5.57 0.59 18.28 0.77 NA NA NA NA 0.70 NA NA NA

14-3-3 protein theta (14-3-3 protein T-cell) (14-3-3 protein tau) (Protein HS1)P27348 sp|P27348|1433T_HUMAN 3 3 77 0 1 1 2.82 15.83 4.56 15.29 6.71 15.81 37.1399999 34.6899986 28.1599999 37.1399999 19 18 14 19 6 5 3 6 0.95 0.75 4.40 0.22 4.20 0.53 0.31 77.85 0.01 41.05 0.54 0.52 4171.61 0.00 2248.71 0.47 0.33 237.25 0.00 111.66 0.72 0.65 997.09 0.00 713.84 0.48 0.36 349.07 0.00 169.23 0.59 0.55 2603.64 0.00 1524.43 1.18 NA NA NA NA 0.61 NA NA NA NA 0.34 NA NA NA NA 0.73 NA NA NA NA 0.69 NA NA NA NA 0.53 NA NA NA NA 0.48 NA NA NA NA 1.19 0.35 3.82 0.31 4.55 1.00 1.00 26.29 0.04

Keratin, type I cytoskeletal 17 (39.1) (Cytokeratin-17) (CK-17) (Keratin-17) (K17)Q04695 sp|Q04695|K1C17_HUMAN 3 3 77 0 1 1 6.28 29.41 10.54 29.87 1.8 22.39 31.4799994 24.0700007 31.4799994 22.6899996 18 15 18 13 5 4 5 2 0.47 0.06 2.30 0.21 1.09 1.48 0.09 1.67 0.88 2.47 0.88 0.62 2.08 0.42 1.84 0.87 0.26 1.40 0.62 1.21 0.58 0.12 2.26 0.26 1.31 1.10 0.27 1.27 0.87 1.40 1.01 0.86 1.27 0.80 1.28 0.56 0.01 1.41 0.39 0.78 0.54 0.03 1.69 0.32 0.91 1.55 0.00 1.23 1.26 1.90 0.80 0.12 1.36 0.59 1.09 0.84 0.08 1.23 0.69 1.03 5.09 0.00 1.89 2.70 9.61 2.06 0.00 1.37 1.51 2.82 0.78 NA NA NA NA 0.63 NA NA NA

14-3-3 protein eta (Protein AS1)Q04917 sp|Q04917|1433F_HUMAN 3 3 77 0 1 1 12.96 19.99 3.57 11.17 10.76 17.8 41.870001 41.870001 30.0799996 37.7999991 17 17 8 15 10 10 3 9 1.28 0.10 1.37 0.93 1.76 0.93 0.47 1.29 0.72 1.20 0.93 0.57 1.39 0.67 1.29 0.96 0.67 1.24 0.78 1.20 1.21 0.05 1.20 1.00 1.45 1.11 0.19 1.21 0.92 1.34 1.03 0.69 1.20 0.86 1.23 1.65 NA NA NA NA 0.86 NA NA NA NA 1.46 NA NA NA NA 1.17 NA NA NA NA 1.11 NA NA NA NA 1.32 NA NA NA NA 2.07 NA NA NA NA 0.97 0.81 3.86 0.25 3.73 1.04 0.77 3.91 0.27

Guanine nucleotide-binding protein G(i) subunit alpha-1 (Adenylate cyclase-inhibiting G alpha protein)P63096 sp|P63096|GNAI1_HUMAN 3 3 77 0 1 1 2 17.4 6 18.65 4 17.68 33.3299995 33.3299995 30.7900012 29.1000009 12 10 10 12 7 1 3 7 1.14 1.40 1.12 0.79 1.27 0.88 0.92 1.51 0.11 1.92 0.79 2.91 0.98 0.84 1.44 0.68 1.41 1.02 0.93 2.47 0.41 2.52 1.19 0.18 1.44 0.83 1.70 1.06 0.60 1.47 0.72 1.56 1.00 0.99 1.44 0.70 1.44 1.00 1.00 1.85 0.54 1.85 1.05 0.90 40.51 0.03 42.39 0.89 0.45 3.58 0.25

HLA class II histocompatibility antigen, DR beta 3 chain (MHC class II antigen DRB3)P79483 sp|P79483|DRB3_HUMAN 3 3 77 0 1 1 2.7 15.91 3.95 13.82 2.04 9.34 26.3200015 26.3200015 21.0500002 17.2900006 12 12 12 7 3 2 3 2 0.64 0.49 249.71 0.00 158.71 2.32 0.23 56.94 0.04 131.98 1.48 0.50 139.91 0.01 206.71 2.28 0.32 333.26 0.01 758.65 2.10 0.30 130.42 0.02 273.75 0.67 0.16 3.52 0.19 2.36 1.24 0.75 711.97 0.00 883.31 2.16 0.09 3.97 0.54 8.58 0.30 0.26 730.86 0.00 217.90 0.41 0.27 182.12 0.00 73.83 0.28 0.21 251.36 0.00 71.06 1.08 0.94 25567.44 0.00 27717.63 2.26 0.08 3.91 0.58 8.85 0.41 0.21 50.58 0.01 20.58 0.50 NA NA NA NA 2.95 NA NA NA

AP-1 complex subunit beta-1 (Adapter-related protein complex 1 subunit beta-1) (Adaptor protein complex AP-1 subunit beta-1) (Beta-1-adaptin) (Beta-adaptin 1) (Clathrin assembly protein complex 1 beta large chain) (Golgi adaptor HA1/AP1 adaptin beta subunit)Q10567 sp|Q10567|AP1B1_HUMAN 3 3 77 0 1 1 14.36 15.39 2.03 12.09 9.99 11.41 12.1200003 12.1200003 7.58699998 6.95500001 10 10 7 7 12 6 1 12 1.18 0.16 1.30 0.91 1.54 1.13 0.22 1.24 0.91 1.40 0.96 0.82 1.53 0.63 1.47 1.03 0.70 1.21 0.85 1.24 1.12 0.16 1.19 0.94 1.32 0.98 0.84 1.26 0.78 1.24 0.96 0.61 1.18 0.81 1.14 0.78 NA NA NA NA 0.69 NA NA NA NA 1.07 NA NA NA NA 0.76 NA NA NA NA 0.73 NA NA NA NA 0.88 NA NA NA NA 0.92 NA NA NA NA 1.02 0.82 1.22 0.84 1.24 0.90 0.60 1.67 0.54

Complement C1q subcomponent subunit AP02745 sp|P02745|C1QA_HUMAN 3 3 77 0 1 1 6.48 7.14 4.6 4.8 4.55 4.62 24.0799993 20.4099998 24.0799993 12.2400001 10 6 6 10 7 6 5 7 0.89 0.82 6.66 0.13 5.93 1.41 0.16 1.96 0.72 2.76 1.70 0.22 3.61 0.47 6.13 1.31 0.27 2.17 0.61 2.85 0.71 0.20 2.25 0.31 1.58 1.11 0.61 2.09 0.53 2.32 1.22 0.18 1.53 0.80 1.87 0.91 NA NA NA NA 0.91 NA NA NA NA 3.46 NA NA NA NA 0.99 NA NA NA NA 0.67 NA NA NA NA 1.11 NA NA NA NA 2.48 NA NA NA NA 0.89 0.50 4.67 0.19 4.15 1.07 0.75 7.18 0.15

Proto-oncogene tyrosine-protein kinase Src (EC 2.7.10.2) (Proto-oncogene c-Src) (pp60c-src) (p60-Src)P12931 sp|P12931|SRC_HUMAN 3 3 77 0 1 1 1.8 14.1 7.99 11.41 9.86 11.98 16.4199993 16.4199993 10.8199999 13.4299994 9 9 6 7 6 1 4 6 1.06 1.15 0.87 0.88 0.99 0.89 1.08 1.50 0.02 1.30 1.16 1.95 0.97 0.71 1.27 0.76 1.23 0.81 0.06 1.26 0.64 1.02 1.02 0.85 1.27 0.80 1.29 0.99 0.90 1.27 0.78 1.26 1.09 0.54 1.51 0.72 1.65 0.75 0.47 3.00 0.25 2.26 1.17 0.14 1.28 0.91 1.50 0.87 0.16 1.28 0.68

Putative V-set and immunoglobulin domain-containing-like protein IGHV4OR15-8 (Immunoglobulin heavy variable 4 orphon 15-8) (Putative V-set and immunoglobulin domain-containing protein 6)A6NJ16 sp|A6NJ16|VSIG6_HUMAN 3 3 77 0 1 1 1.73 2.92 2.99 7.71 7.11 8.62 36.590001 33.3299995 24.3900001 36.590001 8 4 6 8 13 1 5 13 0.36 0.82 1.12 0.71 1.01 1.52 0.97 1.54 0.20 2.66 0.58 4.08 0.55 0.09 2.33 0.24 1.27 1.93 0.15 3.40 0.57 6.55 0.71 0.34 3.18 0.22 2.27 0.56 0.26 4.86 0.12 2.74 1.75 0.08 2.04 0.86 3.57 1.60 0.39 6.49 0.25 10.39 0.82 0.28 1.80 0.46 1.47 1.01 0.97 2.08 0.49

Scavenger receptor cysteine-rich type 1 protein M130 (Hemoglobin scavenger receptor) (CD antigen CD163) [Cleaved into: Soluble CD163 (sCD163)]Q86VB7 sp|Q86VB7|C163A_HUMAN 3 3 77 0 1 1 13.81 15.18 4.72 5.73 2.02 2.91 8.04499984 8.04499984 2.42199991 0.69200001 8 8 3 1 8 8 2 2 1.00 0.96 1.14 0.87 1.14 1.22 0.02 1.16 1.06 1.41 0.94 0.42 1.17 0.80 1.11 1.31 0.00 1.15 1.14 1.51 1.03 0.60 1.14 0.90 1.18 0.97 0.65 1.14 0.85 1.11 0.95 0.40 1.14 0.83 1.09 0.88 0.46 4.54 0.19 3.97 1.00 0.99 3.52 0.28 3.52 1.04 0.82 6.18 0.17 6.44 1.24 0.28 3.52 0.35 4.35 1.12 0.45 3.52 0.32 3.95 1.33 0.22 3.52 0.38 4.66 1.00 0.98 3.56 0.28 3.57 0.75 NA NA NA NA 1.51 NA NA NA

Glycogen phosphorylase, liver form (EC 2.4.1.1)P06737 sp|P06737|PYGL_HUMAN 3 3 77 0 1 1 8.36 17.27 2.01 5.25 7.31 15.95 10.3900001 10.3900001 3.424 9.4449997 8 8 2 7 6 4 1 6 0.96 0.80 1.61 0.59 1.55 0.63 0.02 1.37 0.46 0.87 1.18 0.42 1.74 0.68 2.05 1.00 0.96 1.27 0.79 1.26 0.90 0.40 1.43 0.63 1.28 1.06 0.47 1.27 0.84 1.34 0.81 0.37 1.91 0.42 1.54 1.30 NA NA NA NA 1.18 NA NA NA NA 1.29 NA NA NA NA 1.38 NA NA NA NA 1.02 NA NA NA NA 1.14 NA NA NA NA 0.50 NA NA NA NA 1.01 0.93 1.35 0.75 1.36 0.90 0.46 1.52 0.59

Beta-centractin (Actin-related protein 1B) (ARP1B)P42025 sp|P42025|ACTY_HUMAN 3 3 77 0 1 1 6.62 6.68 3.57 11 5.26 5.47 19.9499995 16.2200004 19.9499995 13.3000001 8 4 8 3 6 1 3 6 0.74 2.07 0.62 0.47 0.58 0.53 0.46 1.14 0.41 3.60 0.32 4.11 2.22 0.11 5.73 0.39 12.75 0.85 0.47 6.34 0.13 5.40 0.88 0.42 3.60 0.24 3.16 1.05 0.73 3.61 0.29 3.78 0.93 0.62 3.61 0.26 3.37 0.96 0.77 3.61 0.27 3.48 1.58 0.08 1.78 0.89 2.82 0.65 0.09 1.84 0.35

Plastin-3 (T-plastin) P13797 sp|P13797|PLST_HUMAN 3 3 77 0 1 1 2.63 12.9 2.18 9.55 2.02 9.7 9.6830003 9.6830003 6.82500005 6.82500005 8 8 6 5 2 2 2 1 0.85 0.69 56.55 0.01 47.82 0.94 0.70 4.98 0.19 4.67 0.93 0.58 3.55 0.26 3.28 1.27 0.26 3.77 0.34 4.79 1.00 0.99 4.98 0.20 4.99 1.06 0.65 3.57 0.30 3.79 1.04 0.77 3.55 0.29 3.69 1.16 0.38 3.52 0.33 4.08 1.04 0.76 3.51 0.30 3.65 1.16 0.73 61.41 0.02 71.02 1.43 0.17 3.52 0.41 5.02 1.07 0.61 3.52 0.31 3.77 1.13 0.65 12.15 0.09 13.73 1.25 0.26 3.51 0.36 4.40 1.26 NA NA NA NA 0.78 NA NA NA

Dynein heavy chain 9, axonemal (Axonemal beta dynein heavy chain 9) (Ciliary dynein heavy chain 9)Q9NYC9 sp|Q9NYC9|DYH9_HUMAN 3 3 77 0 1 1 4.98 13.21 14.51 18.94 1.66 4.36 2.11800002 1.33699998 2.11800002 0.40119998 7 4 7 2 8 3 8 2 1.13 0.73 3.86 0.29 4.36 0.95 0.73 1.74 0.55 1.65 1.51 0.34 4.17 0.36 6.31 0.98 0.92 2.44 0.40 2.39 1.04 0.73 1.49 0.70 1.54 1.07 0.84 3.75 0.29 4.02 1.30 0.31 2.29 0.57 2.97 0.99 0.97 1.41 0.71 1.40 1.35 0.02 1.25 1.08 1.69 0.88 0.65 1.88 0.47 1.66 1.02 0.71 1.15 0.89 1.18 1.57 0.01 1.31 1.19 2.06 1.02 0.88 1.32 0.77 1.35 0.96 0.84 1.66 0.58 1.59 1.86 NA NA NA NA 0.81 NA NA NA

Toll-like receptor 2 (Toll/interleukin-1 receptor-like protein 4) (CD antigen CD282)O60603 sp|O60603|TLR2_HUMAN 3 3 77 0 1 1 12.66 13.52 1.79 2.65 5.03 5.87 9.82099995 9.82099995 2.80600004 5.99500015 7 7 2 4 7 7 3 1 1.48 0.00 1.23 1.21 1.82 1.54 0.01 1.28 1.20 1.97 1.11 0.17 1.18 0.94 1.30 1.41 0.00 1.18 1.20 1.66 1.46 0.00 1.18 1.24 1.72 1.05 0.61 1.27 0.83 1.33 0.85 0.08 1.20 0.71 1.03 0.85 0.24 1.50 0.57 1.28 0.77 0.09 1.44 0.54 1.11 1.14 0.48 1.94 0.59 2.22 0.97 0.80 1.46 0.67 1.43 1.10 0.68 2.43 0.46 2.68 1.73 0.34 6.61 0.26 11.40 1.10 0.56 1.81 0.61 1.99 0.84 NA NA NA NA 1.05 NA NA NA

Vacuolar protein sorting-associated protein 28 homolog (H-Vps28) (ESCRT-I complex subunit VPS28)Q9UK41 sp|Q9UK41|VPS28_HUMAN 3 3 77 0 1 1 5.66 6.13 8.59 8.98 3.95 4.29 35.2899998 25.3399998 35.2899998 10.8599998 7 4 7 2 7 4 7 3 1.42 0.54 7.96 0.18 11.32 1.51 0.06 1.56 0.97 2.36 0.72 0.06 1.43 0.50 1.03 1.08 0.46 1.44 0.75 1.55 0.91 0.48 1.57 0.58 1.44 0.88 0.26 1.44 0.61 1.26 0.64 0.03 1.43 0.44 0.91 1.79 0.03 1.59 1.12 2.84 1.13 0.58 1.74 0.65 1.96 0.84 0.21 1.38 0.61 1.16 1.23 0.03 1.19 1.03 1.46 0.89 0.14 1.19 0.74 1.06 1.31 0.30 1.90 0.69 2.49 1.13 0.13 1.20 0.94 1.35 0.82 NA NA NA NA 1.12 NA NA NA

Tyrosine-protein kinase HCK (EC 2.7.10.2) (Hematopoietic cell kinase) (Hemopoietic cell kinase) (p59-HCK/p60-HCK) (p59Hck) (p61Hck)P08631 sp|P08631|HCK_HUMAN 3 3 77 0 1 1 6.12 10.88 2.46 9.67 6.16 12.48 15.5900002 14.0699998 8.55500028 15.5900002 7 7 5 7 5 3 1 5 1.17 0.83 1247.85 0.00 1457.99 1.01 0.96 6.53 0.15 6.59 1.08 0.57 3.52 0.31 3.81 1.07 0.63 3.52 0.30 3.76 1.11 0.49 3.51 0.32 3.89 1.09 0.65 5.71 0.19 6.21 1.52 0.26 9.95 0.15 15.15 0.70 NA NA NA NA 0.82 NA NA NA NA 1.76 NA NA NA NA 0.91 NA NA NA NA 1.54 NA NA NA NA 1.39 NA NA NA NA 0.86 NA NA NA NA 0.84 0.39 4.74 0.18 3.97 0.99 0.94 5.27 0.19

Elongation factor 1-delta (EF-1-delta) (Antigen NY-CO-4)P29692 sp|P29692|EF1D_HUMAN 3 3 77 0 1 1 2.05 3.2 8.76 9.94 5.84 7.4 21.7099994 4.62599993 21.7099994 14.2299995 7 1 7 4 5 1 5 4 1.12 1.36 1.27 1.79 0.75 1.60 1.09 1.12 0.64 2.05 0.55 2.31 1.73 0.05 1.70 1.01 2.94 1.29 0.18 1.58 0.81 2.04 0.94 0.51 1.30 0.72 1.22 0.75 0.05 1.32 0.57 1.00 0.91 0.70 1.97 0.46 1.80 1.16 0.40 1.64 0.71 1.91 1.12 0.47 3.53 0.32 3.93 1.41 0.19 3.84 0.37

Ras-related protein Rab-27B (C25KG)O00194 sp|O00194|RB27B_HUMAN 3 3 77 0 1 1 8.68 10.93 1.87 2.68 2.19 2.28 27.9799998 27.9799998 10.0900002 5.04599996 7 7 4 2 4 4 2 4 1.10 0.44 1.41 0.78 1.55 1.29 0.12 1.45 0.88 1.87 1.05 0.59 1.28 0.82 1.34 1.10 0.60 1.67 0.66 1.83 1.31 0.14 1.53 0.86 2.01 1.21 0.42 1.93 0.63 2.35 0.87 0.17 1.28 0.68 1.11 0.94 NA NA NA NA 0.89 NA NA NA NA 0.59 NA NA NA NA 1.19 NA NA NA NA 1.31 NA NA NA NA 0.80 NA NA NA NA 0.63 NA NA NA NA 0.91 0.54 3.72 0.25 3.40 1.34 0.21 3.68 0.36

40S ribosomal protein S8P62241 sp|P62241|RS8_HUMAN 3 3 77 0 1 1 5.35 5.84 9.96 10.61 1.75 2.06 24.0400001 15.8700004 24.0400001 13.4599999 7 3 7 4 4 2 4 1 0.67 0.17 3.93 0.17 2.62 0.82 0.32 3.98 0.21 3.27 0.88 0.45 3.95 0.22 3.48 0.69 0.39 26.19 0.03 18.14 0.92 0.62 4.35 0.21 4.02 0.92 0.57 3.92 0.23 3.60 1.35 0.22 3.96 0.34 5.36 0.81 0.42 2.05 0.40 1.66 1.90 0.01 1.42 1.34 2.69 0.91 0.94 43.73 0.02 39.83 0.89 0.34 1.38 0.65 1.23 0.88 0.18 1.28 0.69 1.12 0.94 0.73 1.61 0.58 1.52 0.98 0.95 2.13 0.46 2.10 0.95 NA NA NA NA 1.11 NA NA NA

Ras-related protein Rab-5AP20339 sp|P20339|RAB5A_HUMAN 3 3 77 0 1 1 2.02 10.1 4.05 11.37 4 7.7 32.5599998 23.7200007 32.5599998 24.1899997 7 5 7 4 3 2 3 2 2.42 1.92 0.65 0.80 0.71 1.14 0.96 2.06 0.09 3.90 0.53 8.02 0.90 0.61 6.69 0.13 6.02 1.07 0.92 472.69 0.00 504.37 1.08 0.70 7.00 0.15 7.58 1.37 0.35 11.43 0.12 15.62 1.19 0.67 52.46 0.02 62.58 1.20 0.78 638.87 0.00 767.48 1.36 0.52 69.95 0.02 95.43 0.73 0.68 1713.92 0.00

Calcium/calmodulin-dependent protein kinase type II subunit delta (CaM kinase II subunit delta) (CaMK-II subunit delta) (EC 2.7.11.17)Q13557 sp|Q13557|KCC2D_HUMAN 3 3 77 0 1 1 6.23 6.88 12.03 12.77 6.98 7.6 18.2400003 12.8299996 18.2400003 10.6200002 6 4 6 5 11 5 3 11 1.12 0.27 1.31 0.86 1.47 0.93 0.52 1.35 0.69 1.26 1.29 0.09 1.37 0.94 1.77 0.98 0.91 1.50 0.66 1.48 1.08 0.38 1.28 0.85 1.39 1.01 0.93 1.30 0.78 1.31 0.93 0.41 1.28 0.73 1.19 1.07 NA NA NA NA 1.38 NA NA NA NA 1.55 NA NA NA NA 1.03 NA NA NA NA 1.11 NA NA NA NA 0.99 NA NA NA NA 1.06 NA NA NA NA 0.96 0.61 1.26 0.76 1.20 1.20 0.09 1.26 0.96

Aflatoxin B1 aldehyde reductase member 2 (EC 1.1.1.n11) (AFB1 aldehyde reductase 1) (AFB1-AR 1) (Aldoketoreductase 7) (Succinic semialdehyde reductase) (SSA reductase)O43488 sp|O43488|ARK72_HUMAN 3 3 77 0 1 1 8.13 8.24 3.84 3.9 5.55 5.7 13.0899996 13.0899996 7.2420001 12.5300005 6 6 2 3 7 4 1 7 1.70 0.02 1.43 1.19 2.43 0.68 0.03 1.38 0.49 0.93 1.31 0.05 1.31 1.00 1.71 0.99 0.91 1.39 0.71 1.37 1.37 0.02 1.26 1.09 1.72 1.02 0.76 1.25 0.82 1.28 1.31 0.03 1.26 1.04 1.64 1.21 NA NA NA NA 1.03 NA NA NA NA 0.79 NA NA NA NA 1.22 NA NA NA NA 1.26 NA NA NA NA 0.83 NA NA NA NA 0.66 NA NA NA NA 0.95 0.51 1.25 0.76 1.19 0.97 0.84 1.49 0.65

Copine-3 (Copine III) O75131 sp|O75131|CPNE3_HUMAN 3 3 77 0 1 1 8.11 11.01 2.19 5.26 2.05 5.01 9.31100026 9.31100026 5.0280001 6.70399964 6 6 4 5 7 7 2 1 1.14 0.25 1.42 0.80 1.61 1.20 0.16 1.43 0.84 1.71 0.86 0.42 1.90 0.45 1.64 0.75 0.17 1.79 0.42 1.35 1.17 0.26 1.54 0.76 1.80 0.89 0.61 2.25 0.40 2.01 0.92 0.51 1.55 0.59 1.43 1.14 0.44 3.99 0.29 4.55 0.90 0.52 3.95 0.23 3.57 0.93 0.62 3.90 0.24 3.63 1.08 0.65 4.70 0.23 5.06 1.06 0.67 3.92 0.27 4.17 0.94 0.68 3.91 0.24 3.69 0.97 0.82 3.91 0.25 3.79 0.84 NA NA NA NA 1.17 NA NA NA

GTP-binding nuclear protein Ran (Androgen receptor-associated protein 24) (GTPase Ran) (Ras-like protein TC4) (Ras-related nuclear protein)P62826 sp|P62826|RAN_HUMAN 3 3 77 0 1 1 9.71 9.95 2.03 2.15 4 4.19 27.7799994 27.7799994 14.35 9.72200036 6 6 2 2 7 7 1 4 1.02 0.95 2.34 0.44 2.38 0.66 0.04 1.49 0.45 0.98 1.45 0.02 1.32 1.10 1.90 1.10 0.40 1.32 0.83 1.45 1.32 0.04 1.29 1.02 1.71 1.19 0.08 1.22 0.97 1.45 1.24 0.03 1.21 1.03 1.50 0.95 NA NA NA NA 0.85 NA NA NA NA 1.08 NA NA NA NA 1.08 NA NA NA NA 1.27 NA NA NA NA 0.42 NA NA NA NA 1.06 NA NA NA NA 0.82 0.29 3.52 0.23 2.87 0.93 0.59 3.52 0.26

Plasma kallikrein (EC 3.4.21.34) (Fletcher factor) (Kininogenin) (Plasma prekallikrein) [Cleaved into: Plasma kallikrein heavy chain; Plasma kallikrein light chain]P03952 sp|P03952|KLKB1_HUMAN 3 3 77 0 1 1 6.61 7.05 11.28 11.82 3.94 4.53 12.5400007 7.20999986 12.5400007 3.91799994 6 4 6 2 6 6 4 3 0.47 0.02 1.82 0.26 0.85 0.50 0.06 2.10 0.24 1.06 1.07 0.72 1.66 0.64 1.78 1.34 0.26 1.85 0.72 2.47 0.55 0.01 1.40 0.39 0.78 1.01 0.94 1.49 0.68 1.51 1.33 0.29 1.93 0.69 2.57 0.61 0.21 2.71 0.23 1.66 0.47 0.08 2.55 0.18 1.20 3.11 0.00 1.43 2.18 4.45 0.78 0.08 1.35 0.58 1.05 0.85 0.32 1.56 0.54 1.32 1.34 0.08 1.43 0.94 1.92 3.53 0.01 2.03 1.74 7.18 0.82 NA NA NA NA 0.80 NA NA NA

Toll-interacting proteinQ9H0E2 sp|Q9H0E2|TOLIP_HUMAN 3 3 77 0 1 1 6.79 6.79 6.24 6.24 2 2.03 20.8000004 20.8000004 20.4400003 5.10899983 6 5 6 1 6 3 6 3 1.17 0.36 1.80 0.65 2.11 1.24 0.27 1.84 0.67 2.28 1.12 0.39 1.57 0.71 1.75 1.33 0.08 1.43 0.93 1.90 1.25 0.11 1.43 0.88 1.79 1.08 0.45 1.43 0.76 1.55 0.98 0.88 1.71 0.57 1.67 1.41 0.01 1.24 1.13 1.74 1.07 0.45 1.26 0.85 1.34 1.08 0.73 1.74 0.62 1.87 1.04 0.61 1.22 0.85 1.27 0.90 0.19 1.20 0.75 1.08 0.99 0.90 1.35 0.73 1.33 0.98 0.87 1.41 0.69 1.38 0.97 NA NA NA NA 0.89 NA NA NA

Hexokinase-1 (EC 2.7.1.1) (Brain form hexokinase) (Hexokinase type I) (HK I)P19367 sp|P19367|HXK1_HUMAN 3 3 77 0 1 1 8.92 11.58 2.22 2.8 7.53 9.26 7.19700009 7.19700009 3.16199996 5.67100011 6 6 2 5 5 5 1 4 1.20 0.16 1.35 0.89 1.62 0.84 0.10 1.25 0.67 1.05 1.20 0.41 1.73 0.69 2.08 0.69 0.04 1.43 0.48 0.98 1.69 0.01 1.42 1.19 2.40 0.68 0.04 1.43 0.48 0.98 0.78 0.02 1.22 0.63 0.95 0.96 NA NA NA NA 0.84 NA NA NA NA 1.44 NA NA NA NA 1.13 NA NA NA NA 0.98 NA NA NA NA 0.73 NA NA NA NA 0.63 NA NA NA NA 0.92 0.60 1.76 0.52 1.62 1.22 0.46 2.57 0.48

Anoctamin-6 (Small-conductance calcium-activated nonselective cation channel) (SCAN channel) (Transmembrane protein 16F)Q4KMQ2 sp|Q4KMQ2|ANO6_HUMAN 3 3 77 0 1 1 5.11 8.26 1.63 6.19 4.64 8.02 6.26399964 5.38499989 3.51600014 6.26399964 6 4 4 6 4 4 1 3 1.10 0.41 1.49 0.74 1.64 2.10 0.12 3.32 0.63 6.96 0.92 0.79 3.03 0.30 2.80 0.86 0.23 1.48 0.58 1.27 0.70 0.06 1.48 0.47 1.04 0.90 0.77 3.95 0.23 3.56 0.69 0.15 2.02 0.34 1.38 1.91 NA NA NA NA 1.23 NA NA NA NA 0.88 NA NA NA NA 1.19 NA NA NA NA 0.89 NA NA NA NA 0.78 NA NA NA NA 1.24 NA NA NA NA 0.88 0.42 3.58 0.25 3.14 0.86 0.38 3.58 0.24

Eukaryotic translation initiation factor 3 subunit C (eIF3c) (Eukaryotic translation initiation factor 3 subunit 8) (eIF3 p110)Q99613 sp|Q99613|EIF3C_HUMAN 3 3 77 0 1 1 8.19 9.89 6.51 7.5 3.37 4.21 9.20000002 9.20000002 7.66699985 2.84800008 6 6 4 2 4 4 3 2 0.82 0.38 1.75 0.47 1.44 1.93 0.05 1.95 0.99 3.76 0.84 0.27 1.45 0.58 1.22 0.69 0.08 1.55 0.45 1.08 0.70 0.04 1.40 0.50 0.99 0.65 0.08 1.66 0.39 1.08 0.80 0.06 1.26 0.64 1.01 0.94 0.81 2.73 0.34 2.56 1.94 0.16 3.65 0.53 7.09 1.09 0.51 1.57 0.69 1.71 0.91 0.42 1.50 0.61 1.36 1.13 0.36 1.59 0.72 1.80 0.98 0.94 2.20 0.45 2.16 0.98 0.94 2.24 0.44 2.20 1.01 NA NA NA NA 0.91 NA NA NA

Dynein light chain 1, cytoplasmic (8 kDa dynein light chain) (DLC8) (Dynein light chain LC8-type 1) (Protein inhibitor of neuronal nitric oxide synthase) (PIN)P63167 sp|P63167|DYL1_HUMAN 3 3 77 0 1 1 6 6.38 4.21 4.59 4.88 5.22 44.9400008 44.9400008 20.2199996 44.9400008 6 6 2 3 3 3 2 3 1.44 0.18 3.78 0.38 5.45 0.99 0.93 3.74 0.26 3.70 1.05 0.81 6.94 0.15 7.27 0.71 0.27 7.17 0.10 5.12 1.11 0.50 3.80 0.29 4.21 0.88 0.86 937.23 0.00 827.66 0.89 0.45 3.78 0.23 3.35 0.77 NA NA NA NA 1.60 NA NA NA NA 0.98 NA NA NA NA 1.02 NA NA NA NA 1.24 NA NA NA NA 0.78 NA NA NA NA 0.94 NA NA NA NA 1.10 0.71 2.73 0.40 3.02 1.17 0.21 1.46 0.80

Excitatory amino acid transporter 3 (Excitatory amino-acid carrier 1) (Neuronal and epithelial glutamate transporter) (Sodium-dependent glutamate/aspartate transporter 3) (Solute carrier family 1 member 1)P43005 sp|P43005|EAA3_HUMAN 3 3 77 0 1 1 6.42 6.75 5.09 5.77 3.83 4.83 10.4999997 10.4999997 10.3100002 8.58799964 6 5 6 3 2 2 2 2 1.74 2.06 0.59 0.89 0.54 0.88 0.35 1.67 0.16 5.20 0.32 8.67 1.19 0.44 6.40 0.19 7.62 0.68 0.31 13.91 0.05 9.42 1.24 0.31 4.33 0.29 5.36 0.75 0.25 4.37 0.17 3.28 0.79 0.43 11.18 0.07 8.79 0.79 0.35 6.15 0.13 4.85 0.74 0.36 11.97 0.06 8.83 1.01 0.97 23.55 0.04

Protein disulfide-isomerase (PDI) (EC 5.3.4.1) (Cellular thyroid hormone-binding protein) (Prolyl 4-hydroxylase subunit beta) (p55)P07237 sp|P07237|PDIA1_HUMAN 3 3 77 0 1 1 9.71 11.12 2.49 3.13 9.23 10.82 13.1899998 10.0400001 7.2829999 13.1899998 5 5 3 4 12 5 2 12 0.91 0.27 1.26 0.72 1.14 0.77 0.04 1.26 0.61 0.97 0.88 0.32 1.41 0.62 1.24 0.70 0.02 1.26 0.56 0.88 1.05 0.54 1.26 0.84 1.32 1.03 0.71 1.25 0.82 1.29 0.78 0.04 1.26 0.62 0.98 0.81 NA NA NA NA 1.05 NA NA NA NA 0.80 NA NA NA NA 1.12 NA NA NA NA 1.31 NA NA NA NA 0.77 NA NA NA NA 0.65 NA NA NA NA 1.11 0.23 1.23 0.90 1.37 0.97 0.73 1.29 0.75

Neurotrimin (hNT) (IgLON family member 2)Q9P121 sp|Q9P121|NTRI_HUMAN 3 3 77 0 1 1 2.06 2.17 7.54 7.64 1.32 1.46 17.7300006 2.61599999 17.7300006 3.77900004 5 1 5 1 8 1 8 4 0.05 0.02 2.16 0.07 1.63 0.17 0.63 0.74 0.54 3.87 0.19 2.88 0.59 0.30 3.89 0.15 2.29 1.02 0.97 4.30 0.24 4.38 2.66 0.04 2.49 1.07 6.61 1.42 0.08 1.54 0.93 2.19 1.74 0.03 1.54 1.13 2.67 1.25 0.14 1.43 0.87 1.78 0.37 0.18 35.30 0.01 13.18 0.49 0.14 7.35 0.07

Mesothelin (CAK1 antigen) (Pre-pro-megakaryocyte-potentiating factor) [Cleaved into: Megakaryocyte-potentiating factor (MPF); Mesothelin, cleaved form]Q13421 sp|Q13421|MSLN_HUMAN 3 3 77 0 1 1 8.55 9.41 2.33 2.68 5.96 6.57 10.3200004 10.3200004 4.92100008 7.77800009 5 5 2 4 7 7 1 5 1.28 0.04 1.25 1.02 1.60 0.99 0.93 1.20 0.83 1.19 1.54 0.01 1.27 1.21 1.96 1.69 0.00 1.32 1.28 2.23 1.01 0.96 1.56 0.65 1.57 1.02 0.79 1.20 0.85 1.22 0.56 0.01 1.45 0.39 0.81 0.67 NA NA NA NA 1.58 NA NA NA NA 1.92 NA NA NA NA 0.79 NA NA NA NA 0.41 NA NA NA NA 1.16 NA NA NA NA 0.58 NA NA NA NA 1.50 0.06 1.57 0.96 2.35 0.83 0.08 1.26 0.66

Interferon-induced GTP-binding protein Mx1 (Interferon-induced protein p78) (IFI-78K) (Interferon-regulated resistance GTP-binding protein MxA) (Myxoma resistance protein 1) (Myxovirus resistance protein 1) [Cleaved into: Interferon-induced GTP-binding protein Mx1, N-terminally processed]P20591 sp|P20591|MX1_HUMAN 3 3 77 0 1 1 8.56 10.13 4.13 4.86 9.46 11.69 11.6300002 8.15699995 4.83400002 11.6300002 5 4 2 5 6 5 1 6 0.91 0.21 1.19 0.76 1.08 0.63 0.02 1.43 0.44 0.91 0.76 0.06 1.34 0.57 1.02 1.16 0.08 1.19 0.97 1.38 1.81 0.01 1.43 1.26 2.60 1.27 0.02 1.20 1.06 1.52 0.69 0.00 1.19 0.57 0.82 1.01 NA NA NA NA 1.07 NA NA NA NA 0.66 NA NA NA NA 0.98 NA NA NA NA 0.74 NA NA NA NA 0.98 NA NA NA NA 0.71 NA NA NA NA 0.76 0.03 1.26 0.61 0.96 1.23 0.10 1.33 0.92

Insulin-like growth factor-binding protein complex acid labile subunit (ALS)P35858 sp|P35858|ALS_HUMAN 3 3 77 0 1 1 9.96 10.74 2 2.51 6.42 7.26 11.9000003 11.9000003 2.31400002 7.6030001 5 5 1 3 6 5 1 6 1.24 0.27 1.66 0.75 2.06 1.20 0.43 1.89 0.63 2.27 1.26 0.14 1.45 0.87 1.83 2.13 0.01 1.40 1.53 2.98 1.01 0.87 1.26 0.81 1.27 1.15 0.18 1.29 0.89 1.48 1.33 0.04 1.29 1.03 1.71 1.06 NA NA NA NA 0.77 NA NA NA NA 1.32 NA NA NA NA 0.99 NA NA NA NA 0.67 NA NA NA NA 0.97 NA NA NA NA 1.40 NA NA NA NA 0.73 0.06 1.42 0.52 1.04 0.83 0.49 2.57 0.32

Kinesin-1 heavy chain (Conventional kinesin heavy chain) (Ubiquitous kinesin heavy chain) (UKHC)P33176 sp|P33176|KINH_HUMAN 3 3 77 0 1 1 7.16 8.56 4.41 4.97 8.5 9.77 6.64599985 6.54200018 2.80399993 6.64599985 5 4 2 5 5 2 1 5 0.82 0.31 3.90 0.21 3.18 0.94 0.82 12.38 0.08 11.67 1.28 0.26 3.94 0.32 5.03 0.83 0.36 4.36 0.19 3.62 1.14 0.49 4.92 0.23 5.61 1.07 0.65 3.88 0.28 4.14 1.43 0.19 3.94 0.36 5.64 0.84 NA NA NA NA 0.94 NA NA NA NA 1.56 NA NA NA NA 0.98 NA NA NA NA 1.25 NA NA NA NA 0.76 NA NA NA NA 0.90 NA NA NA NA 1.31 0.08 1.43 0.92 1.88 1.17 0.19 1.43 0.82

Protein kinase C delta type (EC 2.7.11.13) (Tyrosine-protein kinase PRKCD) (EC 2.7.10.2) (nPKC-delta) [Cleaved into: Protein kinase C delta type regulatory subunit; Protein kinase C delta type catalytic subunit (Sphingosine-dependent protein kinase-1) (SDK1)]Q05655 sp|Q05655|KPCD_HUMAN 3 3 77 0 1 1 10.82 11.84 3.28 3.9 2.13 2.92 7.39599988 7.39599988 2.21900009 3.40199992 5 5 2 2 5 5 3 2 1.30 0.02 1.20 1.09 1.56 1.14 0.15 1.24 0.92 1.42 1.17 0.11 1.24 0.95 1.45 0.96 0.69 1.28 0.75 1.23 1.06 0.45 1.20 0.88 1.26 1.03 0.63 1.19 0.87 1.24 1.02 0.76 1.19 0.86 1.22 1.09 0.83 57.94 0.02 63.39 0.98 0.92 5.25 0.19 5.16 0.90 0.91 14100.71 0.00 12692.18 1.21 0.37 5.00 0.24 6.05 1.29 0.60 84.73 0.02 109.50 0.97 0.90 16.77 0.06 16.19 0.93 0.76 12.54 0.07 11.61 1.07 NA NA NA NA 0.91 NA NA NA

Coactosin-like proteinQ14019 sp|Q14019|COTL1_HUMAN 3 3 77 0 1 1 4.43 4.75 8.11 8.24 2.02 2.21 45.0700015 21.83 45.0700015 11.27 5 4 5 1 5 5 5 1 1.10 0.57 1.63 0.68 1.80 0.87 0.34 1.48 0.59 1.29 0.73 0.13 1.60 0.46 1.17 0.88 0.57 1.92 0.46 1.68 0.87 0.40 1.56 0.56 1.36 0.78 0.23 1.69 0.46 1.32 1.06 0.82 2.14 0.50 2.27 1.17 0.21 1.35 0.87 1.58 1.87 0.00 1.35 1.38 2.52 1.01 0.96 1.39 0.72 1.40 0.90 0.26 1.24 0.73 1.12 0.97 0.72 1.24 0.78 1.20 0.91 0.29 1.24 0.73 1.13 1.05 0.54 1.24 0.85 1.31 0.86 NA NA NA NA 0.85 NA NA NA

WD repeat-containing protein 35 (Intraflagellar transport protein 121 homolog)Q9P2L0 sp|Q9P2L0|WDR35_HUMAN 3 3 77 0 1 1 9.62 11.84 3.02 4.23 4.31 5.54 5.24999984 5.24999984 3.13300006 3.13300006 5 5 3 3 5 5 3 5 1.34 0.13 1.58 0.85 2.13 1.06 0.54 1.29 0.82 1.36 1.08 0.52 1.41 0.77 1.52 1.27 0.05 1.28 0.99 1.63 1.13 0.21 1.28 0.88 1.46 0.87 0.20 1.29 0.68 1.13 1.07 0.59 1.40 0.76 1.49 0.99 NA NA NA NA 1.02 NA NA NA NA 0.60 NA NA NA NA 1.50 NA NA NA NA 1.61 NA NA NA NA 1.04 NA NA NA NA 0.65 NA NA NA NA 1.36 0.08 1.48 0.92 2.02 1.31 0.09 1.45 0.90

HLA class II histocompatibility antigen, DP alpha 1 chain (DP(W3)) (DP(W4)) (HLA-SB alpha chain) (MHC class II DP3-alpha) (MHC class II DPA1)P20036 sp|P20036|DPA1_HUMAN 3 3 77 0 1 1 4.15 4.24 2.04 3.03 2.02 2.29 14.2299995 14.2299995 11.1500002 6.53799996 5 5 2 1 4 4 2 2 0.72 0.17 1.94 0.37 1.40 1.13 0.60 2.43 0.47 2.75 1.13 0.76 4.74 0.24 5.37 1.10 0.61 1.95 0.56 2.14 0.96 0.83 2.22 0.43 2.13 1.12 0.72 3.22 0.35 3.60 1.34 0.19 1.90 0.70 2.55 0.96 0.76 3.98 0.24 3.81 0.94 0.66 3.96 0.24 3.72 2.03 0.10 3.96 0.51 8.05 1.05 0.74 4.26 0.25 4.48 0.98 0.86 3.99 0.24 3.89 1.26 0.28 3.98 0.32 5.03 1.26 0.51 20.49 0.06 25.80 0.77 NA NA NA NA 0.90 NA NA NA

Charged multivesicular body protein 4c (Chromatin-modifying protein 4c) (CHMP4c) (SNF7 homolog associated with Alix 3) (SNF7-3) (hSnf7-3) (Vacuolar protein sorting-associated protein 32-3) (Vps32-3) (hVps32-3)Q96CF2 sp|Q96CF2|CHM4C_HUMAN 3 3 77 0 1 1 7.55 7.8 7.47 7.62 3.66 3.92 21.0299999 20.1700002 21.0299999 7.72499964 5 5 5 2 4 3 4 2 2.12 0.18 16.64 0.13 35.22 1.50 0.35 22.51 0.07 33.66 0.54 0.11 4.02 0.14 2.19 1.76 0.57 6965.66 0.00 12235.60 0.88 0.46 4.07 0.22 3.59 0.88 0.64 13.05 0.07 11.46 0.59 0.24 14.11 0.04 8.27 2.29 0.05 2.28 1.00 5.21 0.98 0.94 2.13 0.46 2.10 0.68 0.22 2.54 0.27 1.73 1.38 0.18 1.97 0.70 2.72 0.86 0.43 1.93 0.45 1.67 1.28 0.32 2.22 0.58 2.83 0.97 0.85 2.07 0.47 2.00 1.24 NA NA NA NA 0.65 NA NA NA

Protein diaphanous homolog 1 (Diaphanous-related formin-1) (DRF1)O60610 sp|O60610|DIAP1_HUMAN 3 3 77 0 1 1 5.52 7.58 2.29 4.41 8.58 11.13 5.18900007 3.30200009 1.96499992 5.18900007 4 4 2 4 8 5 2 8 0.97 0.80 1.39 0.70 1.34 0.71 0.05 1.40 0.51 1.00 1.39 0.01 1.21 1.14 1.68 1.04 0.73 1.30 0.80 1.35 1.09 0.27 1.21 0.90 1.33 1.27 0.03 1.21 1.05 1.54 1.07 0.56 1.37 0.78 1.47 0.74 NA NA NA NA 1.59 NA NA NA NA 1.01 NA NA NA NA 1.15 NA NA NA NA 1.23 NA NA NA NA 0.76 NA NA NA NA 1.02 NA NA NA NA 0.94 0.37 1.20 0.78 1.12 1.09 0.27 1.20 0.91

Epididymal secretory protein E1 (Human epididymis-specific protein 1) (He1) (Niemann-Pick disease type C2 protein)P61916 sp|P61916|NPC2_HUMAN 3 3 77 0 1 1 6 6.07 3.33 3.39 1.64 1.68 27.8100014 27.8100014 21.8500003 15.23 4 4 2 1 8 8 5 2 0.78 0.12 1.49 0.53 1.17 1.19 0.22 1.54 0.78 1.83 1.02 0.87 1.43 0.71 1.45 1.84 0.02 1.43 1.29 2.64 1.21 0.15 1.43 0.85 1.74 1.16 0.21 1.43 0.81 1.66 1.07 0.52 1.43 0.74 1.53 1.28 0.25 3.61 0.35 4.63 1.07 0.64 3.71 0.29 3.96 1.01 0.91 3.65 0.28 3.70 1.44 0.28 9.01 0.16 13.01 0.90 0.47 3.63 0.25 3.25 1.11 0.49 3.65 0.30 4.06 1.43 0.18 3.63 0.39 5.17 0.68 NA NA NA NA 1.06 NA NA NA

Charged multivesicular body protein 4b (Chromatin-modifying protein 4b) (CHMP4b) (SNF7 homolog associated with Alix 1) (SNF7-2) (hSnf7-2) (Vacuolar protein sorting-associated protein 32-2) (Vps32-2) (hVps32-2)Q9H444 sp|Q9H444|CHM4B_HUMAN 3 3 77 0 1 1 4.92 7.12 4.45 4.93 2 4.06 11.1599997 11.1599997 8.48200023 8.03600028 4 4 2 3 7 7 4 4 1.69 0.04 1.60 1.05 2.70 1.28 0.13 1.44 0.89 1.85 0.90 0.42 1.38 0.65 1.25 1.21 0.05 1.21 1.00 1.47 0.94 0.49 1.26 0.74 1.19 1.05 0.76 1.49 0.70 1.56 0.79 0.03 1.21 0.65 0.96 2.29 0.02 1.70 1.35 3.89 1.07 0.64 1.74 0.62 1.86 0.62 0.03 1.43 0.44 0.88 1.27 0.10 1.42 0.89 1.81 1.05 0.61 1.42 0.74 1.49 1.08 0.44 1.42 0.76 1.54 0.70 0.05 1.42 0.49 0.99 1.14 NA NA NA NA 0.68 NA NA NA

Integrin alpha-5 (CD49 antigen-like family member E) (Fibronectin receptor subunit alpha) (Integrin alpha-F) (VLA-5) (CD antigen CD49e) [Cleaved into: Integrin alpha-5 heavy chain; Integrin alpha-5 light chain]P08648 sp|P08648|ITA5_HUMAN 3 3 77 0 1 1 4.92 5.37 2 2.24 3.02 3.47 3.81300002 3.81300002 1.33499997 2.00200006 4 4 1 2 6 3 2 6 0.68 0.16 3.58 0.19 2.43 1.04 0.79 3.58 0.29 3.70 1.00 1.00 3.57 0.28 3.57 1.45 0.17 3.56 0.41 5.17 1.12 0.47 3.56 0.31 3.97 0.84 0.34 3.58 0.24 3.02 1.94 0.10 3.57 0.54 6.90 1.11 NA NA NA NA 0.76 NA NA NA NA 1.14 NA NA NA NA 0.92 NA NA NA NA 1.33 NA NA NA NA 1.35 NA NA NA NA 0.89 NA NA NA NA 0.81 0.12 1.43 0.57 1.16 0.98 0.79 1.43 0.68

S-formylglutathione hydrolase (FGH) (EC 3.1.2.12) (Esterase D) (Methylumbelliferyl-acetate deacetylase) (EC 3.1.1.56)P10768 sp|P10768|ESTD_HUMAN 3 3 77 0 1 1 5.62 5.72 2.97 3.09 2 2.02 21.6299996 21.6299996 16.3100004 7.44699985 4 4 3 1 6 6 4 1 1.66 0.37 4.66 0.36 7.72 0.78 0.21 1.65 0.47 1.28 1.34 0.06 1.37 0.98 1.83 0.97 0.81 1.43 0.68 1.39 1.81 0.10 2.19 0.82 3.96 0.90 0.68 2.04 0.44 1.84 1.25 0.29 1.75 0.72 2.19 0.95 0.81 2.23 0.43 2.12 0.74 0.08 1.48 0.50 1.09 0.94 0.87 3.98 0.24 3.76 1.24 0.30 1.93 0.64 2.39 1.22 0.28 1.79 0.68 2.18 0.80 0.26 1.88 0.43 1.50 0.83 0.47 2.46 0.34 2.05 1.03 NA NA NA NA 1.23 NA NA NA

PDZ and LIM domain protein 1 (C-terminal LIM domain protein 1) (Elfin) (LIM domain protein CLP-36)O00151 sp|O00151|PDLI1_HUMAN 3 3 77 0 1 1 4.49 4.87 5.13 5.3 4 4.13 20.0599998 11.2499997 20.0599998 11.2499997 4 3 4 3 5 5 3 2 0.91 0.39 1.33 0.69 1.21 0.79 0.24 1.67 0.48 1.32 1.15 0.49 1.74 0.66 1.99 1.14 0.22 1.32 0.87 1.51 1.40 0.06 1.45 0.97 2.02 0.94 0.72 1.70 0.55 1.59 1.25 0.08 1.31 0.96 1.65 1.19 0.18 1.44 0.83 1.70 0.90 0.35 1.43 0.63 1.30 1.15 0.59 2.58 0.45 2.97 1.47 0.05 1.44 1.02 2.12 1.45 0.07 1.58 0.91 2.29 1.19 0.18 1.44 0.83 1.70 1.24 0.16 1.51 0.82 1.87 0.75 NA NA NA NA 1.01 NA NA NA

Eukaryotic translation initiation factor 3 subunit G (eIF3g) (Eukaryotic translation initiation factor 3 RNA-binding subunit) (eIF-3 RNA-binding subunit) (Eukaryotic translation initiation factor 3 subunit 4) (eIF-3-delta) (eIF3 p42) (eIF3 p44)O75821 sp|O75821|EIF3G_HUMAN 3 3 77 0 1 1 2.07 2.21 5.09 5.23 6.91 7.15 12.8099993 2.81199999 10.0000002 12.8099993 4 1 3 4 5 1 3 5 0.91 1.82 0.82 0.69 0.80 0.69 0.80 1.05 0.82 2.20 0.48 2.31 2.15 0.02 1.54 1.40 3.30 0.67 0.20 2.53 0.26 1.68 0.91 0.63 2.05 0.44 1.87 1.03 0.76 1.42 0.72 1.47 0.79 0.10 1.42 0.56 1.12 0.82 0.21 1.58 0.52 1.31 1.24 0.18 1.47 0.84 1.82 0.90 0.27 1.27 0.71

Protein disulfide-isomerase A3 (EC 5.3.4.1) (58 kDa glucose-regulated protein) (58 kDa microsomal protein) (p58) (Disulfide isomerase ER-60) (Endoplasmic reticulum resident protein 57) (ER protein 57) (ERp57) (Endoplasmic reticulum resident protein 60) (ER protein 60) (ERp60)P30101 sp|P30101|PDIA3_HUMAN 3 3 77 0 1 1 5.9 6.2 2.21 2.38 6.07 6.52 8.31699967 8.31699967 3.95999998 6.73300028 4 4 2 4 5 4 3 5 0.75 0.10 1.55 0.48 1.15 1.04 0.67 1.42 0.73 1.48 0.72 0.20 2.08 0.35 1.51 0.63 0.13 2.28 0.27 1.43 0.87 0.24 1.42 0.62 1.24 0.92 0.48 1.51 0.61 1.39 0.75 0.17 1.79 0.42 1.35 1.13 NA NA NA NA 1.23 NA NA NA NA 0.59 NA NA NA NA 0.83 NA NA NA NA 1.26 NA NA NA NA 0.64 NA NA NA NA 0.77 NA NA NA NA 1.39 0.28 2.62 0.53 3.65 1.18 0.55 2.64 0.45

60S ribosomal protein L21P46778 sp|P46778|RL21_HUMAN 3 3 77 0 1 1 1.57 1.89 6.33 6.92 2.25 2.68 25 9.375 25 9.375 4 1 4 1 5 1 4 5 0.71 1.02 0.78 0.78 0.79 0.68 1.15 0.77 0.40 2.96 0.26 2.27 2.33 0.09 3.25 0.72 7.58 0.93 0.84 3.75 0.25 3.50 0.97 0.76 1.42 0.68 1.38 0.87 0.32 1.59 0.55 1.38 0.98 0.83 1.52 0.64 1.48 0.86 0.46 2.01 0.43 1.73 0.78 0.38 8.38 0.09 6.53 1.53 0.26 10.08 0.15

F-actin-capping protein subunit alpha-1 (CapZ alpha-1)P52907 sp|P52907|CAZA1_HUMAN 3 3 77 0 1 1 6.68 6.88 5.96 6.04 8.59 8.81 20.6300005 17.4799994 14.6899998 20.6300005 4 4 3 4 5 1 2 5 0.96 0.98 0.75 0.88 1.02 0.95 0.96 0.88 0.41 3.60 0.24 3.15 1.21 0.31 3.63 0.33 4.39 1.00 0.98 3.63 0.27 3.62 0.86 0.50 6.24 0.14 5.39 1.57 0.27 12.71 0.12 19.91 1.03 0.83 4.31 0.24 4.45 1.07 0.62 3.59 0.30 3.85 1.23 0.43 2.02 0.61 2.48 1.10 0.42 1.37 0.80

Importin-5 (Imp5) (Importin subunit beta-3) (Karyopherin beta-3) (Ran-binding protein 5) (RanBP5)O00410 sp|O00410|IPO5_HUMAN 3 3 77 0 1 1 6.2 7.46 6.15 6.85 4.05 5.22 4.28400002 4.28400002 4.01099995 3.19099985 4 4 4 3 4 3 4 4 0.98 0.84 1.44 0.68 1.42 1.22 0.72 8.27 0.15 10.12 1.10 0.40 1.45 0.76 1.58 0.80 0.12 1.44 0.55 1.15 1.17 0.20 1.44 0.81 1.69 0.85 0.19 1.44 0.59 1.22 0.98 0.85 1.52 0.64 1.49 0.99 0.88 1.47 0.67 1.45 1.07 0.54 1.46 0.73 1.56 1.04 0.72 1.51 0.69 1.57 1.16 0.25 1.47 0.79 1.70 1.36 0.21 2.08 0.65 2.82 0.91 0.40 1.47 0.62 1.33 0.91 0.40 1.47 0.62 1.34 0.99 NA NA NA NA 1.17 NA NA NA

GTPase KRas (K-Ras 2) (Ki-Ras) (c-K-ras) (c-Ki-ras) [Cleaved into: GTPase KRas, N-terminally processed]P01116 sp|P01116|RASK_HUMAN 3 3 77 0 1 1 5.76 8.01 3.68 6.13 4.07 6.19 25.4000008 25.4000008 19.0500006 16.4000005 4 4 3 3 4 4 3 1 0.80 0.48 3.08 0.26 2.46 0.97 0.88 1.87 0.52 1.82 0.98 0.81 1.44 0.68 1.41 1.18 0.21 1.47 0.80 1.72 0.86 0.51 2.27 0.38 1.95 1.50 0.41 5.51 0.27 8.26 1.06 0.69 1.68 0.63 1.78 1.13 0.53 1.97 0.57 2.22 0.64 0.04 1.46 0.44 0.94 1.34 0.23 2.11 0.64 2.84 1.05 0.65 1.43 0.73 1.50 0.83 0.18 1.47 0.57 1.22 1.04 0.87 2.69 0.39 2.81 1.71 0.32 5.71 0.30 9.76 0.92 NA NA NA NA 0.94 NA NA NA

Cytoplasmic aconitate hydratase (Aconitase) (EC 4.2.1.3) (Citrate hydro-lyase) (Ferritin repressor protein) (Iron regulatory protein 1) (IRP1) (Iron-responsive element-binding protein 1) (IRE-BP 1)P21399 sp|P21399|ACOC_HUMAN 3 3 77 0 1 1 3.75 4.72 1.74 2.45 5.47 6.79 8.32400024 2.70000007 5.62399998 8.32400024 4 2 3 4 4 3 1 4 0.88 0.49 1.98 0.44 1.73 0.68 0.04 1.43 0.47 0.97 1.26 0.36 2.32 0.54 2.92 0.99 0.92 1.77 0.56 1.75 1.08 0.60 1.66 0.65 1.79 1.24 0.15 1.49 0.83 1.84 0.99 0.89 1.43 0.69 1.41 1.21 NA NA NA NA 0.86 NA NA NA NA 1.66 NA NA NA NA 0.96 NA NA NA NA 0.88 NA NA NA NA 1.31 NA NA NA NA 1.15 NA NA NA NA 1.01 0.92 1.52 0.66 1.54 1.57 0.13 2.17 0.72

Lumican (Keratan sulfate proteoglycan lumican) (KSPG lumican)P51884 sp|P51884|LUM_HUMAN 3 3 77 0 1 1 2.57 2.69 4.98 5.04 1.38 1.58 14.4999996 6.50900006 14.4999996 2.95899995 4 2 4 1 4 4 3 1 0.52 0.02 1.51 0.35 0.79 0.56 0.05 1.82 0.31 1.03 1.46 0.07 1.58 0.92 2.31 1.43 0.11 1.75 0.82 2.50 0.54 0.02 1.51 0.36 0.82 1.53 0.05 1.51 1.02 2.31 1.74 0.04 1.63 1.07 2.84 0.57 0.02 1.42 0.40 0.82 0.41 0.01 1.43 0.29 0.59 2.88 0.02 1.79 1.61 5.17 0.77 0.09 1.42 0.54 1.10 1.06 0.60 1.45 0.73 1.53 1.94 0.02 1.56 1.25 3.03 2.74 0.01 1.57 1.74 4.32 0.58 NA NA NA NA 0.91 NA NA NA

Guanine nucleotide-binding protein G(I)/G(S)/G(O) subunit gamma-5P63218 sp|P63218|GBG5_HUMAN 3 3 77 0 1 1 4.43 4.49 4 4 2.24 2.26 38.2400006 38.2400006 23.5300005 13.2400006 4 4 2 1 4 2 4 4 1.40 0.21 4.43 0.32 6.19 1.45 0.19 4.43 0.33 6.41 1.08 0.76 10.55 0.10 11.34 1.25 0.31 4.40 0.28 5.48 1.27 0.30 4.61 0.27 5.85 0.79 0.29 4.45 0.18 3.49 1.20 0.44 7.02 0.17 8.43 1.01 0.97 12.51 0.08 12.62 0.92 0.61 4.15 0.22 3.84 0.78 0.27 4.18 0.19 3.28 1.25 0.29 4.13 0.30 5.17 1.20 0.37 4.75 0.25 5.72 1.17 0.41 4.43 0.26 5.18 0.79 0.28 4.14 0.19 3.27 1.06 NA NA NA NA 0.91 NA NA NA

Syntaxin-3 Q13277 sp|Q13277|STX3_HUMAN 3 3 77 0 1 1 1.69 2.04 3.64 3.96 5.58 6.66 17.9900006 4.84399982 13.1500006 17.9900006 4 1 2 4 4 1 2 4 1.28 1.00 1.01 1.25 1.01 1.03 0.87 1.09 0.64 6.09 0.18 6.66 0.79 0.41 10.12 0.08 7.96 0.95 0.70 3.95 0.24 3.74 1.00 0.99 3.97 0.25 3.97 0.87 0.42 3.96 0.22 3.44 1.14 0.45 3.95 0.29 4.49 1.00 0.98 4.00 0.25 4.02 1.15 0.36 1.67 0.69 1.92 0.84 0.18 1.46 0.57

E3 ubiquitin-protein ligase Itchy homolog (Itch) (EC 6.3.2.-) (Atrophin-1-interacting protein 4) (AIP4) (NFE2-associated polypeptide 1) (NAPP1)Q96J02 sp|Q96J02|ITCH_HUMAN 3 3 77 0 1 1 7.1 7.86 5.89 6.34 2.07 2.54 5.20499982 5.20499982 4.31899987 1.88299995 4 4 3 1 4 4 2 2 1.07 0.58 1.55 0.69 1.66 1.12 0.31 1.43 0.78 1.60 1.08 0.54 1.58 0.68 1.70 1.08 0.46 1.44 0.75 1.55 0.99 0.94 1.43 0.70 1.42 1.33 0.25 2.14 0.62 2.85 0.98 0.84 1.55 0.63 1.52 1.12 0.68 13.39 0.08 14.96 0.80 0.28 3.92 0.20 3.12 1.08 0.62 3.88 0.28 4.17 1.27 0.31 4.81 0.26 6.09 0.90 0.58 5.45 0.17 4.92 0.98 0.88 3.94 0.25 3.85 0.97 0.90 8.45 0.12 8.23 1.04 NA NA NA NA 0.84 NA NA NA

Actin-related protein 2/3 complex subunit 1B (Arp2/3 complex 41 kDa subunit) (p41-ARC)O15143 sp|O15143|ARC1B_HUMAN 3 3 77 0 1 1 6.85 7.82 5.48 6.4 5.05 6.05 13.9799997 13.9799997 8.60200003 11.5599997 4 4 3 3 3 3 3 2 0.70 0.19 3.86 0.18 2.72 1.19 0.42 5.41 0.22 6.41 0.97 0.85 3.87 0.25 3.77 0.75 0.22 3.87 0.19 2.89 1.03 0.88 5.91 0.17 6.07 0.93 0.77 10.32 0.09 9.65 0.88 0.55 7.47 0.12 6.54 0.75 0.09 1.47 0.51 1.11 2.06 0.02 1.54 1.34 3.17 0.64 0.04 1.46 0.43 0.93 0.79 0.12 1.47 0.54 1.16 0.83 0.17 1.47 0.57 1.22 0.75 0.22 2.01 0.37 1.51 0.79 0.12 1.47 0.54 1.16 1.34 NA NA NA NA 1.08 NA NA NA

Superoxide dismutase [Cu-Zn] (EC 1.15.1.1) (Superoxide dismutase 1) (hSod1)P00441 sp|P00441|SODC_HUMAN 3 3 77 0 1 1 3.14 3.21 3.6 3.72 2.43 2.54 16.2300006 8.4420003 16.2300006 12.3400003 4 2 4 3 3 1 2 3 1.26 1.29 0.72 1.01 1.43 0.69 1.02 1.30 0.25 4.00 0.33 5.21 0.92 0.58 4.03 0.23 3.70 0.50 0.18 13.77 0.04 6.85 1.15 0.43 4.01 0.29 4.61 1.36 0.22 4.04 0.34 5.50 0.79 0.53 26.87 0.03 21.25 0.90 0.52 4.02 0.22 3.62 1.32 0.09 1.48 0.89 1.95 1.28 0.31 2.19 0.58

Vitamin K-dependent protein SP07225 sp|P07225|PROS_HUMAN 3 3 77 0 1 1 7.63 8.19 3.35 3.74 4.57 5.02 6.36100024 6.36100024 3.69799994 4.14200015 4 3 4 2 3 3 1 3 0.68 0.05 1.47 0.47 1.00 0.69 0.15 2.03 0.34 1.40 0.94 0.55 1.46 0.64 1.37 1.18 0.26 1.57 0.75 1.85 0.87 0.50 2.06 0.42 1.80 1.12 0.38 1.55 0.72 1.74 1.01 0.95 1.97 0.51 1.99 0.93 NA NA NA NA 1.04 NA NA NA NA 1.90 NA NA NA NA 0.92 NA NA NA NA 0.78 NA NA NA NA 0.85 NA NA NA NA 1.74 NA NA NA NA 0.58 0.10 2.22 0.26 1.28 0.82 0.17 1.50 0.54

Prolactin-inducible protein (Gross cystic disease fluid protein 15) (GCDFP-15) (Prolactin-induced protein) (Secretory actin-binding protein) (SABP) (gp17)P12273 sp|P12273|PIP_HUMAN 3 3 77 0 1 1 5.61 6.09 1.74 1.86 1.82 2.03 34.9299997 34.9299997 5.47900014 15.7499999 4 4 1 2 3 2 1 3 0.62 0.14 3.92 0.16 2.43 0.71 0.44 34.84 0.02 24.77 0.93 0.60 3.89 0.24 3.60 1.07 0.65 4.17 0.26 4.46 1.63 0.14 3.92 0.41 6.38 1.00 1.00 11.33 0.09 11.33 0.99 0.97 81.26 0.01 80.10 0.95 NA NA NA NA 0.49 NA NA NA NA 1.23 NA NA NA NA 1.08 NA NA NA NA 0.89 NA NA NA NA 1.19 NA NA NA NA 0.94 NA NA NA NA 1.87 0.16 8.10 0.23 15.12 0.76 0.24 3.96 0.19

Leukosialin (Galactoglycoprotein) (GALGP) (Leukocyte sialoglycoprotein) (Sialophorin) (CD antigen CD43)P16150 sp|P16150|LEUK_HUMAN 3 3 77 0 1 1 6 6.58 4.07 4.28 4 4.09 12.2500002 12.2500002 4.50000018 4.50000018 4 4 3 3 3 3 3 3 0.54 1.02 1.28 1.88 0.97 1.02 1.45 0.86 0.52 7.86 0.11 6.75 0.87 0.67 25.29 0.03 21.92 1.68 0.21 9.47 0.18 15.88 1.03 0.83 3.57 0.29 3.67 0.94 0.66 3.56 0.26 3.35 1.25 0.27 3.56 0.35 4.43 1.31 0.54 52.41 0.03 68.76 0.72 0.18 3.52 0.20 2.52 1.00 0.98 3.51 0.28

60S ribosomal protein L5P46777 sp|P46777|RL5_HUMAN 3 3 77 0 1 1 4.5 4.77 4.78 5.03 2.15 2.41 11.4500001 7.40699992 11.4500001 2.69399993 4 2 4 1 3 2 3 2 0.82 0.32 3.92 0.21 3.24 0.95 0.73 3.88 0.25 3.70 1.20 0.33 3.90 0.31 4.70 0.80 0.28 3.91 0.20 3.12 0.82 0.32 3.88 0.21 3.20 1.02 0.89 3.89 0.26 3.97 0.87 0.46 4.57 0.19 3.99 1.12 0.75 30.39 0.04 34.04 1.78 0.14 4.95 0.36 8.82 0.72 0.42 26.28 0.03 18.95 0.99 0.94 3.60 0.28 3.57 0.89 0.46 3.62 0.25 3.22 1.05 0.79 6.38 0.16 6.71 1.07 0.81 16.76 0.06 17.92 1.21 NA NA NA NA 0.99 NA NA NA

60S ribosomal protein L28P46779 sp|P46779|RL28_HUMAN 3 3 77 0 1 1 2.39 2.5 4.01 4.08 1.94 2.07 20.4400003 12.41 20.4400003 10.2200002 4 2 4 2 3 2 2 3 0.50 0.26 41.04 0.01 20.64 0.92 0.60 4.43 0.21 4.07 0.72 0.47 40.89 0.02 29.58 0.78 0.36 7.49 0.10 5.84 0.79 0.41 9.23 0.09 7.32 0.72 0.30 8.42 0.09 6.07 1.17 0.45 5.65 0.21 6.63 0.71 0.45 36.91 0.02 26.37 3.55 0.19 127.02 0.03 450.96 0.64 0.89 59200000000000.00 0.00 38100000000000.00 0.96 0.73 3.56 0.27 3.41 0.99 0.97 46.00 0.02 45.34 0.61 0.26 14.71 0.04 8.98 0.50 0.26 42.03 0.01 21.19 0.89 NA NA NA NA 1.33 NA NA NA

WASH complex subunit strumpellinQ12768 sp|Q12768|STRUM_HUMAN 3 3 77 0 1 1 5.5 7.28 6.09 7.32 2.09 3.22 4.57299985 4.57299985 2.67500002 1.20799998 4 4 3 1 3 2 3 2 0.96 0.79 4.92 0.20 4.71 1.12 0.46 3.52 0.32 3.94 0.79 0.26 3.55 0.22 2.80 0.98 0.86 3.53 0.28 3.45 1.08 0.57 3.53 0.31 3.82 0.81 0.27 3.54 0.23 2.85 0.91 0.54 3.75 0.24 3.42 0.89 0.46 1.72 0.52 1.53 1.70 0.07 1.86 0.92 3.17 0.90 0.76 3.48 0.26 3.13 0.95 0.59 1.42 0.67 1.35 0.91 0.39 1.46 0.62 1.32 0.85 0.38 1.88 0.45 1.59 0.93 0.79 2.66 0.35 2.48 0.67 NA NA NA NA 0.82 NA NA NA

Adapter molecule crk (Proto-oncogene c-Crk) (p38)P46108 sp|P46108|CRK_HUMAN 3 3 77 0 1 1 7.5 7.81 2.03 2.19 3.87 4.16 19.7400004 19.7400004 5.59200011 7.89500028 4 4 1 2 2 2 2 2 1.57 0.14 3.73 0.42 5.86 1.16 0.38 3.71 0.31 4.31 0.92 0.76 14.21 0.06 13.08 1.03 0.81 3.73 0.28 3.86 0.92 0.57 3.70 0.25 3.41 1.53 0.46 117.21 0.01 179.02 0.93 0.79 15.49 0.06 14.36 1.53 NA NA NA NA 0.90 NA NA NA NA 1.00 NA NA NA NA 1.22 NA NA NA NA 1.25 NA NA NA NA 1.28 NA NA NA NA 1.28 NA NA NA NA 1.28 0.35 6.86 0.19 8.78 0.63 0.14 3.58 0.18

Ubiquitin-conjugating enzyme E2 L3 (EC 6.3.2.19) (L-UBC) (UbcH7) (Ubiquitin carrier protein L3) (Ubiquitin-conjugating enzyme E2-F1) (Ubiquitin-protein ligase L3)P68036 sp|P68036|UB2L3_HUMAN 3 3 77 0 1 1 2.05 2.86 2.35 2.69 2.63 3 18.1799993 18.1799993 14.2900005 14.2900005 3 3 2 1 8 2 2 8 1.65 0.79 1.15 1.02 1.09 1.18 1.14 1.23 0.30 3.65 0.34 4.47 0.83 0.31 3.65 0.23 3.02 1.45 0.17 3.65 0.40 5.31 1.20 0.62 27.81 0.04 33.30 1.09 0.73 11.98 0.09 13.09 1.19 0.34 3.68 0.32 4.37 1.24 0.28 3.68 0.34 4.58 0.98 0.83 1.52 0.64 1.49 1.08 0.50 1.54 0.70

E3 ubiquitin/ISG15 ligase TRIM25 (EC 6.3.2.19) (EC 6.3.2.n3) (Estrogen-responsive finger protein) (RING finger protein 147) (Tripartite motif-containing protein 25) (Ubiquitin/ISG15-conjugating enzyme TRIM25) (Zinc finger protein 147)Q14258 sp|Q14258|TRI25_HUMAN 3 3 77 0 1 1 2.33 3 2.27 2.95 4.99 5.95 6.66700006 1.58699993 3.81000005 6.66700006 3 1 2 3 8 2 2 8 1.62 0.73 1.30 1.31 1.04 1.14 0.99 1.37 0.32 8.74 0.16 11.98 1.01 0.95 3.55 0.28 3.58 0.90 0.70 12.11 0.07 10.94 1.00 0.99 3.83 0.26 3.82 1.29 0.24 3.55 0.36 4.59 0.88 0.59 8.53 0.10 7.52 0.76 0.22 3.58 0.21 2.72 0.87 0.26 1.48 0.59 1.29 1.00 0.99 1.88 0.53

Macrophage migration inhibitory factor (MIF) (EC 5.3.2.1) (Glycosylation-inhibiting factor) (GIF) (L-dopachrome isomerase) (L-dopachrome tautomerase) (EC 5.3.3.12) (Phenylpyruvate tautomerase)P14174 sp|P14174|MIF_HUMAN 3 3 77 0 1 1 4 4.15 4 4.02 4 4.04 17.3899993 17.3899993 17.3899993 17.3899993 3 3 3 3 7 7 3 7 2.12 0.10 4.64 0.46 9.83 1.00 1.00 8.91 0.11 8.92 1.37 0.24 5.05 0.27 6.92 1.37 0.22 4.32 0.32 5.92 1.24 0.32 4.37 0.28 5.41 0.94 0.83 20.15 0.05 18.86 1.04 0.79 4.35 0.24 4.52 1.09 0.58 4.00 0.27 4.36 0.93 0.65 4.89 0.19 4.53 1.07 0.84 32.58 0.03 34.91 1.31 0.25 4.05 0.32 5.30 1.34 0.36 10.18 0.13 13.61 1.13 0.61 9.01 0.13 10.15 0.96 0.85 10.77 0.09 10.30 1.35 NA NA NA NA 0.93 NA NA NA

Zymogen granule protein 16 homolog BQ96DA0 sp|Q96DA0|ZG16B_HUMAN 3 3 77 0 1 1 2.04 2.22 4.27 4.34 5.9 6.1 16.8300003 7.69200027 15.8700004 16.8300003 3 1 3 3 7 1 2 7 0.46 0.47 1.02 0.67 1.23 0.98 0.80 0.86 0.66 27.08 0.03 23.26 1.30 0.43 14.36 0.09 18.62 1.30 0.61 112.13 0.01 145.93 0.82 0.45 8.31 0.10 6.81 0.59 0.18 7.22 0.08 4.27 1.00 1.00 11040.47 0.00 11070.99 0.91 0.89 1233.16 0.00 1119.10 1.29 0.82 26.59 0.05 34.34 0.49 0.52 21.13 0.02

1-phosphatidylinositol 4,5-bisphosphate phosphodiesterase delta-1 (EC 3.1.4.11) (Phosphoinositide phospholipase C-delta-1) (Phospholipase C-III) (PLC-III) (Phospholipase C-delta-1) (PLC-delta-1)P51178 sp|P51178|PLCD1_HUMAN 3 3 77 0 1 1 4.51 5.38 2.24 2.57 6.55 7.17 6.48100004 5.15899994 4.76199985 6.48100004 3 2 2 3 6 4 1 6 0.95 0.76 1.71 0.55 1.62 0.91 0.38 1.33 0.69 1.21 0.73 0.11 1.57 0.47 1.15 1.06 0.64 1.44 0.74 1.53 0.81 0.06 1.25 0.65 1.01 0.98 0.89 1.52 0.64 1.49 0.90 0.39 1.37 0.66 1.24 1.73 NA NA NA NA 0.79 NA NA NA NA 1.42 NA NA NA NA 1.18 NA NA NA NA 1.19 NA NA NA NA 1.48 NA NA NA NA 0.86 NA NA NA NA 1.00 0.96 1.37 0.73 1.38 0.97 0.72 1.26 0.77

Beta-2-microglobulin [Cleaved into: Beta-2-microglobulin form pI 5.3]P61769 sp|P61769|B2MG_HUMAN 3 3 77 0 1 1 2.06 2.22 3.64 3.97 4.15 4.28 21.0099995 21.0099995 18.4900001 18.4900001 3 2 3 3 6 3 4 6 0.65 0.96 1.26 1.86 1.41 1.16 1.28 1.20 0.19 1.48 0.81 1.77 0.82 0.27 1.74 0.47 1.43 1.42 0.06 1.49 0.95 2.10 0.93 0.48 1.48 0.63 1.37 0.97 0.80 1.48 0.66 1.44 1.15 0.26 1.48 0.78 1.71 1.12 0.33 1.48 0.76 1.67 1.09 0.44 1.45 0.75 1.58 1.11 0.36 1.45 0.76

Phospholipase D3 (PLD 3) (EC 3.1.4.4) (Choline phosphatase 3) (HindIII K4L homolog) (Hu-K4) (Phosphatidylcholine-hydrolyzing phospholipase D3)Q8IV08 sp|Q8IV08|PLD3_HUMAN 3 3 77 0 1 1 6.82 7.44 1.96 2.09 4.04 4.23 6.32700026 6.32700026 2.44900007 4.49000001 3 3 1 2 6 6 1 3 1.01 0.98 1.76 0.57 1.77 1.08 0.56 1.45 0.75 1.56 1.02 0.81 1.26 0.81 1.28 1.32 0.03 1.26 1.04 1.66 1.20 0.17 1.39 0.87 1.67 1.39 0.11 1.58 0.88 2.20 0.83 0.09 1.26 0.66 1.05 1.61 NA NA NA NA 1.00 NA NA NA NA 1.15 NA NA NA NA 1.04 NA NA NA NA 0.90 NA NA NA NA 1.35 NA NA NA NA 1.20 NA NA NA NA 1.07 0.65 4.42 0.24 4.74 2.03 0.19 16.52 0.12

Eukaryotic translation initiation factor 3 subunit L (eIF3l) (Eukaryotic translation initiation factor 3 subunit 6-interacting protein) (Eukaryotic translation initiation factor 3 subunit E-interacting protein)Q9Y262 sp|Q9Y262|EIF3L_HUMAN 3 3 77 0 1 1 2.01 3.02 7.19 8.34 4.72 6.01 6.20599985 2.30500009 6.20599985 6.20599985 3 1 3 3 6 1 5 6 1.27 2.06 1.11 1.02 1.09 1.19 1.10 0.67 0.06 1.52 0.44 1.03 1.94 0.03 1.71 1.13 3.31 0.72 0.31 2.31 0.31 1.67 0.80 0.06 1.26 0.64 1.01 0.88 0.18 1.27 0.70 1.11 0.69 0.06 1.50 0.46 1.03 0.80 0.81 14.25 0.06 11.41 1.19 0.89 36.74 0.03 43.61 0.74 0.76 17.29 0.04

60S ribosomal protein L29 (Cell surface heparin-binding protein HIP)P47914 sp|P47914|RL29_HUMAN 3 3 77 0 1 1 3.15 3.26 3.72 3.91 2 2.11 14.4700006 14.4700006 14.4700006 9.43399966 3 3 2 1 5 2 5 2 0.58 0.39 119.69 0.00 69.74 1.72 0.20 9.08 0.19 15.60 0.62 0.25 12.41 0.05 7.74 0.70 0.19 4.11 0.17 2.88 0.91 0.75 22.07 0.04 19.99 0.43 0.13 9.34 0.05 3.98 0.86 0.55 9.66 0.09 8.30 0.83 0.47 2.53 0.33 2.09 2.88 0.01 1.50 1.91 4.33 0.74 0.47 4.21 0.18 3.12 0.74 0.09 1.50 0.50 1.11 0.52 0.02 1.49 0.35 0.78 0.86 0.59 2.83 0.30 2.42 0.75 0.12 1.61 0.47 1.21 0.88 NA NA NA NA 1.09 NA NA NA

4-trimethylaminobutyraldehyde dehydrogenase (TMABADH) (EC 1.2.1.47) (Aldehyde dehydrogenase E3 isozyme) (Aldehyde dehydrogenase family 9 member A1) (EC 1.2.1.3) (Gamma-aminobutyraldehyde dehydrogenase) (EC 1.2.1.19) (R-aminobutyraldehyde dehydrogenase)P49189 sp|P49189|AL9A1_HUMAN 3 3 77 0 1 1 3.46 5.89 5.24 5.51 4.07 6.59 5.8699999 5.8699999 5.8699999 5.8699999 3 3 3 3 5 3 5 1 0.91 0.72 2.72 0.33 2.48 0.91 0.67 2.33 0.39 2.12 1.32 0.11 1.55 0.85 2.04 1.36 0.33 2.83 0.48 3.85 1.41 0.25 2.52 0.56 3.55 1.11 0.37 1.49 0.75 1.65 1.19 0.30 1.71 0.69 2.03 1.05 0.75 1.61 0.65 1.70 1.48 0.03 1.36 1.09 2.02 0.77 0.28 1.85 0.42 1.43 0.98 0.78 1.27 0.77 1.24 0.94 0.48 1.27 0.74 1.19 0.89 0.23 1.27 0.71 1.13 1.05 0.80 1.68 0.62 1.76 1.41 NA NA NA NA 1.39 NA NA NA

Biliverdin reductase A (BVR A) (EC 1.3.1.24) (Biliverdin-IX alpha-reductase)P53004 sp|P53004|BIEA_HUMAN 3 3 77 0 1 1 4.8 5.22 2.04 2.37 4.39 4.86 9.45900008 9.45900008 4.72999997 8.10799971 3 3 1 2 5 5 1 5 1.23 0.07 1.27 0.97 1.56 0.66 0.09 1.70 0.39 1.12 1.00 0.99 1.29 0.78 1.29 0.95 0.75 1.56 0.61 1.48 1.62 0.07 1.74 0.93 2.83 1.06 0.70 1.55 0.68 1.65 1.12 0.35 1.37 0.81 1.53 1.55 NA NA NA NA 1.08 NA NA NA NA 0.94 NA NA NA NA 1.00 NA NA NA NA 1.11 NA NA NA NA 1.04 NA NA NA NA 1.36 NA NA NA NA 0.82 0.31 1.92 0.43 1.57 1.08 0.60 1.76 0.61

Serine incorporator 5Q86VE9 sp|Q86VE9|SERC5_HUMAN 3 3 77 0 1 1 4.27 5.06 2.69 2.84 2.02 2.23 6.14699982 6.14699982 3.78299989 2.36399993 3 3 2 1 5 5 5 4 1.34 0.17 1.67 0.80 2.24 2.40 0.01 1.50 1.60 3.60 0.74 0.12 1.57 0.47 1.16 0.90 0.28 1.29 0.70 1.16 0.68 0.02 1.29 0.53 0.88 0.67 0.09 1.68 0.40 1.13 0.63 0.08 1.77 0.35 1.11 2.07 0.31 124.80 0.02 258.12 1.15 0.65 19.75 0.06 22.78 0.50 0.09 3.54 0.14 1.76 1.11 0.75 26.04 0.04 29.01 0.87 0.41 3.54 0.25 3.10 0.82 0.53 16.59 0.05 13.54 0.63 0.14 3.55 0.18 2.24 1.06 NA NA NA NA 0.62 NA NA NA

Peflin (PEF protein with a long N-terminal hydrophobic domain) (Penta-EF hand domain-containing protein 1)Q9UBV8 sp|Q9UBV8|PEF1_HUMAN 3 3 77 0 1 1 4.04 4.21 4 4.01 3.42 3.46 8.09900016 8.09900016 8.09900016 8.09900016 3 3 3 2 5 5 3 4 1.16 0.37 3.52 0.33 4.09 1.64 0.13 3.52 0.47 5.79 0.99 0.94 3.83 0.26 3.79 1.46 0.16 3.52 0.41 5.14 1.13 0.44 3.78 0.30 4.29 0.88 0.42 3.53 0.25 3.11 1.11 0.48 3.54 0.31 3.93 1.62 0.24 11.35 0.14 18.38 1.03 0.79 3.56 0.29 3.68 0.88 0.63 11.01 0.08 9.71 1.09 0.68 8.05 0.14 8.81 1.18 0.35 3.57 0.33 4.19 1.19 0.40 5.06 0.24 6.04 1.14 0.79 138.01 0.01 157.55 1.18 NA NA NA NA 1.12 NA NA NA

LanC-like protein 1 (40 kDa erythrocyte membrane protein) (p40)O43813 sp|O43813|LANC1_HUMAN 3 3 77 0 1 1 4 4.09 5.06 5.12 2.08 2.23 11.53 8.5210003 11.53 5.51399998 3 2 3 1 4 3 2 4 0.75 0.69 1199.97 0.00 897.77 0.66 0.51 239.67 0.00 158.54 1.37 0.44 25.99 0.05 35.49 1.11 0.58 5.52 0.20 6.12 0.77 0.58 81.24 0.01 62.19 1.20 0.52 11.38 0.11 13.65 1.05 0.74 4.62 0.23 4.86 1.30 0.27 4.36 0.30 5.65 0.87 0.43 4.01 0.22 3.50 1.07 0.63 3.59 0.30 3.84 1.19 0.33 3.58 0.33 4.27 1.01 0.94 3.58 0.28 3.62 0.90 0.48 3.56 0.25 3.20 1.01 0.98 22.66 0.04 22.80 0.69 NA NA NA NA 1.62 NA NA NA

Extracellular superoxide dismutase [Cu-Zn] (EC-SOD) (EC 1.15.1.1)P08294 sp|P08294|SODE_HUMAN 3 3 77 0 1 1 5.48 5.71 4.47 4.58 2 2.04 15.8299997 13.3300006 15.8299997 5.41700013 3 3 3 1 4 4 2 1 1.14 0.37 1.64 0.70 1.86 1.59 0.04 1.49 1.07 2.37 1.03 0.90 2.14 0.48 2.19 1.28 0.23 1.87 0.69 2.39 0.85 0.22 1.48 0.58 1.26 1.09 0.57 1.77 0.62 1.93 0.66 0.20 2.64 0.25 1.74 1.67 0.27 18.80 0.09 31.39 1.83 0.60 33498.98 0.00 61379.93 1.24 0.68 138.20 0.01 171.60 1.44 0.49 87.81 0.02 126.19 0.92 0.55 3.53 0.26 3.25 1.05 0.80 6.94 0.15 7.30 0.88 0.41 3.53 0.25 3.10 1.27 NA NA NA NA 1.98 NA NA NA

Clathrin light chain A (Lca)P09496 sp|P09496|CLCA_HUMAN 3 3 77 0 1 1 4.33 4.44 3.72 3.78 5.02 5.15 10.08 6.85499981 6.85499981 10.08 3 2 2 3 4 4 3 2 0.93 0.49 1.43 0.65 1.34 1.38 0.07 1.45 0.95 2.00 0.78 0.09 1.43 0.54 1.11 0.71 0.08 1.58 0.45 1.12 0.86 0.21 1.43 0.60 1.23 0.69 0.05 1.43 0.48 0.99 0.86 0.21 1.43 0.60 1.23 0.80 0.24 1.82 0.44 1.45 1.39 0.14 1.78 0.78 2.48 0.63 0.30 4.09 0.15 2.59 1.04 0.68 1.49 0.70 1.55 1.50 0.04 1.46 1.02 2.20 0.62 0.14 2.36 0.26 1.46 0.83 0.48 2.57 0.32 2.12 1.03 NA NA NA NA 1.45 NA NA NA

V-type proton ATPase subunit E 1 (V-ATPase subunit E 1) (V-ATPase 31 kDa subunit) (p31) (Vacuolar proton pump subunit E 1)P36543 sp|P36543|VATE1_HUMAN 3 3 77 0 1 1 5.44 5.58 4.19 4.31 2.04 2.22 15.0399998 15.0399998 9.73500013 3.98200005 3 3 2 1 4 4 3 1 0.65 0.05 1.52 0.43 0.99 1.22 0.16 1.47 0.83 1.78 0.87 0.50 2.04 0.43 1.78 0.94 0.76 2.28 0.41 2.13 0.96 0.70 1.47 0.66 1.41 0.88 0.46 1.79 0.49 1.58 0.87 0.38 1.68 0.52 1.47 0.69 0.12 1.83 0.38 1.27 1.90 0.24 5.27 0.36 9.98 0.85 0.74 5.71 0.15 4.88 0.79 0.10 1.43 0.55 1.13 0.71 0.19 2.10 0.34 1.50 0.89 0.55 2.10 0.42 1.86 1.07 0.62 1.64 0.65 1.76 1.04 NA NA NA NA 1.00 NA NA NA

Tumor necrosis factor alpha-induced protein 2 (TNF alpha-induced protein 2) (Primary response gene B94 protein)Q03169 sp|Q03169|TNAP2_HUMAN 3 3 77 0 1 1 4.02 4.73 2 2.42 6.38 7.27 7.18699992 3.9760001 1.37599995 7.18699992 3 2 1 3 4 3 1 4 0.55 0.13 4.62 0.12 2.52 0.77 0.28 4.56 0.17 3.53 1.05 0.74 4.60 0.23 4.85 0.81 0.32 4.57 0.18 3.68 1.15 0.45 4.62 0.25 5.31 1.17 0.42 4.59 0.25 5.37 1.73 0.14 4.56 0.38 7.89 0.82 NA NA NA NA 1.62 NA NA NA NA 1.48 NA NA NA NA 1.09 NA NA NA NA 1.26 NA NA NA NA 1.09 NA NA NA NA 1.32 NA NA NA NA 0.94 0.86 3.58 0.26 3.37 0.87 0.57 2.46 0.35

Inter-alpha-trypsin inhibitor heavy chain H3 (ITI heavy chain H3) (ITI-HC3) (Inter-alpha-inhibitor heavy chain 3) (Serum-derived hyaluronan-associated protein) (SHAP)Q06033 sp|Q06033|ITIH3_HUMAN 3 3 77 0 1 1 4.23 5.14 2.13 2.65 6.24 6.94 4.49399985 4.15700004 1.68500003 4.49399985 3 3 1 3 4 3 1 4 0.77 0.23 1.92 0.40 1.48 0.77 0.10 1.47 0.52 1.13 1.17 0.22 1.47 0.80 1.72 1.48 0.05 1.47 1.01 2.17 0.61 0.03 1.47 0.41 0.89 1.24 0.13 1.46 0.85 1.82 1.59 0.13 2.23 0.71 3.56 0.79 NA NA NA NA 0.53 NA NA NA NA 1.44 NA NA NA NA 0.65 NA NA NA NA 0.60 NA NA NA NA 0.99 NA NA NA NA 1.95 NA NA NA NA 0.70 0.17 3.52 0.20 2.46 1.01 0.95 4.64 0.22

Kynureninase (EC 3.7.1.3) (L-kynurenine hydrolase)Q16719 sp|Q16719|KYNU_HUMAN 3 3 77 0 1 1 1.62 2.09 2.42 2.83 3.88 4.39 5.37599996 2.15099994 4.73099984 5.37599996 3 1 2 3 4 2 2 4 0.90 1.13 1.02 0.86 1.25 1.32 1.09 0.88 0.43 3.66 0.24 3.22 1.05 0.71 3.65 0.29 3.84 1.28 0.46 15.02 0.08 19.15 0.97 0.80 3.65 0.27 3.53 0.94 0.65 3.65 0.26 3.43 1.19 0.46 7.01 0.17 8.36 0.97 0.87 5.95 0.16 5.78 1.04 0.78 4.08 0.25 4.25 0.83 0.34 4.12 0.20

Inverted formin-2 (HBEBP2-binding protein C)Q27J81 sp|Q27J81|INF2_HUMAN 3 3 77 0 1 1 4.18 5.69 2.18 3.06 4.1 6.38 4.32300009 3.12200002 4.32300009 3.12200002 3 2 3 2 4 2 2 4 0.69 0.19 4.15 0.17 2.88 1.25 0.72 382.41 0.00 478.63 0.82 0.32 4.04 0.20 3.30 0.77 0.40 11.01 0.07 8.46 0.87 0.43 4.02 0.22 3.51 0.88 0.46 4.03 0.22 3.56 0.91 0.56 4.01 0.23 3.67 1.05 NA NA NA NA 1.07 NA NA NA NA 1.82 NA NA NA NA 0.76 NA NA NA NA 0.76 NA NA NA NA 0.87 NA NA NA NA 1.13 NA NA NA NA 0.97 0.79 3.51 0.28 3.39 0.93 0.61 3.51 0.27

Vam6/Vps39-like protein (TRAP1-like protein) (hVam6p)Q96JC1 sp|Q96JC1|VPS39_HUMAN 3 3 77 0 1 1 3.57 4.39 2.07 2.73 5.83 7.18 3.83699983 2.25699991 1.24199996 3.83699983 3 2 1 3 4 3 1 4 0.93 0.59 3.60 0.26 3.33 1.05 0.72 3.60 0.29 3.77 0.84 0.42 5.60 0.15 4.71 1.00 0.99 13.68 0.07 13.73 1.13 0.45 3.64 0.31 4.09 0.75 0.32 7.27 0.10 5.45 0.98 0.86 3.62 0.27 3.54 0.59 NA NA NA NA 2.06 NA NA NA NA 0.34 NA NA NA NA 0.89 NA NA NA NA 0.86 NA NA NA NA 0.82 NA NA NA NA 0.67 NA NA NA NA 1.21 0.21 1.57 0.77 1.90 1.16 0.21 1.42 0.82

Secretoglobin family 3A member 2 (Pneumo secretory protein 1) (PnSP-1) (Uteroglobin-related protein 1)Q96PL1 sp|Q96PL1|SG3A2_HUMAN 3 3 77 0 1 1 1.82 2.2 4 4.09 4 4.2 27.9599994 9.67700034 27.9599994 27.9599994 3 1 2 3 4 1 3 4 1.15 0.92 1.41 1.21 1.04 1.17 0.66 0.78 0.24 3.51 0.22 2.73 1.65 0.24 13.02 0.13 21.55 0.67 0.15 3.51 0.19 2.34 1.64 0.13 3.51 0.47 5.77 0.55 0.15 6.42 0.09 3.54 0.78 0.24 3.51 0.22 2.74 0.54 0.17 8.75 0.06 4.76 1.90 0.17 9.56 0.20 18.20 0.61 0.18 6.23 0.10

Vacuolar protein sorting-associated protein 37C (hVps37C) (ESCRT-I complex subunit VPS37C)A5D8V6 sp|A5D8V6|VP37C_HUMAN 3 3 77 0 1 1 3.13 3.44 4.58 4.69 2.19 2.37 12.1100001 12.1100001 5.63400015 8.73199999 3 3 2 2 3 2 3 2 1.36 0.48 39.41 0.03 53.78 1.59 0.22 8.12 0.20 12.90 0.99 0.95 6.71 0.15 6.63 1.16 0.39 3.77 0.31 4.38 1.07 0.64 3.79 0.28 4.05 1.03 0.83 4.28 0.24 4.41 0.91 0.88 497.89 0.00 453.39 1.88 0.05 1.85 1.02 3.48 0.96 0.65 1.45 0.66 1.39 0.79 0.28 2.04 0.39 1.60 1.26 0.12 1.45 0.87 1.83 0.96 0.70 1.46 0.66 1.40 0.95 0.73 1.81 0.52 1.71 0.82 0.20 1.57 0.52 1.29 1.10 NA NA NA NA 0.58 NA NA NA

Lupus La protein (La autoantigen) (La ribonucleoprotein) (Sjoegren syndrome type B antigen) (SS-B)P05455 sp|P05455|LA_HUMAN 3 3 77 0 1 1 3.14 3.66 2.15 2.61 2.02 2.6 9.80399996 9.80399996 3.43099982 3.43099982 3 3 1 1 3 3 2 2 1.48 0.10 1.77 0.84 2.61 0.92 0.41 1.44 0.64 1.32 1.25 0.12 1.45 0.86 1.81 0.71 0.06 1.45 0.49 1.03 1.11 0.36 1.45 0.76 1.60 0.81 0.40 2.35 0.34 1.90 0.92 0.48 1.50 0.62 1.38 0.85 0.35 3.57 0.24 3.04 1.11 0.72 15.39 0.07 17.02 0.78 0.68 352.48 0.00 273.42 1.06 0.67 3.62 0.29 3.83 1.18 0.42 5.28 0.22 6.23 0.81 0.29 3.56 0.23 2.89 0.90 0.82 113.57 0.01 102.03 1.44 NA NA NA NA 1.19 NA NA NA

Heterogeneous nuclear ribonucleoproteins C1/C2 (hnRNP C1/C2)P07910 sp|P07910|HNRPC_HUMAN 3 3 77 0 1 1 1.84 2.05 5.5 5.76 1.4 1.63 10.7799999 3.26800011 10.7799999 3.26800011 3 1 3 1 3 2 3 2 0.85 0.56 12.31 0.07 10.46 0.85 0.51 8.54 0.10 7.25 1.25 0.28 3.67 0.34 4.57 0.71 0.44 35.30 0.02 25.14 1.11 0.48 3.69 0.30 4.12 0.74 0.59 191.91 0.00 141.20 0.88 0.43 3.65 0.24 3.21 0.86 0.21 1.45 0.59 1.24 2.05 0.02 1.62 1.27 3.32 0.67 0.26 3.01 0.22 2.02 1.21 0.16 1.46 0.83 1.77 1.02 0.86 1.46 0.70 1.48 0.87 0.25 1.46 0.60 1.27 0.93 0.58 1.62 0.57 1.50 0.59 NA NA NA NA 0.84 NA NA NA

Endoplasmin (94 kDa glucose-regulated protein) (GRP-94) (Heat shock protein 90 kDa beta member 1) (Tumor rejection antigen 1) (gp96 homolog)P14625 sp|P14625|ENPL_HUMAN 3 3 77 0 1 1 2.05 5.1 1.46 4.87 4.05 7.71 5.22999987 3.23799998 5.22999987 4.60800007 3 2 3 3 3 1 2 3 0.98 0.48 1.08 0.68 0.86 2.10 0.97 0.85 0.44 5.26 0.16 4.49 1.16 0.42 4.08 0.28 4.72 1.26 0.63 90.67 0.01 114.23 0.98 0.89 4.04 0.24 3.96 1.26 0.32 4.92 0.26 6.20 0.93 0.63 4.02 0.23 3.74 1.07 0.75 8.15 0.13 8.73 1.06 0.69 3.58 0.29 3.78 1.02 0.86 3.57 0.29

cAMP-dependent protein kinase catalytic subunit alpha (PKA C-alpha) (EC 2.7.11.11)P17612 sp|P17612|KAPCA_HUMAN 3 3 77 0 1 1 2.02 2.51 4.02 4.48 2.26 2.93 5.98299988 3.41899991 5.98299988 3.41899991 3 1 3 1 3 2 2 3 1.93 1.11 1.08 1.44 1.26 1.00 0.88 0.94 0.66 4.13 0.23 3.86 1.14 0.44 4.13 0.28 4.72 0.82 0.51 12.55 0.07 10.33 1.33 0.23 4.09 0.33 5.45 1.21 0.34 4.09 0.29 4.94 0.98 0.86 4.08 0.24 3.98 0.92 0.64 5.50 0.17 5.04 0.91 0.52 3.75 0.24 3.40 0.91 0.77 26.56 0.03

Protein-L-isoaspartate(D-aspartate) O-methyltransferase (PIMT) (EC 2.1.1.77) (L-isoaspartyl protein carboxyl methyltransferase) (Protein L-isoaspartyl/D-aspartyl methyltransferase) (Protein-beta-aspartate methyltransferase)P22061 sp|P22061|PIMT_HUMAN 3 3 77 0 1 1 4.09 4.11 1.49 1.53 2.79 2.94 25.9900004 25.9900004 3.52399983 7.48900026 3 3 1 2 3 2 1 3 0.95 0.84 16.08 0.06 15.21 1.03 0.96 521.41 0.00 537.48 0.87 0.78 115.99 0.01 101.27 0.90 0.75 24.91 0.04 22.47 1.23 0.44 8.73 0.14 10.72 0.97 0.93 58.17 0.02 56.24 1.26 0.70 345.01 0.00 436.06 1.14 NA NA NA NA 1.12 NA NA NA NA 0.85 NA NA NA NA 1.22 NA NA NA NA 1.16 NA NA NA NA 1.01 NA NA NA NA 0.71 NA NA NA NA 0.84 0.33 3.57 0.24 3.00 0.98 0.85 3.53 0.28

Caspase-14 (CASP-14) (EC 3.4.22.-) [Cleaved into: Caspase-14 subunit p19; Caspase-14 subunit p10]P31944 sp|P31944|CASPE_HUMAN 3 3 77 0 1 1 1.38 1.59 3.3 3.41 2.58 2.95 14.0499994 3.71900015 14.0499994 9.5040001 3 1 3 2 3 1 2 3 0.76 3.33 0.64 0.76 0.53 0.97 0.81 0.76 0.37 9.88 0.08 7.54 0.60 0.16 5.39 0.11 3.25 1.87 0.10 3.61 0.52 6.76 1.10 0.51 3.59 0.31 3.96 0.92 0.65 5.09 0.18 4.71 1.31 0.31 6.30 0.21 8.25 2.65 0.09 5.77 0.46 15.32 0.65 0.17 4.25 0.15 2.78 1.38 0.22 4.22 0.33

Integrin-linked protein kinase (EC 2.7.11.1) (59 kDa serine/threonine-protein kinase) (ILK-1) (ILK-2) (p59ILK)Q13418 sp|Q13418|ILK_HUMAN 3 3 77 0 1 1 5.3 5.97 3.38 3.62 1.31 1.76 8.62800032 8.62800032 5.31000011 5.31000011 3 3 2 2 3 2 2 3 0.90 0.51 3.74 0.24 3.38 0.93 0.62 3.77 0.25 3.51 1.13 0.44 3.75 0.30 4.26 1.18 0.36 3.75 0.31 4.41 1.22 0.38 5.33 0.23 6.48 1.30 0.24 3.75 0.35 4.86 1.77 0.12 3.75 0.47 6.61 0.92 0.61 4.56 0.20 4.19 0.73 0.23 4.51 0.16 3.30 1.22 0.34 4.53 0.27 5.52 1.15 0.45 4.57 0.25 5.26 1.29 0.37 8.42 0.15 10.88 1.21 0.36 4.58 0.26 5.54 0.87 0.47 4.68 0.19 4.09 0.92 NA NA NA NA 1.02 NA NA NA

UDP-glucose 4-epimerase (EC 5.1.3.2) (Galactowaldenase) (UDP-galactose 4-epimerase)Q14376 sp|Q14376|GALE_HUMAN 3 3 77 0 1 1 4.12 4.41 2 2.16 6.03 6.28 10.0599997 6.32200018 2.29899995 10.0599997 3 2 1 3 3 2 1 3 0.94 0.62 3.51 0.27 3.29 0.72 0.19 3.52 0.21 2.54 1.11 0.47 3.52 0.32 3.91 0.68 0.16 3.51 0.19 2.41 1.45 0.17 3.51 0.41 5.09 0.96 0.74 3.51 0.27 3.37 1.12 0.46 3.51 0.32 3.93 0.80 NA NA NA NA 0.67 NA NA NA NA 1.97 NA NA NA NA 1.04 NA NA NA NA 1.70 NA NA NA NA 0.74 NA NA NA NA 1.05 NA NA NA NA 1.05 0.83 2.42 0.43 2.55 1.75 0.02 1.47 1.19

Prostamide/prostaglandin F synthase (Prostamide/PG F synthase) (Prostamide/PGF synthase) (EC 1.11.1.20) (Protein FAM213B)Q8TBF2 sp|Q8TBF2|PGFS_HUMAN 3 3 77 0 1 1 2.26 2.37 4.96 5.05 2 2.08 20.2000007 14.6500006 20.2000007 5.55600002 3 2 3 1 3 2 3 1 1.21 0.68 87.72 0.01 106.21 1.04 0.85 9.83 0.11 10.27 1.13 0.49 4.49 0.25 5.08 1.08 0.60 3.96 0.27 4.29 1.01 0.99 43.38 0.02 43.64 1.08 0.64 5.05 0.21 5.48 0.95 0.72 3.94 0.24 3.75 1.03 0.74 1.46 0.71 1.51 0.86 0.28 1.58 0.54 1.35 0.93 0.50 1.46 0.64 1.36 0.93 0.52 1.46 0.64 1.36 0.98 0.93 2.64 0.37 2.58 1.00 0.99 1.91 0.52 1.91 0.92 0.51 1.56 0.59 1.44 0.87 NA NA NA NA 0.80 NA NA NA

Aldose 1-epimerase (EC 5.1.3.3) (Galactose mutarotase)Q96C23 sp|Q96C23|GALM_HUMAN 3 3 77 0 1 1 2.19 2.51 2.72 2.94 2 2.28 9.35700014 4.97100018 9.35700014 4.97100018 3 1 3 1 3 3 3 2 1.26 0.64 95.16 0.01 119.51 0.26 0.24 825.73 0.00 217.46 1.28 0.58 54.62 0.02 69.82 0.66 0.33 21.04 0.03 13.82 1.10 0.87 411.83 0.00 453.04 0.97 0.92 18.41 0.05 17.87 1.05 0.82 9.22 0.11 9.71 1.40 0.23 4.80 0.29 6.70 0.53 0.16 7.25 0.07 3.87 0.86 0.57 10.40 0.08 8.96 0.90 0.58 5.82 0.15 5.23 0.94 0.87 48.51 0.02 45.55 1.70 0.45 306.67 0.01 521.38 1.11 0.69 13.64 0.08 15.20 0.92 NA NA NA NA 1.07 NA NA NA

Tubulin-specific chaperone D (Beta-tubulin cofactor D) (tfcD) (SSD-1) (Tubulin-folding cofactor D)Q9BTW9 sp|Q9BTW9|TBCD_HUMAN 3 3 77 0 1 1 3.06 3.87 5.52 6.29 6.26 7.73 3.27199996 2.01299992 2.85199992 3.27199996 3 2 3 3 3 2 2 3 1.39 0.95 1.00 0.83 1.25 0.85 0.81 0.75 0.21 3.59 0.21 2.69 1.23 0.29 3.63 0.34 4.45 0.75 0.50 38.05 0.02 28.69 1.21 0.32 3.64 0.33 4.38 1.68 0.12 3.64 0.46 6.10 0.68 0.39 31.14 0.02 21.29 0.74 0.44 21.71 0.03 16.16 1.23 0.13 1.44 0.86 1.77 0.97 0.76 1.43 0.68

Nuclear migration protein nudC (Nuclear distribution protein C homolog)Q9Y266 sp|Q9Y266|NUDC_HUMAN 3 3 77 0 1 1 4.05 4.18 2.07 2.12 5.41 5.6 9.96999964 7.25099966 7.25099966 9.96999964 3 2 2 3 3 2 1 3 1.28 0.57 50.83 0.03 65.30 0.70 0.17 3.52 0.20 2.46 1.27 0.25 3.53 0.36 4.48 0.72 0.28 7.19 0.10 5.19 0.98 0.92 4.88 0.20 4.81 0.93 0.72 6.69 0.14 6.25 1.14 0.41 3.54 0.32 4.05 1.02 NA NA NA NA 1.29 NA NA NA NA 0.58 NA NA NA NA 1.20 NA NA NA NA 1.67 NA NA NA NA 1.85 NA NA NA NA 2.90 NA NA NA NA 1.14 0.25 1.42 0.81 1.61 0.96 0.70 1.42 0.68

Putative deoxyribose-phosphate aldolase (DERA) (EC 4.1.2.4) (2-deoxy-D-ribose 5-phosphate aldolase) (Phosphodeoxyriboaldolase) (Deoxyriboaldolase)Q9Y315 sp|Q9Y315|DEOC_HUMAN 3 3 77 0 1 1 3.16 3.47 4.54 5.04 2 2.43 12.2599997 7.2329998 12.2599997 4.08799984 3 2 3 1 3 2 3 3 0.77 0.54 44.40 0.02 34.12 1.70 0.13 4.22 0.40 7.16 0.67 0.18 4.62 0.14 3.09 0.72 0.39 18.10 0.04 13.06 0.74 0.22 4.15 0.18 3.06 0.62 0.42 107.46 0.01 66.96 0.66 0.18 4.74 0.14 3.12 0.58 0.14 2.68 0.22 1.56 2.19 0.05 2.12 1.04 4.64 0.93 0.84 3.52 0.27 3.28 0.78 0.35 2.39 0.33 1.87 0.69 0.19 2.28 0.30 1.58 0.67 0.23 2.73 0.25 1.83 0.87 0.72 4.41 0.20 3.82 1.62 NA NA NA NA 0.95 NA NA NA

PCTP-like protein (PCTP-L) (Antigen NY-CO-28) (START domain-containing protein 10) (StARD10) (Serologically defined colon cancer antigen 28) (StAR-related lipid transfer protein 10)Q9Y365 sp|Q9Y365|PCTL_HUMAN 3 3 77 0 1 1 3.7 3.89 2.75 2.89 2 2.11 12.37 5.49799986 12.37 4.12399992 3 3 3 1 3 2 3 1 1.99 0.09 3.68 0.54 7.33 1.06 0.67 3.68 0.29 3.90 1.16 0.38 3.70 0.31 4.29 0.93 0.65 4.38 0.21 4.08 1.71 0.14 4.53 0.38 7.74 0.80 0.38 6.92 0.12 5.54 1.07 0.61 3.70 0.29 3.98 1.21 0.41 5.94 0.20 7.17 0.96 0.74 3.63 0.26 3.48 0.65 0.25 9.93 0.07 6.43 1.18 0.36 3.63 0.32 4.27 1.25 0.27 3.64 0.34 4.54 0.76 0.31 6.31 0.12 4.78 0.91 0.87 268.65 0.00 245.72 1.43 NA NA NA NA 1.29 NA NA NA

Anterior gradient protein 2 homolog (AG-2) (hAG-2) (HPC8) (Secreted cement gland protein XAG-2 homolog)O95994 sp|O95994|AGR2_HUMAN 3 3 77 0 1 1 6 6.33 2.61 2.65 1.54 1.62 26.2899995 26.2899995 16.5700004 6.28599972 3 3 2 1 2 2 2 1 0.90 0.68 11.97 0.08 10.76 0.69 0.34 15.66 0.04 10.80 1.04 0.88 12.10 0.09 12.55 0.75 0.23 3.93 0.19 2.94 1.01 0.92 3.87 0.26 3.92 1.23 0.31 3.88 0.32 4.76 1.10 0.53 3.88 0.28 4.28 0.96 0.75 3.64 0.26 3.48 0.76 0.23 3.67 0.21 2.79 1.29 0.36 7.80 0.17 10.09 0.91 0.54 3.66 0.25 3.34 1.02 0.90 3.65 0.28 3.71 1.24 0.31 4.23 0.29 5.26 1.20 0.51 11.25 0.11 13.55 1.03 NA NA NA NA 1.56 NA NA NA

Nucleolin (Protein C23)P19338 sp|P19338|NUCL_HUMAN 3 3 77 0 1 1 2.1 3.71 4.09 4.56 3.2 3.83 5.63400015 2.11299993 5.63400015 3.37999985 3 2 3 2 2 1 2 2 0.57 1.07 0.91 0.69 0.92 0.71 0.93 0.79 0.69 321.75 0.00 254.01 1.85 0.20 12.81 0.14 23.76 0.63 0.49 320.48 0.00 201.61 0.84 0.52 11.07 0.08 9.29 1.02 0.91 4.19 0.24 4.26 0.87 0.50 6.01 0.14 5.21 0.69 0.36 19.57 0.04 13.47 1.00 1.00 3.59 0.28 3.59 1.07 0.61 3.60 0.30

Ubiquitin carboxyl-terminal hydrolase 5 (EC 3.4.19.12) (Deubiquitinating enzyme 5) (Isopeptidase T) (Ubiquitin thioesterase 5) (Ubiquitin-specific-processing protease 5)P45974 sp|P45974|UBP5_HUMAN 3 3 77 0 1 1 4.9 5.13 2.07 2.2 2.46 2.96 4.42899987 4.42899987 1.04900003 1.39899999 3 3 1 1 2 2 1 2 1.20 0.36 4.31 0.28 5.17 0.71 0.21 4.34 0.16 3.08 0.93 0.64 4.31 0.22 4.01 0.84 0.37 4.33 0.19 3.62 1.34 0.24 4.31 0.31 5.76 0.93 0.66 4.32 0.22 4.04 1.10 0.56 4.30 0.26 4.73 1.13 NA NA NA NA 0.99 NA NA NA NA 0.64 NA NA NA NA 1.05 NA NA NA NA 1.32 NA NA NA NA 1.16 NA NA NA NA 0.85 NA NA NA NA 1.08 0.85 53.88 0.02 58.14 0.87 0.39 3.54 0.25

Interleukin enhancer-binding factor 2 (Nuclear factor of activated T-cells 45 kDa)Q12905 sp|Q12905|ILF2_HUMAN 3 3 77 0 1 1 2.01 2.32 4.01 4.23 3.81 4.47 6.15400001 3.59000005 6.15400001 4.61499989 3 1 3 2 2 1 2 2 0.76 0.55 1.32 0.60 1.40 0.91 0.96 0.64 0.33 28.14 0.02 17.88 1.85 0.12 4.51 0.41 8.36 1.00 1.00 3.51 0.29 3.51 1.07 0.62 3.51 0.30 3.76 0.99 0.97 3.52 0.28 3.50 0.96 0.77 3.85 0.25 3.69 0.85 0.35 3.52 0.24 2.99 0.82 0.31 3.87 0.21 3.17 1.05 0.74 3.85 0.27

Telomerase protein component 1 (Telomerase-associated protein 1) (Telomerase protein 1) (p240) (p80 telomerase homolog)Q99973 sp|Q99973|TEP1_HUMAN 3 3 77 0 1 1 2.72 5.39 1.93 3.25 3.22 4.45 1.78900007 0.95170001 1.78900007 1.29399998 3 2 3 2 2 1 2 2 3.72 1.29 1.09 1.73 1.04 1.20 0.92 1.00 1.00 3.80 0.26 3.80 0.89 0.75 31.12 0.03 27.80 1.54 0.15 3.78 0.41 5.81 0.91 0.58 4.95 0.18 4.50 0.78 0.49 22.45 0.03 17.45 0.75 0.50 36.25 0.02 27.34 1.18 0.36 3.76 0.31 4.43 1.39 0.31 9.35 0.15 12.98 1.04 0.75 3.61 0.29

Adenylosuccinate synthetase isozyme 2 (AMPSase 2) (AdSS 2) (EC 6.3.4.4) (Adenylosuccinate synthetase, acidic isozyme) (Adenylosuccinate synthetase, liver isozyme) (L-type adenylosuccinate synthetase) (IMP--aspartate ligase 2)P30520 sp|P30520|PURA2_HUMAN 3 3 77 0 1 1 4.19 4.31 2.01 2.15 2.49 2.56 6.14 6.14 3.07 5.48200011 2 2 1 2 6 4 2 6 1.97 0.26 39.76 0.05 78.18 0.48 0.12 6.34 0.08 3.03 0.91 0.66 7.25 0.13 6.61 0.97 0.83 3.57 0.27 3.47 1.19 0.43 6.19 0.19 7.39 0.93 0.81 21.74 0.04 20.19 1.11 0.60 6.02 0.18 6.67 1.07 NA NA NA NA 0.71 NA NA NA NA 0.48 NA NA NA NA 1.15 NA NA NA NA 1.43 NA NA NA NA 1.02 NA NA NA NA 0.80 NA NA NA NA 0.89 0.56 5.76 0.15 5.13 0.99 0.94 4.03 0.25

Lysosome-associated membrane glycoprotein 3 (LAMP-3) (Lysosomal-associated membrane protein 3) (DC-lysosome-associated membrane glycoprotein) (DC LAMP) (Protein TSC403) (CD antigen CD208)Q9UQV4 sp|Q9UQV4|LAMP3_HUMAN 3 3 77 0 1 1 2.23 2.51 2.78 2.82 3.09 3.39 5.76899983 5.76899983 4.5669999 4.5669999 2 2 2 2 5 3 3 5 1.07 1.61 0.85 1.17 1.46 1.02 1.00 1.40 0.20 4.12 0.34 5.77 0.92 0.58 4.16 0.22 3.82 0.68 0.18 4.08 0.17 2.78 0.98 0.94 12.16 0.08 11.94 1.15 0.42 4.12 0.28 4.75 1.36 0.24 4.57 0.30 6.20 0.83 0.35 4.10 0.20 3.41 0.78 0.26 3.96 0.20 3.09 1.87 0.11 3.97 0.47

Podocalyxin (GCTM-2 antigen) (Gp200) (Podocalyxin-like protein 1) (PC) (PCLP-1)O00592 sp|O00592|PODXL_HUMAN 3 3 77 0 1 1 1.52 1.7 3.89 4 4.01 4.18 3.5840001 1.25399996 3.5840001 3.5840001 2 1 2 2 4 1 2 4 1.43 1.60 1.84 1.99 1.31 1.89 0.81 1.88 0.19 12.04 0.16 22.64 0.78 0.24 3.58 0.22 2.79 1.27 0.25 3.51 0.36 4.47 1.20 0.32 3.51 0.34 4.21 1.06 0.67 3.51 0.30 3.72 1.13 0.44 3.51 0.32 3.95 1.06 0.86 21.25 0.05 22.46 1.12 0.47 3.52 0.32 3.92 0.60 0.27 20.54 0.03

2'-5'-oligoadenylate synthase 2 ((2-5')oligo(A) synthase 2) (2-5A synthase 2) (EC 2.7.7.84) (p69 OAS / p71 OAS) (p69OAS / p71OAS)P29728 sp|P29728|OAS2_HUMAN 3 3 77 0 1 1 2.41 3.14 4.47 4.95 4.48 5.59 5.28500006 2.78200004 5.28500006 5.28500006 2 1 2 2 4 1 2 4 1.03 1.17 1.17 1.37 1.32 0.98 1.01 1.21 0.58 20.75 0.06 25.03 1.33 0.21 3.56 0.37 4.73 1.31 0.30 5.82 0.23 7.64 0.90 0.53 4.61 0.19 4.13 0.88 0.44 3.55 0.25 3.14 1.08 0.58 3.57 0.30 3.85 1.17 0.74 105.14 0.01 122.90 0.95 0.80 7.14 0.13 6.80 1.06 0.67 3.69 0.29

Nucleosome assembly protein 1-like 1 (NAP-1-related protein) (hNRP)P55209 sp|P55209|NP1L1_HUMAN 3 3 77 0 1 1 3.62 3.93 2.54 2.77 4.19 4.45 6.90499991 5.37099987 2.55800001 6.90499991 2 2 1 2 4 4 2 1 1.30 0.22 1.90 0.68 2.46 0.64 0.22 2.96 0.22 1.89 1.01 0.92 1.71 0.59 1.74 0.84 0.56 2.86 0.29 2.42 1.24 0.37 2.25 0.55 2.79 0.95 0.59 1.44 0.66 1.36 0.99 0.95 1.44 0.69 1.43 0.86 0.37 3.69 0.23 3.17 1.11 0.72 14.46 0.08 15.98 1.01 0.98 63.09 0.02 63.83 1.20 0.34 3.91 0.31 4.70 1.47 0.16 3.64 0.40 5.36 0.87 0.60 12.31 0.07 10.66 0.82 0.64 60.39 0.01 49.36 1.32 NA NA NA NA 0.97 NA NA NA

Small nuclear ribonucleoprotein Sm D3 (Sm-D3) (snRNP core protein D3)P62318 sp|P62318|SMD3_HUMAN 3 3 77 0 1 1 1.36 1.58 2.65 2.74 3.12 3.2 15.0800005 7.14299977 15.0800005 15.0800005 2 1 2 2 4 1 3 4 0.76 1.36 0.93 0.82 0.81 0.73 0.74 0.81 0.57 25.37 0.03 20.63 1.74 0.24 17.13 0.10 29.76 0.80 0.56 30.88 0.03 24.62 0.78 0.26 3.94 0.20 3.07 1.14 0.47 4.54 0.25 5.18 0.62 0.14 3.93 0.16 2.45 0.81 0.65 82.11 0.01 66.42 1.16 0.60 14.11 0.08 16.43 1.23 0.31 3.94 0.31

Tyrosine-protein phosphatase non-receptor type substrate 1 (SHP substrate 1) (SHPS-1) (Brain Ig-like molecule with tyrosine-based activation motifs) (Bit) (CD172 antigen-like family member A) (Inhibitory receptor SHPS-1) (Macrophage fusion receptor) (MyD-1 antigen) (Signal-regulatory protein alpha-1) (Sirp-alpha-1) (Signal-regulatory protein alpha-2) (Sirp-alpha-2) (Signal-regulatory protein alpha-3) (Sirp-alpha-3) (p84) (CD antigen CD172a)P78324 sp|P78324|SHPS1_HUMAN 3 3 77 0 1 1 1.57 1.9 2.64 2.91 3.77 4.35 5.35699986 2.77800001 5.35699986 5.35699986 2 1 2 2 4 2 2 4 0.66 1.65 1.01 1.20 0.61 0.71 1.65 1.33 0.70 1164.58 0.00 1550.60 0.90 0.54 4.61 0.20 4.16 0.75 0.55 63.77 0.01 48.06 1.04 0.76 3.62 0.29 3.77 0.58 0.12 3.63 0.16 2.09 0.96 0.89 19.18 0.05 18.38 0.87 0.41 3.65 0.24 3.19 0.96 0.86 10.31 0.09 9.90 0.95 0.91 70.72 0.01

Cell cycle control protein 50A (Transmembrane protein 30A)Q9NV96 sp|Q9NV96|CC50A_HUMAN 3 3 77 0 1 1 3.5 3.65 2.19 2.33 1.4 1.48 5.26299998 5.26299998 3.04700006 2.21599992 2 2 1 1 4 4 2 1 1.07 0.85 3.67 0.29 3.92 1.26 0.57 4.39 0.29 5.52 0.67 0.06 1.54 0.43 1.03 0.69 0.31 3.23 0.22 2.24 0.76 0.29 2.28 0.33 1.73 0.62 0.03 1.48 0.42 0.92 0.76 0.09 1.45 0.53 1.11 2.09 0.09 3.64 0.57 7.62 1.13 0.43 3.65 0.31 4.14 0.59 0.22 10.95 0.05 6.41 0.94 0.66 3.66 0.26 3.44 0.83 0.32 3.65 0.23 3.04 0.99 0.93 3.69 0.27 3.65 0.90 0.71 15.26 0.06 13.75 0.93 NA NA NA NA 0.66 NA NA NA

V-type proton ATPase subunit H (V-ATPase subunit H) (Nef-binding protein 1) (NBP1) (Protein VMA13 homolog) (V-ATPase 50/57 kDa subunits) (Vacuolar proton pump subunit H) (Vacuolar proton pump subunit SFD)Q9UI12 sp|Q9UI12|VATH_HUMAN 3 3 77 0 1 1 2 2.41 3.96 4.61 2.3 2.86 8.07500035 4.76199985 8.07500035 8.07500035 2 1 2 2 4 2 3 4 0.74 1.01 0.88 0.84 0.99 0.91 0.98 0.90 0.73 18.35 0.05 16.56 1.91 0.21 17.39 0.11 33.20 1.06 0.68 4.04 0.26 4.29 1.01 0.94 6.91 0.15 7.01 0.89 0.50 4.09 0.22 3.66 0.81 0.31 4.07 0.20 3.29 1.00 0.99 6.26 0.16 6.27 0.93 0.65 4.39 0.21 4.08 1.13 0.48 4.44 0.26

Sex hormone-binding globulin (SHBG) (Sex steroid-binding protein) (SBP) (Testis-specific androgen-binding protein) (ABP) (Testosterone-estradiol-binding globulin) (TeBG) (Testosterone-estrogen-binding globulin)P04278 sp|P04278|SHBG_HUMAN 3 3 77 0 1 1 1.85 2.36 1.62 2.91 4.16 4.92 6.96500018 3.48300003 6.96500018 6.46800026 2 1 2 2 3 2 1 3 1.18 0.45 6.13 0.19 7.24 0.80 0.70 217.70 0.00 175.09 0.88 0.42 3.63 0.24 3.19 0.90 0.50 3.64 0.25 3.29 0.86 0.62 17.88 0.05 15.35 1.23 0.30 3.66 0.33 4.49 0.71 0.63 806.84 0.00 570.19 0.77 NA NA NA NA 0.67 NA NA NA NA 3.08 NA NA NA NA 0.58 NA NA NA NA 0.67 NA NA NA NA 1.31 NA NA NA NA 1.55 NA NA NA NA 0.47 0.15 4.08 0.12 1.93 0.77 0.22 1.87 0.41

Protein S100-P (Migration-inducing gene 9 protein) (MIG9) (Protein S100-E) (S100 calcium-binding protein P)P25815 sp|P25815|S100P_HUMAN 3 3 77 0 1 1 4.08 4.21 2 2.07 4.65 4.92 28.4200013 24.21 10.5300002 28.4200013 2 2 1 2 3 2 1 3 0.96 0.77 3.67 0.26 3.53 0.92 0.56 3.69 0.25 3.39 0.69 0.17 3.65 0.19 2.51 0.60 0.13 3.70 0.16 2.22 1.51 0.15 3.64 0.42 5.52 0.98 0.88 3.65 0.27 3.58 0.89 0.45 3.66 0.24 3.25 0.68 NA NA NA NA 0.72 NA NA NA NA 0.93 NA NA NA NA 1.02 NA NA NA NA 1.17 NA NA NA NA 0.86 NA NA NA NA 0.61 NA NA NA NA 1.19 0.47 7.80 0.15 9.30 1.99 0.14 7.54 0.26

UPF0505 protein C16orf62 (Esophageal cancer-associated protein)Q7Z3J2 sp|Q7Z3J2|CP062_HUMAN 3 3 77 0 1 1 2.06 2.89 3.43 3.87 2.78 3.37 3.01099997 1.03799999 3.01099997 1.97299998 2 1 2 2 3 1 3 3 0.75 0.92 0.78 0.99 1.12 0.84 1.08 0.86 0.46 5.21 0.17 4.49 1.76 0.22 12.93 0.14 22.69 0.97 0.84 5.01 0.19 4.85 1.05 0.71 3.91 0.27 4.12 1.21 0.32 3.94 0.31 4.79 0.70 0.21 4.76 0.15 3.32 0.55 0.11 3.94 0.14 2.17 1.06 0.65 3.58 0.30 3.81 1.08 0.58 3.60 0.30

Synembryn-A (Protein Ric-8A)Q9NPQ8 sp|Q9NPQ8|RIC8A_HUMAN 3 3 77 0 1 1 2.16 3.4 2 2.92 4.25 4.82 5.08500002 5.08500002 2.82499995 5.08500002 2 2 2 2 3 3 1 3 1.51 0.40 43.85 0.03 66.30 0.97 0.92 14.89 0.07 14.49 1.68 0.22 10.82 0.16 18.21 1.61 0.24 10.38 0.15 16.66 1.17 0.36 3.52 0.33 4.11 1.61 0.14 3.88 0.41 6.22 1.17 0.35 3.51 0.33 4.12 0.96 NA NA NA NA 0.83 NA NA NA NA 1.62 NA NA NA NA 1.46 NA NA NA NA 1.06 NA NA NA NA 1.18 NA NA NA NA 0.96 NA NA NA NA 1.07 0.80 12.03 0.09 12.83 0.70 0.38 20.58 0.03

V-set and immunoglobulin domain-containing protein 4 (Protein Z39Ig)Q9Y279 sp|Q9Y279|VSIG4_HUMAN 3 3 77 0 1 1 1.35 1.5 4 4.16 3.67 3.82 7.26799965 4.26100008 7.26799965 7.26799965 2 1 2 2 3 1 3 3 0.83 1.31 0.80 0.94 1.25 0.70 1.59 0.94 0.77 9.65 0.10 9.03 1.17 0.65 26.47 0.04 31.02 1.11 0.48 3.67 0.30 4.09 0.48 0.12 6.37 0.07 3.03 1.23 0.29 3.72 0.33 4.59 1.05 0.75 3.77 0.28 3.94 0.76 0.73 2264.41 0.00 1725.05 0.86 0.41 4.29 0.20 3.68 1.25 0.54 25.55 0.05

Neuroplastin (Stromal cell-derived receptor 1) (SDR-1)Q9Y639 sp|Q9Y639|NPTN_HUMAN 3 3 77 0 1 1 3.89 4.14 4.15 4.54 2.04 2.37 4.77400012 4.77400012 4.77400012 2.513 2 2 2 1 3 2 3 2 1.12 0.48 3.63 0.31 4.05 1.44 0.17 3.67 0.39 5.27 0.82 0.30 3.67 0.22 3.00 0.82 0.31 3.65 0.23 3.01 0.71 0.23 5.34 0.13 3.79 0.81 0.28 3.66 0.22 2.95 1.18 0.36 3.67 0.32 4.32 1.31 0.09 1.45 0.90 1.90 0.92 0.60 1.72 0.54 1.59 1.12 0.73 3.27 0.34 3.65 1.02 0.86 1.45 0.70 1.48 1.51 0.19 2.47 0.61 3.72 1.24 0.17 1.54 0.80 1.90 1.03 0.90 2.57 0.40 2.64 1.35 NA NA NA NA 0.95 NA NA NA

CCR4-NOT transcription complex subunit 1 (CCR4-associated factor 1) (Negative regulator of transcription subunit 1 homolog) (NOT1H) (hNOT1)A5YKK6 sp|A5YKK6|CNOT1_HUMAN 3 3 77 0 1 1 4.52 8.33 4.92 7.38 2.88 4.78 1.30500002 1.30500002 1.30500002 0.42090002 2 2 2 1 2 2 2 1 0.91 0.77 20.11 0.05 18.39 1.06 0.64 3.52 0.30 3.74 0.99 0.98 31.27 0.03 30.96 1.20 0.51 10.64 0.11 12.73 0.84 0.52 10.50 0.08 8.80 1.19 0.53 11.21 0.11 13.36 0.88 0.77 85.34 0.01 74.73 0.92 0.71 8.38 0.11 7.72 0.95 0.72 3.53 0.27 3.37 1.41 0.29 8.70 0.16 12.30 0.90 0.48 3.54 0.25 3.18 0.92 0.56 3.54 0.26 3.26 0.98 0.87 3.54 0.28 3.46 1.14 0.40 3.52 0.33 4.03 1.11 NA NA NA NA 1.33 NA NA NA

Cation-independent mannose-6-phosphate receptor (CI Man-6-P receptor) (CI-MPR) (M6PR) (300 kDa mannose 6-phosphate receptor) (MPR 300) (Insulin-like growth factor 2 receptor) (Insulin-like growth factor II receptor) (IGF-II receptor) (M6P/IGF2 receptor) (M6P/IGF2R) (CD antigen CD222)P11717 sp|P11717|MPRI_HUMAN 3 3 77 0 1 1 2.16 4.26 2.05 3.2 3.89 5.27 0.88320002 0.40139998 0.40139998 0.88320002 2 1 1 2 2 2 1 2 0.96 0.75 4.13 0.23 3.94 1.22 0.69 120.20 0.01 146.36 0.88 0.43 3.53 0.25 3.12 1.08 0.58 3.53 0.31 3.81 1.01 0.98 87.22 0.01 88.23 1.16 0.56 9.97 0.12 11.57 0.75 0.21 3.53 0.21 2.66 1.21 NA NA NA NA 1.36 NA NA NA NA 1.14 NA NA NA NA 1.15 NA NA NA NA 1.24 NA NA NA NA 0.78 NA NA NA NA 1.52 NA NA NA NA 0.91 0.57 4.20 0.22 3.84 0.84 0.35 3.84 0.22

ADP-ribosyl cyclase 1 (EC 3.2.2.5) (Cyclic ADP-ribose hydrolase 1) (cADPr hydrolase 1) (T10) (CD antigen CD38)P28907 sp|P28907|CD38_HUMAN 3 3 77 0 1 1 2.9 3.06 4.02 4.16 2.07 2.2 7.333 7.333 7.333 2.99999993 2 2 2 1 2 2 2 2 1.32 0.22 3.51 0.38 4.63 1.01 0.96 3.88 0.26 3.91 1.00 0.97 3.51 0.28 3.50 0.97 0.81 3.60 0.27 3.49 0.70 0.23 5.84 0.12 4.08 1.14 0.49 4.77 0.24 5.42 1.28 0.25 3.51 0.36 4.48 1.11 0.53 4.45 0.25 4.94 0.70 0.20 4.51 0.16 3.16 1.45 0.22 5.64 0.26 8.17 1.00 1.00 4.50 0.22 4.50 1.42 0.21 4.54 0.31 6.46 1.00 0.98 4.81 0.21 4.83 1.28 0.28 4.54 0.28 5.83 0.96 NA NA NA NA 1.08 NA NA NA

Serine/threonine-protein kinase mTOR (EC 2.7.11.1) (FK506-binding protein 12-rapamycin complex-associated protein 1) (FKBP12-rapamycin complex-associated protein) (Mammalian target of rapamycin) (mTOR) (Mechanistic target of rapamycin) (Rapamycin and FKBP12 target 1) (Rapamycin target protein 1)P42345 sp|P42345|MTOR_HUMAN 3 3 77 0 1 1 2.3 5.21 3.95 6.05 1.86 3.94 1.41200004 1.41200004 0.94149998 0.62770001 2 2 2 1 2 2 1 2 1.06 0.68 3.99 0.27 4.23 1.19 0.36 4.01 0.30 4.75 1.67 0.46 327.10 0.01 545.26 1.83 0.41 322.02 0.01 589.03 1.17 0.39 4.00 0.29 4.68 1.17 0.43 4.95 0.24 5.80 1.06 0.70 4.02 0.26 4.25 0.69 NA NA NA NA 0.90 NA NA NA NA 2.65 NA NA NA NA 1.12 NA NA NA NA 0.97 NA NA NA NA 0.66 NA NA NA NA 2.61 NA NA NA NA 0.97 0.83 5.06 0.19 4.88 1.09 0.60 4.69 0.23

Nck-associated protein 1-like (Hematopoietic protein 1) (Membrane-associated protein HEM-1)P55160 sp|P55160|NCKPL_HUMAN 3 3 77 0 1 1 4.25 5.75 2.58 3.77 2.49 4.58 2.30700001 2.30700001 2.21800003 2.30700001 2 2 2 2 2 2 1 2 0.96 0.82 6.92 0.14 6.62 0.85 0.63 24.74 0.03 20.94 1.28 0.60 73.26 0.02 93.45 1.24 0.37 6.21 0.20 7.71 0.99 0.93 3.64 0.27 3.60 1.25 0.27 3.62 0.34 4.52 1.29 0.24 3.64 0.36 4.72 0.81 NA NA NA NA 1.20 NA NA NA NA 1.78 NA NA NA NA 0.95 NA NA NA NA 0.88 NA NA NA NA 1.15 NA NA NA NA 0.77 NA NA NA NA 0.89 0.49 4.28 0.21 3.80 1.06 0.85 18.83 0.06

ADP-ribosyl cyclase 2 (EC 3.2.2.5) (Bone marrow stromal antigen 1) (BST-1) (Cyclic ADP-ribose hydrolase 2) (cADPr hydrolase 2) (CD antigen CD157)Q10588 sp|Q10588|BST1_HUMAN 3 3 77 0 1 1 4.56 5.05 2.02 2.09 1.36 1.45 6.28900006 6.28900006 2.83000004 4.08799984 2 2 1 1 2 2 1 2 0.47 0.10 4.79 0.10 2.25 1.62 0.14 3.86 0.42 6.24 0.99 0.91 3.81 0.26 3.76 0.95 0.82 12.50 0.08 11.81 0.86 0.54 9.12 0.09 7.83 0.80 0.29 3.82 0.21 3.07 1.34 0.22 3.84 0.35 5.15 1.17 NA NA NA NA 0.91 NA NA NA NA 1.30 NA NA NA NA 1.10 NA NA NA NA 0.83 NA NA NA NA 0.94 NA NA NA NA 1.09 NA NA NA NA 0.94 0.76 8.23 0.11 7.71 1.10 0.52 3.81 0.29

Eukaryotic translation initiation factor 3 subunit I (eIF3i) (Eukaryotic translation initiation factor 3 subunit 2) (TGF-beta receptor-interacting protein 1) (TRIP-1) (eIF-3-beta) (eIF3 p36)Q13347 sp|Q13347|EIF3I_HUMAN 3 3 77 0 1 1 3.64 3.79 4 4.16 2.07 2.19 7.38499984 7.38499984 7.38499984 7.38499984 2 2 2 2 2 2 2 1 0.66 0.16 3.71 0.18 2.47 1.91 0.10 3.70 0.52 7.08 0.69 0.17 3.70 0.19 2.56 0.58 0.12 3.71 0.16 2.15 0.83 0.31 3.72 0.22 3.07 0.68 0.16 3.67 0.18 2.48 0.65 0.45 99.29 0.01 64.61 0.85 0.39 4.18 0.20 3.57 1.77 0.12 4.18 0.42 7.40 0.78 0.60 79.67 0.01 61.82 0.75 0.24 4.21 0.18 3.16 0.86 0.40 4.18 0.21 3.59 1.02 0.98 486.51 0.00 495.08 1.52 0.91 52200000000000000.00 0.00 79300000000000000.00 1.22 NA NA NA NA 1.25 NA NA NA

Glucose 1,6-bisphosphate synthase (EC 2.7.1.106) (PMMLP) (Phosphoglucomutase-2-like 1)Q6PCE3 sp|Q6PCE3|PGM2L_HUMAN 3 3 77 0 1 1 3.18 3.6 4.33 4.92 1.66 2.29 4.01900001 4.01900001 4.01900001 2.25099996 2 2 2 1 2 2 2 2 2.27 0.15 12.59 0.18 28.54 1.13 0.50 4.82 0.23 5.46 1.08 0.63 4.84 0.22 5.25 0.96 0.87 13.58 0.07 13.02 1.81 0.25 22.04 0.08 39.93 1.00 1.00 19.76 0.05 19.73 1.35 0.29 6.50 0.21 8.76 2.48 0.36 1367.95 0.00 3397.91 1.27 0.58 48.63 0.03 61.67 0.82 0.57 21.79 0.04 17.93 1.41 0.22 4.95 0.29 6.99 1.35 0.38 13.43 0.10 18.18 1.09 0.59 4.43 0.25 4.84 0.92 0.65 6.06 0.15 5.55 1.09 NA NA NA NA 1.20 NA NA NA

Ena/VASP-like protein (Ena/vasodilator-stimulated phosphoprotein-like)Q9UI08 sp|Q9UI08|EVL_HUMAN 3 3 77 0 1 1 2.5 2.75 1.38 1.56 1.97 2.23 6.49000034 2.64400002 3.125 6.49000034 2 1 2 2 2 2 1 2 0.81 0.28 3.53 0.23 2.86 0.65 0.14 3.53 0.18 2.28 1.37 0.19 3.54 0.39 4.86 0.99 0.97 25.37 0.04 25.04 1.18 0.34 3.54 0.33 4.17 1.05 0.73 3.53 0.30 3.69 1.51 0.23 7.07 0.21 10.69 0.57 NA NA NA NA 0.91 NA NA NA NA 0.44 NA NA NA NA 1.05 NA NA NA NA 0.91 NA NA NA NA 0.77 NA NA NA NA 0.68 NA NA NA NA 0.83 0.59 23.36 0.04 19.41 1.08 0.66 4.95 0.22

Apoptosis-associated speck-like protein containing a CARD (hASC) (Caspase recruitment domain-containing protein 5) (PYD and CARD domain-containing protein) (Target of methylation-induced silencing 1)Q9ULZ3 sp|Q9ULZ3|ASC_HUMAN 3 3 77 0 1 1 3.64 4.27 2 2.26 4.01 4.27 13.8500005 11.7899999 5.64099997 13.8500005 2 2 1 2 2 2 1 2 1.12 0.53 4.76 0.24 5.32 0.66 0.27 11.16 0.06 7.34 1.60 0.42 110.17 0.01 176.64 1.42 0.53 135.43 0.01 192.40 1.08 0.76 11.79 0.09 12.74 1.28 0.65 180.34 0.01 230.77 1.43 0.54 173.22 0.01 246.94 1.17 NA NA NA NA 0.79 NA NA NA NA 1.02 NA NA NA NA 1.09 NA NA NA NA 1.04 NA NA NA NA 1.29 NA NA NA NA 1.52 NA NA NA NA 1.11 0.51 3.91 0.28 4.33 1.10 0.68 9.76 0.11

60S ribosomal protein L27aP46776 sp|P46776|RL27A_HUMAN 3 3 77 0 0 0 2.18 2.27 2 2.18 2.48 2.66 7.43200034 7.43200034 7.43200034 7.43200034 1 1 1 1 6 3 2 6 0.71 0.18 3.58 0.20 2.53 0.81 0.28 3.58 0.23 2.89 0.77 0.33 6.52 0.12 5.02 1.03 0.95 68.87 0.01 70.63 0.79 0.25 3.60 0.22 2.82 0.60 0.12 3.58 0.17 2.16 1.02 0.90 5.01 0.20 5.11 0.72 NA NA NA NA 2.85 NA NA NA NA 0.40 NA NA NA NA 1.14 NA NA NA NA 0.97 NA NA NA NA 0.78 NA NA NA NA 0.62 NA NA NA NA 1.01 0.99 4.95 0.20 4.98 1.01 0.94 1.47 0.69

COP9 signalosome complex subunit 5 (SGN5) (Signalosome subunit 5) (EC 3.4.-.-) (Jun activation domain-binding protein 1)Q92905 sp|Q92905|CSN5_HUMAN 3 3 77 0 0 0 2.14 2.3 2.17 2.33 1.49 1.66 2.99399998 2.99399998 2.99399998 2.99399998 1 1 1 1 2 2 2 1 0.78 0.52 27.80 0.03 21.80 0.68 0.45 72.03 0.01 48.67 1.38 0.22 4.34 0.32 5.99 1.15 0.53 6.89 0.17 7.91 0.78 0.62 96.44 0.01 75.50 0.84 0.60 20.48 0.04 17.23 1.54 0.28 12.99 0.12 20.00 0.92 0.74 10.75 0.09 9.91 1.14 0.45 4.00 0.28 4.55 0.93 0.79 12.59 0.07 11.74 1.69 0.38 89.45 0.02 150.99 0.81 0.32 4.21 0.19 3.42 1.11 0.57 5.37 0.21 5.96 1.23 0.72 281.38 0.00 347.49 0.64 NA NA NA NA 0.72 NA NA NA

Fibulin-1 (FIBL-1) P23142 sp|P23142|FBLN1_HUMAN 3 2 70 0 1 1 3.9 4.1 1.88 2.02 7.31 7.55 10.1000004 9.53100026 3.84100005 10.1000004 6 4 2 6 5 2 NA 5 0.95 0.87 20.97 0.05 19.95 0.62 0.13 3.53 0.18 2.20 1.02 0.90 3.53 0.29 3.59 1.41 0.50 76.38 0.02 107.92 0.65 0.24 8.65 0.07 5.61 1.34 0.34 9.16 0.15 12.31 1.00 0.98 6.45 0.15 6.42 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.62 0.07 1.76 0.35 1.09 0.82 0.08 1.27 0.65

Ubiquitin domain-containing protein 1Q9HAC8 sp|Q9HAC8|UBTD1_HUMAN 3 2 70 0 1 1 8.59 10.23 2.18 3.61 2.01 3.75 19.8200002 19.8200002 6.16700016 9.25099999 6 6 2 2 5 5 2 NA 1.46 0.00 1.20 1.22 1.75 1.43 0.01 1.20 1.20 1.72 0.80 0.05 1.25 0.64 1.00 1.01 0.83 1.20 0.85 1.22 1.06 0.43 1.20 0.88 1.27 0.81 0.09 1.30 0.62 1.05 0.75 0.01 1.20 0.63 0.90 1.34 0.21 3.53 0.38 4.73 1.07 0.61 3.52 0.30 3.78 1.12 0.87 1164.60 0.00 1309.20 1.09 0.61 4.57 0.24 4.96 0.99 0.91 3.52 0.28 3.47 1.28 0.46 15.95 0.08 20.40 1.06 0.89 70.54 0.02 74.79 NA NA NA NA NA NA NA NA NA

116 kDa U5 small nuclear ribonucleoprotein component (Elongation factor Tu GTP-binding domain-containing protein 2) (SNU114 homolog) (hSNU114) (U5 snRNP-specific protein, 116 kDa) (U5-116 kDa)Q15029 sp|Q15029|U5S1_HUMAN 3 2 70 0 1 1 2.77 6.54 4.02 6.67 3.56 7.15 5.55600002 4.21800017 4.21800017 5.55600002 5 3 3 5 5 NA 4 5 0.81 0.39 6.62 0.12 5.34 1.86 0.22 18.11 0.10 33.74 1.17 0.56 11.28 0.10 13.19 1.03 0.81 3.82 0.27 3.94 1.53 0.29 14.69 0.10 22.54 0.80 0.53 23.93 0.03 19.11 0.90 0.71 13.41 0.07 12.13 1.23 0.42 7.88 0.16 9.72 1.01 0.94 3.51 0.29

Mannosyl-oligosaccharide 1,2-alpha-mannosidase IA (EC 3.2.1.113) (Man(9)-alpha-mannosidase) (Man9-mannosidase) (Mannosidase alpha class 1A member 1) (Processing alpha-1,2-mannosidase IA) (Alpha-1,2-mannosidase IA)P33908 sp|P33908|MA1A1_HUMAN 3 2 70 0 1 1 9.08 11.28 7.03 8.65 3.15 4.89 9.4949998 9.4949998 7.35099986 3.675 5 5 4 3 3 3 3 NA 1.34 0.34 2.71 0.49 3.61 0.38 0.01 1.65 0.23 0.62 1.47 0.05 1.46 1.01 2.15 1.37 0.16 1.86 0.73 2.55 1.41 0.16 1.94 0.72 2.73 1.71 0.09 2.12 0.81 3.63 1.18 0.20 1.46 0.81 1.72 0.85 0.37 4.03 0.21 3.40 0.80 0.29 4.08 0.20 3.25 1.58 0.41 75.66 0.02 119.39 1.70 0.20 9.22 0.18 15.70 1.01 0.95 4.09 0.25 4.12 1.16 0.40 4.00 0.29 4.63 1.41 0.34 13.24 0.11 18.67 NA NA NA NA NA NA NA NA NA

Immunoglobulin superfamily member 8 (IgSF8) (CD81 partner 3) (Glu-Trp-Ile EWI motif-containing protein 2) (EWI-2) (Keratinocytes-associated transmembrane protein 4) (KCT-4) (LIR-D1) (Prostaglandin regulatory-like protein) (PGRL) (CD antigen CD316)Q969P0 sp|Q969P0|IGSF8_HUMAN 3 2 70 0 1 1 3.58 3.8 1.94 2.12 7.58 7.9 10.4400002 3.75199989 3.91499996 10.4400002 5 2 2 5 3 2 NA 3 1.99 0.10 3.79 0.52 7.55 1.69 0.12 3.76 0.45 6.36 0.82 0.32 3.81 0.22 3.14 1.38 0.20 3.80 0.36 5.25 1.26 0.27 3.82 0.33 4.81 0.69 0.18 3.79 0.18 2.61 0.53 0.14 6.12 0.09 3.26 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.35 0.16 1.82 0.74 2.45 0.90 0.38 1.48 0.61

Protein S100-A16 (Aging-associated gene 13 protein) (Protein S100-F) (S100 calcium-binding protein A16)Q96FQ6 sp|Q96FQ6|S10AG_HUMAN 3 2 70 0 1 1 4.93 5 1.89 2.28 3.16 3.43 52.4299979 52.4299979 10.6799997 29.1299999 5 5 1 3 2 2 NA 2 1.11 0.57 5.46 0.20 6.07 1.19 0.35 3.75 0.32 4.45 0.74 0.21 3.76 0.20 2.78 0.69 0.17 3.72 0.19 2.57 1.46 0.17 3.77 0.39 5.51 0.91 0.52 3.74 0.24 3.39 0.82 0.30 3.76 0.22 3.07 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.41 0.33 12.45 0.11 17.60 1.33 0.22 3.59 0.37

40S ribosomal protein S14P62263 sp|P62263|RS14_HUMAN 3 2 70 0 1 1 4.03 4.12 4.75 4.76 2.38 2.53 29.1399986 22.5199997 29.1399986 15.8899993 3 2 3 2 3 2 3 NA 0.84 0.33 3.57 0.23 3.00 0.97 0.84 3.56 0.27 3.47 0.82 0.30 3.58 0.23 2.93 0.78 0.32 6.00 0.13 4.65 1.02 0.88 4.46 0.23 4.56 0.79 0.63 96.97 0.01 76.41 1.03 0.83 3.64 0.28 3.74 0.98 0.79 1.42 0.69 1.38 1.57 0.14 2.30 0.68 3.60 0.80 0.53 3.62 0.22 2.90 1.00 1.00 1.42 0.71 1.42 1.04 0.81 1.80 0.58 1.87 0.94 0.77 2.22 0.42 2.09 1.03 0.93 3.25 0.32 3.34 NA NA NA NA NA NA NA NA NA

Ankyrin repeat and FYVE domain-containing protein 1 (Ankyrin repeats hooked to a zinc finger motif)Q9P2R3 sp|Q9P2R3|ANFY1_HUMAN 3 2 70 0 1 1 1.84 3.29 5.81 6.72 4.1 5.8 5.13300002 1.53999999 5.13300002 2.65200008 3 1 3 2 3 NA 3 3 0.94 0.54 1.43 0.66 1.35 1.09 0.39 1.43 0.76 1.57 1.24 0.39 2.35 0.53 2.91 1.01 0.92 1.47 0.69 1.49 1.15 0.25 1.43 0.80 1.64 0.90 0.62 2.25 0.40 2.02 1.15 0.64 3.07 0.38 3.54 1.08 0.58 3.80 0.28 4.12 1.02 0.92 9.39 0.11

60S ribosomal protein L32P62910 sp|P62910|RL32_HUMAN 3 2 70 0 1 1 1.87 1.9 1.68 1.72 3.8 3.9 13.3300006 5.18499985 5.18499985 13.3300006 2 1 1 2 3 NA 2 3 0.67 0.15 3.52 0.19 2.35 2.70 0.12 12.04 0.22 32.55 0.67 0.16 3.53 0.19 2.38 0.97 0.82 3.51 0.28 3.41 0.81 0.27 3.51 0.23 2.83 1.24 0.74 581.84 0.00 721.73 0.75 0.30 6.35 0.12 4.77 1.06 0.67 3.56 0.30 3.78 1.20 0.33 3.84 0.31

Keratin, type I cytoskeletal 10 (Cytokeratin-10) (CK-10) (Keratin-10) (K10)P13645 sp|P13645|K1C10_HUMAN 2 1 70 0 0 0 63.95 65 56.09 62.89 NA NA 53.9399982 49.4899988 53.9399982 NA 71 71 66 NA 74 NA 74 NA 0.62 0.00 1.10 0.57 0.68 2.40 0.00 1.14 2.11 2.72 0.80 0.00 1.12 0.72 0.90 1.16 0.00 1.08 1.07 1.25 0.61 0.00 1.10 0.56 0.67 1.31 0.00 1.08 1.21 1.42 1.09 0.02 1.08 1.01 1.17 0.79 0.01 1.17 0.68 0.92 0.52 0.00 1.11 0.47 0.57 1.74 0.00 1.17 1.49 2.03 1.00 0.98 1.11 0.90 1.11 1.18 0.01 1.12 1.06 1.31 1.49 0.00 1.11 1.35 1.65 2.37 0.00 1.15 2.06 2.72 NA NA NA NA NA NA NA NA NA

Pulmonary surfactant-associated protein A1 (PSP-A) (PSPA) (SP-A) (SP-A1) (35 kDa pulmonary surfactant-associated protein) (Alveolar proteinosis protein) (Collectin-4)Q8IWL2 sp|Q8IWL2|SFTA1_HUMAN 2 2 70 0 0 0 NA NA 29.78 30.4 37.3 37.98 55.6500018 NA 52.8199971 55.6500018 60 NA 35 60 85 NA 55 85 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.17 0.45 1.59 0.74 1.85 0.88 0.24 1.27 0.69 1.12 0.70 0.06 1.44 0.49 1.01 1.08 0.48 1.26 0.85 1.36 0.88 0.04 1.14 0.77 0.99 0.83 0.19 1.34 0.62 1.12 0.85 0.24 1.34 0.64 1.14 1.36 0.00 1.16 1.17 1.58 0.96 0.74 1.33 0.72

Pregnancy zone protein (C3 and PZP-like alpha-2-macroglobulin domain-containing protein 6)P20742 sp|P20742|PZP_HUMAN 2 2 70 0 0 0 9.64 45.73 NA NA 6.69 39.07 15.1099995 15.1099995 NA 11.8799999 46 43 NA 46 6 6 NA 5 1.50 0.01 1.23 1.21 1.85 0.61 0.14 2.10 0.29 1.28 0.62 0.05 1.62 0.38 0.99 3.63 0.00 1.45 2.51 5.26 0.69 0.01 1.28 0.54 0.88 0.63 0.01 1.36 0.46 0.85 1.12 0.18 1.22 0.92 1.37 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.60 0.02 1.47 0.41 0.88 2.26 0.00 1.31 1.72

Tubulin alpha-1A chain (Alpha-tubulin 3) (Tubulin B-alpha-1) (Tubulin alpha-3 chain)Q71U36 sp|Q71U36|TBA1A_HUMAN 2 2 70 0 0 0 33.47 34.68 34.45 35.63 NA NA 52.9900014 49.2199987 52.9900014 NA 32 26 32 NA 13 9 13 NA 1.24 0.15 1.39 0.89 1.71 0.62 0.03 1.47 0.42 0.91 1.24 0.29 1.65 0.75 2.05 1.10 0.49 1.43 0.77 1.57 1.13 0.19 1.23 0.92 1.38 0.89 0.53 1.61 0.55 1.44 1.36 0.10 1.51 0.90 2.06 0.91 0.34 1.25 0.73 1.14 0.71 0.02 1.31 0.54 0.93 0.87 0.26 1.31 0.67 1.15 1.21 0.03 1.18 1.02 1.43 1.81 0.00 1.34 1.35 2.43 1.15 0.24 1.32 0.88 1.52 0.88 0.55 1.65 0.54 1.45 NA NA NA NA NA NA NA NA NA

Ubiquitin-40S ribosomal protein S27a (Ubiquitin carboxyl extension protein 80) [Cleaved into: Ubiquitin; 40S ribosomal protein S27a]P62979 sp|P62979|RS27A_HUMAN 2 2 70 0 0 0 14.04 14.29 NA NA 13.26 13.51 46.1499989 46.1499989 NA 37.8199995 25 22 NA 25 86 67 NA 86 2.17 0.02 1.77 1.23 3.84 2.15 0.00 1.30 1.66 2.79 0.66 0.01 1.25 0.53 0.83 0.97 0.66 1.18 0.82 1.15 0.87 0.09 1.18 0.74 1.03 0.85 0.14 1.27 0.66 1.08 0.64 0.09 1.71 0.38 1.10 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.97 0.74 1.28 0.75 1.24 0.65 0.05 1.54 0.42

Putative elongation factor 1-alpha-like 3 (EF-1-alpha-like 3) (Eukaryotic elongation factor 1 A-like 3) (eEF1A-like 3) (Eukaryotic translation elongation factor 1 alpha-1 pseudogene 5)Q5VTE0 sp|Q5VTE0|EF1A3_HUMAN 2 0 70 0 0 0 25.29 25.8 16.02 16.48 NA NA 39.6100014 39.6100014 30.3000003 NA 21 21 14 NA 0 NA NA NA 1.10 0.21 1.17 0.94 1.29 0.64 0.00 1.16 0.55 0.74 1.10 0.12 1.14 0.97 1.26 0.88 0.15 1.20 0.73 1.06 1.24 0.01 1.16 1.06 1.44 1.03 0.75 1.20 0.85 1.24 1.23 0.01 1.16 1.07 1.42 0.88 0.12 1.19 0.74 1.05 1.03 0.76 1.23 0.83 1.26 1.08 0.52 1.33 0.81 1.43 1.08 0.38 1.23 0.88 1.32 1.34 0.05 1.34 0.99 1.80 1.07 0.43 1.24 0.87 1.33 1.09 0.35 1.25 0.88 1.37 NA NA NA NA NA NA NA NA NA

HLA class II histocompatibility antigen, DR beta 5 chain (DR beta-5) (DR2-beta-2) (Dw2) (MHC class II antigen DRB5)Q30154 sp|Q30154|DRB5_HUMAN 2 2 70 0 0 0 2.38 19.55 NA NA 3.82 12.62 34.9599987 34.9599987 NA 26.3200015 18 18 NA 11 5 2 NA 5 0.13 0.08 27.15 0.00 3.40 2.21 0.43 3261.42 0.00 7215.23 0.29 0.21 241.10 0.00 70.05 0.32 0.34 5874.87 0.00 1868.54 0.16 0.21 2604.51 0.00 428.08 4.19 0.30 9029.85 0.00 37851.95 0.67 0.82 61312800.00 0.00 40962697.92 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.50 0.12 3.21 0.15 1.59 0.25 0.07 5.55 0.04

Ig kappa chain V-I region KaP01603 sp|P01603|KV111_HUMAN 2 2 70 0 0 0 NA NA 4.18 10.83 4.34 12.17 42.5900012 NA 37.9599989 42.5900012 15 NA 14 15 4 NA 3 4 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.93 0.15 6.98 0.28 13.45 0.43 0.17 17.41 0.02 7.55 2.17 0.12 7.08 0.31 15.38 0.91 0.56 4.28 0.21 3.90 0.83 0.33 3.76 0.22 3.13 1.70 0.12 3.80 0.45 6.47 2.90 0.23 185.67 0.02 537.78 0.87 0.44 4.22 0.21 3.68 1.02 0.87 4.15 0.25

Proteasome subunit alpha type-7 (EC 3.4.25.1) (Proteasome subunit RC6-1) (Proteasome subunit XAPC7)O14818 sp|O14818|PSA7_HUMAN 2 2 70 0 0 0 NA NA 19.03 20 16.6 17.69 53.6300004 NA 45.9699988 53.6300004 12 NA 11 12 18 NA 18 14 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.58 0.01 1.40 0.41 0.82 2.69 0.00 1.25 2.16 3.36 0.62 0.01 1.40 0.45 0.87 0.74 0.01 1.23 0.60 0.91 0.60 0.00 1.16 0.51 0.69 0.82 0.06 1.24 0.66 1.01 0.66 0.00 1.20 0.55 0.79 1.54 0.04 1.50 1.02 2.31 0.89 0.12 1.17 0.76

Ras-related protein Rap-1b (GTP-binding protein smg p21B)P61224 sp|P61224|RAP1B_HUMAN 2 2 70 0 0 0 11.79 12.88 NA NA 12.19 13.52 50 46.2000012 NA 50 12 12 NA 10 30 12 NA 30 1.20 0.29 1.57 0.76 1.88 1.34 0.03 1.26 1.06 1.69 0.86 0.12 1.26 0.68 1.08 1.11 0.25 1.26 0.88 1.39 1.13 0.18 1.26 0.90 1.43 0.92 0.35 1.26 0.73 1.16 1.13 0.22 1.28 0.88 1.44 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.09 0.47 1.36 0.80 1.48 0.84 0.11 1.25 0.67

Ig lambda chain V-V region DELP01719 sp|P01719|LV501_HUMAN 2 2 70 0 0 0 3.08 10.03 NA NA 6.19 10.44 53.7000001 40.7400012 NA 53.7000001 11 11 NA 9 3 2 NA 3 1.64 0.56 1947.42 0.00 3202.91 0.62 0.13 3.60 0.17 2.22 0.91 0.88 497.31 0.00 454.60 1.77 0.61 33109.64 0.00 58512.34 0.69 0.32 13.17 0.05 9.11 1.31 0.23 3.63 0.36 4.75 1.47 0.16 3.64 0.40 5.34 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.56 0.11 3.52 0.16 1.96 1.05 0.69 3.53 0.30

Neutrophil defensin 1 (Defensin, alpha 1) (HNP-1) (HP-1) (HP1) [Cleaved into: HP 1-56; Neutrophil defensin 2 (HNP-2) (HP-2) (HP2)]P59665 sp|P59665|DEF1_HUMAN 2 2 70 0 0 0 4.05 4.05 NA NA 6.26 6.31 20.2099994 19.1499993 NA 20.2099994 11 2 NA 11 17 4 NA 17 0.13 0.43 1469980032.00 0.00 190542887.00 0.22 0.14 78.23 0.00 17.38 0.51 0.62 414984.56 0.00 209900.26 0.26 0.60 15417305088.00 0.00 4051810797.00 0.44 0.09 4.19 0.11 1.85 1.57 0.38 48.35 0.03 75.91 0.29 0.24 549.74 0.00 159.62 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.95 0.61 1.48 0.64 1.40 0.49 0.47 32.42 0.02

78 kDa glucose-regulated protein (GRP-78) (Endoplasmic reticulum lumenal Ca(2+)-binding protein grp78) (Heat shock 70 kDa protein 5) (Immunoglobulin heavy chain-binding protein) (BiP)P11021 sp|P11021|GRP78_HUMAN 2 2 70 0 0 0 5.7 11.23 NA NA 3.07 8.6 12.9999995 12.9999995 NA 10.5499998 9 9 NA 6 4 3 NA 4 0.89 0.31 1.44 0.62 1.29 1.01 0.93 1.49 0.68 1.50 1.02 0.94 2.67 0.38 2.72 1.03 0.91 2.59 0.40 2.66 0.93 0.60 1.66 0.56 1.55 1.14 0.38 1.64 0.70 1.86 0.98 0.87 1.45 0.68 1.42 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.88 0.43 1.78 0.49 1.56 0.94 0.64 1.58 0.60

Rab GDP dissociation inhibitor alpha (Rab GDI alpha) (Guanosine diphosphate dissociation inhibitor 1) (GDI-1) (Oligophrenin-2) (Protein XAP-4)P31150 sp|P31150|GDIA_HUMAN 2 2 70 0 0 0 10.83 16.88 2.52 13.42 NA NA 30.6499988 30.6499988 20.8100006 NA 9 9 8 NA 9 9 3 NA 1.53 0.01 1.30 1.18 1.98 1.03 0.70 1.20 0.86 1.24 1.01 0.89 1.21 0.83 1.23 0.94 0.30 1.14 0.82 1.07 1.46 0.00 1.24 1.18 1.80 1.00 0.98 1.23 0.82 1.23 0.98 0.76 1.14 0.86 1.12 1.05 0.73 3.61 0.29 3.78 0.95 0.77 5.97 0.16 5.66 1.01 0.98 9.44 0.11 9.49 1.19 0.34 3.62 0.33 4.30 1.15 0.39 3.61 0.32 4.17 0.94 0.84 24.46 0.04 22.91 0.87 0.72 38.69 0.02 33.72 NA NA NA NA NA NA NA NA NA

Dynein heavy chain 5, axonemal (Axonemal beta dynein heavy chain 5) (Ciliary dynein heavy chain 5)Q8TE73 sp|Q8TE73|DYH5_HUMAN 2 2 70 0 0 0 14.68 20.01 8.33 15.82 NA NA 2.14099996 2.14099996 1.66500006 NA 9 9 7 NA 7 7 5 NA 1.09 0.60 1.47 0.74 1.60 0.92 0.52 1.35 0.68 1.24 1.24 0.02 1.19 1.05 1.48 1.00 0.95 1.17 0.86 1.17 0.83 0.02 1.16 0.71 0.96 0.98 0.75 1.16 0.84 1.14 1.06 0.51 1.22 0.87 1.29 0.92 0.33 1.22 0.76 1.13 1.26 0.14 1.41 0.89 1.78 0.72 0.23 1.91 0.38 1.38 0.98 0.85 1.25 0.79 1.23 1.52 0.03 1.43 1.06 2.18 0.91 0.33 1.27 0.72 1.15 0.67 0.57 5.97 0.11 4.00 NA NA NA NA NA NA NA NA NA

Basement membrane-specific heparan sulfate proteoglycan core protein (HSPG) (Perlecan) (PLC) [Cleaved into: Endorepellin; LG3 peptide]P98160 sp|P98160|PGBM_HUMAN 2 2 70 0 0 0 11.42 13.32 4.28 5.17 NA NA 2.32299995 2.32299995 0.95650004 NA 8 8 3 NA 6 6 2 NA 0.81 0.12 1.33 0.61 1.08 1.69 0.01 1.38 1.22 2.34 0.99 0.96 1.44 0.69 1.43 1.12 0.12 1.18 0.96 1.32 0.67 0.01 1.33 0.51 0.89 1.73 0.00 1.27 1.36 2.20 0.94 0.42 1.19 0.79 1.12 1.30 0.53 40.82 0.03 53.19 0.83 0.53 14.19 0.06 11.76 1.66 0.22 9.78 0.17 16.24 1.09 0.55 3.54 0.31 3.86 0.85 0.35 3.53 0.24 3.00 0.97 0.84 4.88 0.20 4.72 1.91 0.10 3.55 0.54 6.80 NA NA NA NA NA NA NA NA NA

Histone H3.2 (Histone H3/m) (Histone H3/o)Q71DI3 sp|Q71DI3|H32_HUMAN 2 0 70 0 0 0 NA NA 4.93 5.17 10.51 10.8 40.4399991 NA 16.1799997 40.4399991 7 NA 3 7 0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.43 0.10 3.13 0.14 1.33 0.56 0.08 2.04 0.28 1.14 0.34 0.03 2.34 0.14 0.78 0.32 0.03 2.57 0.12 0.82 0.32 0.02 2.15 0.15 0.68 0.38 0.06 2.88 0.13 1.10 0.35 0.05 2.72 0.13 0.97 1.67 0.01 1.37 1.22 2.28 0.29 0.08 4.22 0.07

Plexin-B2 (MM1) O15031 sp|O15031|PLXB2_HUMAN 2 2 70 0 0 0 11.01 13.69 11.01 12.23 NA NA 4.56999987 4.56999987 3.91700007 NA 7 7 5 NA 7 5 7 NA 0.70 0.00 1.19 0.59 0.84 1.14 0.18 1.26 0.91 1.44 1.04 0.76 1.39 0.75 1.44 0.88 0.13 1.19 0.74 1.06 0.87 0.23 1.31 0.67 1.14 1.26 0.11 1.36 0.92 1.72 1.20 0.05 1.19 1.00 1.43 1.04 0.51 1.15 0.90 1.20 0.88 0.07 1.16 0.75 1.02 1.45 0.01 1.28 1.13 1.85 1.06 0.33 1.15 0.92 1.22 1.20 0.10 1.26 0.95 1.51 1.15 0.08 1.18 0.98 1.35 1.28 0.03 1.23 1.04 1.56 NA NA NA NA NA NA NA NA NA

Poly(rC)-binding protein 2 (Alpha-CP2) (Heterogeneous nuclear ribonucleoprotein E2) (hnRNP E2)Q15366 sp|Q15366|PCBP2_HUMAN 2 2 70 0 0 0 4.69 5.17 NA NA 5.67 8.6 16.4399996 15.0700003 NA 16.4399996 7 5 NA 7 6 2 NA 6 1.24 0.39 6.79 0.18 8.40 0.54 0.11 4.04 0.13 2.18 1.06 0.67 4.01 0.27 4.27 0.89 0.47 4.02 0.22 3.56 1.10 0.55 4.00 0.27 4.39 0.96 0.75 4.00 0.24 3.82 1.36 0.22 4.00 0.34 5.43 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.97 0.88 2.07 0.47 2.01 1.03 0.77 1.46 0.70

Zinc finger ZZ-type and EF-hand domain-containing protein 1O43149 sp|O43149|ZZEF1_HUMAN 2 2 70 0 0 0 NA NA 9.93 14.25 6.69 9.22 2.39799991 NA 2.39799991 1.38499998 6 NA 6 3 5 NA 5 3 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.84 0.17 1.35 0.62 1.13 1.56 0.11 1.83 0.85 2.86 1.39 0.29 2.12 0.66 2.95 1.04 0.67 1.23 0.84 1.27 0.87 0.22 1.29 0.68 1.13 0.86 0.13 1.24 0.69 1.07 1.18 0.56 2.08 0.57 2.46 1.21 0.30 3.52 0.34 4.27 1.14 0.58 9.07 0.13

Platelet-activating factor acetylhydrolase IB subunit alpha (Lissencephaly-1 protein) (LIS-1) (PAF acetylhydrolase 45 kDa subunit) (PAF-AH 45 kDa subunit) (PAF-AH alpha) (PAFAH alpha)P43034 sp|P43034|LIS1_HUMAN 2 2 70 0 0 0 8.65 9 3.18 3.38 NA NA 19.5099995 19.5099995 2.68300008 NA 6 6 1 NA 5 5 3 NA 1.07 0.68 1.50 0.71 1.60 0.79 0.03 1.22 0.65 0.97 0.97 0.86 1.68 0.57 1.63 0.80 0.03 1.21 0.66 0.97 0.99 0.91 1.21 0.82 1.20 0.80 0.15 1.41 0.57 1.13 0.96 0.76 1.43 0.67 1.37 1.02 0.88 1.50 0.68 1.53 0.72 0.07 1.51 0.47 1.08 1.01 0.96 2.73 0.37 2.76 0.95 0.64 1.51 0.63 1.44 1.35 0.09 1.51 0.89 2.04 0.93 0.53 1.52 0.61 1.41 0.87 0.74 4.65 0.19 4.05 NA NA NA NA NA NA NA NA NA

40S ribosomal protein S23P62266 sp|P62266|RS23_HUMAN 2 2 70 0 0 0 6.04 6.33 9.72 9.86 NA NA 33.5700005 16.0799995 33.5700005 NA 6 3 6 NA 7 5 7 NA 0.69 0.09 1.67 0.41 1.15 0.98 0.79 1.43 0.68 1.39 1.12 0.60 2.21 0.51 2.48 0.87 0.22 1.42 0.61 1.23 0.84 0.17 1.42 0.59 1.20 0.87 0.24 1.42 0.62 1.24 1.06 0.58 1.43 0.74 1.50 1.11 0.59 1.67 0.67 1.86 2.16 0.01 1.66 1.30 3.58 1.02 0.96 2.64 0.39 2.69 1.01 0.94 1.20 0.84 1.20 0.93 0.36 1.20 0.78 1.12 0.90 0.43 1.40 0.65 1.26 0.89 0.63 1.83 0.49 1.63 NA NA NA NA NA NA NA NA NA

Lysosome membrane protein 2 (85 kDa lysosomal membrane sialoglycoprotein) (LGP85) (CD36 antigen-like 2) (Lysosome membrane protein II) (LIMP II) (Scavenger receptor class B member 2) (CD antigen CD36)Q14108 sp|Q14108|SCRB2_HUMAN 2 2 70 0 0 0 8.64 9.95 5.73 6.49 NA NA 19.2499995 19.2499995 7.53099993 NA 6 6 3 NA 6 5 6 NA 1.06 0.84 1.98 0.53 2.09 1.85 0.03 1.64 1.13 3.05 0.91 0.54 1.51 0.60 1.37 1.08 0.67 1.62 0.67 1.75 1.50 0.06 1.53 0.98 2.29 0.99 0.91 1.31 0.75 1.30 0.77 0.12 1.45 0.53 1.12 1.17 0.11 1.24 0.95 1.45 1.15 0.12 1.22 0.95 1.40 0.87 0.36 1.46 0.59 1.27 0.88 0.16 1.22 0.73 1.08 0.86 0.10 1.22 0.71 1.05 1.24 0.04 1.22 1.02 1.52 0.97 0.83 1.48 0.65 1.43 NA NA NA NA NA NA NA NA NA

Coiled-coil and C2 domain-containing protein 1A (Akt kinase-interacting protein 1) (Five prime repressor element under dual repression-binding protein 1) (FRE under dual repression-binding protein 1) (Freud-1) (Putative NF-kappa-B-activating protein 023N)Q6P1N0 sp|Q6P1N0|C2D1A_HUMAN 2 2 70 0 0 0 7.13 8.07 7.42 8.05 NA NA 7.46600032 4.62700017 7.46600032 NA 6 4 6 NA 4 3 4 NA 1.39 0.09 1.56 0.89 2.17 1.16 0.20 1.42 0.82 1.65 0.89 0.32 1.47 0.61 1.31 1.05 0.63 1.45 0.72 1.52 0.78 0.09 1.42 0.55 1.10 1.19 0.36 1.90 0.63 2.27 0.81 0.15 1.49 0.54 1.21 2.33 0.00 1.28 1.81 2.98 1.08 0.40 1.28 0.84 1.38 0.77 0.15 1.54 0.50 1.19 1.32 0.06 1.35 0.97 1.78 0.92 0.34 1.28 0.72 1.17 1.24 0.20 1.51 0.82 1.87 1.00 0.96 1.32 0.76 1.33 NA NA NA NA NA NA NA NA NA

Probable ATP-dependent RNA helicase DDX17 (EC 3.6.4.13) (DEAD box protein 17) (DEAD box protein p72) (RNA-dependent helicase p72)Q92841 sp|Q92841|DDX17_HUMAN 2 2 70 0 0 0 NA NA 4.34 6.92 8.43 8.89 8.6149998 NA 7.38499984 8.6149998 5 NA 5 5 6 NA 2 6 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.84 0.36 3.97 0.21 3.34 0.87 0.42 4.00 0.22 3.48 0.95 0.79 5.55 0.17 5.30 1.06 0.67 3.94 0.27 4.19 1.69 0.26 17.32 0.10 29.26 0.86 0.39 3.94 0.22 3.38 0.77 0.47 21.33 0.04 16.35 0.71 0.26 2.20 0.32 1.55 1.16 0.17 1.29 0.90

Heterogeneous nuclear ribonucleoprotein Q (hnRNP Q) (Glycine- and tyrosine-rich RNA-binding protein) (GRY-RBP) (NS1-associated protein 1) (Synaptotagmin-binding, cytoplasmic RNA-interacting protein)O60506 sp|O60506|HNRPQ_HUMAN 2 2 70 0 0 0 4.56 4.93 4 10.82 NA NA 8.82799998 4.49399985 8.82799998 NA 5 2 5 NA 3 2 3 NA 0.76 0.22 3.52 0.22 2.68 0.68 0.16 3.51 0.19 2.38 0.93 0.85 35.00 0.03 32.72 0.74 0.47 32.23 0.02 23.94 1.37 0.19 3.51 0.39 4.82 0.89 0.64 10.41 0.09 9.27 0.80 0.35 5.62 0.14 4.52 0.95 0.72 3.68 0.26 3.51 1.15 0.64 15.85 0.07 18.21 1.35 0.21 3.63 0.37 4.89 0.96 0.79 4.17 0.23 4.01 0.87 0.46 4.90 0.18 4.25 1.01 0.93 3.75 0.27 3.79 1.44 0.17 3.66 0.39 5.28 NA NA NA NA NA NA NA NA NA

Echinoderm microtubule-associated protein-like 2 (EMAP-2) (HuEMAP-2)O95834 sp|O95834|EMAL2_HUMAN 2 2 70 0 0 0 9.07 9.59 6.91 7.15 NA NA 10.0199997 10.0199997 8.78299996 NA 5 5 4 NA 5 5 2 NA 1.66 0.03 1.56 1.07 2.58 0.69 0.02 1.30 0.53 0.90 1.12 0.30 1.30 0.86 1.45 0.95 0.67 1.39 0.68 1.32 1.41 0.01 1.22 1.16 1.71 0.99 0.97 1.53 0.65 1.52 1.16 0.12 1.23 0.94 1.43 1.01 0.95 3.51 0.29 3.54 0.89 0.43 3.51 0.25 3.11 1.20 0.63 32.08 0.04 38.43 1.01 0.96 3.51 0.29 3.53 1.21 0.31 3.51 0.34 4.24 1.13 0.43 3.51 0.32 3.97 1.45 0.17 3.51 0.41 5.08 NA NA NA NA NA NA NA NA NA

Sulfotransferase 1A1 (ST1A1) (EC 2.8.2.1) (Aryl sulfotransferase 1) (HAST1/HAST2) (Phenol sulfotransferase 1) (Phenol-sulfating phenol sulfotransferase 1) (P-PST 1) (ST1A3) (Thermostable phenol sulfotransferase) (Ts-PST)P50225 sp|P50225|ST1A1_HUMAN 2 2 70 0 0 0 8.42 8.53 NA NA 2.23 2.56 12.8800005 12.8800005 NA 2.71199998 5 5 NA 1 7 7 NA 3 1.74 0.00 1.27 1.37 2.22 1.05 0.53 1.22 0.86 1.28 0.93 0.52 1.34 0.69 1.24 1.07 0.36 1.21 0.89 1.30 1.08 0.31 1.21 0.89 1.31 0.98 0.81 1.27 0.77 1.24 1.23 0.05 1.23 1.00 1.52 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.68 0.16 3.62 0.19 2.47 1.09 0.56 3.76 0.29

Coronin-7 (Crn7) (70 kDa WD repeat tumor rejection antigen homolog)P57737 sp|P57737|CORO7_HUMAN 2 2 70 0 0 0 6.53 8.79 NA NA 2.35 2.97 6.16200008 6.16200008 NA 1.94600001 5 5 NA 1 5 3 NA 5 0.80 0.12 1.44 0.56 1.16 0.68 0.20 2.40 0.28 1.63 1.29 0.13 1.54 0.84 1.99 0.86 0.21 1.44 0.59 1.23 1.11 0.50 1.77 0.63 1.97 1.04 0.68 1.44 0.72 1.50 1.15 0.24 1.44 0.80 1.66 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.94 0.64 3.71 0.25 3.48 1.28 0.26 3.93 0.33

Gamma-tubulin complex component 2 (GCP-2) (hGCP2) (Gamma-ring complex protein 103 kDa) (h103p) (hGrip103) (Spindle pole body protein Spc97 homolog) (hSpc97)Q9BSJ2 sp|Q9BSJ2|GCP2_HUMAN 2 2 70 0 0 0 5.16 7.57 10.06 11.34 NA NA 6.54100031 3.3259999 6.54100031 NA 5 4 5 NA 6 2 6 NA 1.05 0.88 23.90 0.04 25.07 1.27 0.27 3.91 0.33 4.98 0.64 0.38 50.65 0.01 32.38 0.83 0.50 10.73 0.08 8.92 0.71 0.19 3.91 0.18 2.76 0.64 0.31 20.12 0.03 12.80 0.74 0.34 9.00 0.08 6.69 0.84 0.05 1.19 0.70 1.00 1.97 0.01 1.46 1.35 2.89 1.19 0.33 1.56 0.76 1.87 0.87 0.10 1.19 0.73 1.04 0.94 0.37 1.19 0.79 1.12 0.80 0.02 1.19 0.67 0.95 0.99 0.88 1.19 0.83 1.18 NA NA NA NA NA NA NA NA NA

Coatomer subunit epsilon (Epsilon-coat protein) (Epsilon-COP)O14579 sp|O14579|COPE_HUMAN 2 2 70 0 0 0 NA NA 3.3 3.51 4.34 4.75 24.03 NA 24.03 11.3600001 4 NA 4 3 2 NA 2 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.71 0.18 3.62 0.20 2.57 1.95 0.33 114.78 0.02 223.39 1.16 0.76 96.73 0.01 111.75 0.87 0.40 3.72 0.23 3.22 0.78 0.43 11.70 0.07 9.17 0.90 0.50 3.67 0.25 3.32 1.62 0.13 3.70 0.44 5.99 1.25 0.29 3.93 0.32 4.91 1.25 0.28 3.91 0.32

Collagen alpha-3(VI) chainP12111 sp|P12111|CO6A3_HUMAN 2 2 70 0 0 0 NA NA 4.78 6.49 6.08 7.5 1.60499997 NA 1.07000005 1.60499997 4 NA 3 4 4 NA 4 4 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.69 0.55 9.22 0.08 6.40 0.36 0.05 2.79 0.13 1.01 7.19 0.05 6.46 1.11 46.44 0.70 0.18 2.18 0.32 1.52 0.62 0.04 1.53 0.40 0.95 1.14 0.71 3.59 0.32 4.09 1.82 0.03 1.54 1.18 2.80 0.71 0.27 2.20 0.32 1.57 0.90 0.28 1.30 0.69

HLA class II histocompatibility antigen, DM beta chain (MHC class II antigen DMB) (Really interesting new gene 7 protein)P28068 sp|P28068|DMB_HUMAN 2 2 70 0 0 0 NA NA 2.48 2.49 3.27 3.3 12.5499994 NA 12.5499994 12.5499994 4 NA 4 3 3 NA 3 3 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.87 0.39 3.62 0.24 3.13 1.05 0.71 3.66 0.29 3.85 1.02 0.86 3.60 0.28 3.68 1.00 0.99 34.44 0.03 34.34 1.58 0.14 3.63 0.43 5.73 1.12 0.47 3.67 0.31 4.11 2.22 0.23 49.27 0.05 109.56 0.95 0.73 3.77 0.25 3.60 0.87 0.42 3.78 0.23

Phosphatidylinositol-binding clathrin assembly protein (Clathrin assembly lymphoid myeloid leukemia protein)Q13492 sp|Q13492|PICAL_HUMAN 2 2 70 0 0 0 NA NA 5.84 6.18 2.32 2.72 12.2699998 NA 12.2699998 4.14099991 4 NA 4 1 5 NA 2 5 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.32 0.39 11.96 0.11 15.82 1.18 0.49 8.29 0.14 9.82 1.21 0.65 56.86 0.02 68.93 1.17 0.39 4.03 0.29 4.71 1.06 0.81 10.85 0.10 11.49 1.19 0.70 80.73 0.01 96.45 1.28 0.36 7.19 0.18 9.19 1.04 0.75 3.52 0.30 3.67 0.84 0.40 5.22 0.16

DNA damage-binding protein 1 (DDB p127 subunit) (DNA damage-binding protein a) (DDBa) (Damage-specific DNA-binding protein 1) (HBV X-associated protein 1) (XAP-1) (UV-damaged DNA-binding factor) (UV-damaged DNA-binding protein 1) (UV-DDB 1) (XPE-binding factor) (XPE-BF) (Xeroderma pigmentosum group E-complementing protein) (XPCe)Q16531 sp|Q16531|DDB1_HUMAN 2 2 70 0 0 0 NA NA 3.11 4.22 6.46 7.85 3.33300009 NA 1.66699998 3.33300009 4 NA 2 4 5 NA 3 5 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.91 0.41 1.48 0.61 1.35 1.54 0.09 1.80 0.86 2.78 0.83 0.60 3.83 0.22 3.17 0.87 0.23 1.44 0.60 1.24 1.16 0.22 1.43 0.81 1.66 0.90 0.70 2.83 0.32 2.54 0.93 0.86 4.67 0.20 4.34 1.48 0.02 1.35 1.10 2.00 0.96 0.82 1.69 0.57

Glycerol-3-phosphate dehydrogenase 1-like protein (GPD1-L) (EC 1.1.1.8)Q8N335 sp|Q8N335|GPD1L_HUMAN 2 2 70 0 0 0 NA NA 3.63 3.94 6.98 7.58 12.5400007 NA 5.41299991 12.5400007 4 NA 2 4 4 NA 2 4 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.22 0.57 23.21 0.05 28.28 0.76 0.40 12.65 0.06 9.58 0.73 0.20 3.79 0.19 2.77 1.07 0.77 10.82 0.10 11.62 1.12 0.59 6.81 0.16 7.63 1.08 0.85 53.65 0.02 57.77 0.77 0.26 3.99 0.19 3.09 1.10 0.66 2.19 0.50 2.40 0.95 0.63 1.45 0.66

26S proteasome non-ATPase regulatory subunit 14 (EC 3.4.19.-) (26S proteasome regulatory subunit RPN11) (26S proteasome-associated PAD1 homolog 1)O00487 sp|O00487|PSDE_HUMAN 2 2 70 0 0 0 2.23 2.46 NA NA 5.59 5.94 19.3499997 4.19399999 NA 19.3499997 4 1 NA 4 4 2 NA 4 0.95 0.85 14.07 0.07 13.37 1.21 0.31 3.56 0.34 4.30 0.58 0.17 7.10 0.08 4.10 0.58 0.30 33.80 0.02 19.45 0.95 0.78 6.54 0.14 6.20 0.59 0.21 10.81 0.05 6.33 0.67 0.21 5.96 0.11 3.99 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.44 0.09 1.64 0.88 2.37 1.06 0.60 1.46 0.72

Sorting nexin-3 (Protein SDP3)O60493 sp|O60493|SNX3_HUMAN 2 2 70 0 0 0 4.04 4.67 3.08 3.33 NA NA 15.4300004 15.4300004 12.9600003 NA 4 4 2 NA 4 4 2 NA 1.92 0.12 2.89 0.67 5.56 1.06 0.92 9.24 0.11 9.77 1.28 0.11 1.47 0.87 1.88 1.21 0.27 1.73 0.70 2.09 1.45 0.05 1.43 1.01 2.07 1.11 0.33 1.43 0.78 1.59 1.15 0.22 1.43 0.81 1.65 1.10 0.52 3.51 0.31 3.85 0.84 0.33 3.52 0.24 2.95 1.05 0.73 3.51 0.30 3.67 1.17 0.36 3.51 0.33 4.10 0.99 0.96 3.51 0.28 3.49 1.19 0.33 3.51 0.34 4.18 1.19 0.38 4.60 0.26 5.48 NA NA NA NA NA NA NA NA NA

Pro-cathepsin H [Cleaved into: Cathepsin H mini chain; Cathepsin H (EC 3.4.22.16); Cathepsin H heavy chain; Cathepsin H light chain]P09668 sp|P09668|CATH_HUMAN 2 2 70 0 0 0 4.21 4.24 4.54 4.65 NA NA 10.7500002 7.7610001 10.7500002 NA 4 2 4 NA 3 3 3 NA 0.64 0.04 1.46 0.44 0.93 1.31 0.08 1.44 0.91 1.89 1.40 0.05 1.42 0.99 1.98 0.88 0.27 1.42 0.62 1.25 1.50 0.04 1.42 1.06 2.13 1.17 0.19 1.42 0.83 1.66 0.87 0.29 1.54 0.56 1.34 1.36 0.24 2.22 0.62 3.03 0.83 0.16 1.43 0.58 1.19 1.42 0.05 1.43 0.99 2.03 1.05 0.61 1.46 0.72 1.54 1.27 0.10 1.43 0.88 1.82 1.35 0.07 1.43 0.94 1.93 1.31 0.25 2.07 0.63 2.70 NA NA NA NA NA NA NA NA NA

Carboxypeptidase N subunit 2 (Carboxypeptidase N 83 kDa chain) (Carboxypeptidase N large subunit) (Carboxypeptidase N polypeptide 2) (Carboxypeptidase N regulatory subunit)P22792 sp|P22792|CPN2_HUMAN 2 2 70 0 0 0 2.19 2.55 NA NA 6.95 7.59 9.90799964 2.20199991 NA 9.90799964 4 1 NA 4 5 2 NA 5 0.37 0.10 7.88 0.05 2.95 0.42 0.11 7.01 0.06 2.96 1.22 0.36 5.12 0.24 6.27 1.62 0.18 5.95 0.27 9.67 0.70 0.18 3.57 0.20 2.52 1.79 0.20 10.50 0.17 18.85 2.07 0.12 6.14 0.34 12.70 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.48 0.02 1.59 0.30 0.76 1.03 0.86 1.85 0.56

60S ribosomal protein L12P30050 sp|P30050|RL12_HUMAN 2 2 70 0 0 0 3.24 3.35 7.44 7.67 NA NA 27.8800011 17.5799996 27.8800011 NA 4 3 4 NA 6 2 6 NA 0.69 0.17 3.75 0.18 2.58 0.30 0.05 3.69 0.08 1.12 0.71 0.21 4.54 0.16 3.22 0.47 0.21 25.97 0.02 12.33 0.57 0.12 3.78 0.15 2.16 0.55 0.13 4.67 0.12 2.56 0.59 0.19 8.17 0.07 4.84 0.61 0.21 2.61 0.24 1.61 3.07 0.01 1.95 1.58 5.98 0.90 0.60 1.74 0.52 1.57 0.65 0.01 1.27 0.51 0.82 0.64 0.01 1.26 0.51 0.81 0.84 0.10 1.27 0.67 1.07 0.75 0.10 1.47 0.51 1.10 NA NA NA NA NA NA NA NA NA

Hippocalcin-like protein 1 (Calcium-binding protein BDR-1) (HLP2) (Visinin-like protein 3) (VILIP-3)P37235 sp|P37235|HPCL1_HUMAN 2 2 70 0 0 0 8.27 8.52 6.09 6.2 NA NA 23.8299996 23.8299996 15.5399993 NA 4 4 3 NA 4 2 4 NA 1.14 0.41 3.51 0.32 4.00 1.54 0.18 4.82 0.32 7.44 0.99 0.98 16.46 0.06 16.37 1.13 0.43 3.51 0.32 3.98 0.89 0.48 3.79 0.24 3.39 1.11 0.55 4.88 0.23 5.43 0.88 0.55 6.28 0.14 5.55 1.68 0.02 1.43 1.17 2.39 1.31 0.08 1.43 0.92 1.87 0.93 0.81 2.94 0.32 2.74 1.38 0.06 1.43 0.97 1.97 1.24 0.20 1.62 0.76 2.01 0.95 0.63 1.42 0.67 1.36 0.92 0.74 2.52 0.37 2.32 NA NA NA NA NA NA NA NA NA

Ras-related protein Rab-2AP61019 sp|P61019|RAB2A_HUMAN 2 2 70 0 0 0 5.03 6.98 5.36 6.72 NA NA 22.1699998 17.9199994 22.1699998 NA 4 4 4 NA 4 4 4 NA 1.10 0.40 1.45 0.75 1.59 1.45 0.12 1.88 0.77 2.73 0.85 0.35 1.79 0.48 1.52 0.98 0.92 2.00 0.49 1.97 0.93 0.49 1.45 0.64 1.35 0.91 0.69 2.46 0.37 2.23 0.96 0.71 1.45 0.66 1.40 1.09 0.40 1.43 0.76 1.56 1.22 0.40 2.24 0.54 2.72 0.95 0.78 1.89 0.50 1.80 1.03 0.79 1.43 0.72 1.46 1.03 0.73 1.43 0.72 1.48 1.09 0.83 4.88 0.22 5.32 0.98 0.90 2.00 0.49 1.95 NA NA NA NA NA NA NA NA NA

Peptidyl-prolyl cis-trans isomerase D (PPIase D) (EC 5.2.1.8) (40 kDa peptidyl-prolyl cis-trans isomerase) (Cyclophilin-40) (CYP-40) (Cyclophilin-related protein) (Rotamase D)Q08752 sp|Q08752|PPID_HUMAN 2 2 70 0 0 0 4.06 5.49 4.58 6.84 NA NA 10.2700003 7.02700019 10.2700003 NA 4 3 4 NA 3 3 3 NA 1.61 0.65 19820.21 0.00 32008.98 0.38 0.23 96.36 0.00 36.44 1.15 0.42 3.91 0.29 4.50 0.82 0.34 4.44 0.18 3.65 1.76 0.12 3.91 0.45 6.87 0.99 0.93 3.90 0.25 3.86 1.08 0.81 25.97 0.04 28.09 1.22 0.44 2.48 0.49 3.02 1.04 0.92 4.90 0.21 5.10 0.63 0.05 1.60 0.39 1.00 1.06 0.70 1.85 0.58 1.97 1.19 0.40 2.03 0.59 2.42 0.80 0.28 1.89 0.43 1.52 0.76 0.25 2.13 0.36 1.61 NA NA NA NA NA NA NA NA NA

Interleukin enhancer-binding factor 3 (Double-stranded RNA-binding protein 76) (DRBP76) (M-phase phosphoprotein 4) (MPP4) (Nuclear factor associated with dsRNA) (NFAR) (Nuclear factor of activated T-cells 90 kDa) (NF-AT-90) (Translational control protein 80) (TCP80)Q12906 sp|Q12906|ILF3_HUMAN 2 2 70 0 0 0 4.29 5.18 4.15 5.01 NA NA 5.48099987 2.23699994 5.48099987 NA 4 2 4 NA 3 3 2 NA 0.71 0.16 1.95 0.37 1.38 0.81 0.17 1.55 0.52 1.25 0.87 0.23 1.42 0.61 1.23 0.63 0.03 1.43 0.44 0.91 1.01 0.93 1.91 0.53 1.94 0.63 0.03 1.42 0.44 0.90 0.90 0.33 1.42 0.64 1.28 1.03 0.80 3.75 0.28 3.88 1.73 0.23 13.27 0.13 22.90 1.00 0.99 11.03 0.09 11.08 1.06 0.67 3.77 0.28 3.99 1.03 0.82 3.78 0.27 3.90 1.03 0.84 3.78 0.27 3.88 1.06 0.81 9.19 0.11 9.70 NA NA NA NA NA NA NA NA NA

Ubiquitin-conjugating enzyme E2 variant 1 (UEV-1) (CROC-1) (TRAF6-regulated IKK activator 1 beta Uev1A)Q13404 sp|Q13404|UB2V1_HUMAN 2 2 70 0 0 0 7.96 8.05 NA NA 3.59 3.68 22.4500001 22.4500001 NA 10.8800001 4 4 NA 2 4 4 NA 2 1.45 0.02 1.27 1.14 1.84 0.91 0.49 1.48 0.62 1.34 0.85 0.12 1.26 0.67 1.08 0.93 0.45 1.32 0.71 1.22 1.33 0.03 1.27 1.05 1.68 0.88 0.20 1.27 0.70 1.12 1.09 0.32 1.27 0.86 1.38 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.90 0.49 3.55 0.25 3.21 0.99 0.92 3.56 0.28

Leucine-rich repeat-containing protein 47Q8N1G4 sp|Q8N1G4|LRC47_HUMAN 2 2 70 0 0 0 6.25 7.38 NA NA 2.57 3.22 6.69 6.69 NA 2.57300008 4 4 NA 2 4 4 NA 2 1.99 0.02 1.59 1.25 3.16 0.95 0.84 2.64 0.36 2.51 1.10 0.63 2.07 0.53 2.28 0.99 0.94 1.58 0.63 1.57 1.54 0.06 1.58 0.97 2.44 1.06 0.66 1.59 0.66 1.68 1.12 0.38 1.58 0.71 1.77 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.03 0.85 5.53 0.19 5.72 1.27 0.61 77.11 0.02

Protein lifeguard 3 (Protein RECS1 homolog) (Transmembrane BAX inhibitor motif-containing protein 1)Q969X1 sp|Q969X1|TMBI1_HUMAN 2 2 70 0 0 0 4.77 4.92 4.04 4.2 NA NA 8.35999996 8.03899989 8.35999996 NA 4 4 3 NA 5 5 4 NA 1.47 0.05 1.48 1.00 2.18 1.57 0.06 1.66 0.95 2.61 1.14 0.47 1.88 0.60 2.14 1.32 0.08 1.42 0.93 1.86 0.96 0.66 1.42 0.68 1.36 0.95 0.72 1.77 0.53 1.68 1.02 0.85 1.42 0.72 1.44 1.71 0.22 11.06 0.15 18.86 0.78 0.24 3.52 0.22 2.76 0.62 0.25 11.64 0.05 7.27 0.86 0.38 3.52 0.25 3.03 1.07 0.62 3.53 0.30 3.78 0.98 0.94 18.72 0.05 18.31 0.88 0.52 6.03 0.15 5.29 NA NA NA NA NA NA NA NA NA

Protein kinase C and casein kinase substrate in neurons protein 2 (Syndapin-2) (Syndapin-II)Q9UNF0 sp|Q9UNF0|PACN2_HUMAN 2 2 70 0 0 0 4.33 7.51 2.68 3.85 NA NA 8.84800032 8.84800032 4.52699997 NA 4 4 2 NA 6 6 2 NA 0.98 0.80 1.21 0.81 1.19 1.03 0.83 1.40 0.73 1.44 0.91 0.33 1.27 0.72 1.15 1.09 0.43 1.32 0.83 1.44 1.12 0.17 1.21 0.93 1.36 1.15 0.10 1.21 0.96 1.39 0.98 0.85 1.29 0.76 1.27 1.39 0.19 3.51 0.39 4.87 0.74 0.20 3.51 0.21 2.59 1.24 0.31 4.23 0.29 5.25 1.13 0.43 3.51 0.32 3.97 1.31 0.49 27.09 0.05 35.38 1.34 0.38 12.34 0.11 16.49 1.32 0.46 23.79 0.06 31.52 NA NA NA NA NA NA NA NA NA

Tumor protein D54 (hD54) (Tumor protein D52-like 2)O43399 sp|O43399|TPD54_HUMAN 2 2 70 0 0 0 NA NA 6.68 6.73 5.02 5.27 18.9300001 NA 18.9300001 17.4799994 3 NA 3 3 6 NA 6 3 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.51 0.09 2.34 0.22 1.20 3.07 0.02 2.25 1.36 6.90 0.85 0.87 18.90 0.04 16.06 0.63 0.04 1.54 0.41 0.97 0.52 0.00 1.30 0.40 0.68 0.64 0.17 2.23 0.29 1.42 0.82 0.68 4.01 0.20 3.29 1.32 0.24 2.08 0.63 2.75 0.60 0.09 2.04 0.29

DnaJ homolog subfamily A member 2 (Cell cycle progression restoration gene 3 protein) (Dnj3) (Dj3) (HIRA-interacting protein 4) (Renal carcinoma antigen NY-REN-14)O60884 sp|O60884|DNJA2_HUMAN 2 2 70 0 0 0 NA NA 3.72 4.21 4 4.5 7.76700005 NA 7.76700005 6.06799983 3 NA 3 3 2 NA 2 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.76 0.33 56.20 0.03 98.92 1.10 0.67 7.68 0.14 8.42 0.96 0.91 50.05 0.02 47.86 0.94 0.64 3.63 0.26 3.41 1.02 0.94 8.85 0.12 9.00 1.10 0.67 8.13 0.14 8.95 1.10 0.60 5.48 0.20 6.03 0.98 0.90 3.82 0.26 3.75 1.10 0.66 8.23 0.13

Desmoglein-1 (Cadherin family member 4) (Desmosomal glycoprotein 1) (DG1) (DGI) (Pemphigus foliaceus antigen)Q02413 sp|Q02413|DSG1_HUMAN 2 2 70 0 0 0 NA NA 4.76 5.52 2.78 3.77 3.71799991 NA 3.71799991 2.76500005 3 NA 3 2 3 NA 2 3 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.93 0.61 3.64 0.26 3.39 0.52 0.12 4.97 0.11 2.60 1.67 0.23 11.49 0.15 19.24 1.08 0.59 3.85 0.28 4.16 1.20 0.48 8.66 0.14 10.38 2.10 0.09 3.67 0.57 7.71 2.42 0.07 3.66 0.66 8.86 0.71 0.20 3.99 0.18 2.83 1.24 0.30 3.99 0.31

Protein VAC14 homolog (Tax1-binding protein 2)Q08AM6 sp|Q08AM6|VAC14_HUMAN 2 2 70 0 0 0 NA NA 2.75 4.02 2.17 3.98 4.476 NA 4.476 2.04600003 3 NA 3 2 4 NA 4 4 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.97 0.91 3.00 0.32 2.91 1.72 0.17 3.05 0.56 5.23 0.77 0.49 3.74 0.21 2.90 0.91 0.39 1.43 0.64 1.30 0.88 0.26 1.43 0.62 1.26 0.81 0.35 2.15 0.38 1.74 0.71 0.13 1.79 0.40 1.27 1.07 0.77 8.66 0.12 9.24 1.20 0.39 5.25 0.23

Prostasin (EC 3.4.21.-) (Channel-activating protease 1) (CAP1) (Serine protease 8) [Cleaved into: Prostasin light chain; Prostasin heavy chain]Q16651 sp|Q16651|PRSS8_HUMAN 2 2 70 0 0 0 NA NA 5.42 5.6 1.85 1.96 13.1200001 NA 13.1200001 2.04099994 3 NA 3 1 4 NA 4 3 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.67 0.03 1.53 1.09 2.55 1.08 0.54 1.53 0.70 1.64 0.82 0.62 4.18 0.20 3.44 1.16 0.26 1.52 0.76 1.78 0.80 0.15 1.52 0.53 1.22 1.05 0.84 2.50 0.42 2.63 1.07 0.78 2.31 0.46 2.46 1.17 0.46 5.75 0.20 6.74 0.73 0.25 5.53 0.13

Vacuolar protein sorting-associated protein 18 homolog (hVPS18)Q9P253 sp|Q9P253|VPS18_HUMAN 2 2 70 0 0 0 NA NA 5.77 6.42 3.77 4.94 5.75499982 NA 5.75499982 2.05499996 3 NA 3 2 5 NA 4 5 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.52 0.46 4.95 0.31 7.54 1.97 0.11 2.61 0.76 5.16 1.21 0.09 1.28 0.94 1.54 0.98 0.83 1.28 0.77 1.26 0.98 0.88 1.35 0.73 1.33 1.19 0.11 1.28 0.93 1.53 1.02 0.84 1.36 0.75 1.39 1.18 0.19 1.44 0.82 1.70 1.09 0.47 1.56 0.70

GTP-binding protein SAR1b (GTP-binding protein B) (GTBPB)Q9Y6B6 sp|Q9Y6B6|SAR1B_HUMAN 2 2 70 0 0 0 NA NA 1.59 1.77 4.04 4.21 27.2700012 NA 27.2700012 17.1700001 3 NA 3 2 4 NA 2 4 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.19 0.34 3.85 0.31 4.59 1.10 0.76 22.17 0.05 24.44 1.49 0.42 53.11 0.03 79.18 0.91 0.53 3.80 0.24 3.45 1.00 1.00 3.82 0.26 3.82 1.18 0.47 6.76 0.17 7.96 1.10 0.87 286.48 0.00 313.70 1.07 0.76 8.94 0.12 9.58 0.94 0.77 7.49 0.13

Phospholipid scramblase 1 (PL scramblase 1) (Ca(2+)-dependent phospholipid scramblase 1) (Erythrocyte phospholipid scramblase) (MmTRA1b)O15162 sp|O15162|PLS1_HUMAN 2 2 70 0 0 0 4.6 4.81 NA NA 4.75 5.03 13.5199994 13.5199994 NA 13.5199994 3 3 NA 3 6 5 NA 6 0.76 0.38 2.85 0.27 2.17 1.47 0.20 2.39 0.62 3.53 1.07 0.77 2.28 0.47 2.43 0.95 0.82 2.21 0.43 2.11 1.00 0.99 1.42 0.70 1.42 1.01 0.96 1.89 0.53 1.90 0.91 0.39 1.44 0.63 1.32 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.00 1.00 1.42 0.70 1.42 1.25 0.46 2.91 0.43

Target of Myb protein 1O60784 sp|O60784|TOM1_HUMAN 2 2 70 0 0 0 5.09 5.65 2.72 3.02 NA NA 9.35000032 9.35000032 6.09799996 NA 3 3 2 NA 2 2 2 NA 1.29 0.26 4.10 0.32 5.30 1.11 0.66 9.61 0.12 10.66 0.94 0.83 17.79 0.05 16.72 0.95 0.81 6.73 0.14 6.42 1.07 0.70 5.77 0.19 6.18 1.00 0.99 60.97 0.02 61.27 0.91 0.55 4.07 0.22 3.70 1.09 0.71 10.63 0.10 11.63 0.98 0.87 3.60 0.27 3.52 1.30 0.35 7.60 0.17 9.91 1.03 0.79 3.58 0.29 3.71 0.84 0.39 4.75 0.18 3.98 0.95 0.72 3.59 0.27 3.42 1.02 0.89 3.58 0.28 3.65 NA NA NA NA NA NA NA NA NA

Serine/threonine-protein kinase OSR1 (EC 2.7.11.1) (Oxidative stress-responsive 1 protein)O95747 sp|O95747|OXSR1_HUMAN 2 2 70 0 0 0 6.03 6.9 4.02 4.76 NA NA 7.4000001 7.4000001 5.88200018 NA 3 3 2 NA 3 3 3 NA 1.08 0.76 2.51 0.43 2.71 0.58 0.09 2.07 0.28 1.21 1.46 0.37 4.12 0.36 6.02 1.03 0.78 1.56 0.66 1.61 1.19 0.46 2.31 0.52 2.75 1.62 0.28 4.15 0.39 6.73 1.13 0.30 1.48 0.76 1.68 1.05 0.76 4.28 0.24 4.47 0.91 0.58 4.31 0.21 3.94 1.52 0.18 4.71 0.32 7.18 1.00 1.00 4.27 0.23 4.27 1.17 0.40 4.26 0.28 5.00 1.05 0.75 4.31 0.24 4.53 1.12 0.50 4.32 0.26 4.85 NA NA NA NA NA NA NA NA NA

Epoxide hydrolase 1 (EC 3.3.2.9) (Epoxide hydratase) (Microsomal epoxide hydrolase)P07099 sp|P07099|HYEP_HUMAN 2 2 70 0 0 0 3.93 4.36 2.31 2.61 NA NA 11.4299998 11.4299998 8.57099965 NA 3 3 3 NA 4 4 2 NA 1.00 0.97 1.51 0.66 1.50 1.07 0.52 1.43 0.75 1.53 0.87 0.62 2.78 0.31 2.42 0.85 0.72 5.83 0.15 4.94 0.67 0.04 1.43 0.47 0.96 0.89 0.75 3.98 0.22 3.54 0.88 0.51 2.01 0.44 1.77 1.09 0.62 4.64 0.23 5.04 1.14 0.47 4.49 0.25 5.12 1.31 0.24 3.98 0.33 5.22 0.97 0.85 3.99 0.24 3.88 1.78 0.29 37.61 0.05 66.76 1.07 0.83 17.82 0.06 18.99 0.79 0.55 31.43 0.03 24.89 NA NA NA NA NA NA NA NA NA

Tissue factor (TF) (Coagulation factor III) (Thromboplastin) (CD antigen CD142)P13726 sp|P13726|TF_HUMAN 2 2 70 0 0 0 1.65 2.08 NA NA 3.71 4.07 13.5600001 10.1700001 NA 13.5600001 3 2 NA 3 2 2 NA 2 0.90 0.57 5.06 0.18 4.56 1.46 0.33 15.74 0.09 22.95 1.42 0.44 38.10 0.04 54.14 1.07 0.60 3.52 0.31 3.79 1.15 0.38 3.51 0.33 4.06 1.14 0.71 27.86 0.04 31.70 0.89 0.57 6.28 0.14 5.60 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.99 0.96 3.57 0.28 3.54 1.00 0.98 3.57 0.28

Beta-1,4-galactosyltransferase 1 (Beta-1,4-GalTase 1) (Beta4Gal-T1) (b4Gal-T1) (EC 2.4.1.-) (UDP-Gal:beta-GlcNAc beta-1,4-galactosyltransferase 1) (UDP-galactose:beta-N-acetylglucosamine beta-1,4-galactosyltransferase 1) [Cleaved into: Processed beta-1,4-galactosyltransferase 1] [Includes: Lactose synthase A protein (EC 2.4.1.22); N-acetyllactosamine synthase (EC 2.4.1.90) (Nal synthase); Beta-N-acetylglucosaminylglycopeptide beta-1,4-galactosyltransferase (EC 2.4.1.38); Beta-N-acetylglucosaminyl-glycolipid beta-1,4-galactosyltransferase (EC 2.4.1.-)]P15291 sp|P15291|B4GT1_HUMAN 2 2 70 0 0 0 4.35 4.63 2.34 2.64 NA NA 8.794 8.794 2.00999994 NA 3 3 1 NA 3 3 3 NA 1.16 0.68 3.94 0.30 4.58 0.79 0.47 3.12 0.25 2.47 1.55 0.28 3.64 0.43 5.64 1.51 0.07 1.67 0.90 2.51 1.11 0.73 3.01 0.37 3.33 1.49 0.26 2.98 0.50 4.44 1.29 0.44 3.19 0.41 4.13 1.35 0.22 3.86 0.35 5.23 1.15 0.41 3.89 0.30 4.48 1.03 0.84 3.80 0.27 3.91 1.49 0.34 20.37 0.07 30.27 0.79 0.27 3.98 0.20 3.14 0.82 0.63 51.66 0.02 42.10 0.86 0.54 8.09 0.11 6.99 NA NA NA NA NA NA NA NA NA

Beta-galactosidase (EC 3.2.1.23) (Acid beta-galactosidase) (Lactase) (Elastin receptor 1)P16278 sp|P16278|BGAL_HUMAN 2 2 70 0 0 0 4.16 4.87 3.87 4.57 NA NA 4.727 4.28400002 4.727 NA 3 2 3 NA 2 2 2 NA 0.72 0.19 3.51 0.21 2.54 0.89 0.45 3.52 0.25 3.13 1.32 0.49 29.05 0.05 38.22 1.39 0.35 13.13 0.11 18.22 1.52 0.15 3.51 0.43 5.34 1.67 0.12 3.51 0.48 5.88 1.25 0.27 3.51 0.35 4.37 0.90 0.78 41.73 0.02 37.61 1.40 0.18 3.64 0.39 5.11 0.99 0.95 3.63 0.27 3.60 0.90 0.49 3.62 0.25 3.26 0.65 0.18 4.86 0.13 3.17 1.04 0.75 3.65 0.29 3.81 1.05 0.92 257.16 0.00 271.12 NA NA NA NA NA NA NA NA NA

Neutrophil cytosol factor 2 (NCF-2) (67 kDa neutrophil oxidase factor) (NADPH oxidase activator 2) (Neutrophil NADPH oxidase factor 2) (p67-phox)P19878 sp|P19878|NCF2_HUMAN 2 2 70 0 0 0 5.5 5.99 NA NA 3.03 3.5 6.84399977 6.84399977 NA 4.56300005 3 3 NA 2 3 3 NA 2 1.00 0.98 1.51 0.67 1.51 0.79 0.66 7.18 0.11 5.66 1.10 0.35 1.42 0.78 1.57 1.16 0.60 2.76 0.42 3.20 1.11 0.43 1.56 0.71 1.72 1.09 0.73 2.68 0.41 2.93 1.03 0.82 1.64 0.63 1.69 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.00 0.99 3.66 0.27 3.65 1.19 0.34 3.71 0.32

Liver carboxylesterase 1 (Acyl-coenzyme A:cholesterol acyltransferase) (ACAT) (Brain carboxylesterase hBr1) (Carboxylesterase 1) (CE-1) (hCE-1) (EC 3.1.1.1) (Cocaine carboxylesterase) (Egasyn) (HMSE) (Methylumbelliferyl-acetate deacetylase 1) (EC 3.1.1.56) (Monocyte/macrophage serine esterase) (Retinyl ester hydrolase) (REH) (Serine esterase 1) (Triacylglycerol hydrolase) (TGH)P23141 sp|P23141|EST1_HUMAN 2 2 70 0 0 0 2.39 2.57 5.24 5.4 NA NA 6.7019999 2.99800001 6.7019999 NA 3 1 3 NA 4 3 4 NA 0.97 0.91 2.98 0.33 2.88 1.07 0.71 1.91 0.56 2.04 1.03 0.88 1.97 0.52 2.03 1.47 0.55 9.92 0.15 14.55 1.03 0.90 2.71 0.38 2.79 0.94 0.85 3.70 0.25 3.47 0.80 0.69 8.17 0.10 6.54 1.14 0.36 1.60 0.71 1.82 1.84 0.02 1.44 1.27 2.66 1.46 0.41 4.82 0.30 7.03 0.87 0.24 1.45 0.60 1.26 1.08 0.45 1.44 0.75 1.56 1.01 0.93 1.63 0.62 1.65 1.39 0.34 3.17 0.44 4.41 NA NA NA NA NA NA NA NA NA

Mitogen-activated protein kinase 1 (MAP kinase 1) (MAPK 1) (EC 2.7.11.24) (ERT1) (Extracellular signal-regulated kinase 2) (ERK-2) (MAP kinase isoform p42) (p42-MAPK) (Mitogen-activated protein kinase 2) (MAP kinase 2) (MAPK 2)P28482 sp|P28482|MK01_HUMAN 2 2 70 0 0 0 2.08 3.81 NA NA 2.52 3.03 11.3899998 11.3899998 NA 2.50000004 3 3 NA 1 3 3 NA 3 0.93 0.63 3.75 0.25 3.50 0.79 0.26 3.71 0.21 2.94 1.09 0.56 3.73 0.29 4.06 0.93 0.83 32.70 0.03 30.35 1.17 0.53 8.83 0.13 10.34 1.03 0.80 3.70 0.28 3.82 1.17 0.37 3.75 0.31 4.40 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.00 0.99 3.56 0.28 3.55 0.90 0.65 8.55 0.11

S-adenosylmethionine synthase isoform type-2 (AdoMet synthase 2) (EC 2.5.1.6) (Methionine adenosyltransferase 2) (MAT 2) (Methionine adenosyltransferase II) (MAT-II)P31153 sp|P31153|METK2_HUMAN 2 2 70 0 0 0 4.91 5.39 3.73 4.05 NA NA 8.354 7.34200031 8.354 NA 3 3 3 NA 3 3 2 NA 0.93 0.74 2.22 0.42 2.07 0.94 0.94 17.89 0.05 16.82 0.93 0.70 2.01 0.46 1.87 0.68 0.12 1.89 0.36 1.28 0.80 0.23 1.75 0.46 1.41 0.87 0.75 5.27 0.16 4.56 0.83 0.66 4.49 0.19 3.75 0.96 0.77 3.51 0.27 3.38 1.20 0.36 4.33 0.28 5.20 0.81 0.28 3.54 0.23 2.85 1.01 0.97 3.51 0.29 3.53 1.21 0.31 3.52 0.34 4.25 0.87 0.39 3.52 0.25 3.05 0.69 0.30 10.36 0.07 7.17 NA NA NA NA NA NA NA NA NA

Profilin-2 (Profilin II) P35080 sp|P35080|PROF2_HUMAN 2 2 70 0 0 0 3.41 3.51 NA NA 3.44 3.57 20.7100004 20.7100004 NA 17.1399996 3 3 NA 2 3 3 NA 2 1.21 0.51 11.99 0.10 14.48 0.84 0.39 4.51 0.19 3.81 1.39 0.38 17.18 0.08 23.94 1.44 0.26 7.67 0.19 11.05 1.34 0.35 9.61 0.14 12.91 2.78 0.23 136.66 0.02 379.62 1.44 0.17 3.62 0.40 5.20 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.02 0.93 6.39 0.16 6.48 1.07 0.65 3.82 0.28

Alanine--tRNA ligase, cytoplasmic (EC 6.1.1.7) (Alanyl-tRNA synthetase) (AlaRS) (Renal carcinoma antigen NY-REN-42)P49588 sp|P49588|SYAC_HUMAN 2 2 70 0 0 0 5.26 6.46 3.03 3.79 NA NA 4.85499986 4.64899987 4.85499986 NA 3 3 3 NA 7 7 3 NA 1.29 0.08 1.36 0.95 1.75 0.96 0.84 1.69 0.57 1.63 1.32 0.03 1.26 1.05 1.66 1.24 0.17 1.46 0.85 1.80 1.12 0.22 1.26 0.89 1.40 1.19 0.19 1.39 0.86 1.65 1.20 0.08 1.26 0.95 1.51 1.09 0.66 6.75 0.16 7.38 0.92 0.60 3.96 0.23 3.66 1.58 0.41 83.05 0.02 131.61 1.12 0.48 3.98 0.28 4.46 1.11 0.51 3.96 0.28 4.40 1.07 0.66 3.98 0.27 4.25 1.62 0.17 5.12 0.32 8.29 NA NA NA NA NA NA NA NA NA

Hsc70-interacting protein (Hip) (Aging-associated protein 2) (Progesterone receptor-associated p48 protein) (Protein FAM10A1) (Putative tumor suppressor ST13) (Renal carcinoma antigen NY-REN-33) (Suppression of tumorigenicity 13 protein)P50502 sp|P50502|F10A1_HUMAN 2 2 70 0 0 0 2.27 2.54 NA NA 3.03 3.26 10.5700001 2.71000005 NA 10.5700001 3 1 NA 3 4 4 NA 2 1.63 0.24 11.58 0.14 18.86 0.88 0.64 13.25 0.07 11.63 1.22 0.35 4.54 0.27 5.54 1.06 0.77 7.99 0.13 8.50 1.62 0.16 4.59 0.35 7.43 0.82 0.61 31.86 0.03 26.28 0.99 1.00 2280000000000000.00 0.00 2270000000000000.00 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.05 0.82 10.86 0.10 11.46 1.28 0.37 8.06 0.16

Heterogeneous nuclear ribonucleoprotein M (hnRNP M)P52272 sp|P52272|HNRPM_HUMAN 2 2 70 0 0 0 2.63 3.1 3.81 4.34 NA NA 5.75300008 3.69900018 5.75300008 NA 3 2 3 NA 3 2 3 NA 1.00 1.00 18.64 0.05 18.62 1.14 0.41 3.51 0.32 4.01 1.23 0.56 22.38 0.05 27.45 1.06 0.73 5.47 0.19 5.81 1.10 0.52 3.51 0.31 3.86 0.93 0.59 3.52 0.26 3.27 1.08 0.57 3.52 0.31 3.80 0.94 0.86 3.55 0.27 3.35 1.12 0.54 1.97 0.57 2.21 1.25 0.41 2.52 0.49 3.14 0.93 0.48 1.46 0.63 1.35 1.35 0.43 3.72 0.36 5.03 1.08 0.64 1.91 0.57 2.07 1.11 0.58 2.06 0.54 2.29 NA NA NA NA NA NA NA NA NA

Microfibril-associated glycoprotein 4P55083 sp|P55083|MFAP4_HUMAN 2 2 70 0 0 0 1.82 2.31 3.01 3.18 NA NA 9.80399996 9.41200033 9.80399996 NA 3 3 2 NA 5 5 3 NA 0.63 0.03 1.45 0.44 0.91 0.84 0.30 1.73 0.48 1.45 1.50 0.04 1.44 1.04 2.16 1.62 0.03 1.44 1.12 2.33 0.74 0.11 1.60 0.46 1.19 1.05 0.66 1.44 0.72 1.51 0.96 0.64 1.44 0.66 1.38 0.98 0.88 3.69 0.27 3.62 0.42 0.08 4.08 0.10 1.70 3.39 0.12 20.83 0.16 70.62 1.26 0.27 3.68 0.34 4.63 0.82 0.30 3.70 0.22 3.03 1.04 0.83 5.35 0.19 5.55 1.96 0.10 3.68 0.53 7.20 NA NA NA NA NA NA NA NA NA

CD166 antigen (Activated leukocyte cell adhesion molecule) (CD antigen CD166)Q13740 sp|Q13740|CD166_HUMAN 2 2 70 0 0 0 3.78 4.59 4.52 5.04 NA NA 5.48899993 4.1170001 5.48899993 NA 3 2 3 NA 3 2 3 NA 0.91 0.51 3.52 0.26 3.19 1.19 0.33 3.54 0.34 4.20 0.90 0.47 3.52 0.26 3.16 0.81 0.28 3.52 0.23 2.86 0.81 0.28 3.52 0.23 2.86 0.76 0.23 3.52 0.22 2.69 1.00 0.97 3.52 0.28 3.51 1.05 0.65 1.43 0.73 1.49 0.85 0.18 1.43 0.59 1.21 1.22 0.48 2.67 0.46 3.25 1.05 0.64 1.43 0.73 1.49 1.38 0.06 1.43 0.97 1.98 1.20 0.43 2.17 0.55 2.60 1.23 0.37 2.16 0.57 2.65 NA NA NA NA NA NA NA NA NA

Septin-2 (Neural precursor cell expressed developmentally down-regulated protein 5) (NEDD-5)Q15019 sp|Q15019|SEPT2_HUMAN 2 2 70 0 0 0 6 6.71 3.85 4.39 NA NA 10.2499999 10.2499999 6.37099966 NA 3 3 2 NA 4 4 2 NA 1.10 0.37 1.42 0.77 1.56 0.93 0.48 1.42 0.65 1.32 1.15 0.23 1.42 0.81 1.63 1.04 0.71 1.42 0.73 1.47 1.14 0.34 1.54 0.74 1.75 1.06 0.54 1.42 0.75 1.51 1.15 0.23 1.42 0.81 1.63 1.09 0.56 3.65 0.30 3.97 1.37 0.27 6.17 0.22 8.48 1.18 0.41 4.66 0.25 5.49 1.04 0.74 3.63 0.29 3.79 1.29 0.24 3.65 0.35 4.71 0.90 0.49 3.66 0.25 3.29 1.00 1.00 3.61 0.28 3.61 NA NA NA NA NA NA NA NA NA

Prostaglandin E synthase 3 (EC 5.3.99.3) (Cytosolic prostaglandin E2 synthase) (cPGES) (Hsp90 co-chaperone) (Progesterone receptor complex p23) (Telomerase-binding protein p23)Q15185 sp|Q15185|TEBP_HUMAN 2 2 70 0 0 0 4 4.09 NA NA 4.14 4.24 23.1299996 13.1200001 NA 23.1299996 3 3 NA 3 3 3 NA 3 1.40 0.19 3.77 0.37 5.26 0.57 0.21 11.29 0.05 6.43 1.31 0.23 3.73 0.35 4.91 1.15 0.41 3.71 0.31 4.26 1.41 0.19 3.73 0.38 5.27 1.33 0.22 3.75 0.36 4.99 1.45 0.17 3.74 0.39 5.41 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.82 0.31 3.67 0.22 3.02 0.91 0.58 4.94 0.18

E3 ubiquitin-protein ligase HECTD3 (EC 6.3.2.-) (HECT domain-containing protein 3)Q5T447 sp|Q5T447|HECD3_HUMAN 2 2 70 0 0 0 2.14 2.43 6.06 6.44 NA NA 5.22600003 1.97400004 5.22600003 NA 3 1 3 NA 4 2 4 NA 0.78 0.25 3.67 0.21 2.87 1.15 0.43 4.25 0.27 4.89 0.76 0.33 7.13 0.11 5.43 0.99 0.97 11.28 0.09 11.16 0.88 0.43 3.69 0.24 3.24 0.96 0.85 10.90 0.09 10.42 0.90 0.62 6.91 0.13 6.23 0.81 0.12 1.42 0.57 1.15 1.87 0.02 1.47 1.27 2.74 1.18 0.36 1.84 0.64 2.17 0.82 0.14 1.42 0.58 1.17 0.88 0.26 1.43 0.62 1.25 0.77 0.10 1.45 0.53 1.12 1.15 0.47 1.95 0.59 2.23 NA NA NA NA NA NA NA NA NA

Staphylococcal nuclease domain-containing protein 1 (100 kDa coactivator) (EBNA2 coactivator p100) (Tudor domain-containing protein 11) (p100 co-activator)Q7KZF4 sp|Q7KZF4|SND1_HUMAN 2 2 70 0 0 0 6.67 7.65 4.2 5.11 NA NA 4.94499989 4.94499989 3.73600014 NA 3 3 2 NA 3 3 3 NA 1.20 0.16 1.42 0.84 1.70 0.86 0.36 1.76 0.49 1.51 0.97 0.74 1.42 0.68 1.38 0.89 0.52 1.96 0.45 1.74 1.11 0.34 1.42 0.78 1.57 1.02 0.80 1.42 0.72 1.45 0.98 0.80 1.42 0.69 1.39 1.07 0.51 1.43 0.75 1.52 0.98 0.87 1.69 0.58 1.65 1.09 0.62 1.86 0.59 2.02 1.09 0.41 1.43 0.76 1.56 1.16 0.22 1.43 0.81 1.65 1.19 0.17 1.43 0.83 1.70 1.13 0.44 1.76 0.64 1.99 NA NA NA NA NA NA NA NA NA

Protein NDRG1 (Differentiation-related gene 1 protein) (DRG-1) (N-myc downstream-regulated gene 1 protein) (Nickel-specific induction protein Cap43) (Reducing agents and tunicamycin-responsive protein) (RTP) (Rit42)Q92597 sp|Q92597|NDRG1_HUMAN 2 2 70 0 0 0 2.6 2.75 2.18 2.31 NA NA 12.4399997 12.4399997 4.82200012 NA 3 3 1 NA 3 3 2 NA 1.43 0.20 4.33 0.33 6.18 1.57 0.15 4.05 0.39 6.36 0.91 0.71 12.73 0.07 11.56 1.17 0.38 4.00 0.29 4.68 1.06 0.72 4.24 0.25 4.47 0.96 0.78 3.99 0.24 3.83 1.04 0.81 4.04 0.26 4.18 1.28 0.24 3.54 0.36 4.53 1.08 0.74 8.96 0.12 9.66 1.37 0.51 61.73 0.02 84.78 1.39 0.19 3.54 0.39 4.93 0.95 0.68 3.53 0.27 3.35 0.99 0.97 4.69 0.21 4.66 1.15 0.67 21.60 0.05 24.75 NA NA NA NA NA NA NA NA NA

Isochorismatase domain-containing protein 1Q96CN7 sp|Q96CN7|ISOC1_HUMAN 2 2 70 0 0 0 2.53 2.85 NA NA 3.46 3.9 11.0699996 8.38899985 NA 11.0699996 3 2 NA 3 3 2 NA 3 1.24 0.63 66.40 0.02 82.23 1.33 0.59 130.87 0.01 174.04 1.15 0.39 3.53 0.33 4.07 1.20 0.32 3.53 0.34 4.23 0.93 0.72 6.84 0.14 6.36 1.19 0.33 3.53 0.34 4.20 1.23 0.34 4.76 0.26 5.85 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.72 0.21 4.17 0.17 2.99 0.96 0.79 4.13 0.23

Mannose-1-phosphate guanyltransferase alpha (EC 2.7.7.13) (GDP-mannose pyrophosphorylase A) (GTP-mannose-1-phosphate guanylyltransferase alpha)Q96IJ6 sp|Q96IJ6|GMPPA_HUMAN 2 2 70 0 0 0 5.23 5.33 3.36 3.43 NA NA 9.04799998 9.04799998 8.3329998 NA 3 3 3 NA 5 5 3 NA 1.29 0.14 1.57 0.82 2.02 0.87 0.37 1.71 0.51 1.48 1.08 0.77 2.74 0.39 2.97 1.08 0.58 1.67 0.65 1.81 1.04 0.79 1.65 0.63 1.71 1.01 0.98 2.13 0.47 2.15 1.16 0.24 1.48 0.79 1.72 1.07 0.75 8.66 0.12 9.30 0.90 0.70 13.71 0.07 12.32 2.17 0.41 1526.44 0.00 3306.65 1.41 0.47 49.52 0.03 69.59 1.08 0.59 3.57 0.30 3.85 1.41 0.21 4.53 0.31 6.39 1.19 0.33 3.59 0.33 4.29 NA NA NA NA NA NA NA NA NA

Intraflagellar transport protein 74 homolog (Capillary morphogenesis gene 1 protein) (CMG-1) (Coiled-coil domain-containing protein 2)Q96LB3 sp|Q96LB3|IFT74_HUMAN 2 2 70 0 0 0 4.8 5.48 2.55 3.31 NA NA 5.99999987 5.99999987 2.83300001 NA 3 3 1 NA 4 4 2 NA 1.38 0.13 1.65 0.84 2.27 0.94 0.47 1.28 0.73 1.20 1.39 0.08 1.51 0.92 2.10 1.28 0.08 1.34 0.95 1.72 0.96 0.66 1.28 0.75 1.23 0.97 0.81 1.52 0.64 1.47 1.33 0.08 1.41 0.94 1.89 1.03 0.84 3.60 0.28 3.70 0.96 0.75 3.62 0.26 3.48 0.96 0.82 5.51 0.17 5.30 1.14 0.43 3.62 0.31 4.12 1.12 0.46 3.62 0.31 4.07 1.18 0.35 3.62 0.33 4.27 1.03 0.82 3.62 0.28 3.73 NA NA NA NA NA NA NA NA NA

Myeloid-associated differentiation marker (Protein SB135)Q96S97 sp|Q96S97|MYADM_HUMAN 2 2 70 0 0 0 2.22 2.63 NA NA 4 4.2 10.2499999 3.10600009 NA 10.2499999 3 1 NA 3 3 2 NA 3 0.95 0.72 3.51 0.27 3.36 1.22 0.30 3.52 0.35 4.28 0.86 0.37 3.51 0.25 3.03 1.11 0.49 3.52 0.32 3.90 0.92 0.55 3.52 0.26 3.23 1.03 0.83 3.51 0.29 3.61 1.70 0.12 3.52 0.48 5.97 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.06 0.89 67.24 0.02 71.17 0.81 0.44 9.05 0.09

Protein S100-A13 (S100 calcium-binding protein A13)Q99584 sp|Q99584|S10AD_HUMAN 2 2 70 0 0 0 3.74 3.88 2.84 2.98 NA NA 31.6300005 20.4099998 31.6300005 NA 3 2 3 NA 2 2 2 NA 0.88 0.47 4.24 0.21 3.74 1.27 0.25 3.52 0.36 4.48 0.76 0.22 3.53 0.22 2.68 0.80 0.52 19.29 0.04 15.45 1.19 0.45 6.60 0.18 7.87 0.93 0.71 6.11 0.15 5.70 0.89 0.52 4.89 0.18 4.34 0.96 0.76 3.53 0.27 3.40 1.04 0.86 10.25 0.10 10.68 0.82 0.30 3.52 0.23 2.89 1.07 0.63 3.61 0.30 3.86 1.20 0.44 6.51 0.18 7.79 1.23 0.29 3.54 0.35 4.33 1.10 0.52 3.53 0.31 3.88 NA NA NA NA NA NA NA NA NA

Acetyl-CoA acetyltransferase, cytosolic (EC 2.3.1.9) (Acetyl-CoA transferase-like protein) (Cytosolic acetoacetyl-CoA thiolase)Q9BWD1 sp|Q9BWD1|THIC_HUMAN 2 2 70 0 0 0 4.18 4.37 NA NA 3.26 3.61 11.5900002 9.57200006 NA 11.5900002 3 3 NA 3 3 3 NA 3 1.55 0.46 145.93 0.01 226.30 0.77 0.37 8.50 0.09 6.56 1.50 0.34 20.51 0.07 30.75 1.20 0.48 8.84 0.14 10.59 1.11 0.49 3.65 0.30 4.05 1.59 0.14 3.66 0.43 5.80 1.17 0.37 3.67 0.32 4.29 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.91 0.55 4.24 0.21 3.85 1.01 0.94 4.31 0.23

Radial spoke head protein 9 homologQ9H1X1 sp|Q9H1X1|RSPH9_HUMAN 2 2 70 0 0 0 4.12 4.45 NA NA 1.6 1.92 11.5900002 11.5900002 NA 11.5900002 3 3 NA 3 3 2 NA 3 1.41 0.37 18.52 0.08 26.18 0.84 0.44 6.52 0.13 5.45 1.13 0.45 3.86 0.29 4.37 1.09 0.58 3.85 0.28 4.18 0.91 0.53 3.88 0.23 3.52 0.86 0.39 3.89 0.22 3.34 1.05 0.78 6.22 0.17 6.55 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.12 0.47 3.72 0.30 4.17 1.03 0.83 3.77 0.27

Intraflagellar transport protein 122 homolog (WD repeat-containing protein 10) (WD repeat-containing protein 140)Q9HBG6 sp|Q9HBG6|IF122_HUMAN 2 2 70 0 0 0 3.89 4.76 NA NA 2.97 4.09 3.14299986 1.93399992 NA 3.14299986 3 2 NA 3 4 3 NA 4 1.21 0.39 2.10 0.57 2.53 0.89 0.47 1.81 0.49 1.60 1.02 0.86 1.64 0.62 1.68 1.05 0.77 1.95 0.54 2.06 0.78 0.31 2.25 0.34 1.75 0.85 0.24 1.54 0.55 1.31 1.08 0.52 1.52 0.71 1.64 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.06 0.56 1.47 0.73 1.56 0.97 0.80 1.50 0.65

Glyoxalase domain-containing protein 4Q9HC38 sp|Q9HC38|GLOD4_HUMAN 2 2 70 0 0 0 5 5.27 2.42 2.48 NA NA 10.5400004 10.5400004 3.83399986 NA 3 3 1 NA 5 5 3 NA 1.46 0.02 1.28 1.14 1.88 0.94 0.48 1.28 0.73 1.20 0.87 0.16 1.28 0.68 1.11 1.00 1.00 1.48 0.68 1.48 1.27 0.05 1.28 0.99 1.62 0.95 0.66 1.42 0.67 1.35 1.32 0.04 1.28 1.03 1.69 0.87 0.24 1.46 0.59 1.26 0.79 0.46 3.08 0.26 2.43 1.08 0.85 4.15 0.26 4.46 0.85 0.26 1.56 0.55 1.33 1.13 0.42 1.66 0.68 1.88 1.15 0.53 2.26 0.51 2.61 1.08 0.77 2.87 0.38 3.12 NA NA NA NA NA NA NA NA NA

Exocyst complex component 3 (Exocyst complex component Sec6)O60645 sp|O60645|EXOC3_HUMAN 2 2 70 0 0 1 NA NA 4.58 5.49 4.31 5.31 3.70399989 NA 3.70399989 2.91000009 2 NA 2 2 3 NA 3 3 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.09 0.72 2.58 0.42 2.82 1.59 0.03 1.43 1.11 2.27 0.91 0.55 1.72 0.53 1.57 1.05 0.60 1.43 0.73 1.51 0.92 0.43 1.43 0.64 1.32 0.92 0.67 2.00 0.46 1.85 0.84 0.42 2.12 0.40 1.78 1.25 0.11 1.42 0.88 1.78 1.05 0.64 1.42 0.73

Heterogeneous nuclear ribonucleoprotein F (hnRNP F) (Nucleolin-like protein mcs94-1) [Cleaved into: Heterogeneous nuclear ribonucleoprotein F, N-terminally processed]P52597 sp|P52597|HNRPF_HUMAN 2 2 70 0 0 1 NA NA 3.68 3.78 3.64 3.74 9.15699974 NA 9.15699974 6.50599971 2 NA 2 2 3 NA 3 3 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.86 0.23 1.44 0.60 1.24 1.00 1.00 1.44 0.70 1.44 0.89 0.48 1.80 0.49 1.60 0.96 0.71 1.54 0.62 1.47 1.01 0.92 1.44 0.70 1.45 0.97 0.85 1.83 0.53 1.78 0.88 0.49 1.94 0.45 1.71 1.17 0.48 6.77 0.17 7.93 1.99 0.15 7.70 0.26

Unconventional myosin-IXb (Unconventional myosin-9b)Q13459 sp|Q13459|MYO9B_HUMAN 2 2 70 0 0 1 NA NA 3.32 4.68 2.69 4.75 1.85400005 NA 1.85400005 0.92719998 2 NA 2 1 2 NA 2 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.88 0.65 13.72 0.06 12.12 1.41 0.39 20.09 0.07 28.26 1.28 0.47 16.08 0.08 20.51 0.86 0.37 3.51 0.25 3.03 0.96 0.73 3.52 0.27 3.36 0.80 0.58 38.42 0.02 30.84 1.23 0.49 12.43 0.10 15.22 1.15 0.40 3.63 0.32 4.16 0.95 0.72 3.62 0.26

Zyxin (Zyxin-2) Q15942 sp|Q15942|ZYX_HUMAN 2 2 70 0 0 1 NA NA 2.57 2.77 4.03 4.73 7.16800019 NA 3.49700004 7.16800019 2 NA 1 2 2 NA 2 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.53 0.39 316.59 0.00 166.52 0.57 0.26 23.70 0.02 13.46 1.25 0.31 4.40 0.28 5.49 0.65 0.40 50.56 0.01 33.07 0.66 0.48 134.36 0.00 89.28 0.82 0.80 2205.38 0.00 1808.97 1.19 0.38 4.44 0.27 5.28 0.71 0.18 3.59 0.20 2.54 1.72 0.26 19.96 0.09

Phosphoglucomutase-2 (PGM 2) (EC 5.4.2.2) (Glucose phosphomutase 2) (Phosphodeoxyribomutase) (Phosphopentomutase) (EC 5.4.2.7)Q96G03 sp|Q96G03|PGM2_HUMAN 2 2 70 0 0 1 NA NA 3.18 3.46 2.97 3.69 4.7389999 NA 4.7389999 4.7389999 2 NA 2 2 2 NA 2 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.91 0.53 3.93 0.23 3.56 1.13 0.46 3.97 0.28 4.49 0.76 0.25 4.00 0.19 3.05 0.66 0.16 3.96 0.17 2.61 1.26 0.28 3.97 0.32 4.99 0.78 0.27 4.28 0.18 3.33 0.76 0.29 5.32 0.14 4.05 1.49 0.54 337.51 0.00 503.58 0.99 0.96 4.08 0.24

Syntaxin-binding protein 3 (Platelet Sec1 protein) (PSP) (Protein unc-18 homolog 3) (Unc18-3) (Protein unc-18 homolog C) (Unc-18C)O00186 sp|O00186|STXB3_HUMAN 2 2 70 0 0 1 4.22 5.1 NA NA 2.82 3.61 4.39199992 3.20900008 NA 4.39199992 2 2 NA 2 3 3 NA 3 0.77 0.39 2.84 0.27 2.18 1.06 0.61 1.48 0.71 1.56 1.04 0.70 1.47 0.71 1.53 1.01 0.94 1.47 0.68 1.48 0.90 0.55 1.82 0.50 1.65 0.91 0.40 1.47 0.62 1.34 1.41 0.07 1.53 0.92 2.16 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.79 0.35 6.39 0.12 5.05 0.98 0.89 3.74 0.26

Eukaryotic translation initiation factor 3 subunit H (eIF3h) (Eukaryotic translation initiation factor 3 subunit 3) (eIF-3-gamma) (eIF3 p40 subunit)O15372 sp|O15372|EIF3H_HUMAN 2 2 70 0 0 1 4.46 4.86 2.24 2.43 NA NA 7.10199997 7.10199997 4.83000018 NA 2 2 1 NA 3 3 2 NA 0.96 0.83 2.11 0.45 2.03 1.56 0.05 1.57 0.99 2.46 0.95 0.74 1.76 0.54 1.68 1.11 0.41 1.52 0.73 1.68 0.85 0.23 1.51 0.56 1.28 0.84 0.29 1.69 0.50 1.42 0.84 0.25 1.61 0.52 1.35 0.90 0.48 3.67 0.24 3.29 1.05 0.73 3.65 0.29 3.82 1.58 0.20 6.68 0.24 10.55 0.95 0.71 3.64 0.26 3.47 0.90 0.49 3.67 0.25 3.30 1.24 0.28 3.68 0.34 4.57 2.15 0.31 175.89 0.01 377.81 NA NA NA NA NA NA NA NA NA

Monocarboxylate transporter 4 (MCT 4) (Solute carrier family 16 member 3)O15427 sp|O15427|MOT4_HUMAN 2 2 70 0 0 1 3.12 3.12 1.68 1.75 NA NA 4.30100001 4.30100001 4.30100001 NA 2 2 2 NA 2 2 2 NA 0.65 0.29 13.36 0.05 8.75 0.94 0.65 3.54 0.27 3.33 1.17 0.36 3.55 0.33 4.16 1.28 0.25 3.55 0.36 4.54 0.96 0.77 4.17 0.23 4.00 1.12 0.56 5.85 0.19 6.56 2.15 0.09 4.22 0.51 9.08 0.95 0.88 40.41 0.02 38.28 0.85 0.62 21.96 0.04 18.58 1.90 0.31 69.29 0.03 131.62 0.86 0.58 13.09 0.07 11.20 1.24 0.31 4.29 0.29 5.34 1.36 0.21 3.86 0.35 5.23 1.20 0.32 3.51 0.34 4.21 NA NA NA NA NA NA NA NA NA

U5 small nuclear ribonucleoprotein 200 kDa helicase (EC 3.6.4.13) (Activating signal cointegrator 1 complex subunit 3-like 1) (BRR2 homolog) (U5 snRNP-specific 200 kDa protein) (U5-200KD)O75643 sp|O75643|U520_HUMAN 2 2 70 0 0 1 2.69 4.22 NA NA 4.27 7.06 1.45100001 1.16999997 NA 1.45100001 2 2 NA 2 3 2 NA 3 0.72 0.49 54.46 0.01 39.33 1.51 0.16 3.73 0.41 5.64 0.66 0.21 6.13 0.11 4.03 0.67 0.45 83.29 0.01 55.68 0.71 0.19 3.71 0.19 2.63 0.69 0.48 95.06 0.01 65.24 0.82 0.31 3.74 0.22 3.07 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.01 0.96 10.85 0.09 10.96 1.05 0.71 3.70 0.28

60S ribosomal protein L34P49207 sp|P49207|RL34_HUMAN 2 2 70 0 0 1 3.98 4.04 NA NA 3.09 3.1 12.8199995 12.8199995 NA 12.8199995 2 2 NA 2 3 3 NA 3 0.67 0.16 3.68 0.18 2.47 0.86 0.37 3.63 0.24 3.11 0.85 0.39 4.29 0.20 3.64 0.80 0.27 3.65 0.22 2.92 1.13 0.45 3.68 0.31 4.14 0.61 0.17 5.44 0.11 3.29 1.31 0.23 3.68 0.36 4.80 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.79 0.26 3.51 0.23 2.79 1.57 0.14 3.51 0.45

Spermine synthase (SPMSY) (EC 2.5.1.22) (Spermidine aminopropyltransferase)P52788 sp|P52788|SPSY_HUMAN 2 2 70 0 0 1 2.96 3.07 NA NA 1.94 2.64 6.28399998 6.28399998 NA 6.28399998 2 2 NA 2 3 3 NA 2 1.07 0.53 1.45 0.74 1.54 0.78 0.31 2.18 0.36 1.70 1.07 0.52 1.45 0.74 1.55 0.86 0.31 1.64 0.52 1.41 1.38 0.06 1.45 0.96 2.00 1.03 0.78 1.45 0.71 1.49 1.04 0.70 1.45 0.72 1.50 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.10 0.53 3.78 0.29 4.16 1.22 0.31 3.75 0.32

40S ribosomal protein S7P62081 sp|P62081|RS7_HUMAN 2 2 70 0 0 1 2.6 2.7 NA NA 2.2 2.43 8.76300037 4.12399992 NA 8.76300037 2 1 NA 2 2 2 NA 2 0.84 0.37 4.49 0.19 3.75 0.71 0.28 8.03 0.09 5.69 1.26 0.30 4.54 0.28 5.74 0.91 0.74 17.34 0.05 15.71 0.82 0.34 4.57 0.18 3.74 0.90 0.62 6.75 0.13 6.09 1.16 0.59 12.33 0.09 14.30 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.42 0.40 3457.23 0.00 1437.67 0.47 0.38 768.14 0.00

Growth factor receptor-bound protein 7 (B47) (Epidermal growth factor receptor GRB-7) (GRB7 adapter protein)Q14451 sp|Q14451|GRB7_HUMAN 2 2 70 0 0 1 4.44 4.79 NA NA 4.07 4.27 5.63899986 4.8870001 NA 5.63899986 2 2 NA 2 3 3 NA 3 1.83 0.02 1.44 1.27 2.64 1.59 0.03 1.47 1.08 2.34 1.08 0.74 2.48 0.44 2.69 1.19 0.18 1.44 0.82 1.71 1.31 0.12 1.54 0.85 2.02 1.31 0.09 1.44 0.91 1.88 0.92 0.56 1.68 0.55 1.54 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.01 0.98 38.59 0.03 38.99 0.65 0.14 3.54 0.18

Tetratricopeptide repeat protein 30A (TPR repeat protein 30A)Q86WT1 sp|Q86WT1|TT30A_HUMAN 2 2 70 0 0 1 3.35 3.61 3.29 3.51 NA NA 2.85700001 2.85700001 2.40599997 NA 2 2 2 NA 2 2 2 NA 1.69 0.19 7.93 0.21 13.41 1.30 0.56 54.24 0.02 70.54 0.77 0.43 13.97 0.06 10.79 1.10 0.52 3.74 0.29 4.11 0.90 0.72 18.46 0.05 16.60 0.77 0.24 3.68 0.21 2.85 0.94 0.83 18.69 0.05 17.58 1.23 0.38 5.76 0.21 7.06 0.85 0.49 7.70 0.11 6.52 0.91 0.85 127.49 0.01 116.41 1.17 0.54 9.17 0.13 10.70 1.02 0.90 3.76 0.27 3.82 0.97 0.88 5.94 0.16 5.79 1.05 0.90 60.28 0.02 63.32 NA NA NA NA NA NA NA NA NA

TATA-binding protein-associated factor 2N (68 kDa TATA-binding protein-associated factor) (TAF(II)68) (TAFII68) (RNA-binding protein 56)Q92804 sp|Q92804|RBP56_HUMAN 2 2 70 0 0 1 1.59 1.83 2.77 2.95 NA NA 3.71600017 2.36499999 3.71600017 NA 2 1 2 NA 3 3 3 NA 0.72 0.20 3.93 0.18 2.84 0.71 0.20 3.95 0.18 2.82 0.92 0.64 6.03 0.15 5.51 0.89 0.48 3.93 0.23 3.50 1.19 0.36 3.97 0.30 4.72 0.79 0.44 11.28 0.07 8.95 1.03 0.91 12.70 0.08 13.06 0.83 0.22 1.55 0.54 1.30 0.96 0.88 2.67 0.36 2.57 1.06 0.85 3.04 0.35 3.21 1.09 0.61 1.87 0.58 2.04 1.15 0.37 1.71 0.67 1.97 1.08 0.63 1.77 0.61 1.91 0.99 0.99 5.56 0.18 5.52 NA NA NA NA NA NA NA NA NA

Immunoglobulin superfamily member 2 (IgSF2) (Cell surface glycoprotein V7) (Glu-Trp-Ile EWI motif-containing protein 101) (EWI-101) (CD antigen CD101)Q93033 sp|Q93033|IGSF2_HUMAN 2 2 70 0 0 1 3.07 4.41 2.4 3.11 NA NA 2.84000002 1.95899997 2.84000002 NA 2 2 2 NA 2 2 2 NA 0.79 0.40 8.49 0.09 6.74 1.14 0.42 3.51 0.32 3.99 1.62 0.13 3.51 0.46 5.68 1.04 0.82 4.54 0.23 4.70 0.77 0.47 21.61 0.04 16.61 1.04 0.77 3.51 0.30 3.64 1.83 0.10 3.51 0.52 6.44 1.26 0.26 3.53 0.36 4.44 1.08 0.58 3.53 0.31 3.81 1.18 0.57 13.06 0.09 15.36 1.11 0.73 18.32 0.06 20.27 1.15 0.58 9.95 0.12 11.44 1.07 0.67 4.81 0.22 5.16 1.12 0.76 37.63 0.03 42.16 NA NA NA NA NA NA NA NA NA

Tyrosine-protein phosphatase non-receptor type 23 (EC 3.1.3.48) (His domain-containing protein tyrosine phosphatase) (HD-PTP) (Protein tyrosine phosphatase TD14) (PTP-TD14)Q9H3S7 sp|Q9H3S7|PTN23_HUMAN 2 2 70 0 0 1 2.95 4.76 4.29 5.66 NA NA 1.95599999 1.71099994 1.95599999 NA 2 2 2 NA 2 2 2 NA 1.12 0.55 5.08 0.22 5.67 1.16 0.38 3.61 0.32 4.20 1.00 1.00 3.61 0.28 3.61 1.10 0.53 3.64 0.30 3.99 0.83 0.32 3.63 0.23 3.03 1.08 0.58 3.74 0.29 4.06 0.90 0.50 3.62 0.25 3.27 1.26 0.26 3.65 0.35 4.60 0.90 0.50 3.64 0.25 3.29 1.29 0.44 13.80 0.09 17.77 1.01 0.92 3.66 0.28 3.70 0.95 0.69 3.66 0.26 3.47 1.61 0.30 21.67 0.07 34.98 1.53 0.25 9.06 0.17 13.84 NA NA NA NA NA NA NA NA NA

Exocyst complex component 1 (Exocyst complex component Sec3)Q9NV70 sp|Q9NV70|EXOC1_HUMAN 2 2 70 0 0 1 1.76 2.73 1.57 2.16 NA NA 2.79600006 2.79600006 1.00699998 NA 2 2 1 NA 3 2 3 NA 0.98 0.93 17.48 0.06 17.07 1.12 0.73 22.49 0.05 25.18 1.04 0.83 6.31 0.16 6.56 1.07 0.72 5.92 0.18 6.33 1.00 0.99 14.55 0.07 14.53 1.07 0.85 28.82 0.04 30.70 0.95 0.92 147.37 0.01 140.34 0.78 0.27 4.32 0.18 3.35 1.31 0.26 4.37 0.30 5.75 1.25 0.31 4.37 0.29 5.47 1.06 0.71 4.35 0.24 4.60 0.88 0.46 4.42 0.20 3.88 0.98 0.94 10.54 0.09 10.34 1.01 0.97 25.17 0.04 25.43 NA NA NA NA NA NA NA NA NA

AP-2 complex subunit sigma (Adapter-related protein complex 2 subunit sigma) (Adaptor protein complex AP-2 subunit sigma) (Clathrin assembly protein 2 sigma small chain) (Clathrin coat assembly protein AP17) (Clathrin coat-associated protein AP17) (HA2 17 kDa subunit) (Plasma membrane adaptor AP-2 17 kDa protein) (Sigma2-adaptin)P53680 sp|P53680|AP2S1_HUMAN 2 2 70 0 0 0 2.19 2.22 NA NA 2.99 3.04 8.45099986 8.45099986 NA 8.45099986 1 1 NA 1 3 2 NA 3 1.15 0.61 13.20 0.09 15.20 1.14 0.41 3.54 0.32 4.05 0.92 0.56 3.53 0.26 3.26 0.86 0.38 3.53 0.24 3.04 0.72 0.32 10.15 0.07 7.28 0.86 0.37 3.52 0.24 3.04 0.68 0.25 7.52 0.09 5.08 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.93 0.54 1.51 0.62 1.41 0.96 0.72 1.52 0.63

Ig heavy chain V-III region VH26P01764 sp|P01764|HV303_HUMAN 3 3 49 0 0 1 6.73 21.22 10.74 22.01 14.38 27.14 92.3099995 92.3099995 82.9100013 63.2499993 73 50 67 73 25 12 11 25 0.44 0.82 1.79 1.45 0.83 2.00 1.02 1.23 NA NA NA NA 0.44 NA NA NA NA 2.32 NA NA NA NA 0.74 NA NA NA NA 0.69 NA NA NA NA 1.98 NA NA NA NA 2.45 NA NA NA NA 0.76 0.28 5.01 0.15 3.82 1.20 0.51 10.76 0.11

Ig kappa chain V-I region HK102 (Fragment)P01602 sp|P01602|KV110_HUMAN 3 3 49 0 0 1 7.98 22.3 11.47 21.68 15.75 21.31 49.5700002 49.5700002 40.169999 34.1899991 57 53 57 56 5 5 1 1 0.58 0.29 5.07 0.12 2.96 2.01 0.45 26.41 0.08 53.17 0.92 0.75 2.66 0.35 2.45 2.35 0.25 9.63 0.24 22.59 0.67 0.18 2.36 0.28 1.58 1.56 0.23 3.07 0.51 4.79 0.87 0.23 1.42 0.61 1.23 0.20 NA NA NA NA 0.06 NA NA NA NA 0.25 NA NA NA NA 0.08 NA NA NA NA 0.10 NA NA NA NA 0.25 NA NA NA NA 1.42 NA NA NA NA 0.38 NA NA NA NA 1.11 NA NA NA

Ig kappa chain V-III region B6P01619 sp|P01619|KV301_HUMAN 3 3 49 0 0 1 2.73 11.39 2 12.11 2.03 8.55 64.8100019 57.4100018 64.8100019 37.9599989 23 19 19 23 11 7 6 11 0.60 0.24 12.69 0.05 7.60 0.81 0.28 3.59 0.23 2.90 1.55 0.22 7.80 0.20 12.09 0.96 0.91 42.62 0.02 40.91 0.66 0.24 7.61 0.09 5.05 1.96 0.09 3.59 0.55 7.04 1.53 0.15 3.59 0.42 5.48 1.38 NA NA NA NA 0.43 NA NA NA NA 2.43 NA NA NA NA 0.69 NA NA NA NA 0.65 NA NA NA NA 2.83 NA NA NA NA 1.89 NA NA NA NA 0.52 NA NA NA NA 1.05 NA NA NA

Ig kappa chain V-III region IARC/BL41P06311 sp|P06311|KV311_HUMAN 3 3 49 0 0 1 3.49 9.28 4.15 8.71 2 8.67 45.3099996 42.1900004 45.3099996 32.8099996 16 16 9 11 5 3 5 2 0.49 0.65 1.11 1.92 0.63 1.52 1.21 1.65 0.06 1.75 0.94 2.89 0.53 0.03 1.69 0.31 0.89 1.78 0.02 1.47 1.21 2.62 0.68 0.05 1.47 0.46 1.00 0.74 0.13 1.69 0.44 1.25 1.91 0.09 2.42 0.79 4.62 1.92 0.12 2.96 0.65 5.68 0.61 NA NA NA NA 1.35 NA NA NA

Vimentin P08670 sp|P08670|VIME_HUMAN 3 3 49 0 0 1 2.1 3.25 14.21 16.15 2.77 5.32 21.4599997 5.36499992 21.4599997 5.79399988 9 2 9 3 8 2 8 2 0.28 0.38 0.58 0.41 0.57 0.91 1.24 0.90 0.49 1.41 0.64 1.28 2.45 0.00 1.47 1.67 3.60 0.88 0.71 2.36 0.37 2.06 1.02 0.78 1.17 0.87 1.19 0.79 0.06 1.30 0.61 1.02 0.82 0.31 1.58 0.51 1.29 1.01 0.96 1.59 0.63 1.61 0.63 NA NA NA NA 0.40 NA NA NA

Cathelicidin antimicrobial peptide (18 kDa cationic antimicrobial protein) (CAP-18) (hCAP-18) [Cleaved into: Antibacterial protein FALL-39 (FALL-39 peptide antibiotic); Antibacterial protein LL-37]P49913 sp|P49913|CAMP_HUMAN 3 3 49 0 0 1 2 2.28 2 2.14 12.17 12.84 35.8799994 5.29399999 5.29399999 35.8799994 8 1 1 8 9 2 2 9 0.25 0.41 0.38 0.29 1.11 1.94 0.43 0.31 NA NA NA NA 0.40 NA NA NA NA 0.37 NA NA NA NA 0.45 NA NA NA NA 0.61 NA NA NA NA 0.50 NA NA NA NA 0.29 NA NA NA NA 1.72 0.00 1.29 1.33 2.22 0.35 0.10 3.82 0.09

Immunoglobulin lambda-like polypeptide 1 (CD179 antigen-like family member B) (Ig lambda-5) (Immunoglobulin omega polypeptide) (Immunoglobulin-related protein 14.1) (CD antigen CD179b)P15814 sp|P15814|IGLL1_HUMAN 3 3 49 0 0 1 2.94 7.29 2 5.11 1.75 6.99 23.0000004 19.72 23.0000004 20.1900005 8 8 8 8 5 5 1 2 0.62 0.38 61.38 0.01 38.33 0.50 0.11 4.41 0.11 2.22 2.28 0.09 4.25 0.54 9.69 1.24 0.63 61.52 0.02 75.98 0.55 0.25 24.92 0.02 13.61 1.86 0.12 4.30 0.43 8.01 1.42 0.50 88.81 0.02 125.75 0.87 NA NA NA NA 0.81 NA NA NA NA 1.90 NA NA NA NA 1.17 NA NA NA NA 0.78 NA NA NA NA 1.46 NA NA NA NA 1.58 NA NA NA NA 0.59 NA NA NA NA 1.11 NA NA NA

Ig heavy chain V-III region BURP01773 sp|P01773|HV312_HUMAN 3 3 49 0 0 1 6.69 8.73 5.02 6.86 6.1 8.22 41.1799997 41.1799997 29.4099987 35.2899998 8 7 4 8 4 4 1 4 0.46 0.33 290.93 0.00 134.63 0.50 0.24 34.68 0.01 17.29 1.93 0.10 3.92 0.49 7.58 1.05 0.82 9.92 0.11 10.46 0.79 0.27 3.96 0.20 3.11 1.05 0.94 331.39 0.00 347.02 1.02 0.90 3.90 0.26 3.97 0.93 NA NA NA NA 0.36 NA NA NA NA 3.07 NA NA NA NA 0.81 NA NA NA NA 0.74 NA NA NA NA 1.22 NA NA NA NA 1.28 NA NA NA NA 0.66 NA NA NA NA 1.22 NA NA NA

Leucine-rich repeat-containing protein 16A (CARMIL homolog)Q5VZK9 sp|Q5VZK9|LR16A_HUMAN 3 3 49 0 0 1 9.7 13.27 1.79 3.63 2.21 5.1 6.63700029 6.63700029 1.82300005 1.24000004 7 7 2 2 5 5 1 1 1.17 0.11 1.23 0.95 1.43 1.22 0.05 1.22 1.00 1.48 1.04 0.77 1.41 0.74 1.47 1.17 0.09 1.21 0.96 1.42 1.04 0.62 1.21 0.86 1.26 1.33 0.09 1.43 0.93 1.90 0.93 0.37 1.21 0.77 1.13 0.88 NA NA NA NA 1.30 NA NA NA NA 1.14 NA NA NA NA 1.48 NA NA NA NA 1.28 NA NA NA NA 1.07 NA NA NA NA 1.29 NA NA NA NA 1.01 NA NA NA NA 1.31 NA NA NA

Thioredoxin-interacting protein (Thioredoxin-binding protein 2) (Vitamin D3 up-regulated protein 1)Q9H3M7 sp|Q9H3M7|TXNIP_HUMAN 3 3 49 0 0 1 4.04 4.19 7.53 7.69 2 2.05 12.5300005 6.39400035 12.5300005 3.06899995 6 2 6 1 7 2 7 2 1.71 2.46 0.36 1.02 0.69 0.59 0.59 2.12 0.01 1.53 1.38 3.24 1.28 0.13 1.48 0.87 1.90 0.79 0.37 2.00 0.40 1.59 1.07 0.57 1.38 0.77 1.47 0.69 0.05 1.46 0.47 1.00 0.91 0.57 1.58 0.58 1.44 0.83 0.39 1.79 0.46 1.49 0.75 NA NA NA NA 0.73 NA NA NA

Arachidonate 5-lipoxygenase (5-LO) (5-lipoxygenase) (EC 1.13.11.34)P09917 sp|P09917|LOX5_HUMAN 3 3 49 0 0 1 2.14 3.4 9.28 10.26 2.07 2.84 9.04999971 2.07700003 9.04999971 2.22600009 6 1 6 1 5 1 5 1 0.68 0.86 0.83 0.72 1.03 0.87 0.59 0.81 0.10 1.34 0.60 1.08 2.65 0.03 2.12 1.25 5.63 0.89 0.86 7.54 0.12 6.70 0.64 0.03 1.42 0.45 0.91 0.81 0.31 1.70 0.48 1.38 0.81 0.45 2.12 0.38 1.73 1.00 1.00 2.68 0.37 2.67 0.94 NA NA NA NA 1.59 NA NA NA

Apolipoprotein C-III (Apo-CIII) (ApoC-III) (Apolipoprotein C3)P02656 sp|P02656|APOC3_HUMAN 3 3 49 0 0 1 3.21 3.21 3.37 3.39 2.95 2.95 44.4400013 33.3299995 44.4400013 33.3299995 6 6 6 4 4 3 4 3 0.35 0.35 0.70 1.05 0.17 2.33 1.51 0.52 0.12 4.83 0.11 2.51 2.60 0.07 3.69 0.70 9.59 1.18 0.35 3.71 0.32 4.39 0.65 0.16 4.06 0.16 2.66 0.70 0.18 3.73 0.19 2.60 0.71 0.19 3.69 0.19 2.63 0.40 0.14 13.69 0.03 5.45 0.52 NA NA NA NA 1.34 NA NA NA

HLA class II histocompatibility antigen, DP beta 1 chain (HLA class II histocompatibility antigen, DP(W4) beta chain) (MHC class II antigen DPB1)P04440 sp|P04440|DPB1_HUMAN 3 3 49 0 0 1 2.44 7.15 7.26 9.16 5.06 7.49 17.8299993 10.4699999 17.8299993 17.8299993 6 3 6 5 4 1 4 2 0.29 0.65 1.04 0.89 0.73 1.03 1.70 0.69 0.28 9.38 0.07 6.46 1.09 0.77 20.05 0.05 21.89 1.90 0.10 3.84 0.50 7.30 1.17 0.39 3.87 0.30 4.52 1.24 0.62 54.63 0.02 67.59 1.27 0.27 3.84 0.33 4.87 1.68 0.13 3.91 0.43 6.56 0.66 NA NA NA NA 0.72 NA NA NA

Pulmonary surfactant-associated protein C (SP-C) (Pulmonary surfactant-associated proteolipid SPL(Val)) (SP5)P11686 sp|P11686|PSPC_HUMAN 3 3 49 0 0 1 6.5 6.66 3.12 3.27 4.52 4.84 14.7200003 7.61400014 7.61400014 14.7200003 5 5 4 4 8 2 7 8 0.60 1.75 1.51 1.56 1.20 1.34 1.46 1.27 NA NA NA NA 0.78 NA NA NA NA 1.52 NA NA NA NA 0.73 NA NA NA NA 0.74 NA NA NA NA 1.57 NA NA NA NA 1.43 NA NA NA NA 0.84 0.66 45.15 0.02 37.76 3.82 0.24 866.05 0.00

Protein arginine N-methyltransferase 5 (EC 2.1.1.-) (72 kDa ICln-binding protein) (Histone-arginine N-methyltransferase PRMT5) (EC 2.1.1.125) (Jak-binding protein 1) (Shk1 kinase-binding protein 1 homolog) (SKB1 homolog) (SKB1Hs) [Cleaved into: Protein arginine N-methyltransferase 5, N-terminally processed]O14744 sp|O14744|ANM5_HUMAN 3 3 49 0 0 1 2.01 2.41 1.54 1.64 6.19 6.91 7.53500015 2.66900007 1.56999994 7.53500015 5 1 1 5 6 1 1 6 0.90 1.67 0.92 0.63 0.93 0.61 0.77 0.76 NA NA NA NA 2.43 NA NA NA NA 0.47 NA NA NA NA 0.92 NA NA NA NA 0.82 NA NA NA NA 0.59 NA NA NA NA 0.51 NA NA NA NA 1.75 0.04 1.67 1.05 2.92 0.72 0.07 1.47 0.49

WD repeat-containing protein 19Q8NEZ3 sp|Q8NEZ3|WDR19_HUMAN 3 3 49 0 0 1 9.23 10.91 2.05 3 2.39 3.52 4.9180001 4.9180001 0.81970003 2.16099992 5 5 1 2 6 6 1 1 1.63 0.11 1.90 0.86 3.09 1.10 0.45 1.33 0.82 1.46 1.30 0.04 1.28 1.01 1.67 1.44 0.00 1.19 1.21 1.72 1.04 0.57 1.18 0.88 1.22 1.03 0.87 1.49 0.69 1.53 1.18 0.09 1.23 0.96 1.45 1.37 NA NA NA NA 0.94 NA NA NA NA 0.51 NA NA NA NA 1.44 NA NA NA NA 1.44 NA NA NA NA 1.07 NA NA NA NA 0.90 NA NA NA NA 1.46 NA NA NA NA 1.21 NA NA NA

Neutrophil elastase (EC 3.4.21.37) (Bone marrow serine protease) (Elastase-2) (Human leukocyte elastase) (HLE) (Medullasin) (PMN elastase)P08246 sp|P08246|ELNE_HUMAN 3 3 49 0 0 1 2 2.09 2 2.01 7.99 7.99 13.4800002 3.74500006 3.74500006 13.4800002 5 1 1 5 5 1 1 5 0.47 0.61 0.53 0.53 0.60 0.98 0.47 0.85 NA NA NA NA 0.59 NA NA NA NA 0.91 NA NA NA NA 0.57 NA NA NA NA 0.78 NA NA NA NA 0.77 NA NA NA NA 1.06 NA NA NA NA 1.56 0.12 2.06 0.76 3.20 0.56 0.24 4.66 0.12

Lactoylglutathione lyase (EC 4.4.1.5) (Aldoketomutase) (Glyoxalase I) (Glx I) (Ketone-aldehyde mutase) (Methylglyoxalase) (S-D-lactoylglutathione methylglyoxal lyase)Q04760 sp|Q04760|LGUL_HUMAN 3 3 49 0 0 1 4.19 4.44 1.81 1.9 1.44 1.59 28.7999988 28.7999988 20.1100007 9.23900008 5 5 3 2 3 3 2 2 1.87 0.02 1.42 1.32 2.66 0.92 0.42 1.42 0.65 1.31 0.93 0.72 2.14 0.43 1.99 0.98 0.89 1.90 0.52 1.85 1.66 0.03 1.42 1.17 2.36 0.69 0.20 2.32 0.30 1.60 0.87 0.29 1.52 0.57 1.32 1.09 NA NA NA NA 1.10 NA NA NA NA 0.84 NA NA NA NA 1.06 NA NA NA NA 0.93 NA NA NA NA 1.05 NA NA NA NA 0.99 NA NA NA NA 1.17 NA NA NA NA 1.28 NA NA NA

Tetratricopeptide repeat protein 26 (TPR repeat protein 26)A0AVF1 sp|A0AVF1|TTC26_HUMAN 3 3 49 0 0 1 3.37 3.85 1.61 2.3 6.86 7.81 10.4699999 5.23499996 1.44400001 10.4699999 5 3 1 5 2 1 1 2 1.30 0.79 0.85 0.94 1.04 0.76 1.12 0.65 NA NA NA NA 1.14 NA NA NA NA 0.33 NA NA NA NA 1.36 NA NA NA NA 1.46 NA NA NA NA 0.76 NA NA NA NA 0.17 NA NA NA NA 1.24 0.32 4.43 0.28 5.48 1.01 0.97 4.47 0.23

Ribose-phosphate pyrophosphokinase 2 (EC 2.7.6.1) (PPRibP) (Phosphoribosyl pyrophosphate synthase II) (PRS-II)P11908 sp|P11908|PRPS2_HUMAN 3 3 49 0 0 1 2.02 2.29 2.01 2.1 8.24 8.45 20.4400003 3.77399996 6.60400018 20.4400003 5 1 1 5 2 1 1 2 0.78 0.86 1.32 0.78 1.14 0.97 1.08 0.78 NA NA NA NA 1.36 NA NA NA NA 0.77 NA NA NA NA 1.31 NA NA NA NA 0.91 NA NA NA NA 0.13 NA NA NA NA 0.84 NA NA NA NA 1.71 0.20 9.39 0.18 16.08 0.77 0.25 3.95 0.20

HLA class II histocompatibility antigen, DQ alpha 1 chain (DC-1 alpha chain) (DC-alpha) (HLA-DCA) (MHC class II DQA1)P01909 sp|P01909|DQA1_HUMAN 3 3 49 0 0 1 5.91 6.44 2.02 2.26 2.02 2.31 16.1400005 16.1400005 5.51199988 5.51199988 4 4 1 1 6 6 2 1 0.61 0.28 4.30 0.14 2.60 0.87 0.23 1.42 0.62 1.24 2.22 0.19 5.91 0.38 13.14 0.85 0.17 1.42 0.60 1.20 1.59 0.03 1.42 1.12 2.25 0.56 0.05 1.80 0.31 1.01 2.87 0.09 4.38 0.65 12.54 0.55 NA NA NA NA 0.73 NA NA NA NA 0.48 NA NA NA NA 1.00 NA NA NA NA 1.16 NA NA NA NA 2.38 NA NA NA NA 1.14 NA NA NA NA 0.49 NA NA NA NA 0.03 NA NA NA

Charged multivesicular body protein 5 (Chromatin-modifying protein 5) (SNF7 domain-containing protein 2) (Vacuolar protein sorting-associated protein 60) (Vps60) (hVps60)Q9NZZ3 sp|Q9NZZ3|CHMP5_HUMAN 3 3 49 0 0 1 3.78 4.1 6.84 7 3.9 4.22 16.4399996 15.9799993 16.4399996 10.4999997 4 4 4 2 5 1 5 2 2.55 1.65 0.48 1.03 0.69 0.89 0.46 3.09 0.00 1.27 2.43 3.93 1.47 0.01 1.27 1.16 1.87 0.53 0.01 1.35 0.39 0.71 0.92 0.35 1.27 0.72 1.17 0.66 0.01 1.27 0.52 0.84 1.07 0.46 1.27 0.84 1.36 1.04 0.71 1.34 0.78 1.39 0.69 NA NA NA NA 0.83 NA NA NA

Constitutive coactivator of PPAR-gamma-like protein 1 (Oxidative stress-associated Src activator) (Protein FAM120A)Q9NZB2 sp|Q9NZB2|F120A_HUMAN 3 3 49 0 0 1 2.32 3.17 6.8 7.59 2.01 2.82 3.57800014 2.14699991 3.57800014 0.80500003 4 2 4 1 4 1 4 1 1.65 1.01 0.98 1.08 1.14 1.07 1.08 1.09 0.41 1.42 0.77 1.54 1.56 0.16 2.40 0.65 3.74 0.65 0.23 2.98 0.22 1.92 1.02 0.89 1.83 0.56 1.87 0.85 0.40 1.92 0.44 1.63 0.92 0.64 1.91 0.48 1.76 0.81 0.38 2.27 0.35 1.83 0.79 NA NA NA NA 1.80 NA NA NA

DnaJ homolog subfamily A member 1 (DnaJ protein homolog 2) (HSDJ) (Heat shock 40 kDa protein 4) (Heat shock protein J2) (HSJ-2) (Human DnaJ protein 2) (hDj-2)P31689 sp|P31689|DNJA1_HUMAN 3 3 49 0 0 1 2.21 2.82 3.95 4.51 1.44 1.83 18.3899999 3.27499993 18.3899999 3.27499993 4 1 4 1 2 2 2 2 1.24 1.26 0.99 1.08 0.94 1.05 1.04 1.32 0.23 3.76 0.35 4.97 1.10 0.54 3.78 0.29 4.14 0.92 0.65 5.66 0.16 5.21 1.00 0.98 3.78 0.27 3.79 1.13 0.63 10.90 0.10 12.35 1.03 0.85 3.74 0.27 3.83 1.04 0.78 4.11 0.25 4.28 1.14 NA NA NA NA 1.27 NA NA NA

Threonine--tRNA ligase, cytoplasmic (EC 6.1.1.3) (Threonyl-tRNA synthetase) (ThrRS)P26639 sp|P26639|SYTC_HUMAN 3 3 49 0 0 1 6.1 7.27 2.02 2.73 2.02 2.98 4.84099984 4.84099984 1.24500003 1.24500003 3 3 1 1 6 6 2 2 1.12 0.45 1.68 0.66 1.88 0.88 0.34 1.56 0.56 1.37 1.46 0.31 3.39 0.43 4.94 1.01 0.95 1.46 0.69 1.47 1.05 0.65 1.46 0.72 1.53 1.10 0.40 1.46 0.75 1.60 0.87 0.32 1.55 0.56 1.36 1.03 NA NA NA NA 1.12 NA NA NA NA 0.78 NA NA NA NA 0.86 NA NA NA NA 1.19 NA NA NA NA 0.76 NA NA NA NA 0.80 NA NA NA NA 1.03 NA NA NA NA 1.43 NA NA NA

Exportin-2 (Exp2) (Cellular apoptosis susceptibility protein) (Chromosome segregation 1-like protein) (Importin-alpha re-exporter)P55060 sp|P55060|XPO2_HUMAN 3 3 49 0 0 1 2.14 2.96 2.22 2.73 5.24 6.27 4.32499982 2.36900002 1.54499998 4.32499982 3 2 1 3 6 1 2 6 1.17 0.46 0.85 0.93 1.05 0.88 1.06 0.73 NA NA NA NA 0.82 NA NA NA NA 0.76 NA NA NA NA 1.00 NA NA NA NA 1.05 NA NA NA NA 0.79 NA NA NA NA 0.35 NA NA NA NA 1.26 0.11 1.43 0.88 1.80 0.75 0.17 1.79 0.42

Neutral alpha-glucosidase AB (EC 3.2.1.84) (Alpha-glucosidase 2) (Glucosidase II subunit alpha)Q14697 sp|Q14697|GANAB_HUMAN 3 3 49 0 0 1 2 3.03 2.09 2.57 6 6.79 4.02499996 1.58900004 1.37700001 4.02499996 3 1 1 3 6 1 2 6 2.42 1.00 1.33 1.70 1.10 1.61 1.06 0.50 NA NA NA NA 1.09 NA NA NA NA 2.44 NA NA NA NA 0.99 NA NA NA NA 1.02 NA NA NA NA 0.93 NA NA NA NA 1.61 NA NA NA NA 1.05 0.63 1.47 0.72 1.54 1.01 0.90 1.47 0.69

Long-chain-fatty-acid--CoA ligase 4 (EC 6.2.1.3) (Long-chain acyl-CoA synthetase 4) (LACS 4)O60488 sp|O60488|ACSL4_HUMAN 3 3 49 0 0 1 7.07 8.51 1.69 2.41 2.13 2.78 5.20399995 5.20399995 1.82799995 1.82799995 3 3 1 1 5 5 1 1 0.93 0.65 1.53 0.61 1.42 1.10 0.44 1.36 0.81 1.49 0.87 0.40 1.53 0.57 1.32 1.14 0.35 1.40 0.81 1.59 0.93 0.46 1.29 0.72 1.20 0.93 0.72 1.67 0.56 1.55 1.18 0.19 1.35 0.88 1.59 0.78 NA NA NA NA 0.80 NA NA NA NA 0.80 NA NA NA NA 1.04 NA NA NA NA 1.23 NA NA NA NA 0.84 NA NA NA NA 1.00 NA NA NA NA 1.36 NA NA NA NA 0.95 NA NA NA

Galactocerebrosidase (GALCERase) (EC 3.2.1.46) (Galactocerebroside beta-galactosidase) (Galactosylceramidase) (Galactosylceramide beta-galactosidase)P54803 sp|P54803|GALC_HUMAN 3 3 49 0 0 1 2.58 2.8 2.09 2.32 3.27 3.57 5.40100001 3.06599997 2.33600009 5.40100001 3 2 1 3 5 2 1 5 0.49 0.36 0.84 1.67 0.35 2.03 0.83 1.90 NA NA NA NA 0.77 NA NA NA NA 1.05 NA NA NA NA 1.13 NA NA NA NA 0.91 NA NA NA NA 1.06 NA NA NA NA 1.29 NA NA NA NA 1.00 1.00 7.72 0.13 7.72 1.10 0.55 4.01 0.27

Testin (TESS) Q9UGI8 sp|Q9UGI8|TES_HUMAN 3 3 49 0 0 1 5.86 6.3 3.08 3.18 2.02 2.32 7.83800036 7.83800036 4.98800017 2.61300001 3 3 2 1 5 5 1 2 0.95 0.63 1.34 0.71 1.27 1.02 0.86 1.47 0.69 1.51 1.35 0.05 1.35 1.00 1.82 1.20 0.18 1.39 0.86 1.67 0.93 0.53 1.39 0.67 1.29 1.27 0.05 1.27 1.00 1.60 1.16 0.35 1.52 0.76 1.76 1.28 NA NA NA NA 0.89 NA NA NA NA 0.64 NA NA NA NA 0.99 NA NA NA NA 1.50 NA NA NA NA 0.89 NA NA NA NA 0.77 NA NA NA NA 1.14 NA NA NA NA 1.19 NA NA NA

Actin-related protein 2/3 complex subunit 5 (Arp2/3 complex 16 kDa subunit) (p16-ARC)O15511 sp|O15511|ARPC5_HUMAN 3 3 49 0 0 1 4.53 4.72 4.34 4.57 2.53 2.76 25.1700014 25.1700014 25.1700014 7.94700012 3 3 3 1 4 4 2 3 0.85 0.67 35.51 0.02 30.25 1.03 0.90 6.87 0.15 7.04 0.72 0.35 12.49 0.06 8.99 0.61 0.14 4.13 0.15 2.51 0.78 0.31 5.52 0.14 4.28 0.77 0.37 9.32 0.08 7.16 0.73 0.20 3.53 0.21 2.58 0.96 NA NA NA NA 2.80 NA NA NA NA 0.46 NA NA NA NA 0.70 NA NA NA NA 0.66 NA NA NA NA 0.62 NA NA NA NA 0.62 NA NA NA NA 2.06 NA NA NA NA 0.89 NA NA NA

Zinc finger MYND domain-containing protein 10 (Protein BLu)O75800 sp|O75800|ZMY10_HUMAN 3 3 49 0 0 1 2 2.51 2.09 2.5 5.39 5.88 13.1799996 2.95499992 7.27299973 13.1799996 3 1 2 3 4 1 1 4 1.58 0.74 0.98 0.80 0.99 0.81 1.08 2.56 NA NA NA NA 8.10 NA NA NA NA 1.05 NA NA NA NA 1.22 NA NA NA NA 1.48 NA NA NA NA 0.68 NA NA NA NA 1.03 NA NA NA NA 1.80 0.11 3.54 0.51 6.37 1.07 0.70 5.35 0.20

Interferon-induced guanylate-binding protein 1 (GTP-binding protein 1) (GBP-1) (HuGBP-1) (Guanine nucleotide-binding protein 1)P32455 sp|P32455|GBP1_HUMAN 3 3 49 0 0 1 3.31 3.98 2.67 3.45 3.72 4.14 6.08099997 4.22299989 2.70300005 6.08099997 3 2 2 3 4 4 1 1 1.09 0.73 2.62 0.42 2.87 0.83 0.76 9.87 0.08 8.17 0.94 0.69 1.80 0.52 1.68 1.27 0.11 1.46 0.87 1.86 1.06 0.84 2.83 0.37 2.99 1.18 0.32 1.73 0.68 2.04 1.11 0.66 2.39 0.46 2.65 0.92 NA NA NA NA 0.87 NA NA NA NA 0.71 NA NA NA NA 0.88 NA NA NA NA 1.27 NA NA NA NA 0.87 NA NA NA NA 0.95 NA NA NA NA 0.41 NA NA NA NA 1.17 NA NA NA

Vacuolar protein sorting-associated protein 41 homolog (S53)P49754 sp|P49754|VPS41_HUMAN 3 3 49 0 0 1 6.06 7.08 2.05 2.46 2.09 2.9 4.45000008 4.45000008 1.75599996 1.75599996 3 3 1 1 4 4 1 1 0.86 0.38 1.79 0.48 1.54 0.95 0.61 1.46 0.65 1.38 0.81 0.30 1.90 0.43 1.55 0.62 0.07 1.74 0.36 1.08 1.06 0.56 1.45 0.73 1.54 0.70 0.24 2.51 0.28 1.76 0.74 0.08 1.45 0.51 1.08 0.65 NA NA NA NA 2.19 NA NA NA NA 0.90 NA NA NA NA 0.88 NA NA NA NA 0.93 NA NA NA NA 0.73 NA NA NA NA 0.90 NA NA NA NA 1.22 NA NA NA NA 1.10 NA NA NA

TLD domain-containing protein 1 (TBC/LysM-associated domain-containing protein 1)Q6P9B6 sp|Q6P9B6|K1609_HUMAN 3 3 49 0 0 1 2 2.22 2 2.07 4.09 4.28 6.36000037 2.85100006 2.85100006 6.36000037 3 2 2 3 4 1 2 4 1.81 1.05 1.26 0.27 1.49 1.03 1.30 1.18 NA NA NA NA 0.77 NA NA NA NA 1.23 NA NA NA NA 0.55 NA NA NA NA 1.09 NA NA NA NA 1.05 NA NA NA NA 0.95 NA NA NA NA 1.72 0.11 3.52 0.49 6.05 0.91 0.68 8.21 0.11

Protein tweety homolog 3 (hTTY3)Q9C0H2 sp|Q9C0H2|TTYH3_HUMAN 3 3 49 0 0 1 4.05 4.23 6 6.1 2 2.08 7.64800012 4.78000008 7.64800012 2.67699994 3 2 3 1 4 1 3 4 1.81 1.55 0.93 1.49 0.90 1.11 0.78 1.00 0.97 3.51 0.29 3.53 0.74 0.20 3.51 0.21 2.59 0.91 0.52 3.51 0.26 3.20 0.75 0.21 3.51 0.21 2.63 0.96 0.73 3.51 0.27 3.36 0.96 0.73 3.51 0.27 3.36 1.03 0.79 3.51 0.29 3.63 0.98 NA NA NA NA 1.46 NA NA NA

Alpha-mannosidase 2C1 (EC 3.2.1.24) (Alpha mannosidase 6A8B) (Alpha-D-mannoside mannohydrolase) (Mannosidase alpha class 2C member 1)Q9NTJ4 sp|Q9NTJ4|MA2C1_HUMAN 3 3 49 0 0 1 2.02 2.73 2.03 2.19 5.02 6.2 4.23099995 1.44199999 1.44199999 4.23099995 3 1 1 3 4 1 1 4 1.08 1.51 1.17 0.92 1.23 0.87 0.88 0.71 NA NA NA NA 2.04 NA NA NA NA 1.37 NA NA NA NA 0.99 NA NA NA NA 1.13 NA NA NA NA 0.82 NA NA NA NA 1.15 NA NA NA NA 1.15 0.31 1.58 0.73 1.82 1.24 0.39 2.36 0.53

Mannose-1-phosphate guanyltransferase beta (EC 2.7.7.13) (GDP-mannose pyrophosphorylase B) (GTP-mannose-1-phosphate guanylyltransferase beta)Q9Y5P6 sp|Q9Y5P6|GMPPB_HUMAN 3 3 49 0 0 1 5.29 5.8 1.39 1.52 2.03 2.48 8.05599988 8.05599988 3.05599999 3.05599999 3 3 1 1 4 4 1 3 1.20 0.16 1.42 0.85 1.70 0.95 0.74 1.76 0.54 1.68 0.87 0.35 1.61 0.54 1.41 0.79 0.17 1.59 0.50 1.26 0.98 0.85 1.58 0.62 1.55 0.94 0.81 2.49 0.38 2.35 0.93 0.47 1.42 0.66 1.32 1.12 NA NA NA NA 1.00 NA NA NA NA 1.01 NA NA NA NA 0.89 NA NA NA NA 0.71 NA NA NA NA 1.09 NA NA NA NA 0.89 NA NA NA NA 1.00 NA NA NA NA 1.46 NA NA NA

Glutathione reductase, mitochondrial (GR) (GRase) (EC 1.8.1.7)P00390 sp|P00390|GSHR_HUMAN 3 3 49 0 0 1 4.88 5.48 2.62 2.8 2.19 2.47 7.85399973 7.85399973 2.29899995 2.29899995 3 3 1 2 3 1 2 3 1.18 1.04 0.89 0.54 1.34 0.69 0.89 0.79 0.25 3.51 0.23 2.78 0.98 0.94 14.64 0.07 14.37 1.21 0.82 3343.11 0.00 4037.89 0.76 0.47 24.32 0.03 18.40 0.97 0.85 4.75 0.20 4.61 0.87 0.45 4.41 0.20 3.84 1.16 0.82 850.42 0.00 988.50 1.19 NA NA NA NA 1.94 NA NA NA

Tetraspanin-8 (Tspan-8) (Transmembrane 4 superfamily member 3) (Tumor-associated antigen CO-029)P19075 sp|P19075|TSN8_HUMAN 3 3 49 0 0 1 4 4.14 3.01 3.18 2.06 2.42 14.35 10.1300001 14.35 4.21900004 3 2 3 1 3 2 2 3 1.20 0.32 3.70 0.32 4.45 1.58 0.14 3.70 0.43 5.84 1.58 0.14 3.73 0.42 5.90 0.68 0.16 3.67 0.18 2.49 1.56 0.15 3.71 0.42 5.78 1.14 0.48 4.95 0.23 5.66 0.99 0.92 3.69 0.27 3.64 0.78 NA NA NA NA 0.78 NA NA NA NA 1.11 NA NA NA NA 1.06 NA NA NA NA 1.31 NA NA NA NA 0.87 NA NA NA NA 0.92 NA NA NA NA 0.91 NA NA NA NA 1.53 NA NA NA

Myeloblastin (EC 3.4.21.76) (AGP7) (C-ANCA antigen) (Leukocyte proteinase 3) (PR-3) (PR3) (Neutrophil proteinase 4) (NP-4) (P29) (Wegener autoantigen)P24158 sp|P24158|PRTN3_HUMAN 3 3 49 0 0 1 2 2.08 2 2.02 3.18 3.21 7.81299993 4.68799993 4.68799993 7.81299993 3 1 1 3 3 1 1 3 0.42 0.64 0.78 0.63 0.62 1.26 0.50 0.50 NA NA NA NA 0.53 NA NA NA NA 0.96 NA NA NA NA 0.60 NA NA NA NA 0.91 NA NA NA NA 0.71 NA NA NA NA 0.79 NA NA NA NA 1.05 0.70 3.83 0.28 4.05 0.24 0.61 112000000000.00 0.00

Lipopolysaccharide-responsive and beige-like anchor protein (Beige-like protein) (CDC4-like protein)P50851 sp|P50851|LRBA_HUMAN 3 3 49 0 0 1 6.53 9.99 2.77 5.32 2.68 4.92 1.327 1.327 1.11800004 1.083 3 3 3 3 3 3 1 2 1.87 0.23 4.76 0.39 8.91 1.60 0.52 13.39 0.12 21.46 1.29 0.09 1.45 0.90 1.87 0.97 0.76 1.43 0.68 1.39 0.95 0.61 1.43 0.66 1.36 1.06 0.70 1.83 0.58 1.95 0.99 0.89 1.43 0.69 1.42 1.33 NA NA NA NA 0.69 NA NA NA NA 0.95 NA NA NA NA 0.94 NA NA NA NA 0.73 NA NA NA NA 1.18 NA NA NA NA 0.96 NA NA NA NA 1.36 NA NA NA NA 1.18 NA NA NA

Rho GTPase-activating protein 1 (CDC42 GTPase-activating protein) (GTPase-activating protein rhoOGAP) (Rho-related small GTPase protein activator) (Rho-type GTPase-activating protein 1) (p50-RhoGAP)Q07960 sp|Q07960|RHG01_HUMAN 3 3 49 0 0 1 6.76 7.27 2.09 2.4 1.71 2.15 7.51700029 7.51700029 2.50599999 2.50599999 3 3 1 1 3 3 1 1 1.03 0.88 2.03 0.51 2.09 0.85 0.56 2.76 0.31 2.34 1.12 0.53 1.91 0.59 2.14 1.06 0.65 1.60 0.66 1.70 1.08 0.66 1.96 0.55 2.13 1.27 0.26 1.94 0.65 2.46 1.00 0.98 2.49 0.40 2.51 1.36 NA NA NA NA 0.86 NA NA NA NA 0.92 NA NA NA NA 1.03 NA NA NA NA 0.94 NA NA NA NA 1.00 NA NA NA NA 0.99 NA NA NA NA 0.88 NA NA NA NA 0.91 NA NA NA

Misshapen-like kinase 1 (EC 2.7.11.1) (GCK family kinase MiNK) (MAPK/ERK kinase kinase kinase 6) (MEK kinase kinase 6) (MEKKK 6) (Misshapen/NIK-related kinase) (Mitogen-activated protein kinase kinase kinase kinase 6)Q8N4C8 sp|Q8N4C8|MINK1_HUMAN 3 3 49 0 0 1 4.83 5.76 2.43 2.77 3.16 3.73 2.10200008 2.10200008 1.351 1.351 3 3 2 2 3 3 1 2 1.18 0.22 1.51 0.78 1.79 1.26 0.14 1.50 0.84 1.88 0.80 0.14 1.49 0.54 1.20 0.93 0.61 1.64 0.57 1.53 0.77 0.11 1.49 0.52 1.16 0.85 0.27 1.62 0.52 1.37 0.85 0.28 1.61 0.53 1.37 1.95 NA NA NA NA 1.29 NA NA NA NA 0.80 NA NA NA NA 1.19 NA NA NA NA 1.18 NA NA NA NA 0.84 NA NA NA NA 1.02 NA NA NA NA 0.88 NA NA NA NA 0.99 NA NA NA

Intraflagellar transport protein 81 homolog (Carnitine deficiency-associated protein expressed in ventricle 1) (CDV-1)Q8WYA0 sp|Q8WYA0|IFT81_HUMAN 3 3 49 0 0 1 2.84 3.8 1.82 2.99 1.81 3.6 5.91700003 5.91700003 1.33100003 1.33100003 3 3 1 1 3 2 2 3 1.71 0.92 1.45 1.35 0.96 0.98 1.24 0.90 0.49 3.56 0.25 3.22 1.12 0.45 3.55 0.32 3.99 0.70 0.17 3.55 0.20 2.48 1.33 0.29 5.69 0.23 7.57 1.35 0.20 3.54 0.38 4.79 1.12 0.47 3.54 0.31 3.95 0.74 0.21 3.67 0.20 2.71 1.63 NA NA NA NA 0.83 NA NA NA

Q63HN8 Q9HCF4 sp|Q9HCF4|ALO17_HUMAN 3 3 49 0 0 1 4.93 7.03 1.62 2.95 2.14 3.44 1.99999996 1.99999996 0.70969998 0.70969998 3 3 1 1 3 3 1 2 0.71 0.07 1.50 0.47 1.06 1.14 0.47 1.86 0.61 2.12 0.81 0.24 1.74 0.46 1.41 0.75 0.15 1.73 0.43 1.30 1.06 0.57 1.42 0.74 1.51 0.87 0.23 1.43 0.61 1.24 1.31 0.52 4.50 0.29 5.91 0.82 NA NA NA NA 2.10 NA NA NA NA 0.68 NA NA NA NA 0.94 NA NA NA NA 1.04 NA NA NA NA 0.64 NA NA NA NA 0.93 NA NA NA NA 0.94 NA NA NA NA 1.23 NA NA NA

Cystatin-C (Cystatin-3) (Gamma-trace) (Neuroendocrine basic polypeptide) (Post-gamma-globulin)P01034 sp|P01034|CYTC_HUMAN 3 3 49 0 0 1 2.2 2.27 2 2.04 2.97 3.04 10.96 10.96 10.96 10.96 3 2 2 3 2 2 2 2 0.66 0.26 9.48 0.07 6.28 0.58 0.12 3.92 0.15 2.26 1.07 0.73 6.14 0.17 6.55 1.73 0.33 51.04 0.03 88.11 0.78 0.24 3.53 0.22 2.74 1.31 0.28 4.93 0.27 6.46 1.15 0.59 9.93 0.12 11.39 0.87 NA NA NA NA 1.04 NA NA NA NA 1.61 NA NA NA NA 1.04 NA NA NA NA 0.72 NA NA NA NA 1.15 NA NA NA NA 1.32 NA NA NA NA 0.76 NA NA NA NA 1.24 NA NA NA

Gastricsin (EC 3.4.23.3) (Pepsinogen C)P20142 sp|P20142|PEPC_HUMAN 3 3 49 0 0 1 3.92 3.92 4.86 4.91 2.01 2.04 6.70100004 5.15500009 6.70100004 2.06199996 3 2 3 1 2 1 2 1 0.71 0.18 0.17 0.42 0.23 0.30 0.18 0.61 0.45 207.04 0.00 126.98 5.07 0.11 33.66 0.15 170.55 0.50 0.47 3021.48 0.00 1518.08 1.41 0.18 3.62 0.39 5.12 0.66 0.29 13.28 0.05 8.72 0.48 0.34 242.51 0.00 117.10 0.69 0.91 44700000000000.00 0.00 30900000000000.00 0.50 NA NA NA NA 0.53 NA NA NA

Plasma membrane calcium-transporting ATPase 4 (PMCA4) (EC 3.6.3.8) (Matrix-remodeling-associated protein 1) (Plasma membrane calcium ATPase isoform 4) (Plasma membrane calcium pump isoform 4)P23634 sp|P23634|AT2B4_HUMAN 3 3 49 0 0 1 4.17 6.51 4.32 5.59 3.81 5.62 3.22300009 1.53099997 3.22300009 2.98100002 3 2 3 2 2 1 2 1 1.72 1.87 1.07 1.25 0.78 1.12 1.21 1.06 0.83 15.09 0.07 16.01 0.85 0.78 260.13 0.00 222.24 1.21 0.30 3.51 0.35 4.26 1.16 0.37 3.51 0.33 4.08 0.95 0.89 43.39 0.02 41.14 1.14 0.41 3.51 0.32 4.01 1.21 0.51 12.06 0.10 14.60 0.68 NA NA NA NA 1.03 NA NA NA

Proteasome subunit beta type-6 (EC 3.4.25.1) (Macropain delta chain) (Multicatalytic endopeptidase complex delta chain) (Proteasome delta chain) (Proteasome subunit Y)P28072 sp|P28072|PSB6_HUMAN 3 3 49 0 0 1 2.05 2.38 4.09 4.2 2.62 2.9 11.7200002 4.18399982 11.7200002 7.11300001 3 1 3 1 2 1 2 1 1.56 2.81 0.80 0.74 0.85 0.65 0.68 0.79 0.32 5.16 0.15 4.09 1.38 0.36 13.99 0.10 19.32 0.63 0.47 227.44 0.00 143.28 0.75 0.26 5.16 0.14 3.85 0.85 0.50 7.99 0.11 6.78 0.73 0.24 5.14 0.14 3.73 0.71 0.23 5.27 0.13 3.74 1.65 NA NA NA NA 0.88 NA NA NA

NADP-dependent malic enzyme (NADP-ME) (EC 1.1.1.40) (Malic enzyme 1)P48163 sp|P48163|MAOX_HUMAN 3 3 49 0 0 1 6.04 6.8 2 2.66 2.01 2.94 6.29400015 6.29400015 3.14700007 3.14700007 3 3 1 1 2 2 1 1 0.81 0.45 9.08 0.09 7.39 1.66 0.22 9.94 0.17 16.48 1.38 0.31 8.88 0.16 12.27 1.22 0.68 105.64 0.01 128.77 1.63 0.29 21.81 0.07 35.59 1.38 0.30 8.46 0.16 11.70 0.98 0.91 3.87 0.25 3.81 0.85 NA NA NA NA 1.15 NA NA NA NA 1.00 NA NA NA NA 0.86 NA NA NA NA 0.93 NA NA NA NA 0.92 NA NA NA NA 0.97 NA NA NA NA 1.21 NA NA NA NA 1.74 NA NA NA

Intraflagellar transport protein 88 homolog (Recessive polycystic kidney disease protein Tg737 homolog) (Tetratricopeptide repeat protein 10) (TPR repeat protein 10)Q13099 sp|Q13099|IFT88_HUMAN 3 3 49 0 0 1 5.87 7.74 2.08 2.84 2.99 4.14 5.40199988 5.40199988 2.04099994 3.48099992 3 3 1 2 2 2 2 1 1.23 0.30 3.80 0.32 4.65 0.83 0.32 3.81 0.22 3.15 0.82 0.30 3.79 0.22 3.09 0.95 0.69 3.78 0.25 3.57 0.97 0.83 3.77 0.26 3.66 0.68 0.37 23.23 0.03 15.84 1.17 0.38 3.76 0.31 4.39 0.94 NA NA NA NA 1.05 NA NA NA NA 1.23 NA NA NA NA 1.16 NA NA NA NA 1.26 NA NA NA NA 1.19 NA NA NA NA 1.49 NA NA NA NA 1.31 NA NA NA NA 0.84 NA NA NA

ATP-binding cassette sub-family A member 13Q86UQ4 sp|Q86UQ4|ABCAD_HUMAN 3 3 49 0 0 1 4.05 7.79 4.24 6.43 2.15 2.99 0.85009998 0.59310002 0.85009998 0.59310002 3 3 3 3 2 1 2 2 1.26 1.54 1.92 1.28 1.06 1.51 0.78 1.13 0.44 3.58 0.32 4.04 1.21 0.57 20.46 0.06 24.68 0.81 0.52 19.14 0.04 15.43 1.16 0.39 3.59 0.32 4.15 1.05 0.71 3.58 0.29 3.76 0.89 0.45 3.57 0.25 3.18 0.65 0.21 6.43 0.10 4.21 1.58 NA NA NA NA 0.50 NA NA NA

Protein BRICK1 (BRK1)Q8WUW1 sp|Q8WUW1|BRK1_HUMAN 3 3 49 0 0 1 2.01 2.33 2.01 2.13 4.54 4.82 34.6700013 17.3299998 17.3299998 34.6700013 3 2 2 3 2 1 1 2 1.02 1.09 1.46 1.32 1.21 1.25 1.60 0.88 NA NA NA NA 1.17 NA NA NA NA 1.75 NA NA NA NA 1.28 NA NA NA NA 1.42 NA NA NA NA 1.19 NA NA NA NA 0.96 NA NA NA NA 0.90 0.53 4.35 0.21 3.91 1.04 0.79 4.40 0.24

Protein OSCP1 (hOSCP1) (Organic solute transport protein 1) (Oxidored-nitro domain-containing protein 1)Q8WVF1 sp|Q8WVF1|OSCP1_HUMAN 3 3 49 0 0 1 3.39 3.61 2.05 2.89 2.4 3.47 5.65599985 5.65599985 2.57099997 3.08500007 3 3 1 1 2 2 1 2 1.33 0.65 1.71 1.88 1.23 1.11 1.43 0.86 NA NA NA NA 0.79 NA NA NA NA 1.17 NA NA NA NA 1.54 NA NA NA NA 1.07 NA NA NA NA 1.19 NA NA NA NA 0.93 NA NA NA NA 0.94 0.75 5.92 0.16 5.59 0.74 0.40 16.63 0.04

Gamma-tubulin complex component 3 (GCP-3) (hGCP3) (Gamma-ring complex protein 104 kDa) (h104p) (hGrip104) (Spindle pole body protein Spc98 homolog) (hSpc98)Q96CW5 sp|Q96CW5|GCP3_HUMAN 3 3 49 0 0 1 2.08 2.82 5.22 5.67 1.38 2.03 3.30800004 1.32299997 3.30800004 0.88200001 3 1 3 1 2 1 2 1 1.12 1.39 0.80 1.10 0.84 0.87 0.87 0.97 0.81 3.61 0.27 3.50 1.52 0.29 13.28 0.11 20.18 0.93 0.85 38.08 0.02 35.47 0.90 0.48 3.60 0.25 3.23 1.03 0.88 6.83 0.15 7.04 0.95 0.69 3.59 0.26 3.40 1.24 0.69 183.94 0.01 227.93 1.22 NA NA NA NA 1.05 NA NA NA

Proteasome subunit beta type-7 (EC 3.4.25.1) (Macropain chain Z) (Multicatalytic endopeptidase complex chain Z) (Proteasome subunit Z)Q99436 sp|Q99436|PSB7_HUMAN 3 3 49 0 0 1 4 4.14 5.44 5.58 2 2.14 10.4699999 7.22000003 10.4699999 3.97100002 3 2 3 1 2 1 2 1 0.84 2.12 0.77 0.63 0.84 0.60 0.58 0.80 0.29 3.91 0.20 3.14 2.99 0.06 3.85 0.77 11.51 0.56 0.11 3.80 0.15 2.14 0.59 0.13 3.92 0.15 2.31 0.61 0.13 3.90 0.16 2.36 0.67 0.31 15.73 0.04 10.51 0.56 0.11 3.82 0.15 2.12 1.66 NA NA NA NA 0.80 NA NA NA

Intraflagellar transport protein 57 homolog (Dermal papilla-derived protein 8) (Estrogen-related receptor beta-like protein 1) (HIP1-interacting protein) (MHS4R2)Q9NWB7 sp|Q9NWB7|IFT57_HUMAN 3 3 49 0 0 1 3.36 3.97 2.01 2.4 2.08 2.62 7.45899975 7.45899975 2.56399997 2.56399997 3 3 1 1 2 2 1 2 1.36 0.28 6.53 0.21 8.89 0.78 0.25 3.64 0.21 2.84 0.99 0.93 3.64 0.27 3.60 1.12 0.47 3.66 0.31 4.10 0.95 0.71 3.66 0.26 3.48 0.77 0.23 3.63 0.21 2.78 1.29 0.24 3.65 0.35 4.70 0.72 NA NA NA NA 0.99 NA NA NA NA 0.65 NA NA NA NA 1.13 NA NA NA NA 1.31 NA NA NA NA 0.98 NA NA NA NA 0.71 NA NA NA NA 1.47 NA NA NA NA 0.97 NA NA NA

Ig lambda chain V region 4AP04211 sp|P04211|LV001_HUMAN 3 3 49 0 0 1 2.01 2.22 2 2.37 2.3 2.55 7.69200027 7.69200027 7.69200027 7.69200027 2 2 2 2 9 3 4 9 0.82 0.72 2.06 1.22 0.85 1.47 1.52 1.66 NA NA NA NA 0.53 NA NA NA NA 1.88 NA NA NA NA 0.73 NA NA NA NA 0.39 NA NA NA NA 2.78 NA NA NA NA 2.07 NA NA NA NA 0.76 0.39 11.14 0.07 8.49 0.82 0.56 20.11 0.04

40S ribosomal protein S6 (Phosphoprotein NP33)P62753 sp|P62753|RS6_HUMAN 3 3 49 0 0 1 2.93 3.22 3.37 3.61 2.18 4.37 10.8400002 10.8400002 10.8400002 8.03200007 2 2 2 2 5 5 3 3 0.80 2.44 0.67 0.71 0.89 0.64 1.02 0.74 NA NA NA NA 2.51 NA NA NA NA 0.40 NA NA NA NA 0.89 NA NA NA NA 0.93 NA NA NA NA 0.74 NA NA NA NA 0.64 NA NA NA NA 1.17 0.52 7.86 0.15 9.15 1.67 0.13 3.65 0.46

Reticulon-4 (Foocen) (Neurite outgrowth inhibitor) (Nogo protein) (Neuroendocrine-specific protein) (NSP) (Neuroendocrine-specific protein C homolog) (RTN-x) (Reticulon-5)Q9NQC3 sp|Q9NQC3|RTN4_HUMAN 3 3 49 0 0 1 2.12 3.26 2.09 2.9 4.06 4.9 2.43299995 1.09099997 1.09099997 2.43299995 2 1 1 2 5 2 4 5 0.46 1.35 0.92 0.75 0.73 0.82 0.94 0.72 NA NA NA NA 2.76 NA NA NA NA 1.05 NA NA NA NA 0.75 NA NA NA NA 0.87 NA NA NA NA 0.87 NA NA NA NA 1.04 NA NA NA NA 0.88 0.45 3.99 0.22 3.51 0.65 0.28 12.67 0.05

40S ribosomal protein SA (37 kDa laminin receptor precursor) (37LRP) (37/67 kDa laminin receptor) (LRP/LR) (67 kDa laminin receptor) (67LR) (Colon carcinoma laminin-binding protein) (Laminin receptor 1) (LamR) (Laminin-binding protein precursor p40) (LBP/p40) (Multidrug resistance-associated protein MGr1-Ag) (NEM/1CHD4)P08865 sp|P08865|RSSA_HUMAN 3 3 49 0 0 1 2.53 3.5 2 2.3 2.03 2.57 4.40700017 4.40700017 4.40700017 4.40700017 2 1 1 2 4 4 1 1 1.17 0.66 3.76 0.31 4.42 0.40 0.11 4.23 0.09 1.70 0.96 0.86 2.68 0.36 2.56 0.78 0.55 4.39 0.18 3.45 0.76 0.08 1.45 0.52 1.09 0.90 0.59 2.10 0.43 1.88 0.88 0.70 3.59 0.24 3.14 1.20 NA NA NA NA 0.84 NA NA NA NA 0.97 NA NA NA NA 1.28 NA NA NA NA 1.44 NA NA NA NA 1.18 NA NA NA NA 0.88 NA NA NA NA 0.88 NA NA NA NA 1.39 NA NA NA

High affinity immunoglobulin gamma Fc receptor I (IgG Fc receptor I) (Fc-gamma RI) (FcRI) (Fc-gamma RIA) (FcgammaRIa) (CD antigen CD64)P12314 sp|P12314|FCGR1_HUMAN 3 3 49 0 0 1 3.85 3.98 2 2.29 2.02 2.3 5.61500005 5.61500005 2.67399997 2.94100009 2 2 1 1 4 4 1 1 0.81 0.29 3.70 0.22 3.01 1.25 0.27 3.68 0.34 4.59 1.19 0.34 3.71 0.32 4.43 1.59 0.14 3.67 0.43 5.85 1.00 0.98 3.69 0.27 3.70 0.77 0.61 116.40 0.01 89.29 1.50 0.18 4.46 0.34 6.69 1.71 NA NA NA NA 1.17 NA NA NA NA 1.32 NA NA NA NA 0.89 NA NA NA NA 0.92 NA NA NA NA 1.27 NA NA NA NA 0.94 NA NA NA NA 0.80 NA NA NA NA 0.84 NA NA NA

Pituitary tumor-transforming gene 1 protein-interacting protein (Pituitary tumor-transforming gene protein-binding factor) (PBF) (PTTG-binding factor)P53801 sp|P53801|PTTG_HUMAN 3 3 49 0 0 1 2.98 3.19 2.12 2.2 2.11 2.13 13.8899997 13.8899997 10.0000002 10.0000002 2 2 1 1 4 4 1 4 0.50 0.09 3.62 0.14 1.82 1.75 0.13 4.22 0.41 7.37 1.04 0.75 3.56 0.29 3.71 0.80 0.51 19.46 0.04 15.51 1.36 0.20 3.58 0.38 4.87 1.14 0.41 3.57 0.32 4.09 0.82 0.50 11.72 0.07 9.64 1.65 NA NA NA NA 0.81 NA NA NA NA 1.19 NA NA NA NA 1.33 NA NA NA NA 1.10 NA NA NA NA 0.62 NA NA NA NA 1.02 NA NA NA NA 1.10 NA NA NA NA 0.90 NA NA NA

Resistin (Adipose tissue-specific secretory factor) (ADSF) (C/EBP-epsilon-regulated myeloid-specific secreted cysteine-rich protein) (Cysteine-rich secreted protein A12-alpha-like 2) (Cysteine-rich secreted protein FIZZ3)Q9HD89 sp|Q9HD89|RETN_HUMAN 3 3 49 0 0 1 4 4.03 2 2.02 2 2.02 17.5899997 17.5899997 10.1899996 10.1899996 2 2 1 1 4 3 2 4 1.39 0.29 8.04 0.17 11.20 1.42 0.49 72.07 0.02 102.26 0.74 0.21 3.59 0.21 2.67 1.16 0.72 48.65 0.02 56.19 0.70 0.17 3.56 0.20 2.50 0.88 0.46 4.36 0.20 3.83 0.72 0.19 3.57 0.20 2.58 1.30 NA NA NA NA 0.91 NA NA NA NA 0.89 NA NA NA NA 1.27 NA NA NA NA 1.00 NA NA NA NA 0.99 NA NA NA NA 1.92 NA NA NA NA 0.86 NA NA NA NA 0.50 NA NA NA

Putative adenosylhomocysteinase 2 (AdoHcyase 2) (EC 3.3.1.1) (DC-expressed AHCY-like molecule) (S-adenosyl-L-homocysteine hydrolase 2) (S-adenosylhomocysteine hydrolase-like protein 1)O43865 sp|O43865|SAHH2_HUMAN 3 3 49 0 0 1 2.03 2.32 4.03 4.41 4.12 4.44 5.28299995 2.26399992 5.28299995 5.28299995 2 1 2 2 3 1 1 3 1.30 0.87 1.35 1.25 0.85 0.98 1.39 1.52 NA NA NA NA 0.90 NA NA NA NA 1.22 NA NA NA NA 0.98 NA NA NA NA 1.27 NA NA NA NA 1.28 NA NA NA NA 1.04 NA NA NA NA 1.24 0.39 7.23 0.17 8.99 1.23 0.29 3.61 0.34

Tyrosine-protein phosphatase non-receptor type 11 (EC 3.1.3.48) (Protein-tyrosine phosphatase 1D) (PTP-1D) (Protein-tyrosine phosphatase 2C) (PTP-2C) (SH-PTP2) (SHP-2) (Shp2) (SH-PTP3)Q06124 sp|Q06124|PTN11_HUMAN 3 3 49 0 0 1 2.88 3.7 1.72 2.33 1.7 2.18 3.51799987 3.51799987 3.18300016 3.18300016 2 2 1 1 3 2 3 1 1.44 0.17 3.51 0.41 5.05 1.13 0.44 3.52 0.32 3.96 1.15 0.39 3.51 0.33 4.04 1.12 0.45 3.52 0.32 3.96 1.23 0.29 3.51 0.35 4.30 1.11 0.49 3.51 0.32 3.89 1.12 0.45 3.51 0.32 3.94 1.21 NA NA NA NA 1.10 NA NA NA NA 1.24 NA NA NA NA 1.28 NA NA NA NA 1.14 NA NA NA NA 0.99 NA NA NA NA 1.13 NA NA NA NA 0.99 NA NA NA NA 0.86 NA NA NA

Nicotinate phosphoribosyltransferase (NAPRTase) (EC 6.3.4.21) (FHA-HIT-interacting protein) (Nicotinate phosphoribosyltransferase domain-containing protein 1)Q6XQN6 sp|Q6XQN6|PNCB_HUMAN 3 3 49 0 0 1 4.02 4.47 3.76 4.02 1.53 1.81 6.69099987 6.69099987 6.3199997 4.46100012 2 2 2 1 3 3 1 2 1.63 0.15 4.45 0.37 7.27 0.91 0.80 34.08 0.03 31.09 0.77 0.26 4.40 0.17 3.37 0.99 0.93 4.49 0.22 4.44 0.95 0.90 67.40 0.01 63.96 0.83 0.36 4.41 0.19 3.67 0.59 0.36 73.60 0.01 43.19 1.59 NA NA NA NA 1.19 NA NA NA NA 0.92 NA NA NA NA 1.22 NA NA NA NA 0.80 NA NA NA NA 1.01 NA NA NA NA 0.02 NA NA NA NA 0.74 NA NA NA NA 0.79 NA NA NA

Pleckstrin homology domain-containing family O member 2 (PH domain-containing family O member 2) (Pleckstrin homology domain-containing family Q member 1) (PH domain-containing family Q member 1)Q8TD55 sp|Q8TD55|PKHO2_HUMAN 3 3 49 0 0 1 3.3 4.37 2.02 2.53 2.02 2.73 4.08199988 4.08199988 2.44900007 2.44900007 2 2 1 1 3 3 1 2 0.77 0.29 4.99 0.15 3.85 0.88 0.43 3.51 0.25 3.10 1.18 0.34 3.52 0.34 4.15 1.07 0.61 3.51 0.31 3.76 1.01 0.92 3.51 0.29 3.56 1.15 0.73 48.42 0.02 55.54 1.70 0.15 5.14 0.33 8.75 1.01 NA NA NA NA 0.90 NA NA NA NA 1.27 NA NA NA NA 1.02 NA NA NA NA 1.31 NA NA NA NA 1.37 NA NA NA NA 1.19 NA NA NA NA 0.90 NA NA NA NA 1.12 NA NA NA

Obg-like ATPase 1 (DNA damage-regulated overexpressed in cancer 45) (DOC45) (GTP-binding protein 9)Q9NTK5 sp|Q9NTK5|OLA1_HUMAN 3 3 49 0 0 1 2.88 3.57 2 2.35 2.02 2.68 5.55600002 5.55600002 3.78799997 3.78799997 2 2 1 1 3 2 2 3 0.95 0.72 3.70 0.26 3.52 0.64 0.15 3.74 0.17 2.39 0.73 0.20 3.69 0.20 2.69 1.15 0.80 212.89 0.01 244.22 1.04 0.87 14.08 0.07 14.70 0.74 0.21 3.74 0.20 2.76 1.02 0.94 8.04 0.13 8.16 0.89 NA NA NA NA 0.89 NA NA NA NA 1.68 NA NA NA NA 0.95 NA NA NA NA 1.32 NA NA NA NA 0.89 NA NA NA NA 1.03 NA NA NA NA 0.77 NA NA NA NA 1.09 NA NA NA

Protein kintoun (Dynein assembly factor 2, axonemal)Q9NVR5 sp|Q9NVR5|KTU_HUMAN 3 3 49 0 0 1 2.1 2.77 2.2 2.66 4.07 4.77 4.18200009 2.15099994 4.18200009 3.46500017 2 1 2 2 3 1 1 3 1.26 2.12 1.13 1.58 0.70 1.34 1.20 1.33 NA NA NA NA 0.96 NA NA NA NA 1.32 NA NA NA NA 1.08 NA NA NA NA 0.93 NA NA NA NA 1.83 NA NA NA NA 1.36 NA NA NA NA 1.23 0.29 3.64 0.34 4.48 1.38 0.20 3.65 0.38

Proline synthase co-transcribed bacterial homolog proteinO94903 sp|O94903|PROSC_HUMAN 3 3 49 0 0 1 2.01 2.37 4 4.3 2.64 2.95 9.45499986 3.27299982 9.45499986 6.54499978 2 1 2 2 2 1 2 1 1.64 1.39 0.83 1.09 0.97 0.88 0.99 1.77 0.38 142.45 0.01 252.07 0.98 0.89 4.44 0.22 4.36 0.75 0.39 12.64 0.06 9.49 0.99 0.91 3.63 0.27 3.58 1.12 0.46 3.61 0.31 4.06 1.01 0.96 3.63 0.28 3.65 0.59 0.16 5.48 0.11 3.26 1.16 NA NA NA NA 1.43 NA NA NA

Eukaryotic translation initiation factor 2 subunit 1 (Eukaryotic translation initiation factor 2 subunit alpha) (eIF-2-alpha) (eIF-2A) (eIF-2alpha)P05198 sp|P05198|IF2A_HUMAN 3 3 49 0 0 1 4 4.26 2.01 2.27 2.04 2.39 8.57099965 8.57099965 3.81000005 3.81000005 2 2 1 1 2 2 2 2 1.00 0.98 6.84 0.15 6.88 1.17 0.40 4.28 0.27 5.01 1.27 0.26 3.77 0.34 4.79 0.84 0.61 25.85 0.03 21.64 0.97 0.80 3.80 0.25 3.67 0.90 0.57 5.38 0.17 4.84 1.17 0.37 3.79 0.31 4.45 0.68 NA NA NA NA 1.85 NA NA NA NA 0.33 NA NA NA NA 0.76 NA NA NA NA 1.05 NA NA NA NA 0.77 NA NA NA NA 0.58 NA NA NA NA 0.95 NA NA NA NA 1.41 NA NA NA

Lysosome-associated membrane glycoprotein 1 (LAMP-1) (Lysosome-associated membrane protein 1) (CD107 antigen-like family member A) (CD antigen CD107a)P11279 sp|P11279|LAMP1_HUMAN 3 3 49 0 0 1 2.39 2.51 3.83 4.06 1.96 2.12 4.79599983 2.15799995 4.79599983 1.91799998 2 1 2 1 2 2 1 1 0.95 0.80 7.09 0.13 6.74 1.72 0.19 8.30 0.21 14.30 0.70 0.33 12.61 0.06 8.87 1.11 0.50 3.59 0.31 3.97 1.19 0.33 3.57 0.33 4.26 1.09 0.53 3.59 0.30 3.93 1.00 1.00 11.87 0.08 11.87 1.23 NA NA NA NA 1.01 NA NA NA NA 0.63 NA NA NA NA 0.76 NA NA NA NA 0.70 NA NA NA NA 0.93 NA NA NA NA 0.85 NA NA NA NA 0.81 NA NA NA NA 0.95 NA NA NA

60S ribosomal protein L27P61353 sp|P61353|RL27_HUMAN 3 3 49 0 0 1 2 2.09 2.05 2.14 2.89 2.96 21.3200003 5.88200018 5.88200018 21.3200003 2 1 1 2 2 1 1 2 0.53 1.15 0.62 0.43 0.66 0.51 0.75 0.40 NA NA NA NA 2.66 NA NA NA NA 1.11 NA NA NA NA 0.72 NA NA NA NA 0.80 NA NA NA NA 0.37 NA NA NA NA 0.89 NA NA NA NA 1.42 0.18 3.59 0.39 5.09 1.01 0.98 10.16 0.10

Pyrroline-5-carboxylate reductase 3 (P5C reductase 3) (P5CR 3) (EC 1.5.1.2) (Pyrroline-5-carboxylate reductase-like protein)Q53H96 sp|Q53H96|P5CR3_HUMAN 3 3 49 0 0 1 2 2 4 4.02 1.66 1.69 9.85400006 5.10899983 9.85400006 5.10899983 2 1 2 1 2 1 2 2 2.07 1.77 1.18 1.09 0.89 1.03 0.76 1.22 0.48 10.95 0.11 13.36 1.00 1.00 11.60 0.09 11.59 1.11 0.59 5.65 0.20 6.26 1.03 0.80 3.59 0.29 3.71 0.98 0.88 3.59 0.27 3.52 1.08 0.73 8.10 0.13 8.73 1.03 0.81 3.62 0.29 3.73 1.30 NA NA NA NA 1.32 NA NA NA

UPF0553 protein C9orf64Q5T6V5 sp|Q5T6V5|CI064_HUMAN 3 3 49 0 0 1 3.52 4.33 2.02 2.66 2.01 3.03 6.74500018 6.74500018 4.39900011 4.39900011 2 2 1 1 2 2 1 2 1.36 0.20 3.51 0.39 4.79 1.36 0.50 48.16 0.03 65.52 1.26 0.25 3.51 0.36 4.44 1.11 0.48 3.51 0.32 3.90 1.29 0.23 3.51 0.37 4.54 1.07 0.62 3.51 0.30 3.76 1.11 0.49 3.51 0.32 3.89 0.94 NA NA NA NA 0.95 NA NA NA NA 0.55 NA NA NA NA 1.20 NA NA NA NA 1.32 NA NA NA NA 0.77 NA NA NA NA 0.48 NA NA NA NA 1.29 NA NA NA NA 0.99 NA NA NA

Probable ATP-dependent RNA helicase DDX60 (EC 3.6.4.13) (DEAD box protein 60)Q8IY21 sp|Q8IY21|DDX60_HUMAN 3 3 49 0 0 1 1.92 3.78 3.02 4.15 2.21 4.39 1.16800005 0.64249998 1.16800005 0.64249998 2 1 2 1 2 1 2 2 0.90 1.63 1.11 1.09 0.70 0.97 0.71 0.90 0.64 8.15 0.11 7.33 1.19 0.64 32.25 0.04 38.30 0.66 0.38 37.26 0.02 24.63 0.97 0.86 6.12 0.16 5.92 0.84 0.58 15.94 0.05 13.43 0.76 0.22 3.53 0.22 2.68 0.66 0.89 30600000000000.00 0.00 20300000000000.00 1.03 NA NA NA NA 1.28 NA NA NA

Radial spoke head 1 homolog (Cancer/testis antigen 79) (CT79) (Male meiotic metaphase chromosome-associated acidic protein) (Meichroacidin) (Testis-specific gene A2 protein)Q8WYR4 sp|Q8WYR4|RSPH1_HUMAN 3 3 49 0 0 1 4.02 4.07 2 2.06 2.02 2.02 10.0299999 10.0299999 5.17800003 4.85399999 2 2 1 1 2 2 1 1 1.05 0.84 11.33 0.09 11.92 0.82 0.30 3.64 0.22 2.97 1.12 0.45 3.65 0.31 4.10 1.73 0.47 541.00 0.00 937.46 0.90 0.67 11.44 0.08 10.25 1.00 0.99 3.63 0.28 3.64 1.03 0.82 3.64 0.28 3.74 0.81 NA NA NA NA 1.00 NA NA NA NA 1.42 NA NA NA NA 0.89 NA NA NA NA 1.16 NA NA NA NA 0.78 NA NA NA NA 1.21 NA NA NA NA 1.05 NA NA NA NA 0.86 NA NA NA

Dedicator of cytokinesis protein 10 (Zizimin-3)Q96BY6 sp|Q96BY6|DOC10_HUMAN 3 3 49 0 0 1 2.12 3.75 1.4 3.85 4.22 6.33 1.78399999 0.73190001 0.73190001 1.78399999 2 1 1 2 2 1 1 2 0.62 1.34 0.76 1.18 0.97 0.92 0.96 1.27 NA NA NA NA 1.76 NA NA NA NA 1.20 NA NA NA NA 1.06 NA NA NA NA 0.88 NA NA NA NA 1.10 NA NA NA NA 1.46 NA NA NA NA 0.80 0.27 3.77 0.21 3.00 1.02 0.86 3.74 0.27

Carboxypeptidase B2 (EC 3.4.17.20) (Carboxypeptidase U) (CPU) (Plasma carboxypeptidase B) (pCPB) (Thrombin-activable fibrinolysis inhibitor) (TAFI)Q96IY4 sp|Q96IY4|CBPB2_HUMAN 3 3 49 0 0 1 2.24 2.52 2.08 2.47 2.02 2.43 5.67400008 5.67400008 2.83700004 2.83700004 2 2 1 1 2 2 1 1 0.91 0.87 281.86 0.00 257.50 0.77 0.80 24688.98 0.00 19046.26 1.03 0.92 26.09 0.04 27.00 1.00 1.00 333.23 0.00 333.23 0.99 0.99 3229.37 0.00 3205.52 1.19 0.83 3562.09 0.00 4239.61 0.90 0.82 121.94 0.01 109.24 0.97 NA NA NA NA 0.43 NA NA NA NA 2.79 NA NA NA NA 0.81 NA NA NA NA 0.91 NA NA NA NA 1.37 NA NA NA NA 2.00 NA NA NA NA 0.76 NA NA NA NA 1.07 NA NA NA

Copine-1 (Copine I) Q99829 sp|Q99829|CPNE1_HUMAN 3 3 49 0 0 1 1.44 1.63 2.16 4.34 2.82 3.26 5.40000014 1.30399996 3.35199982 5.40000014 2 1 2 2 2 1 2 2 1.27 0.93 1.05 0.94 1.00 0.94 0.99 1.34 NA NA NA NA 0.87 NA NA NA NA 0.75 NA NA NA NA 1.22 NA NA NA NA 1.39 NA NA NA NA 1.07 NA NA NA NA 0.82 NA NA NA NA 0.81 0.43 7.99 0.10 6.49 1.05 0.89 25.62 0.04

Rab-like protein 5 Q9H7X7 sp|Q9H7X7|RABL5_HUMAN 3 3 49 0 0 1 3.1 3.14 1.42 1.46 1.64 1.7 12.9700005 12.9700005 7.56800026 7.56800026 2 2 1 1 2 2 1 2 1.12 0.45 3.51 0.32 3.95 1.01 0.97 8.15 0.12 8.20 1.29 0.47 19.63 0.07 25.32 1.10 0.52 3.51 0.31 3.85 0.95 0.68 3.51 0.27 3.32 0.93 0.59 3.51 0.26 3.26 1.78 0.39 167.85 0.01 299.20 1.02 NA NA NA NA 1.16 NA NA NA NA 0.88 NA NA NA NA 1.20 NA NA NA NA 1.21 NA NA NA NA 1.08 NA NA NA NA 0.93 NA NA NA NA 1.44 NA NA NA NA 1.23 NA NA NA

Brefeldin A-inhibited guanine nucleotide-exchange protein 2 (Brefeldin A-inhibited GEP 2) (ADP-ribosylation factor guanine nucleotide-exchange factor 2)Q9Y6D5 sp|Q9Y6D5|BIG2_HUMAN 3 3 49 0 0 1 2.19 3.54 3.94 5.35 2.05 6.49 1.51300002 0.56019998 1.51300002 1.51300002 2 1 2 2 2 1 2 2 0.61 1.00 0.75 0.74 1.12 0.69 0.71 0.69 0.17 3.59 0.19 2.48 1.58 0.14 3.63 0.43 5.73 0.91 0.56 4.14 0.22 3.77 1.06 0.69 3.63 0.29 3.84 1.13 0.44 3.61 0.31 4.08 0.71 0.33 11.39 0.06 8.14 1.06 0.69 3.60 0.29 3.80 1.07 NA NA NA NA 1.17 NA NA NA

Pirin (EC 1.13.11.24) (Probable quercetin 2,3-dioxygenase PIR) (Probable quercetinase)O00625 sp|O00625|PIR_HUMAN 3 3 49 0 0 0 2.55 2.82 2 2.16 2 2.35 4.13799994 4.13799994 4.13799994 4.13799994 1 1 1 1 2 2 1 2 1.60 0.14 3.67 0.44 5.87 0.98 0.96 118.51 0.01 116.08 0.87 0.59 10.57 0.08 9.18 0.92 0.56 3.67 0.25 3.37 1.75 0.16 6.39 0.27 11.22 0.87 0.45 4.60 0.19 4.00 2.10 0.11 5.04 0.42 10.59 0.85 NA NA NA NA 0.52 NA NA NA NA 0.50 NA NA NA NA 1.16 NA NA NA NA 1.61 NA NA NA NA 0.76 NA NA NA NA 0.63 NA NA NA NA 1.06 NA NA NA NA 1.45 NA NA NA

Inosine-5'-monophosphate dehydrogenase 1 (IMP dehydrogenase 1) (IMPD 1) (IMPDH 1) (EC 1.1.1.205) (IMPDH-I)P20839 sp|P20839|IMDH1_HUMAN 3 3 49 0 0 0 2.04 2.75 2.21 2.54 2.05 2.45 3.69599983 3.69599983 3.69599983 3.69599983 1 1 1 1 2 1 2 2 0.69 1.23 1.16 0.72 0.99 1.15 0.70 0.80 0.30 4.31 0.19 3.44 2.06 0.10 4.03 0.51 8.29 0.61 0.20 7.60 0.08 4.65 0.83 0.34 4.06 0.20 3.37 0.74 0.47 31.42 0.02 23.24 0.66 0.17 4.08 0.16 2.71 0.69 0.20 4.66 0.15 3.23 1.32 NA NA NA NA 0.96 NA NA NA

Carboxymethylenebutenolidase homolog (EC 3.1.-.-)Q96DG6 sp|Q96DG6|CMBL_HUMAN 3 3 49 0 0 0 1.83 2.36 2.07 2.29 2.02 2.21 6.12200014 6.12200014 3.26500014 3.26500014 1 1 1 1 2 2 1 1 1.30 0.23 3.52 0.37 4.58 0.69 0.17 3.53 0.20 2.43 1.03 0.84 3.52 0.29 3.61 1.33 0.30 6.21 0.21 8.24 1.48 0.16 3.52 0.42 5.22 1.07 0.62 3.53 0.30 3.78 1.09 0.55 3.53 0.31 3.85 1.27 NA NA NA NA 0.84 NA NA NA NA 0.61 NA NA NA NA 1.39 NA NA NA NA 1.14 NA NA NA NA 0.99 NA NA NA NA 0.87 NA NA NA NA 0.94 NA NA NA NA 1.04 NA NA NA
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Costars family protein ABRACL (ABRA C-terminal-like protein)Q9P1F3 sp|Q9P1F3|CF115_HUMAN 3 3 49 0 0 0 2 2.05 1.66 1.72 2.56 2.61 16.0500005 16.0500005 16.0500005 16.0500005 1 1 1 1 3 1 1 3 0.82 0.73 1.30 1.61 1.13 1.09 1.16 1.07 NA NA NA NA 0.71 NA NA NA NA 1.03 NA NA NA NA 0.89 NA NA NA NA 0.68 NA NA NA NA 1.01 NA NA NA NA 0.64 NA NA NA NA 0.98 0.86 4.07 0.24 3.97 1.12 0.50 4.10 0.27

Ig kappa chain V-I region LayP01605 sp|P01605|KV113_HUMAN 3 2 42 0 0 1 1.96 8.25 2.19 8.38 2.01 10.81 47.2200006 38.8900012 37.9599989 47.2200006 20 16 20 20 2 NA 2 1 2.21 0.37 790.93 0.00 1751.24 1.44 0.66 2411.35 0.00 3471.80 1.30 0.24 3.61 0.36 4.69 1.01 0.97 4.37 0.23 4.39 0.86 0.61 17.10 0.05 14.62 1.34 0.21 3.66 0.37 4.89 1.94 0.22 20.14 0.10 39.00 1.42 NA NA NA NA 0.94 NA NA NA

Ig kappa chain V-II region RPMI 6410P06310 sp|P06310|KV206_HUMAN 3 2 42 0 0 1 10.97 14.54 8.47 13.03 5.98 12.64 54.8900008 54.8900008 45.8600014 42.1099991 17 16 15 17 2 2 2 NA 0.58 0.40 163.72 0.00 94.54 0.86 0.37 3.68 0.23 3.15 0.85 0.72 64.03 0.01 54.74 1.35 0.34 9.37 0.14 12.68 0.43 0.08 3.69 0.12 1.60 1.62 0.15 4.56 0.36 7.41 1.25 0.28 3.69 0.34 4.61 1.30 NA NA NA NA 0.73 NA NA NA NA 1.80 NA NA NA NA 0.59 NA NA NA NA 0.49 NA NA NA NA 2.26 NA NA NA NA 2.14 NA NA NA NA NA NA NA NA NA NA NA NA NA

Ras-related protein Rab-13 (Cell growth-inhibiting gene 4 protein)P51153 sp|P51153|RAB13_HUMAN 3 2 42 0 0 1 4.02 10.26 2.03 7.4 4.03 8.48 27.0900011 27.0900011 27.0900011 23.6499995 6 5 6 4 2 NA 1 2 0.86 NA NA NA NA 0.72 NA NA NA NA 0.81 NA NA NA NA 0.86 NA NA NA NA 0.83 NA NA NA NA 1.09 NA NA NA NA 1.02 NA NA NA NA 0.94 0.65 3.84 0.24 3.60 1.01 0.92 3.63 0.28

Gamma-interferon-inducible lysosomal thiol reductase (EC 1.8.-.-) (Gamma-interferon-inducible protein IP-30) (Legumaturain)P13284 sp|P13284|GILT_HUMAN 3 2 42 0 0 1 4.03 4.2 1.57 1.63 2.02 2.17 9.60000008 9.60000008 4.39999998 5.20000011 5 5 2 1 2 2 NA 1 1.02 0.90 4.41 0.23 4.49 1.99 0.27 53.11 0.04 105.79 0.62 0.18 6.04 0.10 3.75 2.05 0.34 212.08 0.01 435.45 1.54 0.52 332.11 0.00 512.50 1.06 0.78 8.30 0.13 8.82 0.72 0.22 4.42 0.16 3.17 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.36 NA NA NA NA 1.51 NA NA NA

N(G),N(G)-dimethylarginine dimethylaminohydrolase 1 (DDAH-1) (Dimethylarginine dimethylaminohydrolase 1) (EC 3.5.3.18) (DDAHI) (Dimethylargininase-1)O94760 sp|O94760|DDAH1_HUMAN 3 2 42 0 0 1 5.07 5.34 2.03 2.35 2.76 3.28 14.0400007 14.0400007 7.71899968 7.36799985 4 4 2 2 7 7 1 NA 1.49 0.13 1.83 0.81 2.72 0.91 0.41 1.37 0.66 1.25 1.14 0.20 1.28 0.89 1.46 1.15 0.17 1.28 0.90 1.47 1.21 0.29 1.61 0.75 1.95 1.00 0.99 1.40 0.71 1.41 1.30 0.12 1.47 0.88 1.92 1.22 NA NA NA NA 0.74 NA NA NA NA 1.18 NA NA NA NA 1.21 NA NA NA NA 1.31 NA NA NA NA 1.19 NA NA NA NA 1.15 NA NA NA NA NA NA NA NA NA NA NA NA NA

Glycerol-3-phosphate dehydrogenase [NAD(+)], cytoplasmic (GPD-C) (GPDH-C) (EC 1.1.1.8)P21695 sp|P21695|GPDA_HUMAN 3 2 42 0 0 1 5.62 5.9 2.22 3.51 2.09 4.02 14.61 14.61 10.8900003 9.45599973 4 4 3 3 2 2 1 NA 1.04 0.78 3.84 0.27 3.99 0.61 0.13 3.85 0.16 2.34 1.05 0.84 9.83 0.11 10.31 0.94 0.65 3.83 0.24 3.59 1.97 0.10 3.87 0.51 7.62 0.76 0.37 10.31 0.07 7.82 1.02 0.88 4.47 0.23 4.58 1.26 NA NA NA NA 0.88 NA NA NA NA 0.71 NA NA NA NA 1.70 NA NA NA NA 0.94 NA NA NA NA 1.09 NA NA NA NA 0.82 NA NA NA NA NA NA NA NA NA NA NA NA NA

Ras-related protein Rab-6A (Rab-6)P20340 sp|P20340|RAB6A_HUMAN 3 2 42 0 0 1 2.02 4.15 2.14 3.14 1.79 1.88 17.3099995 17.3099995 12.0200001 6.7309998 3 3 3 1 3 3 1 NA 1.01 0.93 3.59 0.28 3.63 1.23 0.29 3.61 0.34 4.45 1.02 0.89 4.34 0.23 4.43 1.15 0.54 7.73 0.15 8.89 1.12 0.45 3.60 0.31 4.05 0.96 0.87 15.28 0.06 14.61 1.00 1.00 3.64 0.27 3.64 1.49 NA NA NA NA 1.44 NA NA NA NA 0.66 NA NA NA NA 1.09 NA NA NA NA 1.12 NA NA NA NA 0.96 NA NA NA NA 0.83 NA NA NA NA NA NA NA NA NA NA NA NA NA

CD82 antigen (C33 antigen) (IA4) (Inducible membrane protein R2) (Metastasis suppressor Kangai-1) (Suppressor of tumorigenicity 6 protein) (Tetraspanin-27) (Tspan-27) (CD antigen CD82)P27701 sp|P27701|CD82_HUMAN 3 2 42 0 0 1 4.74 4.99 1.7 1.82 1.39 1.52 14.9800003 14.9800003 3.74500006 3.74500006 3 3 1 1 3 3 NA 1 0.82 0.30 3.63 0.23 2.97 1.13 0.45 3.66 0.31 4.13 0.80 0.28 3.64 0.22 2.93 0.77 0.24 3.67 0.21 2.83 1.26 0.26 3.65 0.35 4.61 0.71 0.45 45.84 0.02 32.40 0.88 0.44 3.69 0.24 3.26 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.83 NA NA NA NA 0.94 NA NA NA

Aquaporin-5 (AQP-5) P55064 sp|P55064|AQP5_HUMAN 3 2 42 0 0 1 1.91 2.14 2 2.16 1.32 1.52 9.81099978 9.81099978 3.77399996 3.77399996 3 3 2 1 2 2 1 NA 1.21 0.31 3.74 0.32 4.54 1.36 0.22 4.04 0.34 5.48 0.79 0.26 3.72 0.21 2.95 1.31 0.23 3.72 0.35 4.89 1.09 0.57 3.74 0.29 4.06 1.23 0.30 3.73 0.33 4.57 0.59 0.13 3.90 0.15 2.28 1.27 NA NA NA NA 1.53 NA NA NA NA 0.35 NA NA NA NA 0.94 NA NA NA NA 0.99 NA NA NA NA 1.25 NA NA NA NA 1.07 NA NA NA NA NA NA NA NA NA NA NA NA NA

Putative GTP cyclohydrolase 1 type 2 NIF3L1 (EC 3.5.4.16) (Amyotrophic lateral sclerosis 2 chromosomal region candidate gene 1 protein) (GTP cyclohydrolase I) (NIF3-like protein 1)Q9GZT8 sp|Q9GZT8|NIF3L_HUMAN 3 2 42 0 0 1 3.57 3.88 1.59 1.77 1.5 1.88 4.77499999 4.77499999 4.77499999 1.85700003 2 2 2 1 3 3 NA 2 1.12 0.48 3.94 0.28 4.43 1.39 0.20 3.93 0.35 5.47 0.99 0.95 4.23 0.23 4.19 0.64 0.21 6.96 0.09 4.45 1.03 0.83 3.96 0.26 4.08 0.96 0.84 8.20 0.12 7.86 0.93 0.62 3.96 0.23 3.68 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.43 NA NA NA NA 1.33 NA NA NA

Glutathione peroxidase 1 (GPx-1) (GSHPx-1) (EC 1.11.1.9) (Cellular glutathione peroxidase)P07203 sp|P07203|GPX1_HUMAN 3 2 42 0 0 1 2.62 2.75 3.26 3.43 2.19 2.32 16.7500004 16.7500004 16.7500004 7.88199976 2 2 2 1 2 NA 2 1 1.74 0.35 73.74 0.02 128.53 1.35 0.51 50.70 0.03 68.52 1.11 0.79 41.23 0.03 45.57 0.99 0.96 5.77 0.17 5.72 1.14 0.80 148.95 0.01 169.25 1.29 0.24 3.69 0.35 4.77 1.71 0.16 5.47 0.31 9.33 1.33 NA NA NA NA 0.88 NA NA NA

Cytosolic 5'-nucleotidase 3A (EC 3.1.3.5) (Cytosolic 5'-nucleotidase 3) (Cytosolic 5'-nucleotidase III) (cN-III) (Pyrimidine 5'-nucleotidase 1) (P5'N-1) (P5N-1) (PN-I) (Uridine 5'-monophosphate hydrolase 1) (p36)Q9H0P0 sp|Q9H0P0|5NT3_HUMAN 3 2 42 0 0 1 3.07 3.6 1.6 1.83 2.02 2.46 5.95199987 5.95199987 2.97599994 2.97599994 2 2 1 1 2 2 1 NA 1.11 0.52 3.97 0.28 4.40 0.52 0.10 4.02 0.13 2.08 1.21 0.33 4.06 0.30 4.93 0.82 0.54 15.93 0.05 13.13 1.23 0.36 5.11 0.24 6.28 0.89 0.49 4.18 0.21 3.72 1.45 0.34 15.64 0.09 22.61 1.27 NA NA NA NA 0.86 NA NA NA NA 0.54 NA NA NA NA 1.24 NA NA NA NA 1.31 NA NA NA NA 0.78 NA NA NA NA 0.76 NA NA NA NA NA NA NA NA NA NA NA NA NA

Keratin, type II cytoskeletal 6A (Cytokeratin-6A) (CK-6A) (Cytokeratin-6D) (CK-6D) (Keratin-6A) (K6A) (Type-II keratin Kb6) (allergen Hom s 5)P02538 sp|P02538|K2C6A_HUMAN 2 0 42 0 0 0 4.83 54.95 NA NA 2 50.46 53.7199974 53.7199974 NA 42.3799992 44 44 NA 29 0 NA NA NA 0.37 0.09 6.54 0.06 2.42 1.54 0.24 8.98 0.17 13.82 0.95 0.94 1190.65 0.00 1134.39 1.06 0.91 333.23 0.00 354.36 0.37 0.27 268.37 0.00 99.18 1.19 0.38 4.37 0.27 5.17 1.08 0.89 316.49 0.00 341.35 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.56 NA NA NA NA 0.95 NA NA NA

Haptoglobin-related proteinP00739 sp|P00739|HPTR_HUMAN 2 2 42 0 0 0 2.87 35.31 4.13 29.81 NA NA 45.9800005 45.9800005 41.9499993 NA 33 33 24 NA 6 2 6 NA 0.17 0.32 0.79 1.27 0.52 0.86 1.66 0.45 0.01 1.49 0.30 0.67 0.49 0.01 1.57 0.31 0.76 4.20 0.02 2.66 1.58 11.20 0.49 0.02 1.57 0.31 0.77 0.73 0.04 1.34 0.55 0.98 0.75 0.25 1.87 0.40 1.41 4.70 0.00 1.81 2.60 8.48 NA NA NA NA NA NA NA NA NA

Alpha-centractin (Centractin) (ARP1) (Actin-RPV) (Centrosome-associated actin homolog)P61163 sp|P61163|ACTZ_HUMAN 2 2 42 0 0 0 1.41 6.94 13.23 14.69 NA NA 29.2600006 13.3000001 29.2600006 NA 9 3 9 NA 4 1 4 NA 0.32 1.82 1.03 0.68 0.64 0.77 0.76 0.87 0.50 1.73 0.50 1.52 2.12 0.04 2.02 1.05 4.28 1.48 0.01 1.26 1.17 1.87 0.76 0.14 1.54 0.50 1.17 0.81 0.07 1.26 0.64 1.03 1.18 0.57 2.30 0.51 2.72 1.33 0.05 1.33 1.00 1.78 NA NA NA NA NA NA NA NA NA

ADP-ribosylation factor 5P84085 sp|P84085|ARF5_HUMAN 2 2 42 0 0 0 NA NA 2 5.67 4.46 11.92 43.8899994 NA 27.2199988 43.8899994 8 NA 5 8 4 NA 2 4 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.28 NA NA NA NA 1.03 NA NA NA NA 1.19 NA NA NA NA 1.12 NA NA NA NA 1.13 NA NA NA NA 1.26 NA NA NA NA 1.00 NA NA NA NA 1.03 0.74 1.45 0.71 1.50 0.80 0.17 1.58 0.51

Ig lambda chain V-VI region SUTP06317 sp|P06317|LV603_HUMAN 2 2 42 0 0 0 NA NA 1.6 6.19 1.96 9.69 44.1399992 NA 27.9300004 44.1399992 7 NA 5 7 2 NA 1 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.11 NA NA NA NA 0.64 NA NA NA NA 1.27 NA NA NA NA 0.99 NA NA NA NA 0.85 NA NA NA NA 2.10 NA NA NA NA 1.30 NA NA NA NA 0.79 0.30 4.81 0.16 3.78 0.76 0.23 3.75 0.20

Tripeptidyl-peptidase 2 (TPP-2) (EC 3.4.14.10) (Tripeptidyl aminopeptidase) (Tripeptidyl-peptidase II) (TPP-II)P29144 sp|P29144|TPP2_HUMAN 2 2 42 0 0 0 NA NA 13.75 16.3 2.23 3.37 4.96399999 NA 4.96399999 0.8006 7 NA 7 1 8 NA 8 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.68 0.00 1.13 0.60 0.76 2.22 0.00 1.23 1.81 2.73 0.91 0.66 1.59 0.58 1.45 0.74 0.00 1.18 0.63 0.88 0.84 0.11 1.25 0.67 1.05 0.80 0.01 1.14 0.70 0.92 1.01 0.95 1.36 0.74 1.38 1.83 NA NA NA NA 0.85 NA NA NA

Glutamate--cysteine ligase catalytic subunit (EC 6.3.2.2) (GCS heavy chain) (Gamma-ECS) (Gamma-glutamylcysteine synthetase)P48506 sp|P48506|GSH1_HUMAN 2 2 42 0 0 0 10.59 11.67 2.15 2.43 NA NA 9.73299965 9.73299965 3.13999988 NA 7 7 2 NA 8 8 1 NA 1.52 0.04 1.48 1.03 2.25 0.57 0.02 1.55 0.37 0.89 1.07 0.67 1.41 0.76 1.50 0.77 0.02 1.24 0.62 0.95 1.40 0.08 1.46 0.96 2.04 0.96 0.82 1.49 0.64 1.43 1.89 0.00 1.40 1.35 2.64 1.09 NA NA NA NA 0.59 NA NA NA NA 0.75 NA NA NA NA 1.18 NA NA NA NA 1.31 NA NA NA NA 0.93 NA NA NA NA 0.79 NA NA NA NA NA NA NA NA NA NA NA NA NA

STE20-like serine/threonine-protein kinase (STE20-like kinase) (hSLK) (EC 2.7.11.1) (CTCL tumor antigen se20-9) (STE20-related serine/threonine-protein kinase) (STE20-related kinase) (Serine/threonine-protein kinase 2)Q9H2G2 sp|Q9H2G2|SLK_HUMAN 2 2 42 0 0 0 8.92 10.38 2.08 3 NA NA 5.58700003 5.58700003 0.89069996 NA 6 6 1 NA 8 8 1 NA 1.02 0.91 1.49 0.68 1.52 0.89 0.31 1.31 0.68 1.17 1.12 0.18 1.21 0.93 1.35 0.99 0.97 1.53 0.65 1.52 1.10 0.45 1.38 0.80 1.51 1.19 0.40 1.65 0.72 1.95 0.97 0.65 1.21 0.80 1.17 1.22 NA NA NA NA 0.86 NA NA NA NA 0.64 NA NA NA NA 1.15 NA NA NA NA 1.25 NA NA NA NA 1.01 NA NA NA NA 0.89 NA NA NA NA NA NA NA NA NA NA NA NA NA

Nuclease-sensitive element-binding protein 1 (CCAAT-binding transcription factor I subunit A) (CBF-A) (DNA-binding protein B) (DBPB) (Enhancer factor I subunit A) (EFI-A) (Y-box transcription factor) (Y-box-binding protein 1) (YB-1)P67809 sp|P67809|YBOX1_HUMAN 2 2 42 0 0 0 NA NA 2.1 2.14 6.88 6.95 18.2099998 NA 4.63000014 18.2099998 5 NA 3 5 3 NA 1 3 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.61 NA NA NA NA 2.14 NA NA NA NA 0.08 NA NA NA NA 1.25 NA NA NA NA 0.85 NA NA NA NA 0.50 NA NA NA NA 0.50 NA NA NA NA 0.90 0.41 1.52 0.59 1.38 1.54 0.28 3.52 0.44

26S proteasome non-ATPase regulatory subunit 5 (26S protease subunit S5 basic) (26S proteasome subunit S5B)Q16401 sp|Q16401|PSMD5_HUMAN 2 2 42 0 0 0 NA NA 4.21 5.73 2 4.51 8.73000026 NA 8.73000026 1.98400002 5 NA 5 2 3 NA 3 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.90 0.46 1.63 0.55 1.47 1.32 0.10 1.50 0.88 1.97 0.88 0.58 2.29 0.39 2.02 0.92 0.46 1.53 0.60 1.40 0.92 0.45 1.45 0.64 1.34 0.95 0.82 2.25 0.42 2.14 1.12 0.54 1.93 0.58 2.16 1.16 NA NA NA NA 0.98 NA NA NA

SHC-transforming protein 1 (SHC-transforming protein 3) (SHC-transforming protein A) (Src homology 2 domain-containing-transforming protein C1) (SH2 domain protein C1)P29353 sp|P29353|SHC1_HUMAN 2 2 42 0 0 0 8.14 8.27 2.04 2.11 NA NA 11.3200001 11.3200001 2.05799993 NA 5 5 1 NA 5 5 1 NA 1.24 0.05 1.25 0.99 1.55 1.23 0.06 1.25 0.98 1.53 0.99 0.95 1.32 0.75 1.31 1.03 0.76 1.32 0.78 1.36 1.14 0.16 1.25 0.91 1.42 1.08 0.66 1.65 0.65 1.78 0.84 0.24 1.48 0.57 1.23 1.06 NA NA NA NA 0.53 NA NA NA NA 1.82 NA NA NA NA 0.87 NA NA NA NA 0.89 NA NA NA NA 1.18 NA NA NA NA 1.52 NA NA NA NA NA NA NA NA NA NA NA NA NA

Plastin-1 (Intestine-specific plastin) (I-plastin)Q14651 sp|Q14651|PLSI_HUMAN 2 2 42 0 0 0 1.84 5.01 NA NA 2.31 7.78 6.35899976 3.33900005 NA 6.35899976 5 2 NA 5 2 1 NA 2 1.23 0.72 1.14 1.10 1.24 0.89 1.49 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.06 0.69 3.67 0.29 3.87 1.04 0.79 3.65 0.28

Cysteine-rich protein 2 (CRP-2) (Protein ESP1)P52943 sp|P52943|CRIP2_HUMAN 2 2 42 0 0 0 NA NA 4.12 4.16 4.08 4.15 27.3999989 NA 27.3999989 27.3999989 4 NA 3 4 4 NA 2 4 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.54 NA NA NA NA 0.72 NA NA NA NA 0.65 NA NA NA NA 1.32 NA NA NA NA 1.25 NA NA NA NA 1.22 NA NA NA NA 1.13 NA NA NA NA 0.97 0.85 5.67 0.17 5.48 0.93 0.68 5.50 0.17

Galectin-8 (Gal-8) (Po66 carbohydrate-binding protein) (Po66-CBP) (Prostate carcinoma tumor antigen 1) (PCTA-1)O00214 sp|O00214|LEG8_HUMAN 2 2 42 0 0 0 3.23 5.06 2.36 3.05 NA NA 8.51700008 8.51700008 5.36300018 NA 4 4 2 NA 2 2 1 NA 1.04 0.79 5.06 0.21 5.28 1.18 0.59 16.90 0.07 19.93 1.01 0.93 3.52 0.29 3.56 0.87 0.39 3.52 0.25 3.06 0.90 0.66 10.80 0.08 9.68 1.02 0.86 3.51 0.29 3.59 0.95 0.68 3.52 0.27 3.33 1.45 NA NA NA NA 1.66 NA NA NA NA 0.90 NA NA NA NA 0.89 NA NA NA NA 1.23 NA NA NA NA 1.07 NA NA NA NA 0.87 NA NA NA NA NA NA NA NA NA NA NA NA NA

Carbonic anhydrase 2 (EC 4.2.1.1) (Carbonate dehydratase II) (Carbonic anhydrase C) (CAC) (Carbonic anhydrase II) (CA-II)P00918 sp|P00918|CAH2_HUMAN 2 2 42 0 0 0 5.24 5.93 NA NA 1.54 1.67 19.2300007 19.2300007 NA 3.46199982 4 4 NA 1 3 3 NA 1 1.46 0.10 1.73 0.85 2.53 1.27 0.10 1.42 0.90 1.80 0.72 0.26 2.55 0.28 1.83 1.35 0.06 1.42 0.96 1.92 1.69 0.09 2.09 0.81 3.54 1.06 0.68 1.64 0.64 1.73 1.06 0.58 1.49 0.71 1.59 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.19 NA NA NA NA 0.90 NA NA NA

Ras-related protein Rab-14P61106 sp|P61106|RAB14_HUMAN 2 2 42 0 0 0 4.7 6.87 2.12 2.86 NA NA 20.9299997 20.9299997 8.83700028 NA 4 4 3 NA 4 4 1 NA 0.98 0.92 2.15 0.45 2.10 1.16 0.52 1.94 0.60 2.26 1.15 0.50 1.80 0.64 2.07 1.45 0.03 1.35 1.07 1.95 0.91 0.49 1.44 0.63 1.32 1.32 0.24 1.83 0.72 2.41 1.16 0.25 1.40 0.83 1.63 1.54 NA NA NA NA 1.33 NA NA NA NA 0.59 NA NA NA NA 1.02 NA NA NA NA 0.87 NA NA NA NA 0.90 NA NA NA NA 0.65 NA NA NA NA NA NA NA NA NA NA NA NA NA

Sorting nexin-6 (TRAF4-associated factor 2) [Cleaved into: Sorting nexin-6, N-terminally processed]Q9UNH7 sp|Q9UNH7|SNX6_HUMAN 2 2 42 0 0 0 7.32 8.47 NA NA 1.8 3.09 9.35999975 9.35999975 NA 1.97000001 4 4 NA 1 5 5 NA 2 1.11 0.42 1.41 0.78 1.56 0.76 0.10 1.44 0.53 1.10 1.18 0.10 1.25 0.94 1.48 1.10 0.35 1.32 0.83 1.46 1.30 0.03 1.25 1.04 1.64 1.10 0.30 1.26 0.87 1.38 1.05 0.57 1.25 0.83 1.31 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.80 NA NA NA NA 1.19 NA NA NA

Protein transport protein Sec31A (ABP125) (ABP130) (SEC31-like protein 1) (SEC31-related protein A) (Web1-like protein)O94979 sp|O94979|SC31A_HUMAN 2 2 42 0 0 0 NA NA 2.03 2.54 4.89 5.5 3.60700004 NA 1.06600002 3.60700004 3 NA 1 3 4 NA 1 4 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.89 NA NA NA NA 1.37 NA NA NA NA 1.02 NA NA NA NA 1.04 NA NA NA NA 1.04 NA NA NA NA 1.01 NA NA NA NA 1.05 NA NA NA NA 1.15 0.75 5.23 0.22 6.01 1.23 0.17 1.54 0.80

Membrane primary amine oxidase (EC 1.4.3.21) (Copper amine oxidase) (HPAO) (Semicarbazide-sensitive amine oxidase) (SSAO) (Vascular adhesion protein 1) (VAP-1)Q16853 sp|Q16853|AOC3_HUMAN 2 2 42 0 0 0 NA NA 2.5 2.73 6 6.29 4.8489999 NA 2.62100007 4.8489999 3 NA 2 3 3 NA 1 3 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.92 NA NA NA NA 0.79 NA NA NA NA 2.38 NA NA NA NA 0.77 NA NA NA NA 0.93 NA NA NA NA 1.25 NA NA NA NA 1.79 NA NA NA NA 0.93 0.54 1.50 0.62 1.40 0.98 0.85 1.44 0.68

Casein kinase I isoform gamma-1 (CKI-gamma 1) (EC 2.7.11.1)Q9HCP0 sp|Q9HCP0|KC1G1_HUMAN 2 2 42 0 0 0 NA NA 1.9 2.21 4.78 5.1 10.6600002 NA 2.13300008 10.6600002 3 NA 1 3 2 NA 1 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.26 NA NA NA NA 0.70 NA NA NA NA 1.22 NA NA NA NA 0.97 NA NA NA NA 1.02 NA NA NA NA 0.99 NA NA NA NA 1.13 NA NA NA NA 1.00 1.00 52.58 0.02 52.54 0.98 0.88 4.70 0.21

Alpha-amylase 1 (EC 3.2.1.1) (1,4-alpha-D-glucan glucanohydrolase 1) (Salivary alpha-amylase)P04745 sp|P04745|AMY1_HUMAN 2 2 42 0 0 0 4.86 5.04 NA NA 2.02 2.07 7.632 7.632 NA 2.15300005 3 3 NA 1 3 3 NA 2 0.66 0.20 5.63 0.12 3.70 0.65 0.38 39.28 0.02 25.53 1.20 0.33 3.60 0.33 4.31 0.90 0.48 3.51 0.26 3.16 2.23 0.18 20.75 0.11 46.21 0.72 0.19 3.66 0.20 2.64 0.89 0.56 5.62 0.16 5.02 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.25 NA NA NA NA 0.28 NA NA NA

Alcohol dehydrogenase class-3 (EC 1.1.1.1) (Alcohol dehydrogenase 5) (Alcohol dehydrogenase class chi chain) (Alcohol dehydrogenase class-III) (Glutathione-dependent formaldehyde dehydrogenase) (FALDH) (FDH) (GSH-FDH) (EC 1.1.1.-) (S-(hydroxymethyl)glutathione dehydrogenase) (EC 1.1.1.284)P11766 sp|P11766|ADHX_HUMAN 2 2 42 0 0 0 7.24 7.49 1.49 1.56 NA NA 8.55600014 8.55600014 6.41700029 NA 3 3 2 NA 7 7 2 NA 1.35 0.06 1.38 0.98 1.87 0.82 0.08 1.26 0.66 1.04 1.31 0.02 1.24 1.06 1.62 1.22 0.07 1.24 0.98 1.51 1.39 0.05 1.39 1.00 1.94 0.94 0.48 1.23 0.76 1.16 1.17 0.10 1.23 0.95 1.44 1.07 NA NA NA NA 0.65 NA NA NA NA 1.18 NA NA NA NA 1.19 NA NA NA NA 1.26 NA NA NA NA 0.82 NA NA NA NA 0.76 NA NA NA NA NA NA NA NA NA NA NA NA NA

Trifunctional purine biosynthetic protein adenosine-3 [Includes: Phosphoribosylamine--glycine ligase (EC 6.3.4.13) (Glycinamide ribonucleotide synthetase) (GARS) (Phosphoribosylglycinamide synthetase); Phosphoribosylformylglycinamidine cyclo-ligase (EC 6.3.3.1) (AIR synthase) (AIRS) (Phosphoribosyl-aminoimidazole synthetase); Phosphoribosylglycinamide formyltransferase (EC 2.1.2.2) (5'-phosphoribosylglycinamide transformylase) (GAR transformylase) (GART)]P22102 sp|P22102|PUR2_HUMAN 2 2 42 0 0 0 4.47 4.93 2.1 2.61 NA NA 2.87100002 2.87100002 1.97999999 NA 3 3 1 NA 2 2 1 NA 1.06 0.66 3.68 0.29 3.91 1.07 0.91 484.07 0.00 519.62 0.95 0.70 3.66 0.26 3.48 0.91 0.52 3.65 0.25 3.31 1.01 0.94 3.91 0.26 3.95 0.90 0.48 3.67 0.24 3.29 0.86 0.55 9.34 0.09 8.05 1.32 NA NA NA NA 0.88 NA NA NA NA 1.44 NA NA NA NA 1.05 NA NA NA NA 1.06 NA NA NA NA 1.40 NA NA NA NA 1.59 NA NA NA NA NA NA NA NA NA NA NA NA NA

Stress-induced-phosphoprotein 1 (STI1) (Hsc70/Hsp90-organizing protein) (Hop) (Renal carcinoma antigen NY-REN-11) (Transformation-sensitive protein IEF SSP 3521)P31948 sp|P31948|STIP1_HUMAN 2 2 42 0 0 0 2.05 2.67 4 4.69 NA NA 4.78800014 1.84199996 4.78800014 NA 3 1 3 NA 2 2 2 NA 2.01 0.62 1.06 0.91 1.65 0.83 0.87 1.19 0.34 3.58 0.33 4.25 0.79 0.33 5.56 0.14 4.38 0.57 0.12 3.64 0.16 2.09 1.32 0.30 6.01 0.22 7.93 1.03 0.81 3.58 0.29 3.70 0.82 0.54 16.00 0.05 13.18 0.67 0.16 3.58 0.19 2.42 NA NA NA NA NA NA NA NA NA

Ras GTPase-activating-like protein IQGAP2Q13576 sp|Q13576|IQGA2_HUMAN 2 2 42 0 0 0 5.88 8.11 NA NA 2.43 5.73 2.73000002 1.90500002 NA 2.73000002 3 3 NA 2 3 3 NA 1 1.12 0.39 1.55 0.72 1.73 0.87 0.25 1.44 0.61 1.26 0.92 0.51 1.54 0.60 1.42 0.72 0.06 1.44 0.50 1.04 1.07 0.53 1.44 0.74 1.53 0.65 0.09 1.86 0.35 1.20 1.14 0.59 2.41 0.47 2.74 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.02 NA NA NA NA 0.73 NA NA NA

Leucine-rich repeat flightless-interacting protein 1 (LRR FLII-interacting protein 1) (GC-binding factor 2) (TAR RNA-interacting protein)Q32MZ4 sp|Q32MZ4|LRRF1_HUMAN 2 2 42 0 0 0 6.14 6.73 NA NA 2.4 3.18 5.56900017 5.56900017 NA 1.73300002 3 3 NA 1 3 3 NA 2 0.92 0.46 1.52 0.60 1.39 1.18 0.56 2.82 0.42 3.33 1.28 0.10 1.42 0.90 1.82 0.98 0.83 1.42 0.69 1.40 1.38 0.06 1.42 0.97 1.96 1.08 0.52 1.49 0.72 1.61 1.10 0.52 1.71 0.64 1.89 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.14 NA NA NA NA 1.09 NA NA NA

Dedicator of cytokinesis protein 11 (Activated Cdc42-associated guanine nucleotide exchange factor) (ACG) (Zizimin-2)Q5JSL3 sp|Q5JSL3|DOC11_HUMAN 2 2 42 0 0 0 1.53 4.89 3.52 8.03 NA NA 1.54400002 0.33770001 1.54400002 NA 3 1 3 NA 3 1 3 NA 0.99 1.26 1.56 1.37 0.98 1.46 1.30 1.12 0.32 1.44 0.77 1.61 1.42 0.08 1.58 0.90 2.24 1.29 0.14 1.61 0.81 2.08 1.02 0.94 2.58 0.39 2.63 1.00 0.98 1.52 0.65 1.52 1.12 0.52 1.91 0.59 2.15 0.93 0.70 2.01 0.46 1.87 NA NA NA NA NA NA NA NA NA

Polypeptide N-acetylgalactosaminyltransferase 5 (EC 2.4.1.41) (Polypeptide GalNAc transferase 5) (GalNAc-T5) (pp-GaNTase 5) (Protein-UDP acetylgalactosaminyltransferase 5) (UDP-GalNAc:polypeptide N-acetylgalactosaminyltransferase 5)Q7Z7M9 sp|Q7Z7M9|GALT5_HUMAN 2 2 42 0 0 0 4.24 5.1 1.92 2.63 NA NA 3.40400003 3.40400003 1.48900002 NA 3 3 1 NA 2 2 1 NA 1.07 0.63 3.71 0.29 3.97 0.88 0.58 7.28 0.12 6.43 0.73 0.20 3.70 0.20 2.69 0.88 0.50 5.44 0.16 4.76 1.14 0.42 3.75 0.30 4.28 1.13 0.49 4.44 0.25 5.01 0.66 0.16 3.68 0.18 2.44 0.81 NA NA NA NA 0.59 NA NA NA NA 2.20 NA NA NA NA 1.14 NA NA NA NA 0.82 NA NA NA NA 1.27 NA NA NA NA 1.50 NA NA NA NA NA NA NA NA NA NA NA NA NA

DnaJ homolog subfamily A member 4Q8WW22 sp|Q8WW22|DNJA4_HUMAN 2 2 42 0 0 0 4.32 5.01 NA NA 2.09 2.61 13.8500005 13.8500005 NA 6.29699975 3 3 NA 1 2 2 NA 1 1.57 0.15 3.94 0.40 6.17 0.74 0.21 3.65 0.20 2.70 1.05 0.82 6.72 0.16 7.02 0.82 0.35 4.56 0.18 3.75 1.20 0.32 3.63 0.33 4.37 0.82 0.36 5.27 0.15 4.30 1.08 0.57 3.63 0.30 3.94 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.46 NA NA NA NA 1.17 NA NA NA

Heme-binding protein 1 (p22HBP)Q9NRV9 sp|Q9NRV9|HEBP1_HUMAN 2 2 42 0 0 0 4.05 4.25 6.06 6.19 NA NA 22.7500007 17.4600005 22.7500007 NA 3 2 3 NA 3 2 3 NA 1.42 1.34 1.14 1.27 1.02 1.32 0.93 1.73 0.03 1.47 1.18 2.54 0.93 0.48 1.47 0.63 1.36 0.99 0.97 2.12 0.47 2.10 1.23 0.14 1.47 0.84 1.81 1.09 0.44 1.47 0.74 1.60 1.34 0.08 1.47 0.91 1.98 1.12 0.34 1.47 0.76 1.64 NA NA NA NA NA NA NA NA NA

Macrophage receptor MARCO (Macrophage receptor with collagenous structure) (Scavenger receptor class A member 2)Q9UEW3 sp|Q9UEW3|MARCO_HUMAN2 2 42 0 0 0 5.2 5.43 1.95 1.96 NA NA 7.5000003 7.5000003 5.19200005 NA 3 3 2 NA 4 4 1 NA 0.68 0.39 4.75 0.14 3.20 0.79 0.45 3.01 0.26 2.38 1.41 0.13 1.80 0.78 2.53 1.17 0.59 2.90 0.40 3.38 1.13 0.31 1.48 0.76 1.68 1.37 0.23 2.22 0.62 3.03 1.38 0.12 1.67 0.82 2.30 0.84 NA NA NA NA 0.65 NA NA NA NA 2.28 NA NA NA NA 0.80 NA NA NA NA 0.90 NA NA NA NA 1.37 NA NA NA NA 1.64 NA NA NA NA NA NA NA NA NA NA NA NA NA

Ubiquitin-like modifier-activating enzyme 6 (Ubiquitin-activating enzyme 6) (Monocyte protein 4) (MOP-4) (Ubiquitin-activating enzyme E1-like protein 2) (E1-L2)A0AVT1 sp|A0AVT1|UBA6_HUMAN 2 2 42 0 0 1 NA NA 2.37 3.44 3.88 4.98 3.32700014 NA 1.23600001 3.32700014 2 NA 1 2 3 NA 1 3 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.10 NA NA NA NA 0.99 NA NA NA NA 1.32 NA NA NA NA 1.03 NA NA NA NA 1.17 NA NA NA NA 0.99 NA NA NA NA 1.39 NA NA NA NA 1.02 0.88 4.30 0.24 4.40 1.00 0.99 9.17 0.11

A6NK07 A6NK07 sp|A6NK07|IF2BL_HUMAN 2 2 42 0 0 1 NA NA 1.89 2.15 2.82 3.09 9.17399973 NA 9.17399973 9.17399973 2 NA 2 2 2 NA 1 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.87 NA NA NA NA 1.27 NA NA NA NA 0.97 NA NA NA NA 0.81 NA NA NA NA 1.08 NA NA NA NA 1.07 NA NA NA NA 1.02 NA NA NA NA 0.79 0.25 3.57 0.22 2.82 1.26 0.26 3.56 0.35

Lysosomal alpha-mannosidase (Laman) (EC 3.2.1.24) (Lysosomal acid alpha-mannosidase) (Mannosidase alpha class 2B member 1) (Mannosidase alpha-B) [Cleaved into: Lysosomal alpha-mannosidase A peptide; Lysosomal alpha-mannosidase B peptide; Lysosomal alpha-mannosidase C peptide; Lysosomal alpha-mannosidase D peptide; Lysosomal alpha-mannosidase E peptide]O00754 sp|O00754|MA2B1_HUMAN 2 2 42 0 0 1 NA NA 3.52 3.77 2.02 2.44 2.37399992 NA 2.37399992 1.088 2 NA 2 1 3 NA 3 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.84 0.36 1.87 0.45 1.57 2.13 0.01 1.44 1.48 3.07 0.73 0.40 3.72 0.20 2.70 0.95 0.75 1.89 0.50 1.79 0.74 0.08 1.47 0.50 1.08 0.86 0.54 2.35 0.37 2.03 0.77 0.55 4.75 0.16 3.67 1.16 NA NA NA NA 0.71 NA NA NA

Villin-like protein O15195 sp|O15195|VILL_HUMAN 2 2 42 0 0 1 NA NA 4.42 5.26 2.23 3.03 2.92099994 NA 2.92099994 1.63599998 2 NA 2 1 2 NA 2 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.04 0.83 6.07 0.17 6.31 0.74 0.36 10.74 0.07 7.98 0.94 0.67 3.89 0.24 3.66 0.91 0.74 14.81 0.06 13.50 0.67 0.30 12.36 0.05 8.33 0.99 0.93 3.84 0.26 3.80 1.16 0.40 3.79 0.31 4.37 1.45 NA NA NA NA 1.15 NA NA NA

Ubiquitin-like protein ISG15 (Interferon-induced 15 kDa protein) (Interferon-induced 17 kDa protein) (IP17) (Ubiquitin cross-reactive protein) (hUCRP)P05161 sp|P05161|ISG15_HUMAN 2 2 42 0 0 1 NA NA 2.04 2.07 4 4.12 10.9099999 NA 7.87900016 10.9099999 2 NA 1 2 2 NA 1 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.07 NA NA NA NA 1.06 NA NA NA NA 1.05 NA NA NA NA 0.98 NA NA NA NA 0.91 NA NA NA NA 0.97 NA NA NA NA 1.98 NA NA NA NA 0.92 0.58 3.71 0.25 3.42 1.03 0.87 6.74 0.15

C4b-binding protein beta chainP20851 sp|P20851|C4BPB_HUMAN 2 2 42 0 0 1 NA NA 2.04 2.12 2.12 2.33 5.55600002 NA 5.55600002 5.55600002 2 NA 1 2 3 NA 1 3 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.32 NA NA NA NA 0.86 NA NA NA NA 3.78 NA NA NA NA 0.50 NA NA NA NA 0.69 NA NA NA NA 0.70 NA NA NA NA 3.61 NA NA NA NA 0.54 0.29 50.20 0.01 26.89 1.07 0.62 3.61 0.30

S-phase kinase-associated protein 1 (Cyclin-A/CDK2-associated protein p19) (Organ of Corti protein 2) (OCP-2) (Organ of Corti protein II) (OCP-II) (RNA polymerase II elongation factor-like protein) (SIII) (Transcription elongation factor B) (p19A) (p19skp1)P63208 sp|P63208|SKP1_HUMAN 2 2 42 0 0 1 NA NA 3.96 4.19 1.97 2.24 12.2699998 NA 12.2699998 4.90799993 2 NA 2 1 3 NA 3 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.78 0.34 6.59 0.12 5.14 0.98 0.90 3.72 0.26 3.66 0.73 0.25 5.22 0.14 3.81 1.13 0.45 3.69 0.31 4.15 1.09 0.57 3.71 0.29 4.03 0.92 0.73 10.61 0.09 9.76 0.96 0.74 3.71 0.26 3.55 0.90 NA NA NA NA 1.24 NA NA NA

Transmembrane glycoprotein NMB (Transmembrane glycoprotein HGFIN)Q14956 sp|Q14956|GPNMB_HUMAN 2 2 42 0 0 1 NA NA 2.76 3.12 2 2.53 4.72000018 NA 4.72000018 3.14700007 2 NA 2 1 3 NA 3 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.74 0.61 227.69 0.00 167.99 1.75 0.37 108.98 0.02 190.52 1.36 0.25 5.15 0.26 7.02 0.74 0.21 3.51 0.21 2.61 0.61 0.13 3.51 0.17 2.16 1.32 0.22 3.51 0.38 4.64 2.99 0.13 17.26 0.17 51.59 0.58 NA NA NA NA 0.85 NA NA NA

V-type proton ATPase subunit F (V-ATPase subunit F) (V-ATPase 14 kDa subunit) (Vacuolar proton pump subunit F)Q16864 sp|Q16864|VATF_HUMAN 2 2 42 0 0 1 NA NA 4 4.31 2.01 2.44 30.250001 NA 30.250001 20.1700002 2 NA 2 1 2 NA 2 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.63 0.19 6.32 0.10 3.99 2.93 0.16 31.65 0.09 92.68 0.58 0.54 2625.56 0.00 1519.26 0.61 0.16 4.78 0.13 2.91 0.68 0.31 12.35 0.06 8.44 0.72 0.23 4.77 0.15 3.43 0.70 0.63 1024.48 0.00 716.68 1.12 NA NA NA NA 0.78 NA NA NA

MAGUK p55 subfamily member 5Q8N3R9 sp|Q8N3R9|MPP5_HUMAN 2 2 42 0 0 1 NA NA 2.33 2.85 2.04 2.86 2.81499997 NA 2.81499997 2.81499997 2 NA 2 2 3 NA 2 3 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.32 0.25 4.23 0.31 5.57 0.96 0.76 4.19 0.23 4.01 0.93 0.65 4.28 0.22 3.99 1.20 0.36 4.17 0.29 4.99 1.12 0.49 4.17 0.27 4.68 1.29 0.35 7.06 0.18 9.08 1.07 0.93 1792.33 0.00 1910.15 1.28 NA NA NA NA 0.73 NA NA NA

Formin-like protein 2 (Formin homology 2 domain-containing protein 2)Q96PY5 sp|Q96PY5|FMNL2_HUMAN 2 2 42 0 0 1 NA NA 4.19 5.77 2.17 3.26 2.39400007 NA 2.39400007 1.28899999 2 NA 2 1 3 NA 3 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.83 0.34 3.90 0.21 3.25 1.47 0.28 9.59 0.15 14.10 1.50 0.18 4.55 0.33 6.84 0.91 0.52 3.83 0.24 3.47 0.96 0.76 3.85 0.25 3.69 1.34 0.59 141.90 0.01 190.08 1.24 0.30 3.86 0.32 4.77 0.79 NA NA NA NA 1.06 NA NA NA

V-type proton ATPase subunit D (V-ATPase subunit D) (V-ATPase 28 kDa accessory protein) (Vacuolar proton pump subunit D)Q9Y5K8 sp|Q9Y5K8|VATD_HUMAN 2 2 42 0 0 1 NA NA 1.88 1.94 1.32 1.61 15.7900006 NA 15.7900006 9.31200013 2 NA 2 1 2 NA 2 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.46 0.16 3.53 0.41 5.14 1.30 0.23 3.52 0.37 4.57 1.26 0.26 3.53 0.36 4.43 0.80 0.59 47.01 0.02 37.46 0.73 0.23 4.35 0.17 3.18 1.24 0.27 3.52 0.35 4.36 1.38 0.25 5.32 0.26 7.33 1.15 NA NA NA NA 1.00 NA NA NA

Eukaryotic translation elongation factor 1 epsilon-1 (Aminoacyl tRNA synthetase complex-interacting multifunctional protein 3) (Elongation factor p18) (Multisynthase complex auxiliary component p18)O43324 sp|O43324|MCA3_HUMAN 2 2 42 0 0 1 2.85 3.11 4.07 4.35 NA NA 12.6399994 12.6399994 12.6399994 NA 2 2 2 NA 2 1 2 NA 0.83 1.40 1.00 0.99 0.72 1.33 0.84 1.00 1.00 20.67 0.05 20.70 2.05 0.30 113.51 0.02 233.20 0.99 0.97 3.92 0.25 3.90 0.88 0.43 3.89 0.22 3.41 1.13 0.72 29.59 0.04 33.47 0.93 0.82 29.47 0.03 27.26 1.00 0.99 104.12 0.01 104.44 NA NA NA NA NA NA NA NA NA

General vesicular transport factor p115 (Protein USO1 homolog) (Transcytosis-associated protein) (TAP) (Vesicle-docking protein)O60763 sp|O60763|USO1_HUMAN 2 2 42 0 0 1 2.5 3.36 2.04 3.2 NA NA 2.599 1.97500009 2.599 NA 2 1 2 NA 3 3 1 NA 0.77 0.61 134.57 0.01 102.95 0.82 0.35 4.86 0.17 3.96 1.54 0.25 9.41 0.16 14.47 1.32 0.35 9.09 0.15 12.02 0.98 0.92 8.57 0.11 8.39 1.82 0.23 18.23 0.10 33.14 1.47 0.39 32.08 0.05 47.06 0.95 NA NA NA NA 1.13 NA NA NA NA 1.32 NA NA NA NA 1.28 NA NA NA NA 1.06 NA NA NA NA 0.85 NA NA NA NA 1.01 NA NA NA NA NA NA NA NA NA NA NA NA NA

Plasma serine protease inhibitor (Acrosomal serine protease inhibitor) (Plasminogen activator inhibitor 3) (PAI-3) (PAI3) (Protein C inhibitor) (PCI) (Serpin A5)P05154 sp|P05154|IPSP_HUMAN 2 2 42 0 0 1 3.15 4.02 2.03 2.4 NA NA 5.17200008 5.17200008 2.709 NA 2 2 1 NA 2 2 1 NA 0.89 0.44 3.51 0.25 3.11 0.91 0.50 3.51 0.26 3.18 1.31 0.42 14.50 0.09 19.05 1.48 0.17 4.00 0.37 5.94 0.99 0.96 11.06 0.09 10.91 0.99 0.93 3.51 0.28 3.47 1.19 0.38 4.42 0.27 5.24 1.08 NA NA NA NA 0.56 NA NA NA NA 1.23 NA NA NA NA 1.04 NA NA NA NA 1.07 NA NA NA NA 1.42 NA NA NA NA 1.83 NA NA NA NA NA NA NA NA NA NA NA NA NA

Clathrin light chain B (Lcb)P09497 sp|P09497|CLCB_HUMAN 2 2 42 0 0 1 2.05 2.18 1.47 1.51 NA NA 6.98700026 6.98700026 3.05700004 NA 2 2 1 NA 2 1 2 NA 0.97 1.17 1.06 0.81 1.16 1.04 0.90 0.92 0.58 3.60 0.26 3.33 1.53 0.15 3.61 0.42 5.52 0.81 0.29 3.60 0.23 2.93 1.10 0.59 5.30 0.21 5.85 1.39 0.19 3.61 0.38 5.01 0.69 0.17 3.62 0.19 2.50 0.72 0.68 1960.83 0.00 1418.99 NA NA NA NA NA NA NA NA NA

Cytochrome b-245 light chain (Cytochrome b(558) alpha chain) (Cytochrome b558 subunit alpha) (Neutrophil cytochrome b 22 kDa polypeptide) (Superoxide-generating NADPH oxidase light chain subunit) (p22 phagocyte B-cytochrome) (p22-phox) (p22phox)P13498 sp|P13498|CY24A_HUMAN 2 2 42 0 0 1 2.02 2.1 2.59 2.59 NA NA 5.12799993 5.12799993 5.12799993 NA 2 1 2 NA 2 1 2 NA 0.64 0.80 1.30 1.48 0.80 0.85 2.75 0.65 0.16 4.01 0.16 2.60 0.75 0.25 4.69 0.16 3.51 1.79 0.23 16.60 0.11 29.68 0.78 0.26 3.95 0.20 3.08 1.51 0.23 7.47 0.20 11.25 1.78 0.15 6.06 0.29 10.76 0.85 0.36 3.94 0.21 3.33 NA NA NA NA NA NA NA NA NA

Azurocidin (Cationic antimicrobial protein CAP37) (Heparin-binding protein) (HBP)P20160 sp|P20160|CAP7_HUMAN 2 2 42 0 0 1 2 2.09 NA NA 4.01 4.24 9.56199989 4.38200012 NA 9.56199989 2 1 NA 2 4 1 NA 4 0.15 0.18 0.51 0.23 0.24 0.66 0.26 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.88 0.34 1.55 0.57 1.36 0.43 0.03 1.80 0.24

Cation-dependent mannose-6-phosphate receptor (CD Man-6-P receptor) (CD-MPR) (46 kDa mannose 6-phosphate receptor) (MPR 46)P20645 sp|P20645|MPRD_HUMAN 2 2 42 0 0 1 4.7 5.07 NA NA 2.27 2.6 9.02500004 9.02500004 NA 5.05400002 2 2 NA 1 3 3 NA 1 0.84 0.17 1.43 0.58 1.20 1.29 0.24 1.95 0.66 2.52 0.93 0.79 2.87 0.32 2.66 0.90 0.50 1.76 0.51 1.59 0.83 0.16 1.43 0.58 1.19 1.27 0.28 2.02 0.63 2.58 1.00 0.98 1.72 0.58 1.71 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.94 NA NA NA NA 0.73 NA NA NA

Catechol O-methyltransferase (EC 2.1.1.6)P21964 sp|P21964|COMT_HUMAN 2 2 42 0 0 1 2 2.19 NA NA 3.36 3.75 11.4399999 2.95199994 NA 11.4399999 2 1 NA 2 3 1 NA 3 1.07 0.69 1.09 0.71 1.02 0.80 1.09 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.88 0.63 10.46 0.08 9.26 1.19 0.44 6.16 0.19

Tyrosine-protein kinase receptor UFO (EC 2.7.10.1) (AXL oncogene)P30530 sp|P30530|UFO_HUMAN 2 2 42 0 0 1 2 2.81 3.3 3.44 NA NA 2.57300008 1.34199997 2.57300008 NA 2 1 2 NA 2 1 2 NA 1.42 0.80 1.29 1.69 0.80 1.68 1.36 1.39 0.20 3.82 0.36 5.29 0.73 0.28 6.96 0.10 5.06 1.72 0.12 3.78 0.46 6.50 1.00 0.97 3.82 0.26 3.80 1.02 0.89 4.85 0.21 4.96 1.76 0.12 3.78 0.47 6.64 2.03 0.09 3.82 0.53 7.75 NA NA NA NA NA NA NA NA NA

Protein numb homolog (h-Numb) (Protein S171)P49757 sp|P49757|NUMB_HUMAN 2 2 42 0 0 1 2.13 2.57 3.1 3.2 NA NA 2.91900002 1.53599996 2.91900002 NA 2 1 2 NA 2 2 1 NA 1.48 0.45 67.61 0.02 100.04 1.25 0.76 1329.40 0.00 1655.15 0.73 0.39 16.84 0.04 12.29 1.01 0.95 5.14 0.20 5.19 0.65 0.15 3.61 0.18 2.36 0.89 0.44 3.59 0.25 3.19 0.82 0.38 5.44 0.15 4.47 2.88 NA NA NA NA 1.22 NA NA NA NA 0.86 NA NA NA NA 1.07 NA NA NA NA 1.04 NA NA NA NA 1.07 NA NA NA NA 0.79 NA NA NA NA NA NA NA NA NA NA NA NA NA

Sodium/potassium-transporting ATPase subunit beta-3 (Sodium/potassium-dependent ATPase subunit beta-3) (ATPB-3) (CD antigen CD298)P54709 sp|P54709|AT1B3_HUMAN 2 2 42 0 0 1 3.42 3.71 2.07 2.25 NA NA 10.0400001 10.0400001 5.01799993 NA 2 2 1 NA 3 3 1 NA 0.75 0.24 2.11 0.35 1.58 1.36 0.25 2.29 0.59 3.11 0.83 0.39 2.08 0.40 1.73 0.90 0.59 2.08 0.43 1.87 0.67 0.04 1.43 0.47 0.97 0.86 0.54 2.33 0.37 2.02 1.04 0.75 1.52 0.68 1.58 1.07 NA NA NA NA 0.80 NA NA NA NA 1.16 NA NA NA NA 1.01 NA NA NA NA 1.76 NA NA NA NA 1.48 NA NA NA NA 1.55 NA NA NA NA NA NA NA NA NA NA NA NA NA

BH3-interacting domain death agonist (p22 BID) (BID) [Cleaved into: BH3-interacting domain death agonist p15 (p15 BID); BH3-interacting domain death agonist p13 (p13 BID); BH3-interacting domain death agonist p11 (p11 BID)]P55957 sp|P55957|BID_HUMAN 2 2 42 0 0 1 2 2.13 3.6 3.71 NA NA 13.3300006 6.66700006 13.3300006 NA 2 1 2 NA 2 2 2 NA 1.35 0.83 0.97 1.30 1.12 1.20 1.18 0.94 0.62 3.52 0.27 3.30 0.96 0.91 52.62 0.02 50.28 1.11 0.75 24.53 0.05 27.22 0.86 0.48 5.79 0.15 4.99 0.94 0.65 4.04 0.23 3.78 0.90 0.49 3.53 0.26 3.19 0.98 0.96 41.93 0.02 41.22 NA NA NA NA NA NA NA NA NA

Growth factor receptor-bound protein 2 (Adapter protein GRB2) (Protein Ash) (SH2/SH3 adapter GRB2)P62993 sp|P62993|GRB2_HUMAN 2 2 42 0 0 1 3.27 3.59 NA NA 2.03 2.41 9.21700001 9.21700001 NA 3.6869999 2 2 NA 1 4 4 NA 1 1.10 0.60 2.02 0.55 2.23 1.31 0.31 2.35 0.56 3.09 1.07 0.77 2.40 0.45 2.57 1.24 0.23 1.69 0.73 2.09 1.14 0.26 1.45 0.79 1.65 1.09 0.48 1.53 0.71 1.67 1.04 0.68 1.45 0.72 1.51 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.16 NA NA NA NA 0.84 NA NA NA

AMP deaminase 3 (EC 3.5.4.6) (AMP deaminase isoform E) (Erythrocyte AMP deaminase)Q01432 sp|Q01432|AMPD3_HUMAN 2 2 42 0 0 1 2 2.92 NA NA 3.81 4.77 2.86800005 2.21599992 NA 2.86800005 2 2 NA 2 2 1 NA 2 1.57 0.40 0.65 0.78 0.85 0.95 0.60 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.19 0.49 8.38 0.14 9.99 1.04 0.79 3.83 0.27

Secernin-1 Q12765 sp|Q12765|SCRN1_HUMAN 2 2 42 0 0 1 2.64 2.96 1.86 1.92 NA NA 6.76300004 6.76300004 2.17400007 NA 2 2 1 NA 2 2 1 NA 1.05 0.81 6.70 0.16 7.01 0.82 0.30 3.55 0.23 2.90 1.06 0.65 3.54 0.30 3.77 1.05 0.87 17.32 0.06 18.16 1.10 0.52 3.56 0.31 3.91 1.24 0.38 6.30 0.20 7.83 1.17 0.47 5.93 0.20 6.91 1.78 NA NA NA NA 1.27 NA NA NA NA 0.87 NA NA NA NA 0.99 NA NA NA NA 1.03 NA NA NA NA 0.98 NA NA NA NA 1.20 NA NA NA NA NA NA NA NA NA NA NA NA NA

E3 ubiquitin-protein ligase CBL-B (EC 6.3.2.-) (Casitas B-lineage lymphoma proto-oncogene b) (RING finger protein 56) (SH3-binding protein CBL-B) (Signal transduction protein CBL-B)Q13191 sp|Q13191|CBLB_HUMAN 2 2 42 0 0 1 1.85 2.43 NA NA 2.52 3.28 2.95299999 2.95299999 NA 1.62899997 2 2 NA 1 4 1 NA 4 1.36 0.90 0.98 1.10 1.16 1.10 0.97 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.15 0.42 3.86 0.30 4.44 0.96 0.82 7.02 0.14

Raftlin (Cell migration-inducing gene 2 protein) (Raft-linking protein)Q14699 sp|Q14699|RFTN1_HUMAN 2 2 42 0 0 1 4 4.28 2 2.16 NA NA 8.47800002 8.47800002 5.01700006 NA 2 2 1 NA 2 2 2 NA 1.19 0.44 6.01 0.20 7.13 1.23 0.44 8.85 0.14 10.85 1.33 0.24 4.31 0.31 5.74 1.30 0.29 5.12 0.25 6.68 1.20 0.45 6.96 0.17 8.33 1.23 0.41 7.29 0.17 8.98 1.31 0.25 4.28 0.31 5.62 0.83 NA NA NA NA 0.81 NA NA NA NA 2.16 NA NA NA NA 0.81 NA NA NA NA 0.93 NA NA NA NA 1.10 NA NA NA NA 1.28 NA NA NA NA NA NA NA NA NA NA NA NA NA

Eukaryotic translation initiation factor 4H (eIF-4H) (Williams-Beuren syndrome chromosomal region 1 protein)Q15056 sp|Q15056|IF4H_HUMAN 2 2 42 0 0 1 3.12 3.17 NA NA 2.31 2.42 7.66099989 7.66099989 NA 5.24200015 2 2 NA 1 2 2 NA 2 1.44 0.17 3.51 0.41 5.07 1.08 0.58 3.51 0.31 3.79 0.75 0.23 4.04 0.19 3.01 1.07 0.68 4.60 0.23 4.91 1.23 0.29 3.51 0.35 4.31 0.80 0.27 3.51 0.23 2.82 0.82 0.30 3.51 0.23 2.89 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.22 NA NA NA NA 1.24 NA NA NA

Protein transport protein Sec23A (SEC23-related protein A)Q15436 sp|Q15436|SC23A_HUMAN 2 2 42 0 0 1 1.51 2.2 3.61 3.94 NA NA 3.52899991 1.69900004 3.52899991 NA 2 1 2 NA 3 1 3 NA 0.72 0.74 0.84 1.01 0.92 0.49 0.47 0.73 0.20 3.69 0.20 2.70 0.84 0.47 7.44 0.11 6.25 0.87 0.65 16.97 0.05 14.78 0.73 0.20 3.68 0.20 2.68 1.07 0.65 3.72 0.29 3.96 0.66 0.16 3.74 0.18 2.46 0.78 0.39 9.29 0.08 7.22 NA NA NA NA NA NA NA NA NA

Protein transport protein Sec23B (SEC23-related protein B)Q15437 sp|Q15437|SC23B_HUMAN 2 2 42 0 0 1 2.18 2.78 NA NA 4.03 4.56 3.51999998 1.69500001 NA 3.51999998 2 1 NA 2 3 1 NA 3 0.81 0.89 1.09 0.70 1.34 0.87 1.21 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.76 0.24 3.98 0.19 3.04 1.54 0.18 4.73 0.33

Uncharacterized protein C6orf132Q5T0Z8 sp|Q5T0Z8|CF132_HUMAN 2 2 42 0 0 1 3.91 5.14 NA NA 2.03 2.6 2.104 2.01999992 NA 2.104 2 2 NA 2 3 3 NA 2 1.31 0.64 8.41 0.16 10.99 1.49 0.59 15.27 0.10 22.73 0.66 0.39 5.15 0.13 3.41 0.71 0.39 3.78 0.19 2.69 0.54 0.35 8.61 0.06 4.67 0.83 0.68 5.24 0.16 4.36 0.67 0.49 7.93 0.08 5.28 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.42 NA NA NA NA 0.86 NA NA NA

FK506-binding protein 15 (FKBP-15) (133 kDa FK506-binding protein) (133 kDa FKBP) (FKBP-133) (WASP and FKBP-like) (WAFL)Q5T1M5 sp|Q5T1M5|FKB15_HUMAN 2 2 42 0 0 1 1.59 3.08 4.08 5.13 NA NA 2.05099993 1.47700002 2.05099993 NA 2 1 2 NA 2 1 2 NA 0.97 0.96 0.89 0.75 1.27 0.74 0.86 1.24 0.57 28.67 0.04 35.43 1.48 0.31 14.03 0.11 20.71 1.16 0.83 997.34 0.00 1157.35 0.97 0.88 6.83 0.14 6.65 0.89 0.59 6.75 0.13 6.04 1.30 0.71 962.81 0.00 1254.65 2.47 0.51 134686.59 0.00 332858.61 NA NA NA NA NA NA NA NA NA

Twinfilin-2 (A6-related protein) (hA6RP) (Protein tyrosine kinase 9-like) (Twinfilin-1-like protein)Q6IBS0 sp|Q6IBS0|TWF2_HUMAN 2 2 42 0 0 1 4 4.42 2 2.19 NA NA 9.74199995 9.74199995 5.44399992 NA 2 2 1 NA 4 4 1 NA 0.91 0.50 3.55 0.26 3.22 0.67 0.26 8.92 0.08 5.99 0.99 0.96 3.55 0.28 3.53 1.01 0.96 4.04 0.25 4.07 1.11 0.49 3.54 0.31 3.93 1.16 0.37 3.56 0.33 4.14 1.25 0.27 3.55 0.35 4.43 1.18 NA NA NA NA 0.87 NA NA NA NA 1.23 NA NA NA NA 1.13 NA NA NA NA 1.08 NA NA NA NA 1.62 NA NA NA NA 1.95 NA NA NA NA NA NA NA NA NA NA NA NA NA

40S ribosomal protein S27-likeQ71UM5 sp|Q71UM5|RS27L_HUMAN 2 2 42 0 0 1 2 2.08 2.59 2.68 NA NA 22.62 9.52399969 22.62 NA 2 1 2 NA 2 1 2 NA 0.67 0.87 1.18 0.93 0.93 1.74 1.28 1.05 0.73 4.10 0.26 4.32 1.67 0.14 4.09 0.41 6.83 1.10 0.69 9.84 0.11 10.84 0.96 0.78 4.07 0.24 3.91 1.02 0.91 4.13 0.25 4.20 1.59 0.29 18.37 0.09 29.24 1.09 0.58 4.09 0.27 4.46 NA NA NA NA NA NA NA NA NA

Ral GTPase-activating protein subunit beta (p170)Q86X10 sp|Q86X10|RLGPB_HUMAN 2 2 42 0 0 1 2.68 3.71 2.82 3.53 NA NA 2.07499992 2.07499992 1.272 NA 2 2 2 NA 2 2 1 NA 1.49 0.22 6.16 0.24 9.19 1.18 0.34 3.52 0.34 4.16 0.92 0.55 3.52 0.26 3.23 1.01 0.93 3.88 0.26 3.92 1.14 0.41 3.53 0.32 4.02 1.05 0.83 7.92 0.13 8.28 0.97 0.82 3.52 0.28 3.42 1.14 NA NA NA NA 1.02 NA NA NA NA 0.72 NA NA NA NA 1.10 NA NA NA NA 1.20 NA NA NA NA 0.93 NA NA NA NA 0.71 NA NA NA NA NA NA NA NA NA NA NA NA NA

Synaptotagmin-like protein 1 (Exophilin-7) (Protein JFC1)Q8IYJ3 sp|Q8IYJ3|SYTL1_HUMAN 2 2 42 0 0 1 2.12 2.35 NA NA 2.51 2.89 7.29499981 1.95700005 NA 7.29499981 2 1 NA 2 4 2 NA 4 1.24 1.39 1.02 0.77 1.54 1.15 1.05 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.16 0.38 3.72 0.31 4.33 1.09 0.54 3.56 0.31

Tetratricopeptide repeat protein 21A (TPR repeat protein 21A) (Stress-inducible protein 2)Q8NDW8 sp|Q8NDW8|TT21A_HUMAN 2 2 42 0 0 1 2.08 4.54 NA NA 4.32 6.92 2.12099999 0.90910001 NA 2.12099999 2 1 NA 2 2 1 NA 2 1.53 1.59 0.64 1.00 0.55 0.66 0.86 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.14 0.46 4.40 0.26 5.03 1.91 0.43 659.13 0.00

Sorting nexin-18 (SH3 and PX domain-containing protein 3B) (Sorting nexin-associated Golgi protein 1)Q96RF0 sp|Q96RF0|SNX18_HUMAN 2 2 42 0 0 1 2.46 2.74 NA NA 2.92 3.15 5.25499992 5.25499992 NA 4.61799987 2 2 NA 2 2 2 NA 2 1.57 0.42 79.35 0.02 124.30 2.14 0.33 232.39 0.01 498.29 1.02 0.89 4.33 0.24 4.41 1.22 0.42 6.85 0.18 8.32 0.80 0.30 4.31 0.19 3.45 0.99 0.97 27.55 0.04 27.17 0.73 0.22 4.33 0.17 3.15 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.76 NA NA NA NA 1.13 NA NA NA

Cell surface A33 antigen (Glycoprotein A33)Q99795 sp|Q99795|GPA33_HUMAN 2 2 42 0 0 1 4.02 4.86 3.62 3.87 NA NA 5.95600009 5.95600009 5.95600009 NA 2 2 2 NA 2 1 2 NA 0.63 0.86 0.60 1.15 0.83 0.91 1.28 1.11 0.48 3.52 0.32 3.91 0.64 0.22 8.37 0.08 5.31 1.32 0.40 13.19 0.10 17.38 1.33 0.22 3.53 0.38 4.68 0.76 0.30 5.63 0.14 4.30 1.21 0.51 12.56 0.10 15.22 0.64 0.41 72.15 0.01 46.21 NA NA NA NA NA NA NA NA NA

Calcineurin-like phosphoesterase domain-containing protein 1 (EC 3.1.-.-) (Complete S-transactivated protein 1)Q9BRF8 sp|Q9BRF8|CPPED_HUMAN 2 2 42 0 0 1 4 4.16 NA NA 2.94 3.12 8.91700015 7.00599998 NA 8.91700015 2 2 NA 2 3 1 NA 3 0.94 0.60 0.74 0.91 1.41 0.94 1.13 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.02 0.92 4.70 0.22 4.78 1.07 0.61 3.60 0.30

Latexin (Endogenous carboxypeptidase inhibitor) (ECI) (Protein MUM) (Tissue carboxypeptidase inhibitor) (TCI)Q9BS40 sp|Q9BS40|LXN_HUMAN 2 2 42 0 0 1 4 4.13 NA NA 1.49 1.59 12.1600002 12.1600002 NA 4.05399986 2 2 NA 1 3 3 NA 1 1.42 0.52 114.18 0.01 162.41 0.72 0.25 5.50 0.13 3.97 0.82 0.63 54.61 0.01 44.51 0.85 0.60 16.53 0.05 14.09 1.26 0.64 103.49 0.01 130.18 0.87 0.74 52.41 0.02 45.82 1.81 0.23 17.84 0.10 32.22 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.58 NA NA NA NA 1.12 NA NA NA

Phospholysine phosphohistidine inorganic pyrophosphate phosphatase (hLHPP) (EC 3.1.3.-) (EC 3.6.1.1)Q9H008 sp|Q9H008|LHPP_HUMAN 2 2 42 0 0 1 4.07 4.34 3.26 3.41 NA NA 18.5200006 18.5200006 18.5200006 NA 2 2 2 NA 3 3 1 NA 1.08 0.74 9.28 0.12 10.00 1.13 0.62 9.11 0.12 10.25 1.08 0.80 23.99 0.05 26.01 1.00 0.97 3.60 0.28 3.61 0.93 0.63 3.64 0.26 3.41 0.93 0.70 6.13 0.15 5.71 0.95 0.72 3.61 0.26 3.44 1.41 NA NA NA NA 1.14 NA NA NA NA 1.06 NA NA NA NA 1.08 NA NA NA NA 1.26 NA NA NA NA 0.66 NA NA NA NA 1.10 NA NA NA NA NA NA NA NA NA NA NA NA NA

SH3 domain-binding glutamic acid-rich-like protein 3 (SH3 domain-binding protein 1) (SH3BP-1)Q9H299 sp|Q9H299|SH3L3_HUMAN 2 2 42 0 0 1 2.97 3.01 2 2.13 NA NA 31.1800003 31.1800003 16.1300004 NA 2 2 1 NA 2 2 2 NA 1.12 0.47 3.71 0.30 4.15 1.34 0.22 3.67 0.36 4.90 0.92 0.79 18.09 0.05 16.72 1.37 0.22 4.14 0.33 5.69 0.94 0.64 3.69 0.25 3.45 1.06 0.68 3.69 0.29 3.91 1.30 0.23 3.68 0.35 4.80 1.25 NA NA NA NA 0.55 NA NA NA NA 1.18 NA NA NA NA 0.64 NA NA NA NA 0.71 NA NA NA NA 0.88 NA NA NA NA 2.29 NA NA NA NA NA NA NA NA NA NA NA NA NA

Protein S100-A14 (S100 calcium-binding protein A14) (S114)Q9HCY8 sp|Q9HCY8|S10AE_HUMAN 2 2 42 0 0 1 4 4.04 1.7 1.77 NA NA 19.2300007 19.2300007 10.5800003 NA 2 2 1 NA 2 2 1 NA 0.95 0.71 3.68 0.26 3.50 0.98 0.90 3.62 0.27 3.57 0.90 0.48 3.66 0.25 3.28 0.85 0.35 3.64 0.23 3.08 1.15 0.39 3.64 0.32 4.19 1.07 0.65 3.67 0.29 3.92 0.79 0.27 3.65 0.22 2.90 1.05 NA NA NA NA 0.76 NA NA NA NA 0.88 NA NA NA NA 1.11 NA NA NA NA 1.15 NA NA NA NA 1.10 NA NA NA NA 0.89 NA NA NA NA NA NA NA NA NA NA NA NA NA

Charged multivesicular body protein 2b (CHMP2.5) (Chromatin-modifying protein 2b) (CHMP2b) (Vacuolar protein sorting-associated protein 2-2) (Vps2-2) (hVps2-2)Q9UQN3 sp|Q9UQN3|CHM2B_HUMAN 2 2 42 0 0 1 3.28 3.71 NA NA 2.09 2.71 8.91999975 8.91999975 NA 4.69500013 2 2 NA 1 3 3 NA 2 1.99 0.01 1.42 1.40 2.82 1.24 0.12 1.42 0.88 1.76 0.67 0.05 1.48 0.45 0.98 1.09 0.38 1.42 0.77 1.56 0.82 0.13 1.42 0.57 1.16 1.03 0.82 1.54 0.67 1.58 0.60 0.07 1.86 0.32 1.12 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.91 NA NA NA NA 0.66 NA NA NA

Integral membrane protein 2B (Immature BRI2) (imBRI2) (Protein E25B) (Transmembrane protein BRI) (Bri) [Cleaved into: BRI2, membrane form (Mature BRI2) (mBRI2); BRI2 intracellular domain (BRI2 ICD); BRI2C, soluble form; Bri23 peptide (Bri2-23) (ABri23) (C-terminal peptide) (P23 peptide)]Q9Y287 sp|Q9Y287|ITM2B_HUMAN 2 2 42 0 0 1 3.15 3.67 1.49 1.82 NA NA 14.6599993 14.6599993 4.8870001 NA 2 2 1 NA 2 2 1 NA 0.91 0.65 6.95 0.13 6.33 1.47 0.17 3.73 0.39 5.46 1.15 0.64 15.59 0.07 17.90 1.28 0.26 3.94 0.32 5.04 0.98 0.86 3.69 0.26 3.60 1.06 0.69 3.72 0.28 3.93 0.87 0.40 3.73 0.23 3.23 1.71 NA NA NA NA 1.06 NA NA NA NA 1.26 NA NA NA NA 1.20 NA NA NA NA 0.92 NA NA NA NA 0.80 NA NA NA NA 0.60 NA NA NA NA NA NA NA NA NA NA NA NA NA

Protein phosphatase methylesterase 1 (PME-1) (EC 3.1.1.89)Q9Y570 sp|Q9Y570|PPME1_HUMAN 2 2 42 0 0 1 4 4.07 NA NA 1.93 2.08 8.54900032 8.54900032 NA 2.85 2 2 NA 1 2 2 NA 2 1.38 0.34 11.06 0.13 15.31 0.48 0.25 52.14 0.01 24.98 1.51 0.23 7.00 0.22 10.58 1.30 0.43 14.58 0.09 18.94 1.02 0.93 8.15 0.13 8.30 1.15 0.41 3.91 0.29 4.51 1.52 0.16 3.91 0.39 5.95 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.14 NA NA NA NA 0.82 NA NA NA

Transportin-3 (Importin-12) (Imp12) (Transportin-SR) (TRN-SR)Q9Y5L0 sp|Q9Y5L0|TNPO3_HUMAN 2 2 42 0 0 1 4.11 5.07 2.07 2.78 NA NA 3.4669999 3.4669999 2.16700006 NA 2 2 1 NA 2 2 1 NA 1.06 0.83 12.55 0.08 13.26 0.93 0.63 4.34 0.21 4.03 0.93 0.65 4.42 0.21 4.12 0.94 0.69 4.43 0.21 4.16 0.95 0.74 4.40 0.22 4.19 1.30 0.27 4.38 0.30 5.68 0.99 0.95 8.02 0.12 7.91 0.75 NA NA NA NA 1.43 NA NA NA NA 1.15 NA NA NA NA 0.92 NA NA NA NA 1.17 NA NA NA NA 0.76 NA NA NA NA 0.73 NA NA NA NA NA NA NA NA NA NA NA NA NA

Eukaryotic translation initiation factor 3 subunit D (eIF3d) (Eukaryotic translation initiation factor 3 subunit 7) (eIF-3-zeta) (eIF3 p66)O15371 sp|O15371|EIF3D_HUMAN 2 2 42 0 0 0 NA NA 2.48 2.83 1.62 2.1 2.55500004 NA 2.55500004 2.55500004 1 NA 1 1 2 NA 2 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.09 0.54 3.57 0.31 3.90 1.64 0.23 10.78 0.15 17.65 1.00 0.99 3.56 0.28 3.55 0.82 0.30 3.56 0.23 2.92 0.87 0.40 3.55 0.25 3.10 1.08 0.62 3.98 0.27 4.29 1.05 0.79 6.37 0.16 6.70 1.88 NA NA NA NA 2.00 NA NA NA

Tropomyosin alpha-1 chain (Alpha-tropomyosin) (Tropomyosin-1)P09493 sp|P09493|TPM1_HUMAN 2 2 42 0 0 0 NA NA 2.58 3.25 2.08 2.72 3.52099985 NA 3.52099985 3.52099985 1 NA 1 1 3 NA 3 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.32 0.23 3.77 0.35 4.97 1.15 0.42 3.81 0.30 4.37 0.74 0.37 12.70 0.06 9.39 1.08 0.59 3.82 0.28 4.14 1.14 0.43 3.82 0.30 4.36 0.89 0.55 5.60 0.16 4.99 1.06 0.68 3.77 0.28 3.99 1.51 NA NA NA NA 1.49 NA NA NA

Small nuclear ribonucleoprotein-associated protein N (snRNP-N) (Sm protein D) (Sm-D) (Sm protein N) (Sm-N) (SmN) (Tissue-specific-splicing protein)P63162 sp|P63162|RSMN_HUMAN 2 1 42 0 0 0 NA NA 2.4 2.57 2.02 2.24 3.33300009 NA 3.33300009 3.33300009 1 NA 1 1 2 NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.41 0.63 819.70 0.00 1154.27 1.32 0.62 169.45 0.01 222.99 1.26 0.52 21.06 0.06 26.44 1.10 0.73 14.85 0.07 16.32 1.19 0.33 3.52 0.34 4.20 0.99 0.98 17.72 0.06 17.60 1.25 0.70 227.78 0.01 283.94 1.65 NA NA NA NA 0.60 NA NA NA

Hypoxanthine-guanine phosphoribosyltransferase (HGPRT) (HGPRTase) (EC 2.4.2.8)P00492 sp|P00492|HPRT_HUMAN 2 2 42 0 0 0 1.51 2.13 1.54 1.66 NA NA 4.58699986 4.58699986 4.58699986 NA 1 1 1 NA 2 2 1 NA 1.28 0.36 7.66 0.17 9.82 0.80 0.26 3.53 0.23 2.82 0.87 0.59 9.79 0.09 8.55 1.04 0.91 48.44 0.02 50.48 1.00 1.00 3.51 0.28 3.51 0.84 0.60 22.78 0.04 19.08 0.90 0.47 3.52 0.26 3.16 0.62 NA NA NA NA 0.76 NA NA NA NA 0.49 NA NA NA NA 0.91 NA NA NA NA 0.88 NA NA NA NA 0.73 NA NA NA NA 0.47 NA NA NA NA NA NA NA NA NA NA NA NA NA

Gasdermin-D (Gasdermin domain-containing protein 1)P57764 sp|P57764|GSDMD_HUMAN 2 2 42 0 0 0 1.36 1.54 NA NA 2.03 2.23 3.926 3.926 NA 2.89299991 1 1 NA 1 2 2 NA 2 1.02 0.90 3.52 0.29 3.58 0.93 0.81 17.22 0.05 16.10 1.03 0.86 5.66 0.18 5.84 1.28 0.24 3.54 0.36 4.53 0.94 0.64 3.52 0.27 3.30 1.37 0.19 3.54 0.39 4.86 1.24 0.28 3.52 0.35 4.36 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.71 NA NA NA NA 1.00 NA NA NA

COP9 signalosome complex subunit 2 (SGN2) (Signalosome subunit 2) (Alien homolog) (JAB1-containing signalosome subunit 2) (Thyroid receptor-interacting protein 15) (TR-interacting protein 15) (TRIP-15)P61201 sp|P61201|CSN2_HUMAN 2 2 42 0 0 0 2.57 3.07 NA NA 2.02 2.71 2.25699991 2.25699991 NA 1.80600006 1 1 NA 1 2 2 NA 1 0.94 0.78 7.70 0.12 7.26 0.87 0.38 3.52 0.25 3.05 1.34 0.21 3.52 0.38 4.72 0.86 0.37 3.52 0.24 3.03 1.26 0.26 3.53 0.36 4.43 1.11 0.48 3.52 0.32 3.92 1.03 0.83 4.86 0.21 5.03 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.11 NA NA NA NA 1.16 NA NA NA

Pleckstrin homology domain-containing family S member 1 (PH domain-containing family S member 1) (Epididymis luminal protein 185) (hEL185)Q5SXH7 sp|Q5SXH7|CJ081_HUMAN 2 2 42 0 0 0 1.91 2.15 1.6 1.73 NA NA 2.59700008 2.59700008 2.59700008 NA 1 1 1 NA 2 2 1 NA 1.16 0.61 13.44 0.09 15.54 1.10 0.52 3.64 0.30 4.00 1.05 0.72 3.59 0.29 3.77 0.76 0.22 3.63 0.21 2.75 1.07 0.65 3.81 0.28 4.06 0.85 0.37 3.97 0.21 3.37 1.00 0.98 3.61 0.28 3.63 0.92 NA NA NA NA 0.92 NA NA NA NA 0.66 NA NA NA NA 1.20 NA NA NA NA 1.89 NA NA NA NA 0.90 NA NA NA NA 0.60 NA NA NA NA NA NA NA NA NA NA NA NA NA

UPF0762 protein C6orf58Q6P5S2 sp|Q6P5S2|CF058_HUMAN 2 2 42 0 0 0 2 2.08 NA NA 2.28 2.4 3.03000007 3.03000007 NA 3.03000007 1 1 NA 1 3 1 NA 3 0.51 1.04 0.53 0.63 2.74 0.65 0.86 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.28 0.28 4.49 0.29 5.76 0.71 0.41 25.73 0.03

MOB kinase activator 1B (Mob1 homolog 1A) (Mob1A) (Mob1B) (Mps one binder kinase activator-like 1A)Q7L9L4 sp|Q7L9L4|MOL1A_HUMAN 2 2 42 0 0 0 2 2.3 NA NA 1.54 1.74 5.55600002 5.55600002 NA 5.09300008 1 1 NA 1 2 1 NA 2 1.72 0.61 1.18 0.92 1.34 1.18 1.04 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.40 0.48 52.34 0.03 73.02 1.04 0.84 6.03 0.17

Deubiquitinating protein VCIP135 (EC 3.4.19.12) (Valosin-containing protein p97/p47 complex-interacting protein 1) (Valosin-containing protein p97/p47 complex-interacting protein p135) (VCP/p47 complex-interacting 135-kDa protein)Q96JH7 sp|Q96JH7|VCIP1_HUMAN 2 2 42 0 0 0 1.85 2.7 1.81 2.12 NA NA 0.98200003 0.98200003 0.98200003 NA 1 1 1 NA 2 1 2 NA 0.85 0.86 1.21 0.99 1.16 1.12 1.26 0.95 0.71 4.21 0.22 3.97 0.93 0.68 4.81 0.19 4.50 1.23 0.32 4.30 0.29 5.29 0.68 0.39 30.59 0.02 20.95 1.01 0.92 4.27 0.24 4.33 1.02 0.89 4.25 0.24 4.33 1.64 0.40 89.37 0.02 146.55 NA NA NA NA NA NA NA NA NA

Rhotekin-2 (Pleckstrin homology domain-containing family K member 1) (PH domain-containing family K member 1)Q8IZC4 sp|Q8IZC4|RTKN2_HUMAN 2 1 35 0 0 0 1.37 1.6 6.38 6.92 NA NA 9.85200033 1.14900004 9.85200033 NA 6 1 6 NA 4 NA 4 NA 2.07 0.00 1.28 1.62 2.66 0.81 0.08 1.30 0.62 1.05 1.08 0.53 1.39 0.77 1.50 1.08 0.63 1.58 0.68 1.71 0.86 0.39 1.61 0.53 1.39 1.23 0.32 1.73 0.71 2.13 1.16 0.40 1.60 0.72 1.85 NA NA NA NA NA NA NA NA NA

Probable ubiquitin carboxyl-terminal hydrolase FAF-X (EC 3.4.19.12) (Deubiquitinating enzyme FAF-X) (Fat facets in mammals) (hFAM) (Fat facets protein-related, X-linked) (Ubiquitin thioesterase FAF-X) (Ubiquitin-specific protease 9, X chromosome) (Ubiquitin-specific-processing protease FAF-X)Q93008 sp|Q93008|USP9X_HUMAN 2 1 35 0 0 1 2.43 6.01 4.95 8.62 NA NA 1.284 1.284 1.08899996 NA 2 2 2 NA 4 NA 4 NA 0.86 0.30 1.47 0.58 1.26 1.09 0.59 1.59 0.69 1.73 1.25 0.55 2.85 0.44 3.56 1.08 0.45 1.34 0.81 1.45 1.00 0.98 1.31 0.76 1.31 1.04 0.86 2.04 0.51 2.13 1.24 0.48 2.32 0.53 2.87 NA NA NA NA NA NA NA NA NA

Ig kappa chain V-III region HAHP18135 sp|P18135|KV312_HUMAN 1 1 35 0 0 0 NA NA NA NA 41.42 41.74 69.7700024 NA NA 69.7700024 78 NA NA 78 9 NA NA 9 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.53 0.38 246.89 0.00 131.74 0.99 0.97 5.46 0.18

Pulmonary surfactant-associated protein A2 (PSP-A) (PSPA) (SP-A) (SP-A2) (35 kDa pulmonary surfactant-associated protein) (Alveolar proteinosis protein) (Collectin-5)Q8IWL1 sp|Q8IWL1|SFPA2_HUMAN 1 1 35 0 0 0 35.64 36.04 NA NA NA NA 61.2900019 61.2900019 NA NA 67 67 NA NA 57 57 NA NA 0.76 0.02 1.23 0.62 0.94 0.86 0.05 1.16 0.74 1.00 0.98 0.84 1.25 0.79 1.22 1.23 0.03 1.19 1.04 1.47 1.35 0.01 1.19 1.13 1.61 2.02 0.00 1.22 1.66 2.46 1.28 0.09 1.34 0.95 1.72 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Keratin, type II cytoskeletal 6B (Cytokeratin-6B) (CK-6B) (Keratin-6B) (K6B) (Type-II keratin Kb10)P04259 sp|P04259|K2C6B_HUMAN 1 1 35 0 0 0 NA NA 26.44 58.88 NA NA 57.6200008 NA 57.6200008 NA 50 NA 50 NA 4 NA 4 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.69 0.16 2.08 0.33 1.44 0.47 0.02 1.51 0.31 0.71 1.47 0.12 1.88 0.78 2.76 0.71 0.06 1.44 0.49 1.02 0.95 0.81 2.40 0.39 2.27 3.60 0.10 6.40 0.56 23.05 2.05 0.14 3.75 0.55 7.69 NA NA NA NA NA NA NA NA NA

Tubulin alpha-1B chain (Alpha-tubulin ubiquitous) (Tubulin K-alpha-1) (Tubulin alpha-ubiquitous chain)P68363 sp|P68363|TBA1B_HUMAN 1 1 35 0 0 0 NA NA NA NA 38.77 39.96 50.9999991 NA NA 50.9999991 39 NA NA 39 9 NA NA 9 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.88 0.73 43.70 0.02 38.30 1.54 0.25 9.66 0.16

Tubulin alpha-3E chain (Alpha-tubulin 3E)Q6PEY2 sp|Q6PEY2|TBA3E_HUMAN 1 1 35 0 0 0 NA NA NA NA 3.13 25.3 43.1100011 NA NA 43.1100011 30 NA NA 30 13 NA NA 13 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.84 0.34 3.75 0.22 3.13 0.89 0.69 17.76 0.05

POTE ankyrin domain family member JP0CG39 sp|P0CG39|POTEJ_HUMAN 1 1 35 0 0 0 NA NA NA NA 2.63 22.34 8.86299983 NA NA 8.86299983 26 NA NA 26 2 NA NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.91 0.30 65.47 0.03 124.73 1.96 0.42 723.97 0.00

Polyubiquitin-C [Cleaved into: Ubiquitin]P0CG48 sp|P0CG48|UBC_HUMAN 1 0 35 0 0 0 NA NA 13.87 13.87 NA NA 75.6200016 NA 75.6200016 NA 22 NA 22 NA 0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 2.18 0.00 1.30 1.68 2.83 1.10 0.40 1.29 0.85 1.42 0.74 0.13 1.53 0.48 1.13 1.09 0.23 1.18 0.93 1.30 0.75 0.03 1.28 0.59 0.96 0.95 0.65 1.32 0.72 1.25 0.90 0.40 1.34 0.67 1.20 NA NA NA NA NA NA NA NA NA

Histone H2B type 1-K (H2B K) (HIRA-interacting protein 1)O60814 sp|O60814|H2B1K_HUMAN 1 1 35 0 0 0 NA NA NA NA 14.53 14.74 41.2699997 NA NA 41.2699997 18 NA NA 18 6 NA NA 6 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.81 0.11 3.51 0.52 6.35 0.13 0.21 9693.73 0.00

HLA class I histocompatibility antigen, A-69 alpha chain (Aw-69) (HLA class I histocompatibility antigen, A-28 alpha chain) (MHC class I antigen A*69)P10316 sp|P10316|1A69_HUMAN 1 1 35 0 0 0 21.26 22.05 NA NA NA NA 38.0800009 38.0800009 NA NA 16 16 NA NA 6 6 NA NA 0.42 0.10 3.26 0.13 1.36 1.45 0.19 1.99 0.72 2.88 1.22 0.25 1.56 0.78 1.91 0.73 0.54 4.27 0.17 3.12 1.21 0.40 1.84 0.65 2.22 0.72 0.35 2.60 0.28 1.87 2.53 0.00 1.33 1.91 3.36 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

HLA class I histocompatibility antigen, A-3 alpha chain (MHC class I antigen A*3)P04439 sp|P04439|1A03_HUMAN 1 1 35 0 0 0 5.54 19.42 NA NA NA NA 36.4399999 36.4399999 NA NA 15 15 NA NA 4 4 NA NA 0.54 0.02 1.48 0.37 0.80 0.43 0.20 6.81 0.06 2.95 1.02 0.92 2.17 0.47 2.21 1.61 0.03 1.42 1.13 2.28 1.16 0.62 2.98 0.39 3.45 1.36 0.25 2.27 0.60 3.10 1.78 0.02 1.42 1.25 2.53 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Elongation factor 1-alpha 1 (EF-1-alpha-1) (Elongation factor Tu) (EF-Tu) (Eukaryotic elongation factor 1 A-1) (eEF1A-1) (Leukocyte receptor cluster member 7)P68104 sp|P68104|EF1A1_HUMAN 1 1 35 0 0 0 NA NA NA NA 21.07 22.01 29.2199999 NA NA 29.2199999 14 NA NA 14 29 NA NA 29 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.79 0.02 1.22 0.65 0.96 1.04 0.68 1.21 0.86

HLA class I histocompatibility antigen, Cw-3 alpha chain (MHC class I antigen Cw*3)P04222 sp|P04222|1C03_HUMAN 1 1 35 0 0 0 12.55 20.96 NA NA NA NA 34.7000003 34.7000003 NA NA 14 14 NA NA 8 8 NA NA 0.92 0.71 1.78 0.52 1.64 0.79 0.14 1.43 0.55 1.13 1.09 0.58 1.49 0.73 1.63 1.16 0.56 1.93 0.60 2.25 0.88 0.68 2.23 0.39 1.96 1.28 0.42 2.13 0.60 2.72 1.57 0.06 1.64 0.96 2.59 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

HLA class II histocompatibility antigen, DRB1-11 beta chain (DR-5) (DR5) (DRw11) (MHC class II antigen DRB1*11)P20039 sp|P20039|2B1B_HUMAN 1 1 35 0 0 0 NA NA 2.43 14.82 NA NA 28.2000005 NA 28.2000005 NA 13 NA 13 NA 4 NA 4 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 4.25 0.11 23.06 0.18 98.02 0.39 0.50 168232.17 0.00 65237.80 0.36 0.06 3.66 0.10 1.30 0.73 0.93 22500000000000000.00 0.00 16500000000000000.00 5.31 0.10 31.22 0.17 165.92 0.70 0.68 4426.26 0.00 3083.96 0.31 0.05 3.53 0.09 1.09 NA NA NA NA NA NA NA NA NA

HLA class I histocompatibility antigen, A-2 alpha chain (MHC class I antigen A*2)P01892 sp|P01892|1A02_HUMAN 1 1 35 0 0 0 NA NA 9.16 15.62 NA NA 28.2200009 NA 28.2200009 NA 11 NA 11 NA 6 NA 6 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.76 0.08 1.38 0.55 1.05 0.37 0.01 1.76 0.21 0.66 2.13 0.00 1.39 1.54 2.95 0.65 0.06 1.59 0.41 1.04 0.89 0.67 2.04 0.44 1.81 1.82 0.00 1.21 1.50 2.20 1.89 0.00 1.37 1.38 2.58 NA NA NA NA NA NA NA NA NA

Ig kappa chain V-III region VH (Fragment)P04434 sp|P04434|KV310_HUMAN 1 1 35 0 0 0 NA NA NA NA 2.92 6.42 43.0999994 NA NA 43.0999994 11 NA NA 11 7 NA NA 7 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.57 0.13 4.62 0.12 2.63 1.21 0.43 6.70 0.18

HLA class I histocompatibility antigen, B-42 alpha chain (MHC class I antigen B*42)P30480 sp|P30480|1B42_HUMAN 1 1 35 0 0 0 NA NA 18.96 19.18 NA NA 34.2500001 NA 34.2500001 NA 11 NA 11 NA 3 NA 3 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.51 0.39 454.07 0.00 229.38 1.02 0.93 10.29 0.10 10.48 2.70 0.11 9.28 0.29 25.08 0.97 0.84 5.09 0.19 4.92 1.77 0.28 28.81 0.06 50.96 0.88 0.80 147.23 0.01 129.32 0.72 0.53 86.21 0.01 62.45 NA NA NA NA NA NA NA NA NA

Histone H2A.J (H2a/j)Q9BTM1 sp|Q9BTM1|H2AJ_HUMAN 1 0 35 0 0 0 NA NA NA NA 5.21 5.45 32.5599998 NA NA 32.5599998 11 NA NA 11 0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.88 0.31 75.11 0.03 141.49 0.59 0.73 3177687.50 0.00

HLA class I histocompatibility antigen, B-47 alpha chain (Bw-47) (MHC class I antigen B*47)P30485 sp|P30485|1B47_HUMAN 1 1 35 0 0 0 NA NA 5.2 16.39 NA NA 29.8299998 NA 29.8299998 NA 10 NA 10 NA 3 NA 3 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.75 0.34 2.67 0.28 2.01 0.62 0.53 15.89 0.04 9.85 2.74 0.04 2.56 1.07 7.00 0.73 0.47 4.59 0.16 3.35 1.39 0.13 1.79 0.78 2.49 1.54 0.49 9.19 0.17 14.16 1.93 0.02 1.43 1.35 2.77 NA NA NA NA NA NA NA NA NA

Guanine nucleotide-binding protein subunit beta-4 (Transducin beta chain 4)Q9HAV0 sp|Q9HAV0|GBB4_HUMAN 1 1 35 0 0 0 NA NA NA NA 2.36 11.08 18.5299993 NA NA 18.5299993 9 NA NA 9 2 NA NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.83 0.32 3.56 0.23 2.97 1.09 0.78 20.84 0.05

Eukaryotic initiation factor 4A-II (eIF-4A-II) (eIF4A-II) (EC 3.6.4.13) (ATP-dependent RNA helicase eIF4A-2)Q14240 sp|Q14240|IF4A2_HUMAN 1 1 35 0 0 0 4 14.57 NA NA NA NA 21.1300001 21.1300001 NA NA 9 9 NA NA 2 2 NA NA 1.16 0.43 4.56 0.25 5.29 0.43 0.11 6.74 0.06 2.88 0.82 0.31 4.02 0.20 3.28 1.05 0.72 4.11 0.26 4.34 1.08 0.80 21.52 0.05 23.29 1.67 0.40 111.16 0.02 185.99 1.40 0.27 6.98 0.20 9.78 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Heterogeneous nuclear ribonucleoprotein R (hnRNP R)O43390 sp|O43390|HNRPR_HUMAN 1 1 35 0 0 0 NA NA 13.51 14.11 NA NA 14.0599996 NA 14.0599996 NA 8 NA 8 NA 5 NA 5 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.85 0.39 1.71 0.50 1.45 1.43 0.10 1.63 0.88 2.32 1.51 0.03 1.39 1.09 2.10 1.11 0.44 1.45 0.76 1.61 0.98 0.83 1.28 0.77 1.26 1.19 0.25 1.46 0.81 1.74 1.64 0.06 1.74 0.95 2.86 NA NA NA NA NA NA NA NA NA

Ig kappa chain V-II region FRP01615 sp|P01615|KV202_HUMAN 1 1 35 0 0 0 NA NA NA NA 2.8 7.63 30.9700012 NA NA 30.9700012 8 NA NA 8 7 NA NA 7 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.56 0.14 5.15 0.11 2.86 1.05 0.87 19.24 0.05

Matrix metalloproteinase-9 (MMP-9) (EC 3.4.24.35) (92 kDa gelatinase) (92 kDa type IV collagenase) (Gelatinase B) (GELB) [Cleaved into: 67 kDa matrix metalloproteinase-9; 82 kDa matrix metalloproteinase-9]P14780 sp|P14780|MMP9_HUMAN 1 1 35 0 0 0 NA NA NA NA 12.33 13.1 14.1399995 NA NA 14.1399995 8 NA NA 8 10 NA NA 10 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.93 0.01 1.60 1.21 3.09 0.47 0.48 11.73 0.04

Ras-related protein Rap-1A (C21KG) (G-22K) (GTP-binding protein smg p21A) (Ras-related protein Krev-1)P62834 sp|P62834|RAP1A_HUMAN 1 1 35 0 0 0 NA NA 6.96 9.26 NA NA 36.4100009 NA 36.4100009 NA 8 NA 8 NA 12 NA 12 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.43 0.06 1.49 0.95 2.13 1.08 0.52 1.49 0.72 1.61 1.02 0.86 1.48 0.69 1.51 1.21 0.17 1.49 0.81 1.80 1.19 0.20 1.49 0.80 1.78 1.09 0.54 1.66 0.66 1.81 0.91 0.97 2702.14 0.00 2471.91 NA NA NA NA NA NA NA NA NA

HLA class I histocompatibility antigen, A-30 alpha chain (MHC class I antigen A*30)P16188 sp|P16188|1A30_HUMAN 1 1 35 0 0 0 NA NA NA NA 13.52 14.61 21.92 NA NA 21.92 7 NA NA 7 9 NA NA 9 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.04 0.72 1.40 0.74 1.46 0.67 0.07 1.58 0.43

AP-2 complex subunit beta (AP105B) (Adapter-related protein complex 2 subunit beta) (Adaptor protein complex AP-2 subunit beta) (Beta-2-adaptin) (Beta-adaptin) (Clathrin assembly protein complex 2 beta large chain) (Plasma membrane adaptor HA2/AP2 adaptin beta subunit)P63010 sp|P63010|AP2B1_HUMAN 1 1 35 0 0 0 NA NA 12.02 13.06 NA NA 7.25700036 NA 7.25700036 NA 7 NA 7 NA 2 NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.43 0.30 10.38 0.14 14.89 1.05 0.85 14.61 0.07 15.38 1.21 0.31 3.60 0.34 4.37 1.06 0.72 4.96 0.21 5.26 1.07 0.71 5.17 0.21 5.50 1.10 0.72 13.33 0.08 14.65 1.13 0.67 14.33 0.08 16.12 NA NA NA NA NA NA NA NA NA

ADP-ribosylation factor 3P61204 sp|P61204|ARF3_HUMAN 1 1 35 0 0 0 7.2 10.45 NA NA NA NA 37.0200008 37.0200008 NA NA 7 7 NA NA 6 6 NA NA 1.30 0.08 1.42 0.91 1.85 1.16 0.32 1.65 0.71 1.91 0.93 0.62 1.73 0.54 1.60 1.11 0.43 1.57 0.71 1.73 1.06 0.62 1.56 0.68 1.65 0.93 0.55 1.52 0.61 1.42 1.09 0.46 1.48 0.73 1.61 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

60S ribosomal protein L24 (60S ribosomal protein L30)P83731 sp|P83731|RL24_HUMAN 1 1 35 0 0 0 NA NA 7.01 7.06 NA NA 30.5700004 NA 30.5700004 NA 6 NA 6 NA 6 NA 6 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.70 0.05 1.42 0.50 0.99 2.74 0.00 1.51 1.81 4.15 0.69 0.55 4.88 0.14 3.36 1.08 0.29 1.20 0.90 1.29 0.96 0.66 1.25 0.77 1.20 0.89 0.24 1.27 0.70 1.13 0.81 0.86 25.17 0.03 20.31 NA NA NA NA NA NA NA NA NA

HLA class I histocompatibility antigen, B-44 alpha chain (Bw-44) (MHC class I antigen B*44)P30481 sp|P30481|1B44_HUMAN 1 1 35 0 0 0 NA NA NA NA 5.3 10.98 15.7499999 NA NA 15.7499999 5 NA NA 5 4 NA NA 4 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.60 0.34 6.04 0.10 3.60 1.45 0.24 2.62 0.55

Argininosuccinate lyase (ASAL) (EC 4.3.2.1) (Arginosuccinase)P04424 sp|P04424|ARLY_HUMAN 1 1 35 0 0 0 5.84 6.5 NA NA NA NA 7.32799992 7.32799992 NA NA 5 5 NA NA 3 3 NA NA 1.45 0.17 3.53 0.41 5.12 0.95 0.70 3.52 0.27 3.34 1.00 0.98 5.49 0.18 5.46 0.90 0.57 4.88 0.19 4.41 1.24 0.27 3.52 0.35 4.37 0.87 0.48 5.21 0.17 4.54 1.04 0.75 3.52 0.30 3.67 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Alkaline phosphatase, placental type (EC 3.1.3.1) (Alkaline phosphatase Regan isozyme) (Placental alkaline phosphatase 1) (PLAP-1)P05187 sp|P05187|PPB1_HUMAN 1 1 35 0 0 0 7.24 9.48 NA NA NA NA 14.9499998 14.9499998 NA NA 5 5 NA NA 5 5 NA NA 1.99 0.00 1.32 1.52 2.63 1.18 0.37 1.65 0.71 1.95 0.62 0.26 3.01 0.21 1.87 1.07 0.52 1.36 0.79 1.46 0.69 0.09 1.62 0.42 1.11 1.46 0.02 1.31 1.12 1.92 0.64 0.21 2.47 0.26 1.58 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Probable ATP-dependent RNA helicase DDX5 (EC 3.6.4.13) (DEAD box protein 5) (RNA helicase p68)P17844 sp|P17844|DDX5_HUMAN 1 1 35 0 0 0 7.71 8.2 NA NA NA NA 8.79499987 8.79499987 NA NA 5 5 NA NA 3 3 NA NA 0.89 0.73 3.51 0.25 3.12 0.48 0.01 1.47 0.33 0.70 0.88 0.37 1.64 0.53 1.44 0.60 0.03 1.48 0.40 0.88 1.13 0.30 1.47 0.77 1.66 0.72 0.06 1.46 0.49 1.05 1.07 0.54 1.46 0.73 1.56 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Puromycin-sensitive aminopeptidase (PSA) (EC 3.4.11.14) (Cytosol alanyl aminopeptidase) (AAP-S)P55786 sp|P55786|PSA_HUMAN 1 1 35 0 0 0 9.67 10.57 NA NA NA NA 6.31100014 6.31100014 NA NA 5 5 NA NA 5 5 NA NA 1.42 0.09 1.55 0.92 2.20 1.06 0.56 1.29 0.82 1.37 1.07 0.49 1.30 0.83 1.39 0.88 0.28 1.33 0.66 1.17 1.26 0.03 1.22 1.04 1.53 0.92 0.30 1.22 0.75 1.12 0.95 0.43 1.19 0.79 1.13 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Phosphatidylethanolamine-binding protein 4 (PEBP-4) (hPEBP4) (Protein cousin-of-RKIP 1)Q96S96 sp|Q96S96|PEBP4_HUMAN 1 1 35 0 0 0 7.87 8.15 NA NA NA NA 27.7500004 27.7500004 NA NA 5 5 NA NA 6 6 NA NA 0.49 0.03 1.85 0.27 0.91 1.33 0.06 1.36 0.98 1.81 0.75 0.01 1.21 0.63 0.91 1.65 0.01 1.38 1.20 2.27 1.08 0.63 1.49 0.72 1.60 0.79 0.03 1.20 0.66 0.96 0.84 0.06 1.21 0.69 1.01 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Protein S100-A12 (CGRP) (Calcium-binding protein in amniotic fluid 1) (CAAF1) (Calgranulin-C) (CAGC) (Extracellular newly identified RAGE-binding protein) (EN-RAGE) (Migration inhibitory factor-related protein 6) (MRP-6) (p6) (Neutrophil S100 protein) (S100 calcium-binding protein A12) [Cleaved into: Calcitermin]P80511 sp|P80511|S10AC_HUMAN 1 1 35 0 0 0 NA NA NA NA 4.48 4.67 35.8700007 NA NA 35.8700007 4 NA NA 4 6 NA NA 6 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.07 0.69 1.66 0.65 1.78 0.81 0.83 16.90 0.05

AMP deaminase 2 (EC 3.5.4.6) (AMP deaminase isoform L)Q01433 sp|Q01433|AMPD2_HUMAN 1 1 35 0 0 0 NA NA 2.93 3.67 NA NA 5.91600016 NA 5.91600016 NA 4 NA 4 NA 2 NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.90 0.53 4.68 0.19 4.20 1.57 0.33 26.85 0.06 42.18 1.25 0.80 5621.40 0.00 7015.37 0.91 0.52 3.72 0.24 3.37 0.87 0.50 5.84 0.15 5.08 0.81 0.64 68.31 0.01 55.51 1.58 0.50 330.21 0.00 521.36 NA NA NA NA NA NA NA NA NA

Calcium/calmodulin-dependent protein kinase type II subunit gamma (CaM kinase II subunit gamma) (CaMK-II subunit gamma) (EC 2.7.11.17)Q13555 sp|Q13555|KCC2G_HUMAN 1 1 35 0 0 0 NA NA 1.91 8.57 NA NA 10.5700001 NA 10.5700001 NA 4 NA 4 NA 2 NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.81 0.50 15.06 0.05 12.19 1.27 0.26 3.69 0.34 4.69 1.30 0.24 3.71 0.35 4.83 0.76 0.40 12.51 0.06 9.48 1.02 0.85 3.71 0.28 3.80 0.80 0.27 3.68 0.22 2.93 0.94 0.78 8.01 0.12 7.55 NA NA NA NA NA NA NA NA NA

Ras-related protein Rab-2BQ8WUD1 sp|Q8WUD1|RAB2B_HUMAN 1 1 35 0 0 0 NA NA NA NA 7.58 8.24 23.15 NA NA 23.15 4 NA NA 4 7 NA NA 7 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.14 0.18 1.26 0.90 1.44 1.01 0.89 1.26 0.80

Carcinoembryonic antigen-related cell adhesion molecule 5 (Carcinoembryonic antigen) (CEA) (Meconium antigen 100) (CD antigen CD66e)P06731 sp|P06731|CEAM5_HUMAN 1 1 35 0 0 0 4.88 5.28 NA NA NA NA 6.83799982 6.83799982 NA NA 4 4 NA NA 2 2 NA NA 0.64 0.42 92.66 0.01 58.87 0.99 0.96 24.28 0.04 23.93 1.04 0.92 86.75 0.01 90.48 0.87 0.81 270.25 0.00 235.32 1.92 0.12 4.60 0.42 8.81 1.01 0.97 27.86 0.04 28.22 1.31 0.23 3.51 0.37 4.59 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Heat shock 70 kDa protein 4 (HSP70RY) (Heat shock 70-related protein APG-2)P34932 sp|P34932|HSP74_HUMAN 1 1 35 0 0 0 6.78 7.38 NA NA NA NA 6.90499991 6.90499991 NA NA 4 4 NA NA 4 4 NA NA 1.38 0.11 1.58 0.88 2.19 0.78 0.11 1.42 0.55 1.11 1.11 0.55 1.67 0.67 1.86 0.96 0.81 1.65 0.58 1.58 1.38 0.15 1.69 0.81 2.33 1.10 0.34 1.30 0.84 1.43 1.18 0.19 1.37 0.86 1.62 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Vesicle-fusing ATPase (EC 3.6.4.6) (N-ethylmaleimide-sensitive fusion protein) (NEM-sensitive fusion protein) (Vesicular-fusion protein NSF)P46459 sp|P46459|NSF_HUMAN 1 1 35 0 0 0 8.09 9.04 NA NA NA NA 5.51100001 5.51100001 NA NA 4 4 NA NA 4 4 NA NA 0.92 0.38 1.30 0.71 1.19 0.93 0.60 1.45 0.64 1.36 1.21 0.09 1.28 0.95 1.55 0.98 0.89 1.40 0.70 1.37 1.04 0.75 1.38 0.75 1.43 0.94 0.45 1.27 0.74 1.19 0.99 0.90 1.27 0.78 1.26 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Serpin B9 (Cytoplasmic antiproteinase 3) (CAP-3) (CAP3) (Peptidase inhibitor 9) (PI-9)P50453 sp|P50453|SPB9_HUMAN 1 1 35 0 0 0 3.39 6.12 NA NA NA NA 7.97900036 7.97900036 NA NA 4 4 NA NA 2 2 NA NA 1.05 0.70 3.52 0.30 3.71 0.69 0.36 18.99 0.04 13.12 1.10 0.85 164.57 0.01 181.07 0.77 0.24 3.75 0.21 2.89 1.06 0.68 3.54 0.30 3.73 1.18 0.35 3.55 0.33 4.17 1.17 0.36 3.53 0.33 4.12 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Serine/threonine-protein phosphatase 2A 55 kDa regulatory subunit B alpha isoform (PP2A subunit B isoform B55-alpha) (PP2A subunit B isoform PR55-alpha) (PP2A subunit B isoform R2-alpha) (PP2A subunit B isoform alpha)P63151 sp|P63151|2ABA_HUMAN 1 1 35 0 0 0 7.48 8.38 NA NA NA NA 13.6500001 13.6500001 NA NA 4 4 NA NA 3 3 NA NA 1.00 0.97 1.47 0.68 1.47 0.86 0.38 1.77 0.49 1.52 1.39 0.07 1.47 0.95 2.05 0.91 0.64 2.14 0.43 1.94 1.07 0.50 1.47 0.73 1.58 1.08 0.53 1.58 0.69 1.71 0.93 0.50 1.46 0.64 1.36 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

E3 ubiquitin-protein ligase NEDD4-like (EC 6.3.2.-) (NEDD4.2) (Nedd4-2)Q96PU5 sp|Q96PU5|NED4L_HUMAN 1 1 35 0 0 0 5.36 7.53 NA NA NA NA 4.10300009 4.10300009 NA NA 4 4 NA NA 4 4 NA NA 1.52 0.08 1.65 0.92 2.51 1.24 0.38 1.94 0.64 2.40 0.91 0.47 1.42 0.64 1.29 1.15 0.32 1.45 0.79 1.66 1.09 0.34 1.26 0.86 1.36 0.91 0.30 1.26 0.73 1.15 0.79 0.05 1.25 0.63 0.99 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Histone H2B type 1-M (Histone H2B.e) (H2B/e)Q99879 sp|Q99879|H2B1M_HUMAN 1 1 35 0 0 0 6.8 6.89 NA NA NA NA 28.5699993 28.5699993 NA NA 4 4 NA NA 8 8 NA NA 0.27 0.04 3.41 0.08 0.91 0.88 0.16 1.25 0.70 1.10 0.48 0.05 2.06 0.23 1.00 0.32 0.04 2.82 0.11 0.90 0.28 0.01 1.94 0.14 0.53 0.40 0.01 1.68 0.24 0.67 0.41 0.02 1.86 0.22 0.76 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Sialoadhesin (Sialic acid-binding Ig-like lectin 1) (Siglec-1) (CD antigen CD169)Q9BZZ2 sp|Q9BZZ2|SN_HUMAN 1 1 35 0 0 0 4.34 6.66 NA NA NA NA 2.458 2.458 NA NA 4 4 NA NA 2 2 NA NA 1.17 0.38 3.94 0.30 4.63 1.15 0.42 3.92 0.29 4.50 1.38 0.38 16.29 0.09 22.56 1.51 0.19 4.88 0.31 7.36 1.18 0.37 3.90 0.30 4.59 1.01 0.95 3.88 0.26 3.91 1.34 0.22 3.90 0.34 5.22 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Contactin-6 (Neural recognition molecule NB-3) (hNB-3)Q9UQ52 sp|Q9UQ52|CNTN6_HUMAN 1 1 35 0 0 0 4.71 6.66 NA NA NA NA 4.76699993 4.76699993 NA NA 4 4 NA NA 3 3 NA NA 0.91 0.53 1.70 0.54 1.55 0.97 0.74 1.49 0.65 1.44 1.02 0.86 1.44 0.71 1.46 1.20 0.47 2.45 0.49 2.93 0.79 0.11 1.44 0.55 1.14 1.15 0.36 1.66 0.69 1.91 0.69 0.07 1.56 0.44 1.07 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Bactericidal permeability-increasing protein (BPI) (CAP 57)P17213 sp|P17213|BPI_HUMAN 1 1 35 0 0 0 NA NA NA NA 4.88 5.29 6.57100007 NA NA 6.57100007 3 NA NA 3 2 NA NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.25 0.65 106.56 0.01 133.66 0.53 0.39 309.74 0.00

ARF GTPase-activating protein GIT2 (ARF GAP GIT2) (Cool-interacting tyrosine-phosphorylated protein 2) (CAT-2) (CAT2) (G protein-coupled receptor kinase-interactor 2) (GRK-interacting protein 2)Q14161 sp|Q14161|GIT2_HUMAN 1 1 35 0 0 0 NA NA NA NA 3.68 4.3 6.98300004 NA NA 6.98300004 3 NA NA 3 2 NA NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.93 0.60 3.64 0.26 3.38 1.22 0.34 4.29 0.28

Pre-mRNA-processing-splicing factor 8 (220 kDa U5 snRNP-specific protein) (PRP8 homolog) (Splicing factor Prp8) (p220)Q6P2Q9 sp|Q6P2Q9|PRP8_HUMAN 1 1 35 0 0 0 NA NA 4.75 6.59 NA NA 2.01299992 NA 2.01299992 NA 3 NA 3 NA 3 NA 3 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.18 0.62 3.44 0.34 4.06 1.34 0.39 3.22 0.42 4.32 1.16 0.68 3.81 0.30 4.41 0.82 0.15 1.45 0.57 1.19 1.12 0.46 1.73 0.65 1.95 0.94 0.87 4.14 0.23 3.89 1.05 0.91 4.60 0.23 4.81 NA NA NA NA NA NA NA NA NA

Histone H2B type 3-B (H2B type 12)Q8N257 sp|Q8N257|H2B3B_HUMAN 1 1 35 0 0 0 NA NA 4.14 4.21 NA NA 20.6300005 NA 20.6300005 NA 3 NA 3 NA 7 NA 7 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.53 0.18 9.52 0.06 5.08 0.78 0.26 4.10 0.19 3.18 0.46 0.23 38.17 0.01 17.58 0.29 0.08 8.33 0.03 2.40 0.31 0.15 37.37 0.01 11.56 0.36 0.19 62.43 0.01 22.20 0.36 0.21 95.12 0.00 34.21 NA NA NA NA NA NA NA NA NA

Engulfment and cell motility protein 1 (Protein ced-12 homolog)Q92556 sp|Q92556|ELMO1_HUMAN 1 1 35 0 0 0 NA NA 4.38 5.06 NA NA 5.77699989 NA 5.77699989 NA 3 NA 3 NA 2 NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.27 0.56 41.19 0.03 52.46 1.15 0.43 4.20 0.27 4.82 2.14 0.37 611.80 0.00 1309.87 1.09 0.77 18.68 0.06 20.41 0.97 0.95 97.85 0.01 95.34 1.73 0.41 193.14 0.01 334.06 1.76 0.29 33.08 0.05 58.21 NA NA NA NA NA NA NA NA NA

Endoplasmic reticulum resident protein 44 (ER protein 44) (ERp44) (Thioredoxin domain-containing protein 4)Q9BS26 sp|Q9BS26|ERP44_HUMAN 1 1 35 0 0 0 NA NA NA NA 3.28 3.7 9.85200033 NA NA 9.85200033 3 NA NA 3 2 NA NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.10 0.82 68.37 0.02 75.26 1.55 0.52 358.76 0.00

COP9 signalosome complex subunit 4 (SGN4) (Signalosome subunit 4) (JAB1-containing signalosome subunit 4)Q9BT78 sp|Q9BT78|CSN4_HUMAN 1 1 35 0 0 0 NA NA 4.93 5.18 NA NA 11.3300003 NA 11.3300003 NA 3 NA 3 NA 2 NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.03 0.92 24.07 0.04 24.85 0.89 0.47 3.97 0.22 3.52 1.77 0.12 4.00 0.44 7.08 1.37 0.55 100.07 0.01 136.88 1.13 0.53 5.88 0.19 6.67 1.36 0.32 8.61 0.16 11.67 1.35 0.31 7.73 0.17 10.42 NA NA NA NA NA NA NA NA NA

Vacuolar protein sorting-associated protein 29 (hVPS29) (EC 3.1.3.3) (PEP11 homolog) (Vesicle protein sorting 29)Q9UBQ0 sp|Q9UBQ0|VPS29_HUMAN 1 1 35 0 0 0 NA NA NA NA 5.52 5.62 14.8399994 NA NA 14.8399994 3 NA NA 3 4 NA NA 4 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.83 0.09 1.27 0.66 1.06 0.98 0.78 1.26 0.77

Brefeldin A-inhibited guanine nucleotide-exchange protein 1 (Brefeldin A-inhibited GEP 1) (ADP-ribosylation factor guanine nucleotide-exchange factor 1) (p200 ARF guanine nucleotide exchange factor) (p200 ARF-GEP1)Q9Y6D6 sp|Q9Y6D6|BIG1_HUMAN 1 1 35 0 0 0 NA NA NA NA 5.98 8.78 1.67699996 NA NA 1.67699996 3 NA NA 3 2 NA NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.18 0.38 4.09 0.29 4.82 1.05 0.72 4.11 0.26

Thyroxine-binding globulin (Serpin A7) (T4-binding globulin)P05543 sp|P05543|THBG_HUMAN 1 1 35 0 0 0 1.37 2.32 NA NA NA NA 3.61399986 3.61399986 NA NA 3 3 NA NA 2 2 NA NA 0.99 0.97 6.72 0.15 6.68 0.75 0.51 43.35 0.02 32.58 1.83 0.19 10.52 0.17 19.20 2.06 0.25 41.67 0.05 85.73 1.00 0.97 3.54 0.28 3.55 1.09 0.77 15.50 0.07 16.82 1.01 0.94 3.58 0.28 3.61 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Y-box-binding protein 3 (Cold shock domain-containing protein A) (DNA-binding protein A) (Single-strand DNA-binding protein NF-GMB)P16989 sp|P16989|DBPA_HUMAN 1 1 35 0 0 0 4.8 4.82 NA NA NA NA 13.7099996 13.7099996 NA NA 3 3 NA NA 3 3 NA NA 0.83 0.27 1.72 0.48 1.42 0.85 0.40 1.89 0.45 1.61 1.06 0.59 1.45 0.73 1.54 0.96 0.68 1.44 0.66 1.39 0.99 0.97 2.34 0.42 2.32 1.24 0.25 1.77 0.70 2.18 1.16 0.23 1.47 0.79 1.71 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Hepatoma-derived growth factor (HDGF) (High mobility group protein 1-like 2) (HMG-1L2)P51858 sp|P51858|HDGF_HUMAN 1 1 35 0 0 0 3.95 4.12 NA NA NA NA 22.4999994 22.4999994 NA NA 3 3 NA NA 4 4 NA NA 1.03 0.74 1.45 0.71 1.50 1.18 0.19 1.45 0.82 1.72 1.01 0.95 1.57 0.64 1.58 1.28 0.10 1.45 0.88 1.86 0.81 0.13 1.45 0.55 1.17 0.95 0.68 1.62 0.58 1.54 0.94 0.57 1.45 0.65 1.37 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Peptidyl-prolyl cis-trans isomerase FKBP1A (PPIase FKBP1A) (EC 5.2.1.8) (12 kDa FK506-binding protein) (12 kDa FKBP) (FKBP-12) (Calstabin-1) (FK506-binding protein 1A) (FKBP-1A) (Immunophilin FKBP12) (Rotamase)P62942 sp|P62942|FKB1A_HUMAN 1 1 35 0 0 0 4.01 4.08 NA NA NA NA 25 25 NA NA 3 3 NA NA 6 6 NA NA 1.45 0.28 8.91 0.16 12.89 1.09 0.68 6.87 0.16 7.47 0.64 0.14 3.51 0.18 2.25 0.90 0.59 5.70 0.16 5.14 1.08 0.69 6.96 0.16 7.53 0.91 0.52 3.58 0.25 3.26 0.85 0.39 4.39 0.19 3.72 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

1-phosphatidylinositol 4,5-bisphosphate phosphodiesterase beta-3 (EC 3.1.4.11) (Phosphoinositide phospholipase C-beta-3) (Phospholipase C-beta-3) (PLC-beta-3)Q01970 sp|Q01970|PLCB3_HUMAN 1 1 35 0 0 0 6.42 7.76 NA NA NA NA 3.40400003 3.40400003 NA NA 3 3 NA NA 4 4 NA NA 0.84 0.13 1.32 0.64 1.10 0.98 0.83 1.26 0.78 1.24 0.90 0.26 1.26 0.71 1.14 1.02 0.82 1.28 0.79 1.31 1.19 0.10 1.26 0.94 1.50 0.98 0.83 1.26 0.78 1.24 1.23 0.16 1.42 0.87 1.75 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Histone H3.1t (H3/t) (H3t) (H3/g)Q16695 sp|Q16695|H31T_HUMAN 1 1 35 0 0 0 5.85 5.97 NA NA NA NA 16.9100002 16.9100002 NA NA 3 3 NA NA 2 2 NA NA 0.17 0.15 233.07 0.00 39.53 0.60 0.17 5.90 0.10 3.56 0.26 0.05 3.51 0.07 0.92 0.13 0.03 3.52 0.04 0.47 0.29 0.08 7.04 0.04 2.01 0.25 0.05 3.51 0.07 0.89 0.31 0.08 6.03 0.05 1.90 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

ADP-ribosylation factor-like protein 8A (ADP-ribosylation factor-like protein 10B) (Novel small G protein indispensable for equal chromosome segregation 2)Q96BM9 sp|Q96BM9|ARL8A_HUMAN 1 1 35 0 0 0 4.09 4.57 NA NA NA NA 25.8100003 25.8100003 NA NA 3 3 NA NA 2 2 NA NA 0.95 0.68 3.58 0.26 3.39 1.31 0.41 12.80 0.10 16.78 0.85 0.34 3.59 0.24 3.04 0.86 0.36 3.59 0.24 3.07 1.22 0.30 3.59 0.34 4.38 0.93 0.59 3.57 0.26 3.32 0.96 0.75 3.61 0.27 3.46 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Haloacid dehalogenase-like hydrolase domain-containing protein 2Q9H0R4 sp|Q9H0R4|HDHD2_HUMAN 1 1 35 0 0 0 5.17 5.23 NA NA NA NA 22.7799997 22.7799997 NA NA 3 3 NA NA 2 2 NA NA 1.39 0.19 3.73 0.37 5.17 0.44 0.08 3.74 0.12 1.65 1.21 0.44 7.47 0.16 9.04 1.05 0.72 3.76 0.28 3.95 1.33 0.24 4.07 0.33 5.42 1.02 0.88 3.80 0.27 3.88 1.11 0.55 4.71 0.24 5.22 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Omega-amidase NIT2 (EC 3.5.1.3) (Nitrilase homolog 2)Q9NQR4 sp|Q9NQR4|NIT2_HUMAN 1 1 35 0 0 0 4.28 4.76 NA NA NA NA 13.4100005 13.4100005 NA NA 3 3 NA NA 3 3 NA NA 1.16 0.23 1.44 0.80 1.66 1.08 0.60 1.71 0.63 1.85 1.37 0.18 1.98 0.69 2.71 1.13 0.30 1.44 0.78 1.63 1.55 0.04 1.44 1.07 2.24 1.11 0.33 1.44 0.77 1.60 1.07 0.66 1.81 0.59 1.94 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Xaa-Pro aminopeptidase 1 (EC 3.4.11.9) (Aminoacylproline aminopeptidase) (Cytosolic aminopeptidase P) (Soluble aminopeptidase P) (sAmp) (X-Pro aminopeptidase 1) (X-prolyl aminopeptidase 1, soluble)Q9NQW7 sp|Q9NQW7|XPP1_HUMAN 1 1 35 0 0 0 3.89 4.49 NA NA NA NA 7.0629999 7.0629999 NA NA 3 3 NA NA 2 2 NA NA 1.03 0.93 33.70 0.03 34.76 0.86 0.64 19.23 0.04 16.58 1.22 0.30 3.62 0.34 4.43 1.05 0.90 45.11 0.02 47.21 1.15 0.40 3.65 0.32 4.20 1.09 0.56 3.63 0.30 3.94 1.15 0.40 3.64 0.32 4.20 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Ubiquitin-fold modifier-conjugating enzyme 1 (Ufm1-conjugating enzyme 1)Q9Y3C8 sp|Q9Y3C8|UFC1_HUMAN 1 1 35 0 0 0 4.9 4.96 NA NA NA NA 18.5599998 18.5599998 NA NA 3 3 NA NA 5 5 NA NA 1.32 0.05 1.32 1.00 1.75 0.65 0.02 1.38 0.47 0.90 1.10 0.46 1.40 0.78 1.54 0.79 0.13 1.44 0.55 1.14 1.45 0.03 1.37 1.06 1.98 0.96 0.75 1.51 0.63 1.44 1.41 0.13 1.69 0.84 2.39 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

WD repeat-containing protein 91A4D1P6 sp|A4D1P6|WDR91_HUMAN 1 1 35 0 0 1 NA NA 3.21 3.28 NA NA 3.34700011 NA 3.34700011 NA 2 NA 2 NA 2 NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.28 0.49 20.97 0.06 26.77 1.91 0.10 3.64 0.53 6.94 0.86 0.42 4.47 0.19 3.84 0.84 0.34 3.61 0.23 3.03 0.74 0.21 3.62 0.20 2.68 0.84 0.50 9.88 0.08 8.27 1.03 0.99 1570000000000000.00 0.00 1620000000000000.00 NA NA NA NA NA NA NA NA NA

D-3-phosphoglycerate dehydrogenase (3-PGDH) (EC 1.1.1.95)O43175 sp|O43175|SERA_HUMAN 1 1 35 0 0 1 NA NA NA NA 4.12 4.32 4.50300016 NA NA 4.50300016 2 NA NA 2 3 NA NA 3 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.44 0.23 6.00 0.24 8.66 1.01 0.92 3.96 0.26

Bifunctional 3'-phosphoadenosine 5'-phosphosulfate synthase 1 (PAPS synthase 1) (PAPSS 1) (Sulfurylase kinase 1) (SK 1) (SK1) [Includes: Sulfate adenylyltransferase (EC 2.7.7.4) (ATP-sulfurylase) (Sulfate adenylate transferase) (SAT); Adenylyl-sulfate kinase (EC 2.7.1.25) (3'-phosphoadenosine-5'-phosphosulfate synthase) (APS kinase) (Adenosine-5'-phosphosulfate 3'-phosphotransferase) (Adenylylsulfate 3'-phosphotransferase)]O43252 sp|O43252|PAPS1_HUMAN 1 1 35 0 0 1 NA NA NA NA 4.07 4.65 4.48700003 NA NA 4.48700003 2 NA NA 2 2 NA NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.12 0.88 1633.04 0.00 1829.74 1.32 0.32 7.05 0.19

Splicing factor 3B subunit 1 (Pre-mRNA-splicing factor SF3b 155 kDa subunit) (SF3b155) (Spliceosome-associated protein 155) (SAP 155)O75533 sp|O75533|SF3B1_HUMAN 1 1 35 0 0 1 NA NA 3.2 4.57 NA NA 1.84000004 NA 1.84000004 NA 2 NA 2 NA 2 NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.79 0.57 43.77 0.02 34.38 1.79 0.28 30.66 0.06 54.78 0.75 0.50 33.96 0.02 25.64 0.91 0.56 4.38 0.21 3.97 1.57 0.16 4.44 0.35 6.97 0.96 0.78 4.39 0.22 4.21 0.84 0.60 20.05 0.04 16.92 NA NA NA NA NA NA NA NA NA

Probable E3 ubiquitin-protein ligase MYCBP2 (EC 6.3.2.-) (Myc-binding protein 2) (Pam/highwire/rpm-1 protein) (Protein associated with Myc)O75592 sp|O75592|MYCB2_HUMAN 1 1 35 0 0 1 NA NA 4.27 5.84 NA NA 0.4526 NA 0.4526 NA 2 NA 2 NA 2 NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.21 0.51 13.02 0.09 15.82 1.96 0.21 18.75 0.10 36.70 0.85 0.58 13.26 0.06 11.33 0.95 0.72 4.33 0.22 4.10 0.91 0.52 3.74 0.24 3.39 0.72 0.19 3.71 0.19 2.68 1.18 0.54 11.83 0.10 14.01 NA NA NA NA NA NA NA NA NA

Importin-7 (Imp7) (Ran-binding protein 7) (RanBP7)O95373 sp|O95373|IPO7_HUMAN 1 1 35 0 0 1 NA NA NA NA 3.41 4.47 2.50499994 NA NA 2.50499994 2 NA NA 2 2 NA NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.43 0.45 8630.84 0.00 3709.55 0.73 0.32 9.18 0.08

3'(2'),5'-bisphosphate nucleotidase 1 (EC 3.1.3.7) (Bisphosphate 3'-nucleotidase 1) (PAP-inositol 1,4-phosphatase) (PIP)O95861 sp|O95861|BPNT1_HUMAN 1 1 35 0 0 1 NA NA NA NA 4.46 4.9 9.09100026 NA NA 9.09100026 2 NA NA 2 4 NA NA 4 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.74 0.25 2.27 0.33 1.68 0.94 0.59 1.55 0.60

N(G),N(G)-dimethylarginine dimethylaminohydrolase 2 (DDAH-2) (Dimethylarginine dimethylaminohydrolase 2) (EC 3.5.3.18) (DDAHII) (Dimethylargininase-2) (Protein G6a) (S-phase protein)O95865 sp|O95865|DDAH2_HUMAN 1 1 35 0 0 1 NA NA NA NA 2.69 3.14 9.82500017 NA NA 9.82500017 2 NA NA 2 2 NA NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.88 0.42 3.59 0.24 3.16 1.05 0.70 3.59 0.29

Ig lambda chain V-II region NIG-84P04209 sp|P04209|LV211_HUMAN 1 1 35 0 0 1 NA NA NA NA 2.03 4.57 14.2900005 NA NA 14.2900005 2 NA NA 2 3 NA NA 3 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.61 0.18 6.23 0.10 3.80 1.28 0.25 3.61 0.35

Elongation factor 1-beta (EF-1-beta)P24534 sp|P24534|EF1B_HUMAN 1 1 35 0 0 1 NA NA 1.32 2.11 NA NA 6.66700006 NA 6.66700006 NA 2 NA 2 NA 3 NA 3 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.90 0.69 13.74 0.07 12.35 1.53 0.39 42.89 0.04 65.68 0.76 0.63 223.55 0.00 169.81 1.00 1.00 3.59 0.28 3.59 0.73 0.32 8.73 0.08 6.41 1.63 0.65 29698.39 0.00 48536.94 0.88 0.59 9.02 0.10 7.92 NA NA NA NA NA NA NA NA NA

Glycogen debranching enzyme (Glycogen debrancher) [Includes: 4-alpha-glucanotransferase (EC 2.4.1.25) (Oligo-1,4-1,4-glucantransferase); Amylo-alpha-1,6-glucosidase (Amylo-1,6-glucosidase) (EC 3.2.1.33) (Dextrin 6-alpha-D-glucosidase)]P35573 sp|P35573|GDE_HUMAN 1 1 35 0 0 1 NA NA 4.4 5.6 NA NA 1.30500002 NA 1.30500002 NA 2 NA 2 NA 2 NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.95 0.72 3.54 0.27 3.38 1.11 0.49 3.52 0.31 3.90 1.11 0.47 3.53 0.32 3.93 1.05 0.70 3.53 0.30 3.71 1.29 0.23 3.52 0.37 4.56 0.83 0.40 5.71 0.14 4.72 0.97 0.82 3.53 0.27 3.43 NA NA NA NA NA NA NA NA NA

Trifunctional enzyme subunit alpha, mitochondrial (78 kDa gastrin-binding protein) (TP-alpha) [Includes: Long-chain enoyl-CoA hydratase (EC 4.2.1.17); Long chain 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.211)]P40939 sp|P40939|ECHA_HUMAN 1 1 35 0 0 1 NA NA 4.12 4.84 NA NA 3.80100012 NA 3.80100012 NA 2 NA 2 NA 2 NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.43 0.39 23.06 0.06 32.96 1.77 0.23 15.47 0.11 27.41 0.67 0.16 3.65 0.18 2.43 0.91 0.77 27.41 0.03 24.90 0.96 0.88 20.17 0.05 19.28 0.74 0.42 19.70 0.04 14.56 0.72 0.54 112.24 0.01 81.26 NA NA NA NA NA NA NA NA NA

40S ribosomal protein S27 (Metallopan-stimulin 1) (MPS-1)P42677 sp|P42677|RS27_HUMAN 1 1 35 0 0 1 NA NA NA NA 3.49 3.49 22.62 NA NA 22.62 2 NA NA 2 3 NA NA 3 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.94 0.65 3.96 0.24 3.71 1.10 0.55 3.97 0.28

Heterogeneous nuclear ribonucleoprotein A3 (hnRNP A3)P51991 sp|P51991|ROA3_HUMAN 1 1 35 0 0 1 NA NA 3.47 4.01 NA NA 4.23300006 NA 4.23300006 NA 2 NA 2 NA 3 NA 3 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.95 0.84 17.72 0.05 16.75 1.15 0.56 8.61 0.13 9.90 0.70 0.53 138.98 0.01 97.40 1.18 0.49 7.69 0.15 9.07 1.14 0.44 3.98 0.29 4.55 0.80 0.50 15.64 0.05 12.57 0.63 0.30 20.46 0.03 12.87 NA NA NA NA NA NA NA NA NA

Epithelial membrane protein 2 (EMP-2) (Protein XMP)P54851 sp|P54851|EMP2_HUMAN 1 1 35 0 0 1 NA NA NA NA 1.57 1.64 7.18600005 NA NA 7.18600005 2 NA NA 2 5 NA NA 5 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.96 0.82 4.82 0.20 4.65 0.49 0.33 187.81 0.00

40S ribosomal protein S13P62277 sp|P62277|RS13_HUMAN 1 1 35 0 0 1 NA NA 3.49 3.53 NA NA 11.2599999 NA 11.2599999 NA 2 NA 2 NA 3 NA 3 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.04 0.88 9.61 0.11 9.95 2.25 0.08 3.55 0.64 7.99 1.02 0.88 3.54 0.29 3.61 1.00 1.00 3.55 0.28 3.55 0.88 0.42 3.53 0.25 3.11 1.14 0.41 3.53 0.32 4.03 1.07 0.65 4.50 0.24 4.83 NA NA NA NA NA NA NA NA NA

60S ribosomal protein L30P62888 sp|P62888|RL30_HUMAN 1 1 35 0 0 1 NA NA 1.4 1.46 NA NA 13.0400002 NA 13.0400002 NA 2 NA 2 NA 2 NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.80 0.28 3.89 0.21 3.11 2.15 0.15 11.06 0.19 23.75 0.82 0.58 24.37 0.03 20.03 0.94 0.65 3.85 0.24 3.61 0.88 0.44 3.85 0.23 3.39 0.92 0.83 54.09 0.02 49.70 1.04 0.93 85.36 0.01 88.77 NA NA NA NA NA NA NA NA NA

Neuron-specific calcium-binding protein hippocalcin (Calcium-binding protein BDR-2)P84074 sp|P84074|HPCA_HUMAN 1 1 35 0 0 1 NA NA NA NA 3.93 4 7.77200013 NA NA 7.77200013 2 NA NA 2 2 NA NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.21 0.33 3.82 0.32 4.61 0.92 0.58 3.78 0.24

Translin (EC 3.1.-.-) (Component 3 of promoter of RISC) (C3PO)Q15631 sp|Q15631|TSN_HUMAN 1 1 35 0 0 1 NA NA 4.2 4.68 NA NA 10.96 NA 10.96 NA 2 NA 2 NA 2 NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.07 0.64 3.61 0.29 3.85 1.08 0.83 33.87 0.03 36.59 0.96 0.91 37.10 0.03 35.60 1.09 0.55 3.59 0.30 3.91 0.97 0.86 5.78 0.17 5.60 1.02 0.96 66.49 0.02 67.78 1.15 0.67 21.50 0.05 24.68 NA NA NA NA NA NA NA NA NA

Serine/threonine-protein kinase N2 (EC 2.7.11.13) (PKN gamma) (Protein kinase C-like 2) (Protein-kinase C-related kinase 2)Q16513 sp|Q16513|PKN2_HUMAN 1 1 35 0 0 1 NA NA NA NA 2.15 4.67 2.13399995 NA NA 2.13399995 2 NA NA 2 2 NA NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.11 0.53 4.10 0.27 4.54 1.39 0.29 7.92 0.18

Heterogeneous nuclear ribonucleoprotein U-like protein 2 (Scaffold-attachment factor A2) (SAF-A2)Q1KMD3 sp|Q1KMD3|HNRL2_HUMAN 1 1 35 0 0 1 NA NA 1.65 2.2 NA NA 2.94499993 NA 2.94499993 NA 2 NA 2 NA 2 NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.89 0.65 10.35 0.09 9.26 1.70 0.14 4.36 0.39 7.41 0.66 0.23 7.44 0.09 4.88 1.22 0.31 3.75 0.33 4.59 1.07 0.65 3.77 0.28 4.02 1.24 0.50 14.70 0.08 18.16 1.09 0.71 9.77 0.11 10.67 NA NA NA NA NA NA NA NA NA

AP-5 complex subunit beta-1 (Adapter-related protein complex 5 beta subunit) (Beta5)Q2VPB7 sp|Q2VPB7|YK046_HUMAN 1 1 35 0 0 1 NA NA NA NA 4.13 4.48 3.28899995 NA NA 3.28899995 2 NA NA 2 2 NA NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.96 0.81 4.85 0.20 4.66 1.15 0.77 103.69 0.01

Protein FAM98B Q52LJ0 sp|Q52LJ0|FA98B_HUMAN 1 1 35 0 0 1 NA NA 3.45 3.65 NA NA 11.2099998 NA 11.2099998 NA 2 NA 2 NA 2 NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.82 0.53 16.56 0.05 13.54 1.52 0.15 3.51 0.43 5.35 0.82 0.37 4.93 0.17 4.06 1.10 0.51 3.51 0.31 3.86 0.98 0.90 3.51 0.28 3.46 1.05 0.89 41.58 0.03 43.67 0.80 0.95 169000000000000.00 0.00 135000000000000.00 NA NA NA NA NA NA NA NA NA

Macrophage erythroblast attacher (Cell proliferation-inducing gene 5 protein) (Erythroblast macrophage protein) (Human lung cancer oncogene 10 protein) (HLC-10)Q7L5Y9 sp|Q7L5Y9|MAEA_HUMAN 1 1 35 0 0 1 NA NA 4 4.61 NA NA 7.57599995 NA 7.57599995 NA 2 NA 2 NA 2 NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.86 0.38 3.84 0.22 3.29 1.86 0.11 3.83 0.48 7.11 0.78 0.25 3.75 0.21 2.93 0.95 0.71 3.84 0.25 3.65 1.00 0.99 4.81 0.21 4.80 0.73 0.21 3.82 0.19 2.79 0.79 0.27 3.87 0.20 3.06 NA NA NA NA NA NA NA NA NA

AP-2 complex subunit mu (AP-2 mu chain) (Adapter-related protein complex 2 subunit mu) (Adaptin-mu2) (Adaptor protein complex AP-2 subunit mu) (Clathrin assembly protein complex 2 mu medium chain) (Clathrin coat assembly protein AP50) (Clathrin coat-associated protein AP50) (HA2 50 kDa subunit) (Plasma membrane adaptor AP-2 50 kDa protein)Q96CW1 sp|Q96CW1|AP2M1_HUMAN 1 1 35 0 0 1 NA NA NA NA 2.2 2.62 2.98900008 NA NA 2.98900008 2 NA NA 2 2 NA NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.95 0.72 3.68 0.26 3.51 1.02 0.90 3.66 0.28

3-hydroxybutyrate dehydrogenase type 2 (EC 1.1.1.-) (EC 1.1.1.30) (Dehydrogenase/reductase SDR family member 6) (Oxidoreductase UCPA) (R-beta-hydroxybutyrate dehydrogenase)Q9BUT1 sp|Q9BUT1|BDH2_HUMAN 1 1 35 0 0 1 NA NA NA NA 4 4.37 13.47 NA NA 13.47 2 NA NA 2 2 NA NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.06 0.70 4.31 0.25 4.57 1.22 0.54 18.23 0.07

Mucin-13 (MUC-13) (Down-regulated in colon cancer 1)Q9H3R2 sp|Q9H3R2|MUC13_HUMAN 1 1 35 0 0 1 NA NA NA NA 3.6 3.7 5.87100014 NA NA 5.87100014 2 NA NA 2 3 NA NA 3 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.44 0.17 3.51 0.41 5.06 0.89 0.72 26.12 0.03

Golgi phosphoprotein 3 (Coat protein GPP34) (Mitochondrial DNA absence factor) (MIDAS)Q9H4A6 sp|Q9H4A6|GOLP3_HUMAN 1 1 35 0 0 1 NA NA 4.05 4.28 NA NA 9.73199979 NA 9.73199979 NA 2 NA 2 NA 2 NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.07 0.62 3.57 0.30 3.82 0.91 0.52 3.57 0.26 3.25 1.04 0.79 4.58 0.23 4.77 0.95 0.70 3.58 0.27 3.41 1.06 0.68 3.57 0.30 3.78 0.91 0.51 3.56 0.25 3.23 1.20 0.32 3.57 0.34 4.28 NA NA NA NA NA NA NA NA NA

ADP-ribosylation factor-like protein 8B (ADP-ribosylation factor-like protein 10C) (Novel small G protein indispensable for equal chromosome segregation 1)Q9NVJ2 sp|Q9NVJ2|ARL8B_HUMAN 1 1 35 0 0 1 NA NA 4.03 4.32 NA NA 12.37 NA 12.37 NA 2 NA 2 NA 2 NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.08 0.60 3.88 0.28 4.19 1.67 0.54 1449.73 0.00 2419.38 0.92 0.69 8.09 0.11 7.42 0.87 0.42 3.87 0.22 3.37 0.94 0.65 3.87 0.24 3.63 1.00 0.98 3.81 0.26 3.82 0.82 0.32 3.92 0.21 3.22 NA NA NA NA NA NA NA NA NA

Shootin-1 A0MZ66 sp|A0MZ66|SHOT1_HUMAN 1 1 35 0 0 1 3.6 5.47 NA NA NA NA 3.80299985 3.80299985 NA NA 2 2 NA NA 2 2 NA NA 0.93 0.72 7.94 0.12 7.36 0.75 0.21 3.56 0.21 2.67 1.16 0.39 3.58 0.32 4.14 0.86 0.38 3.57 0.24 3.09 0.99 0.94 3.56 0.28 3.53 1.01 0.95 3.57 0.28 3.60 0.98 0.86 3.57 0.27 3.49 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Hepatocyte growth factor-regulated tyrosine kinase substrate (Hrs) (Protein pp110)O14964 sp|O14964|HGS_HUMAN 1 1 35 0 0 1 2.9 3.58 NA NA NA NA 4.63300012 4.63300012 NA NA 2 2 NA NA 2 2 NA NA 1.40 0.21 4.14 0.34 5.79 1.43 0.18 3.81 0.38 5.46 0.87 0.41 3.72 0.23 3.24 1.07 0.61 3.74 0.29 4.01 1.00 0.98 3.82 0.26 3.81 0.93 0.72 7.31 0.13 6.78 0.86 0.41 4.21 0.20 3.63 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Mitogen-activated protein kinase 13 (MAP kinase 13) (MAPK 13) (EC 2.7.11.24) (Mitogen-activated protein kinase p38 delta) (MAP kinase p38 delta) (Stress-activated protein kinase 4)O15264 sp|O15264|MK13_HUMAN 1 1 35 0 0 1 3.13 3.43 NA NA NA NA 4.93200012 4.93200012 NA NA 2 2 NA NA 2 2 NA NA 1.16 0.40 3.88 0.30 4.50 0.58 0.41 182.59 0.00 105.18 1.01 0.97 6.04 0.17 6.08 0.99 0.96 12.16 0.08 12.01 1.10 0.52 3.87 0.29 4.27 1.12 0.48 3.87 0.29 4.33 1.02 0.86 3.90 0.26 3.99 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Kunitz-type protease inhibitor 1 (Hepatocyte growth factor activator inhibitor type 1) (HAI-1)O43278 sp|O43278|SPIT1_HUMAN 1 1 35 0 0 1 4.05 4.28 NA NA NA NA 3.59200016 3.59200016 NA NA 2 2 NA NA 2 2 NA NA 0.82 0.62 37.26 0.02 30.65 1.47 0.16 3.52 0.42 5.17 0.95 0.86 17.35 0.05 16.49 1.04 0.77 3.51 0.30 3.65 1.01 0.94 3.52 0.29 3.55 1.04 0.89 14.83 0.07 15.36 0.91 0.51 3.53 0.26 3.20 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Neuropilin-2 (Vascular endothelial cell growth factor 165 receptor 2)O60462 sp|O60462|NRP2_HUMAN 1 1 35 0 0 1 2.51 3.18 NA NA NA NA 1.93300005 1.93300005 NA NA 2 2 NA NA 2 2 NA NA 0.91 0.84 94.79 0.01 86.57 0.89 0.82 163.86 0.01 146.07 1.04 0.82 5.69 0.18 5.93 1.55 0.17 4.73 0.33 7.31 1.22 0.31 3.75 0.33 4.57 1.28 0.25 3.53 0.36 4.50 0.90 0.47 3.53 0.25 3.16 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Breast carcinoma-amplified sequence 1 (Amplified and overexpressed in breast cancer) (Novel amplified in breast cancer 1)O75363 sp|O75363|BCAS1_HUMAN 1 1 35 0 0 1 2.78 3.1 NA NA NA NA 4.28100005 4.28100005 NA NA 2 2 NA NA 5 5 NA NA 1.20 0.21 1.45 0.83 1.75 1.16 0.14 1.27 0.92 1.47 0.97 0.70 1.27 0.77 1.23 0.72 0.23 2.01 0.36 1.45 1.11 0.24 1.27 0.88 1.41 0.77 0.17 1.58 0.49 1.22 0.94 0.48 1.26 0.75 1.19 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Tropomyosin alpha-3 chain (Gamma-tropomyosin) (Tropomyosin-3) (Tropomyosin-5) (hTM5)P06753 sp|P06753|TPM3_HUMAN 1 1 35 0 0 1 4.13 4.68 NA NA NA NA 8.09900016 8.09900016 NA NA 2 2 NA NA 2 2 NA NA 0.88 0.54 6.53 0.13 5.73 1.12 0.47 3.68 0.30 4.12 1.51 0.48 127.50 0.01 192.37 1.32 0.54 57.21 0.02 75.80 1.34 0.29 6.07 0.22 8.14 1.44 0.34 14.97 0.10 21.52 1.31 0.39 11.02 0.12 14.41 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Proactivator polypeptide [Cleaved into: Saposin-A (Protein A); Saposin-B-Val; Saposin-B (Cerebroside sulfate activator) (CSAct) (Dispersin) (Sphingolipid activator protein 1) (SAP-1) (Sulfatide/GM1 activator); Saposin-C (A1 activator) (Co-beta-glucosidase) (Glucosylceramidase activator) (Sphingolipid activator protein 2) (SAP-2); Saposin-D (Component C) (Protein C)]P07602 sp|P07602|SAP_HUMAN 1 1 35 0 0 1 3.21 4 NA NA NA NA 4.96199988 4.96199988 NA NA 2 2 NA NA 4 4 NA NA 0.36 0.15 6.84 0.05 2.46 0.87 0.29 1.55 0.56 1.34 1.08 0.77 2.52 0.43 2.71 1.23 0.18 1.55 0.79 1.90 1.44 0.13 1.87 0.77 2.69 1.35 0.55 6.13 0.22 8.25 1.01 0.97 3.26 0.31 3.30 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Poly [ADP-ribose] polymerase 1 (PARP-1) (EC 2.4.2.30) (ADP-ribosyltransferase diphtheria toxin-like 1) (ARTD1) (NAD(+) ADP-ribosyltransferase 1) (ADPRT 1) (Poly[ADP-ribose] synthase 1)P09874 sp|P09874|PARP1_HUMAN 1 1 35 0 0 1 3.11 4.17 NA NA NA NA 2.85999999 2.85999999 NA NA 2 2 NA NA 2 2 NA NA 2.11 0.49 8930.60 0.00 18882.97 1.26 0.40 8.23 0.15 10.34 1.17 0.57 11.21 0.10 13.08 1.43 0.61 668.98 0.00 955.20 1.01 0.92 3.76 0.27 3.80 1.23 0.44 9.47 0.13 11.70 1.30 0.23 3.55 0.37 4.62 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Heterogeneous nuclear ribonucleoproteins A2/B1 (hnRNP A2/B1)P22626 sp|P22626|ROA2_HUMAN 1 1 35 0 0 1 2.77 3.39 NA NA NA NA 4.81600016 4.81600016 NA NA 2 2 NA NA 3 3 NA NA 0.95 0.63 1.44 0.66 1.38 0.70 0.11 1.70 0.41 1.20 1.11 0.35 1.44 0.77 1.60 0.82 0.30 1.87 0.44 1.53 1.29 0.10 1.44 0.89 1.86 0.87 0.23 1.44 0.60 1.24 1.08 0.65 1.89 0.57 2.04 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Grancalcin P28676 sp|P28676|GRAN_HUMAN 1 1 35 0 0 1 2.82 2.98 NA NA NA NA 8.7559998 8.7559998 NA NA 2 2 NA NA 2 2 NA NA 0.79 0.51 22.96 0.03 18.12 1.05 0.69 3.51 0.30 3.70 1.34 0.21 3.51 0.38 4.72 1.11 0.70 14.18 0.08 15.78 0.90 0.58 5.66 0.16 5.09 0.93 0.77 10.02 0.09 9.35 0.93 0.58 3.52 0.26 3.25 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Sepiapterin reductase (SPR) (EC 1.1.1.153)P35270 sp|P35270|SPRE_HUMAN 1 1 35 0 0 1 4 4.83 NA NA NA NA 7.2800003 7.2800003 NA NA 2 2 NA NA 2 2 NA NA 1.76 0.11 3.52 0.50 6.21 0.52 0.18 12.01 0.04 6.22 1.09 0.65 5.76 0.19 6.26 1.22 0.29 3.51 0.35 4.29 1.50 0.15 3.52 0.43 5.29 0.86 0.38 3.53 0.24 3.05 1.21 0.31 3.51 0.34 4.24 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Prolyl endopeptidase (PE) (EC 3.4.21.26) (Post-proline cleaving enzyme)P48147 sp|P48147|PPCE_HUMAN 1 1 35 0 0 1 4.14 4.7 NA NA NA NA 3.94399986 3.94399986 NA NA 2 2 NA NA 2 2 NA NA 1.51 0.32 18.22 0.08 27.52 1.11 0.65 8.54 0.13 9.45 1.44 0.32 12.72 0.11 18.37 1.15 0.39 3.51 0.33 4.05 1.52 0.15 3.51 0.43 5.32 1.22 0.37 5.33 0.23 6.51 1.22 0.29 3.51 0.35 4.28 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Basal cell adhesion molecule (Auberger B antigen) (B-CAM cell surface glycoprotein) (F8/G253 antigen) (Lutheran antigen) (Lutheran blood group glycoprotein) (CD antigen CD239)P50895 sp|P50895|BCAM_HUMAN 1 1 35 0 0 1 3.26 3.6 NA NA NA NA 3.82199995 3.82199995 NA NA 2 2 NA NA 2 2 NA NA 0.74 0.23 4.31 0.17 3.18 1.25 0.64 88.05 0.01 110.07 0.71 0.20 4.14 0.17 2.94 0.93 0.62 4.10 0.23 3.80 0.96 0.78 4.55 0.21 4.36 0.78 0.27 4.15 0.19 3.23 0.87 0.54 7.32 0.12 6.38 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Ribosomal protein S6 kinase alpha-3 (S6K-alpha-3) (EC 2.7.11.1) (90 kDa ribosomal protein S6 kinase 3) (p90-RSK 3) (p90RSK3) (Insulin-stimulated protein kinase 1) (ISPK-1) (MAP kinase-activated protein kinase 1b) (MAPK-activated protein kinase 1b) (MAPKAP kinase 1b) (MAPKAPK-1b) (Ribosomal S6 kinase 2) (RSK-2) (pp90RSK2)P51812 sp|P51812|KS6A3_HUMAN 1 1 35 0 0 1 3.18 4.76 NA NA NA NA 2.70300005 2.70300005 NA NA 2 2 NA NA 4 4 NA NA 1.02 0.84 1.42 0.72 1.45 0.71 0.03 1.32 0.54 0.94 1.40 0.13 1.66 0.84 2.32 1.21 0.14 1.37 0.89 1.66 1.17 0.12 1.26 0.93 1.48 1.13 0.24 1.31 0.86 1.49 1.35 0.03 1.26 1.07 1.71 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Eukaryotic translation initiation factor 5A-1 (eIF-5A-1) (eIF-5A1) (Eukaryotic initiation factor 5A isoform 1) (eIF-5A) (Rev-binding factor) (eIF-4D)P63241 sp|P63241|IF5A1_HUMAN 1 1 35 0 0 1 2.94 3.18 NA NA NA NA 12.9899994 12.9899994 NA NA 2 2 NA NA 3 3 NA NA 1.15 0.41 3.62 0.32 4.15 0.86 0.37 3.52 0.24 3.02 0.96 0.89 23.03 0.04 22.06 0.99 0.94 5.95 0.17 5.88 1.49 0.16 3.53 0.42 5.26 0.90 0.56 4.79 0.19 4.32 1.00 1.00 4.27 0.23 4.26 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Pseudouridine-5'-monophosphatase (5'-PsiMPase) (EC 3.1.3.n6) (Haloacid dehalogenase-like hydrolase domain-containing protein 1) (Haloacid dehalogenase-like hydrolase domain-containing protein 1A) (Protein GS1)Q08623 sp|Q08623|HDHD1_HUMAN 1 1 35 0 0 1 3.38 3.4 NA NA NA NA 11.4 11.4 NA NA 2 2 NA NA 2 2 NA NA 0.94 0.95 76353.94 0.00 71619.20 0.65 0.51 256.28 0.00 167.79 0.78 0.75 2068.69 0.00 1621.33 1.17 0.67 34.45 0.03 40.41 1.16 0.70 42.23 0.03 49.13 0.81 0.65 83.87 0.01 67.89 0.83 0.65 45.73 0.02 38.07 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Rho-associated protein kinase 1 (EC 2.7.11.1) (Renal carcinoma antigen NY-REN-35) (Rho-associated, coiled-coil-containing protein kinase 1) (Rho-associated, coiled-coil-containing protein kinase I) (ROCK-I) (p160 ROCK-1) (p160ROCK)Q13464 sp|Q13464|ROCK1_HUMAN 1 1 35 0 0 1 3.05 4.58 NA NA NA NA 1.69900004 1.69900004 NA NA 2 2 NA NA 2 2 NA NA 1.32 0.54 57.75 0.02 76.41 2.06 0.27 64.25 0.03 132.22 1.05 0.88 30.33 0.03 31.90 1.18 0.51 9.16 0.13 10.83 0.85 0.35 3.52 0.24 3.00 0.94 0.67 3.53 0.27 3.33 1.13 0.44 3.52 0.32 3.97 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Peptidyl-prolyl cis-trans isomerase NIMA-interacting 1 (EC 5.2.1.8) (Peptidyl-prolyl cis-trans isomerase Pin1) (PPIase Pin1) (Rotamase Pin1)Q13526 sp|Q13526|PIN1_HUMAN 1 1 35 0 0 1 3.57 3.64 NA NA NA NA 14.1100004 14.1100004 NA NA 2 2 NA NA 2 2 NA NA 1.14 0.43 3.83 0.30 4.37 0.91 0.52 3.88 0.23 3.51 1.09 0.55 3.79 0.29 4.15 1.09 0.64 6.09 0.18 6.67 1.10 0.54 3.86 0.28 4.24 1.01 0.93 4.08 0.25 4.13 1.13 0.45 3.82 0.30 4.31 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Synaptophysin-like protein 1 (Pantophysin)Q16563 sp|Q16563|SYPL1_HUMAN 1 1 35 0 0 1 3.13 3.33 NA NA NA NA 10.0400001 10.0400001 NA NA 2 2 NA NA 2 2 NA NA 1.27 0.63 103.80 0.01 132.12 1.39 0.20 3.80 0.37 5.28 0.85 0.52 8.81 0.10 7.52 0.76 0.27 4.54 0.17 3.47 0.86 0.39 3.81 0.23 3.27 0.83 0.33 3.82 0.22 3.18 0.74 0.22 3.82 0.19 2.84 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Putative eukaryotic translation initiation factor 2 subunit 3-like protein (Eukaryotic translation initiation factor 2 subunit gamma A) (eIF-2-gamma A) (eIF-2gA)Q2VIR3 sp|Q2VIR3|IF2GL_HUMAN 1 1 35 0 0 1 3.47 4.45 NA NA NA NA 7.62699992 7.62699992 NA NA 2 2 NA NA 2 2 NA NA 1.10 0.55 3.88 0.28 4.25 1.09 0.58 3.79 0.29 4.12 1.35 0.22 3.82 0.35 5.15 1.07 0.67 4.11 0.26 4.38 0.96 0.76 3.86 0.25 3.70 1.14 0.67 20.50 0.06 23.47 1.16 0.39 3.82 0.30 4.46 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Leukocyte-associated immunoglobulin-like receptor 1 (LAIR-1) (hLAIR1) (CD antigen CD305)Q6GTX8 sp|Q6GTX8|LAIR1_HUMAN 1 1 35 0 0 1 1.48 1.57 NA NA NA NA 11.1500002 11.1500002 NA NA 2 2 NA NA 2 2 NA NA 0.92 0.57 3.54 0.26 3.26 1.17 0.62 18.09 0.06 21.17 1.08 0.76 10.78 0.10 11.62 1.14 0.47 4.85 0.24 5.55 0.92 0.62 5.16 0.18 4.73 1.30 0.37 9.09 0.14 11.86 1.09 0.53 3.54 0.31 3.87 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Serine/threonine-protein kinase ULK3 (EC 2.7.11.1) (Unc-51-like kinase 3)Q6PHR2 sp|Q6PHR2|ULK3_HUMAN 1 1 35 0 0 1 4.04 4.67 NA NA NA NA 5.93199991 5.93199991 NA NA 2 2 NA NA 3 3 NA NA 1.31 0.24 3.91 0.33 5.10 0.99 0.97 20.22 0.05 20.01 1.25 0.46 12.02 0.10 15.00 1.30 0.28 4.97 0.26 6.47 0.90 0.54 4.22 0.21 3.82 1.69 0.39 105.12 0.02 177.40 1.05 0.76 5.09 0.21 5.36 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Plexin domain-containing protein 2 (Tumor endothelial marker 7-related protein)Q6UX71 sp|Q6UX71|PXDC2_HUMAN 1 1 35 0 0 1 4 4.21 NA NA NA NA 3.97000015 3.97000015 NA NA 2 2 NA NA 3 3 NA NA 0.79 0.26 3.68 0.21 2.91 1.02 0.88 3.69 0.28 3.76 1.10 0.53 3.63 0.30 3.99 1.28 0.42 11.40 0.11 14.62 0.83 0.32 3.63 0.23 3.01 1.00 0.97 3.66 0.27 3.67 1.12 0.46 3.63 0.31 4.08 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

TOM1-like protein 2 (Target of Myb-like protein 2)Q6ZVM7 sp|Q6ZVM7|TM1L2_HUMAN 1 1 35 0 0 1 2.66 3.02 NA NA NA NA 4.14200015 4.14200015 NA NA 2 2 NA NA 2 2 NA NA 2.03 0.13 6.19 0.33 12.58 1.46 0.17 3.71 0.39 5.43 0.83 0.33 3.90 0.21 3.23 1.28 0.25 3.55 0.36 4.53 0.79 0.27 3.86 0.20 3.04 0.96 0.85 9.26 0.10 8.88 0.68 0.31 13.25 0.05 9.04 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Abl interactor 1 (Abelson interactor 1) (Abi-1) (Abl-binding protein 4) (AblBP4) (Eps8 SH3 domain-binding protein) (Eps8-binding protein) (Nap1-binding protein) (Nap1BP) (Spectrin SH3 domain-binding protein 1) (e3B1)Q8IZP0 sp|Q8IZP0|ABI1_HUMAN 1 1 35 0 0 1 3.17 3.22 NA NA NA NA 6.10200018 6.10200018 NA NA 2 2 NA NA 2 2 NA NA 0.82 0.31 3.81 0.21 3.13 1.20 0.41 5.50 0.22 6.58 1.22 0.40 6.35 0.19 7.76 1.02 0.91 3.85 0.26 3.91 0.90 0.76 27.94 0.03 25.19 1.34 0.27 5.29 0.25 7.07 1.29 0.25 3.86 0.33 4.97 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Tetraspanin-14 (Tspan-14) (DC-TM4F2) (Transmembrane 4 superfamily member 14)Q8NG11 sp|Q8NG11|TSN14_HUMAN 1 1 35 0 0 1 3.85 3.92 NA NA NA NA 8.14799964 8.14799964 NA NA 2 2 NA NA 2 2 NA NA 0.72 0.19 3.55 0.20 2.55 1.16 0.38 3.58 0.32 4.14 0.95 0.83 12.13 0.08 11.49 1.09 0.54 3.55 0.31 3.87 0.98 0.86 3.55 0.28 3.47 0.84 0.33 3.54 0.24 2.98 1.20 0.32 3.55 0.34 4.25 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Rho guanine nucleotide exchange factor 1 (115 kDa guanine nucleotide exchange factor) (p115-RhoGEF) (p115RhoGEF) (Sub1.5)Q92888 sp|Q92888|ARHG1_HUMAN 1 1 35 0 0 1 2.04 2.81 NA NA NA NA 2.30299998 2.30299998 NA NA 2 2 NA NA 2 2 NA NA 0.90 0.48 3.62 0.25 3.25 0.81 0.51 15.75 0.05 12.73 1.18 0.58 15.01 0.08 17.71 1.14 0.41 3.60 0.32 4.12 0.94 0.63 3.63 0.26 3.40 1.28 0.25 3.65 0.35 4.68 1.20 0.50 9.99 0.12 11.97 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Exocyst complex component 4 (Exocyst complex component Sec8)Q96A65 sp|Q96A65|EXOC4_HUMAN 1 1 35 0 0 1 4.2 5.07 NA NA NA NA 2.05300003 2.05300003 NA NA 2 2 NA NA 4 4 NA NA 0.92 0.39 1.29 0.72 1.19 1.04 0.67 1.29 0.81 1.34 0.90 0.29 1.29 0.70 1.16 0.96 0.83 1.77 0.54 1.69 1.00 0.98 1.44 0.69 1.44 1.09 0.61 1.61 0.67 1.76 0.96 0.63 1.31 0.73 1.25 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Adenylate kinase 7 (AK 7) (EC 2.7.4.3) (EC 2.7.4.6) (ATP-AMP transphosphorylase 7)Q96M32 sp|Q96M32|KAD7_HUMAN 1 1 35 0 0 1 3.87 5.15 NA NA NA NA 4.28799987 4.28799987 NA NA 2 2 NA NA 2 2 NA NA 1.36 0.40 16.11 0.08 21.88 0.94 0.77 8.06 0.12 7.57 1.17 0.40 4.14 0.28 4.83 0.92 0.54 3.57 0.26 3.26 1.26 0.26 3.55 0.35 4.48 1.29 0.58 65.24 0.02 84.09 1.02 0.87 3.82 0.27 3.90 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Calcineurin B homologous protein 1 (Calcineurin B-like protein) (Calcium-binding protein CHP) (Calcium-binding protein p22) (EF-hand calcium-binding domain-containing protein p22)Q99653 sp|Q99653|CHP1_HUMAN 1 1 35 0 0 1 4 4.71 NA NA NA NA 16.4100006 16.4100006 NA NA 2 2 NA NA 3 3 NA NA 1.09 0.58 3.96 0.27 4.31 1.08 0.63 4.92 0.22 5.34 1.08 0.56 3.52 0.31 3.82 1.08 0.58 3.53 0.31 3.81 0.95 0.76 5.25 0.18 4.99 0.99 0.97 7.91 0.13 7.84 1.18 0.35 3.52 0.33 4.15 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Bardet-Biedl syndrome 2 proteinQ9BXC9 sp|Q9BXC9|BBS2_HUMAN 1 1 35 0 0 1 4.1 4.72 NA NA NA NA 2.63500009 2.63500009 NA NA 2 2 NA NA 3 3 NA NA 1.37 0.19 3.55 0.39 4.87 0.87 0.39 3.56 0.24 3.10 0.85 0.35 3.55 0.24 3.02 0.93 0.61 3.54 0.26 3.30 1.05 0.72 4.20 0.25 4.42 0.75 0.22 3.57 0.21 2.69 1.01 0.93 3.55 0.28 3.59 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Ethylmalonyl-CoA decarboxylase (EC 4.1.1.94) (Enoyl-CoA hydratase domain-containing protein 1) (Methylmalonyl-CoA decarboxylase) (MMCD) (EC 4.1.1.41)Q9NTX5 sp|Q9NTX5|ECHD1_HUMAN 1 1 35 0 0 1 3.3 3.52 NA NA NA NA 5.86300008 5.86300008 NA NA 2 2 NA NA 4 4 NA NA 1.14 0.48 1.95 0.59 2.22 0.73 0.29 2.54 0.29 1.87 0.93 0.49 1.42 0.66 1.33 0.98 0.80 1.43 0.68 1.39 1.27 0.10 1.43 0.89 1.81 0.96 0.67 1.42 0.68 1.37 0.97 0.73 1.43 0.68 1.38 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Signal recognition particle subunit SRP68 (SRP68) (Signal recognition particle 68 kDa protein)Q9UHB9 sp|Q9UHB9|SRP68_HUMAN 1 1 35 0 0 1 3.09 3.64 NA NA NA NA 5.58199994 5.58199994 NA NA 2 2 NA NA 2 2 NA NA 1.43 0.37 20.44 0.07 29.32 1.39 0.59 251.31 0.01 349.80 0.96 0.75 3.85 0.25 3.68 1.30 0.25 3.80 0.34 4.92 1.02 0.89 3.76 0.27 3.83 1.07 0.85 46.70 0.02 50.12 0.83 0.51 11.43 0.07 9.46 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Ras-related protein Rab-22A (Rab-22)Q9UL26 sp|Q9UL26|RB22A_HUMAN 1 1 35 0 0 1 4.21 4.31 NA NA NA NA 18.0399999 18.0399999 NA NA 2 2 NA NA 2 2 NA NA 0.95 0.89 31.34 0.03 29.90 1.47 0.37 24.80 0.06 36.41 1.08 0.90 748.04 0.00 809.59 1.07 0.71 5.10 0.21 5.43 0.76 0.22 3.59 0.21 2.73 0.88 0.44 3.59 0.25 3.17 0.77 0.23 3.58 0.21 2.74 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Serine/threonine-protein kinase MRCK beta (EC 2.7.11.1) (CDC42-binding protein kinase beta) (CDC42BP-beta) (DMPK-like beta) (Myotonic dystrophy kinase-related CDC42-binding kinase beta) (MRCK beta) (Myotonic dystrophy protein kinase-like beta)Q9Y5S2 sp|Q9Y5S2|MRCKB_HUMAN 1 1 35 0 0 1 3.94 5.98 NA NA NA NA 1.52000003 1.52000003 NA NA 2 2 NA NA 3 3 NA NA 0.97 0.83 4.22 0.23 4.10 0.92 0.60 4.57 0.20 4.19 0.82 0.55 18.58 0.04 15.31 0.88 0.46 4.21 0.21 3.71 0.94 0.69 4.25 0.22 4.00 0.84 0.56 14.16 0.06 11.90 0.87 0.44 4.25 0.20 3.69 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Trans-Golgi network integral membrane protein 2 (TGN38 homolog) (TGN46) (TGN48) (Trans-Golgi network protein TGN51)O43493 sp|O43493|TGON2_HUMAN 1 1 35 0 0 0 NA NA 2.27 2.55 NA NA 2.91700009 NA 2.91700009 NA 1 NA 1 NA 2 NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.23 0.45 8.92 0.14 10.93 1.96 0.16 8.68 0.23 17.01 0.98 0.91 7.35 0.13 7.19 1.00 1.00 4.25 0.24 4.25 0.86 0.51 6.99 0.12 6.04 0.92 0.58 4.29 0.21 3.93 0.46 0.23 46.35 0.01 21.21 NA NA NA NA NA NA NA NA NA

TOM1-like protein 1 (Src-activating and signaling molecule protein) (Target of Myb-like protein 1)O75674 sp|O75674|TM1L1_HUMAN 1 1 35 0 0 0 NA NA 2.47 2.77 NA NA 2.10100003 NA 2.10100003 NA 1 NA 1 NA 2 NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.45 0.34 15.87 0.09 22.97 1.21 0.32 3.70 0.33 4.46 0.98 0.95 51.36 0.02 50.14 1.26 0.27 3.66 0.34 4.60 0.92 0.57 3.69 0.25 3.40 1.18 0.54 9.88 0.12 11.61 0.99 0.91 3.69 0.27 3.63 NA NA NA NA NA NA NA NA NA

Glutathione synthetase (GSH synthetase) (GSH-S) (EC 6.3.2.3) (Glutathione synthase)P48637 sp|P48637|GSHB_HUMAN 1 1 35 0 0 0 NA NA 2.37 2.49 NA NA 1.89900007 NA 1.89900007 NA 1 NA 1 NA 2 NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.01 0.94 3.53 0.29 3.56 0.82 0.30 3.53 0.23 2.91 1.06 0.78 6.88 0.15 7.27 0.90 0.55 4.69 0.19 4.22 1.02 0.90 3.54 0.29 3.60 0.85 0.36 3.55 0.24 3.03 0.83 0.32 3.54 0.24 2.94 NA NA NA NA NA NA NA NA NA

Rho guanine nucleotide exchange factor 6 (Alpha-Pix) (COOL-2) (PAK-interacting exchange factor alpha) (Rac/Cdc42 guanine nucleotide exchange factor 6)Q15052 sp|Q15052|ARHG6_HUMAN 1 1 35 0 0 0 NA NA 2.27 3.15 NA NA 1.28899999 NA 1.28899999 NA 1 NA 1 NA 2 NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.94 0.67 3.66 0.26 3.45 1.82 0.10 3.51 0.52 6.38 0.91 0.53 3.52 0.26 3.22 0.88 0.43 3.52 0.25 3.11 0.90 0.48 3.52 0.26 3.17 0.82 0.29 3.51 0.23 2.88 1.06 0.77 6.54 0.16 6.90 NA NA NA NA NA NA NA NA NA

Splicing factor 3B subunit 3 (Pre-mRNA-splicing factor SF3b 130 kDa subunit) (SF3b130) (STAF130) (Spliceosome-associated protein 130) (SAP 130)Q15393 sp|Q15393|SF3B3_HUMAN 1 1 35 0 0 0 NA NA NA NA 2.29 3.04 0.98599996 NA NA 0.98599996 1 NA NA 1 2 NA NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.26 0.28 4.03 0.31 5.07 0.97 0.85 4.09 0.24

Ras suppressor protein 1 (RSP-1) (Rsu-1)Q15404 sp|Q15404|RSU1_HUMAN 1 1 35 0 0 0 NA NA 2.19 2.46 NA NA 3.61000001 NA 3.61000001 NA 1 NA 1 NA 2 NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.05 0.78 5.09 0.21 5.33 0.87 0.40 3.70 0.23 3.21 1.16 0.40 3.75 0.31 4.34 0.97 0.85 5.22 0.19 5.06 1.11 0.51 3.69 0.30 4.08 1.30 0.39 10.32 0.13 13.43 1.20 0.33 3.71 0.32 4.43 NA NA NA NA NA NA NA NA NA

Exocyst complex component 2 (Exocyst complex component Sec5)Q96KP1 sp|Q96KP1|EXOC2_HUMAN 1 1 35 0 0 0 NA NA NA NA 1.34 2.66 1.19000003 NA NA 1.19000003 1 NA NA 1 2 NA NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.10 0.80 40.07 0.03 44.01 0.93 0.62 3.53 0.26

Thiamine transporter 2 (ThTr-2) (ThTr2) (Solute carrier family 19 member 3)Q9BZV2 sp|Q9BZV2|S19A3_HUMAN 1 1 35 0 0 0 NA NA 1.39 1.44 NA NA 1.20999999 NA 1.20999999 NA 1 NA 1 NA 2 NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 2.05 0.09 3.52 0.58 7.22 1.10 0.69 9.14 0.12 10.02 1.32 0.23 3.79 0.35 4.99 1.00 0.99 4.46 0.22 4.46 0.73 0.40 18.62 0.04 13.62 1.06 0.65 3.51 0.30 3.73 1.19 0.32 3.51 0.34 4.19 NA NA NA NA NA NA NA NA NA

Synaptogyrin-2 (Cellugyrin)O43760 sp|O43760|SNG2_HUMAN 1 1 35 0 0 0 2.26 2.3 NA NA NA NA 4.46400009 4.46400009 NA NA 1 1 NA NA 2 2 NA NA 0.82 0.30 3.66 0.22 3.00 4.17 0.34 47404.17 0.00 197581.32 0.76 0.36 9.38 0.08 7.11 0.68 0.16 3.65 0.19 2.47 0.77 0.24 3.66 0.21 2.81 0.69 0.17 3.67 0.19 2.54 0.76 0.23 3.70 0.21 2.82 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

SH3 domain-binding glutamic acid-rich-like proteinO75368 sp|O75368|SH3L1_HUMAN 1 1 35 0 0 0 2.54 2.58 NA NA NA NA 8.77199993 8.77199993 NA NA 1 1 NA NA 3 3 NA NA 1.10 0.54 4.00 0.28 4.40 1.11 0.51 3.92 0.28 4.35 0.96 0.79 4.01 0.24 3.86 1.10 0.53 3.90 0.28 4.30 1.14 0.43 3.94 0.29 4.51 0.92 0.57 3.94 0.23 3.62 1.06 0.70 3.93 0.27 4.15 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

40S ribosomal protein S12P25398 sp|P25398|RS12_HUMAN 1 1 35 0 0 0 1.73 2.08 NA NA NA NA 6.81800023 6.81800023 NA NA 1 1 NA NA 2 2 NA NA 0.87 0.44 4.36 0.20 3.78 1.06 0.70 4.28 0.25 4.54 1.19 0.33 3.63 0.33 4.34 0.81 0.29 3.64 0.22 2.95 1.19 0.33 3.64 0.33 4.33 1.07 0.63 3.66 0.29 3.91 1.20 0.32 3.63 0.33 4.37 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Alpha-1,3-mannosyl-glycoprotein 2-beta-N-acetylglucosaminyltransferase (EC 2.4.1.101) (N-glycosyl-oligosaccharide-glycoprotein N-acetylglucosaminyltransferase I) (GNT-I) (GlcNAc-T I)P26572 sp|P26572|MGAT1_HUMAN 1 1 35 0 0 0 1.38 1.48 NA NA NA NA 1.798 1.798 NA NA 1 1 NA NA 2 2 NA NA 1.03 0.81 4.10 0.25 4.24 0.65 0.27 11.42 0.06 7.42 1.07 0.70 5.34 0.20 5.71 1.49 0.18 4.38 0.34 6.50 1.72 0.12 3.86 0.45 6.62 0.94 0.75 6.14 0.15 5.78 0.99 0.93 5.50 0.18 5.43 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Huntingtin (Huntington disease protein) (HD protein)P42858 sp|P42858|HD_HUMAN 1 1 35 0 0 0 2.34 3.79 NA NA NA NA 0.41370001 0.41370001 NA NA 1 1 NA NA 2 2 NA NA 1.15 0.82 355.38 0.00 407.86 0.94 0.71 4.34 0.22 4.11 1.42 0.34 13.79 0.10 19.55 1.16 0.57 10.67 0.11 12.39 1.28 0.33 5.89 0.22 7.56 1.31 0.24 3.92 0.33 5.12 1.28 0.49 21.52 0.06 27.65 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Casein kinase I isoform alpha (CKI-alpha) (EC 2.7.11.1) (CK1)P48729 sp|P48729|KC1A_HUMAN 1 1 35 0 0 0 2.19 2.32 NA NA NA NA 2.96700001 2.96700001 NA NA 1 1 NA NA 2 2 NA NA 1.56 0.14 3.59 0.43 5.60 1.11 0.49 3.62 0.31 4.02 0.74 0.41 18.11 0.04 13.38 0.95 0.71 3.63 0.26 3.45 1.11 0.50 3.61 0.31 4.00 1.01 0.96 9.10 0.11 9.19 0.78 0.31 5.05 0.16 3.96 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Contactin-1 (Glycoprotein gp135) (Neural cell surface protein F3)Q12860 sp|Q12860|CNTN1_HUMAN 1 1 35 0 0 0 2.28 2.88 NA NA NA NA 1.86599996 1.86599996 NA NA 1 1 NA NA 2 2 NA NA 1.48 0.53 242.16 0.01 358.52 1.12 0.49 4.18 0.27 4.69 1.14 0.65 15.46 0.07 17.65 1.38 0.42 24.57 0.06 33.93 1.13 0.48 4.23 0.27 4.77 1.52 0.43 74.57 0.02 113.19 1.10 0.55 4.16 0.26 4.58 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

GDP-L-fucose synthase (EC 1.1.1.271) (GDP-4-keto-6-deoxy-D-mannose-3,5-epimerase-4-reductase) (Protein FX) (Red cell NADP(H)-binding protein) (Short-chain dehydrogenase/reductase family 4E member 1)Q13630 sp|Q13630|FCL_HUMAN 1 1 35 0 0 0 2.49 2.96 NA NA NA NA 3.42699997 3.42699997 NA NA 1 1 NA NA 2 2 NA NA 1.07 0.87 53.69 0.02 57.38 0.76 0.58 80.86 0.01 61.62 1.16 0.37 3.52 0.33 4.08 0.57 0.18 8.07 0.07 4.59 1.29 0.61 113.55 0.01 146.93 3.07 0.46 294370.00 0.00 905182.78 0.86 0.53 8.40 0.10 7.23 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Extracellular matrix protein 1 (Secretory component p85)Q16610 sp|Q16610|ECM1_HUMAN 1 1 35 0 0 0 2.39 2.71 NA NA NA NA 1.66699998 1.66699998 NA NA 1 1 NA NA 2 2 NA NA 0.52 0.35 167.41 0.00 86.87 0.66 0.16 3.84 0.17 2.52 1.35 0.22 3.86 0.35 5.20 1.83 0.11 3.84 0.48 7.03 0.55 0.11 3.84 0.14 2.12 1.31 0.36 9.26 0.14 12.17 1.49 0.24 7.53 0.20 11.21 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Intraflagellar transport protein 27 homolog (Putative GTP-binding protein RAY-like) (Rab-like protein 4)Q9BW83 sp|Q9BW83|IFT27_HUMAN 1 1 35 0 0 0 2.22 2.36 NA NA NA NA 8.60200003 8.60200003 NA NA 1 1 NA NA 3 3 NA NA 1.04 0.76 3.52 0.30 3.66 0.99 0.97 14.55 0.07 14.38 0.99 0.94 3.53 0.28 3.50 1.02 0.89 3.53 0.29 3.59 1.12 0.63 9.10 0.12 10.21 0.94 0.66 3.53 0.27 3.33 0.96 0.81 6.59 0.14 6.29 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

DnaJ homolog subfamily C member 5 (Cysteine string protein) (CSP)Q9H3Z4 sp|Q9H3Z4|DNJC5_HUMAN 1 1 35 0 0 0 1.44 1.52 NA NA NA NA 7.57599995 7.57599995 NA NA 1 1 NA NA 2 2 NA NA 0.98 0.92 9.45 0.10 9.24 1.17 0.66 26.83 0.04 31.31 1.08 0.56 3.52 0.31 3.82 0.88 0.43 3.54 0.25 3.13 0.87 0.39 3.52 0.25 3.06 0.93 0.61 3.52 0.26 3.29 0.97 0.81 3.53 0.27 3.43 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Pleckstrin homology domain-containing family A member 1 (PH domain-containing family A member 1) (Tandem PH domain-containing protein 1) (TAPP-1)Q9HB21 sp|Q9HB21|PKHA1_HUMAN 1 1 35 0 0 0 2.19 2.41 NA NA NA NA 2.47499999 2.47499999 NA NA 1 1 NA NA 3 3 NA NA 1.66 0.21 8.95 0.19 14.87 1.32 0.22 3.52 0.38 4.65 0.94 0.66 3.68 0.26 3.46 1.56 0.14 3.51 0.44 5.48 1.23 0.28 3.51 0.35 4.33 0.99 0.94 3.52 0.28 3.48 1.01 0.98 14.40 0.07 14.50 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

14 kDa phosphohistidine phosphatase (EC 3.1.3.-) (Phosphohistidine phosphatase 1) (Protein janus-A homolog)Q9NRX4 sp|Q9NRX4|PHP14_HUMAN 1 1 35 0 0 0 2.46 2.55 NA NA NA NA 8.79999995 8.79999995 NA NA 1 1 NA NA 2 2 NA NA 1.16 0.38 3.58 0.32 4.14 0.43 0.08 3.56 0.12 1.54 1.22 0.30 3.58 0.34 4.38 1.08 0.57 3.58 0.30 3.88 1.77 0.13 4.60 0.39 8.15 0.97 0.82 3.58 0.27 3.47 1.47 0.16 3.58 0.41 5.27 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Transmembrane protein 106BQ9NUM4 sp|Q9NUM4|T106B_HUMAN 1 1 35 0 0 0 1.32 1.41 NA NA NA NA 2.92000007 2.92000007 NA NA 1 1 NA NA 2 2 NA NA 0.98 0.86 3.57 0.27 3.49 1.52 0.15 3.57 0.42 5.41 0.97 0.83 3.57 0.27 3.47 0.95 0.72 3.56 0.27 3.40 1.46 0.16 3.57 0.41 5.21 1.08 0.68 6.30 0.17 6.82 0.93 0.60 3.57 0.26 3.32 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Plexin-D1 Q9Y4D7 sp|Q9Y4D7|PLXD1_HUMAN 1 1 35 0 0 0 1.87 3.37 NA NA NA NA 0.77920002 0.77920002 NA NA 1 1 NA NA 2 2 NA NA 1.18 0.36 3.94 0.30 4.66 1.28 0.26 3.91 0.33 5.02 0.96 0.75 3.87 0.25 3.71 1.27 0.27 3.87 0.33 4.92 1.19 0.55 13.72 0.09 16.34 1.42 0.19 3.86 0.37 5.46 0.92 0.59 4.00 0.23 3.69 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Ig kappa chain V-I region AUP01594 sp|P01594|KV102_HUMAN 3 3 21 0 0 1 2 20.6 4 22.3 4 21.15 49.0700007 49.0700007 38.8900012 42.5900012 96 75 92 96 10 2 4 10 0.55 1.11 1.89 1.20 0.81 1.54 1.15 0.78 NA NA NA NA 0.29 NA NA NA NA 1.47 NA NA NA NA 0.39 NA NA NA NA 0.40 NA NA NA NA 0.78 NA NA NA NA 2.08 NA NA NA NA 0.77 NA NA NA NA 0.71 NA NA NA

Ig mu heavy chain disease protein (BOT)P04220 sp|P04220|MUCB_HUMAN 3 3 21 0 0 1 12.15 58.71 11.65 57.54 11.22 57.34 55.2399993 55.2399993 53.7100017 53.7100017 94 66 86 94 28 10 28 17 0.39 0.91 1.63 1.18 0.38 1.78 1.02 0.69 NA NA NA NA 0.60 NA NA NA NA 5.11 NA NA NA NA 0.63 NA NA NA NA 0.61 NA NA NA NA 0.97 NA NA NA NA 3.28 NA NA NA NA 1.08 NA NA NA NA 0.77 NA NA NA

Ig heavy chain V-III region WASP01776 sp|P01776|HV315_HUMAN 3 3 21 0 0 1 2 15.1 2 17.96 2.04 22.91 39.320001 35.8999997 34.1899991 39.320001 45 24 40 45 2 1 2 2 0.56 0.75 2.31 1.33 0.63 2.01 1.08 1.10 NA NA NA NA 0.42 NA NA NA NA 3.77 NA NA NA NA 0.48 NA NA NA NA 0.43 NA NA NA NA 1.76 NA NA NA NA 3.95 NA NA NA NA 0.50 NA NA NA NA 0.60 NA NA NA

Ig heavy chain V-III region NIEP01770 sp|P01770|HV309_HUMAN 3 3 21 0 0 1 9.07 16.77 5.06 10.68 6.97 18.14 56.3000023 56.3000023 56.3000023 48.7399995 44 32 25 44 5 2 3 5 0.45 0.63 1.90 1.10 0.76 1.92 1.18 1.75 NA NA NA NA 0.57 NA NA NA NA 1.67 NA NA NA NA 0.66 NA NA NA NA 0.56 NA NA NA NA 1.78 NA NA NA NA 2.28 NA NA NA NA 0.69 NA NA NA NA 1.10 NA NA NA

Ig heavy chain V-III region KOLP01772 sp|P01772|HV311_HUMAN 3 3 21 0 0 1 5.36 12.75 13.31 14.71 10.11 14.06 35.710001 27.7799994 33.3299995 35.710001 39 30 33 39 7 1 3 7 0.73 0.56 1.78 1.01 0.85 1.55 1.27 1.35 NA NA NA NA 0.64 NA NA NA NA 2.30 NA NA NA NA 0.98 NA NA NA NA 0.78 NA NA NA NA 2.14 NA NA NA NA 2.05 NA NA NA NA 0.72 NA NA NA NA 1.31 NA NA NA

Ig heavy chain V-III region TROP01762 sp|P01762|HV301_HUMAN 3 3 21 0 0 1 3.12 6.92 4.39 8.97 4.86 12.25 46.7200011 40.1600003 46.7200011 44.2600012 23 17 18 23 2 1 1 2 0.74 0.81 1.25 0.99 0.53 2.59 0.83 1.14 NA NA NA NA 0.74 NA NA NA NA 0.91 NA NA NA NA 0.50 NA NA NA NA 0.18 NA NA NA NA 9.00 NA NA NA NA 0.85 NA NA NA NA 0.31 NA NA NA NA 0.55 NA NA NA

HLA class II histocompatibility antigen, DRB1-1 beta chain (MHC class II antigen DRB1*1) (DR-1) (DR1)P04229 sp|P04229|2B11_HUMAN 3 3 21 0 0 1 2.01 22.48 2.14 15.04 2 13.31 42.1099991 42.1099991 28.2000005 28.5699993 20 20 17 10 2 1 1 2 0.37 0.30 0.94 3.06 0.36 1.28 0.80 0.72 NA NA NA NA 0.27 NA NA NA NA 1.03 NA NA NA NA 0.35 NA NA NA NA 3.48 NA NA NA NA 1.00 NA NA NA NA 1.20 NA NA NA NA 0.23 NA NA NA NA 0.41 NA NA NA

HLA class II histocompatibility antigen, DRB1-9 beta chain (MHC class II antigen DRB1*9) (DR-9) (DR9)Q9TQE0 sp|Q9TQE0|2B19_HUMAN 3 3 21 0 0 1 2 15.86 1.8 13.29 2 9.46 36.8400008 36.8400008 21.0500002 21.0500002 14 14 13 7 4 4 1 2 0.36 0.31 0.54 0.32 0.41 0.35 5.03 1.40 NA NA NA NA 1.25 NA NA NA NA 2.52 NA NA NA NA 0.43 NA NA NA NA 0.49 NA NA NA NA 1.99 NA NA NA NA 1.28 NA NA NA NA 0.23 NA NA NA NA 0.37 NA NA NA

Ras-related protein Rab-1BQ9H0U4 sp|Q9H0U4|RAB1B_HUMAN 3 3 21 0 0 1 2.07 13.79 3.66 15.67 2 7.76 52.7400017 52.7400017 45.2699989 28.8599998 13 13 11 9 2 2 1 2 0.81 0.93 0.65 0.77 0.80 1.02 0.68 0.83 NA NA NA NA 1.83 NA NA NA NA 0.80 NA NA NA NA 1.11 NA NA NA NA 1.04 NA NA NA NA 1.05 NA NA NA NA 0.92 NA NA NA NA 1.24 NA NA NA NA 0.66 NA NA NA

Ig heavy chain V-III region JONP01780 sp|P01780|HV319_HUMAN 3 3 21 0 0 1 8 10.6 6.03 9.88 8.06 11.74 33.9100003 33.9100003 26.9600004 33.039999 12 11 8 12 3 1 2 3 0.62 0.50 1.72 1.12 0.91 1.56 1.78 1.22 NA NA NA NA 0.33 NA NA NA NA 1.73 NA NA NA NA 0.48 NA NA NA NA 0.47 NA NA NA NA 1.39 NA NA NA NA 2.22 NA NA NA NA 0.41 NA NA NA NA 1.02 NA NA NA

Keratin, type I cytoskeletal 19 (Cytokeratin-19) (CK-19) (Keratin-19) (K19)P08727 sp|P08727|K1C19_HUMAN 3 3 21 0 0 1 2.1 15.24 2.01 14.45 2.56 15.07 16.2499994 16.2499994 12.9999995 12.9999995 11 11 9 9 2 1 1 2 0.89 1.02 1.02 0.90 1.15 1.32 0.71 1.40 NA NA NA NA 0.85 NA NA NA NA 1.22 NA NA NA NA 0.86 NA NA NA NA 1.55 NA NA NA NA 1.01 NA NA NA NA 0.76 NA NA NA NA 1.40 NA NA NA NA 1.52 NA NA NA

Ras-related protein Rab-1A (YPT1-related protein)P62820 sp|P62820|RAB1A_HUMAN 3 3 21 0 0 1 9.78 15.38 14.42 15.78 4.75 7.99 45.8499998 45.8499998 40.9799993 28.2900006 11 11 10 7 1 1 1 1 0.95 1.07 0.76 0.91 1.04 0.88 0.99 0.84 NA NA NA NA 1.90 NA NA NA NA 0.55 NA NA NA NA 0.83 NA NA NA NA 1.00 NA NA NA NA 0.84 NA NA NA NA 0.60 NA NA NA NA 0.94 NA NA NA NA 0.98 NA NA NA

Ig lambda chain V-I region NEWP01701 sp|P01701|LV103_HUMAN 3 3 21 0 0 1 2.92 9.44 2.51 9.7 4.02 10.98 48.6499995 41.4400011 48.6499995 47.7499992 10 8 8 10 1 1 1 1 1.00 0.22 0.31 5.11 0.21 0.49 0.29 2.14 NA NA NA NA 0.24 NA NA NA NA 7.69 NA NA NA NA 0.70 NA NA NA NA 0.40 NA NA NA NA 0.87 NA NA NA NA 5.15 NA NA NA NA 0.64 NA NA NA NA 1.73 NA NA NA

Fructose-1,6-bisphosphatase isozyme 2 (FBPase 2) (EC 3.1.3.11) (D-fructose-1,6-bisphosphate 1-phosphohydrolase 2)O00757 sp|O00757|F16P2_HUMAN 3 3 21 0 0 1 2.02 4.16 2.02 4.77 2.01 4.09 12.3899996 6.19499981 12.3899996 6.19499981 5 4 5 4 4 1 4 3 0.82 2.07 1.59 0.99 1.13 0.76 0.68 0.84 NA NA NA NA 1.69 NA NA NA NA 0.64 NA NA NA NA 0.56 NA NA NA NA 0.82 NA NA NA NA 0.97 NA NA NA NA 0.74 NA NA NA NA 0.86 NA NA NA NA 1.68 NA NA NA

Aquaporin-1 (AQP-1) (Aquaporin-CHIP) (Urine water channel) (Water channel protein for red blood cells and kidney proximal tubule)P29972 sp|P29972|AQP1_HUMAN 3 3 21 0 0 1 2.14 2.35 2.9 3.05 2.23 2.38 10.0400001 10.0400001 10.0400001 7.43499994 4 4 3 2 5 1 5 2 4.71 0.82 0.48 2.59 0.74 2.17 0.71 1.25 NA NA NA NA 0.96 NA NA NA NA 1.03 NA NA NA NA 1.03 NA NA NA NA 0.72 NA NA NA NA 1.29 NA NA NA NA 1.70 NA NA NA NA 0.72 NA NA NA NA 0.94 NA NA NA

Galectin-1 (Gal-1) (14 kDa laminin-binding protein) (HLBP14) (14 kDa lectin) (Beta-galactoside-binding lectin L-14-I) (Galaptin) (HBL) (HPL) (Lactose-binding lectin 1) (Lectin galactoside-binding soluble 1) (Putative MAPK-activating protein PM12) (S-Lac lectin 1)P09382 sp|P09382|LEG1_HUMAN 3 3 21 0 0 1 2.77 2.9 4.35 4.46 3.83 3.94 26.67 14.8100004 26.67 22.2200006 4 2 4 2 3 2 2 3 0.54 0.66 1.02 1.12 1.15 1.10 1.48 1.16 NA NA NA NA 0.95 NA NA NA NA 1.20 NA NA NA NA 0.99 NA NA NA NA 0.90 NA NA NA NA 1.14 NA NA NA NA 1.05 NA NA NA NA 0.98 NA NA NA NA 0.87 NA NA NA

Trefoil factor 3 (Intestinal trefoil factor) (hITF) (Polypeptide P1.B) (hP1.B)Q07654 sp|Q07654|TFF3_HUMAN 3 3 21 0 0 1 4.03 4.03 2.31 2.31 3.03 3.13 33.7500006 33.7500006 33.7500006 33.7500006 4 4 2 2 3 2 2 3 0.91 1.05 1.33 1.34 1.37 1.39 1.06 0.82 NA NA NA NA 1.16 NA NA NA NA 1.21 NA NA NA NA 0.79 NA NA NA NA 0.67 NA NA NA NA 0.84 NA NA NA NA 0.74 NA NA NA NA 0.82 NA NA NA NA 1.81 NA NA NA

Chloride intracellular channel protein 4 (Intracellular chloride ion channel protein p64H1)Q9Y696 sp|Q9Y696|CLIC4_HUMAN 3 3 21 0 0 1 2.67 5.29 1.37 4.69 1.7 4.37 15.8099994 15.8099994 7.50999972 10.2799997 4 4 3 3 3 1 1 3 1.10 1.31 0.85 0.97 1.00 0.97 0.76 0.99 NA NA NA NA 0.81 NA NA NA NA 1.24 NA NA NA NA 1.05 NA NA NA NA 0.84 NA NA NA NA 1.27 NA NA NA NA 1.10 NA NA NA NA 0.91 NA NA NA NA 1.77 NA NA NA

Cysteine-rich and transmembrane domain-containing protein 1Q9H1C7 sp|Q9H1C7|CE032_HUMAN 3 3 21 0 0 1 2 2 2 2 2 2 10.3100002 10.3100002 10.3100002 10.3100002 3 3 3 3 14 6 5 14 1.99 2.02 0.66 0.92 0.78 0.85 0.77 1.72 NA NA NA NA 1.01 NA NA NA NA 0.98 NA NA NA NA 1.20 NA NA NA NA 0.86 NA NA NA NA 1.22 NA NA NA NA 1.11 NA NA NA NA 1.14 NA NA NA NA 0.63 NA NA NA

HLA class II histocompatibility antigen, DQ alpha 2 chain (DX alpha chain) (HLA class II histocompatibility antigen, DQ(6) alpha chain) (HLA-DQA1) (MHC class II DQA2)P01906 sp|P01906|DQA2_HUMAN 3 3 21 0 0 1 1.55 3.89 2.06 4.24 2.04 2.15 11.3700002 11.3700002 11.3700002 6.66700006 3 3 3 1 9 3 6 9 0.82 1.04 0.35 0.34 0.99 1.46 0.86 1.01 NA NA NA NA 0.77 NA NA NA NA 2.66 NA NA NA NA 0.92 NA NA NA NA 0.56 NA NA NA NA 1.39 NA NA NA NA 1.11 NA NA NA NA 0.88 NA NA NA NA 1.93 NA NA NA

Interferon-induced transmembrane protein 3 (Dispanin subfamily A member 2b) (DSPA2b) (Interferon-inducible protein 1-8U)Q01628 sp|Q01628|IFM3_HUMAN 3 3 21 0 0 1 2.02 2.02 2.11 2.13 2.03 2.03 21.0500002 12.0300002 21.0500002 12.0300002 3 2 3 2 2 2 1 1 0.44 1.34 0.79 1.08 1.11 1.19 0.94 1.00 NA NA NA NA 0.61 NA NA NA NA 1.27 NA NA NA NA 0.76 NA NA NA NA 0.93 NA NA NA NA 1.09 NA NA NA NA 2.06 NA NA NA NA 0.99 NA NA NA NA 1.00 NA NA NA

Tetratricopeptide repeat protein 21B (TPR repeat protein 21B)Q7Z4L5 sp|Q7Z4L5|TT21B_HUMAN 3 3 21 0 0 1 2.2 4.51 2.13 4.8 2.25 4.3 2.73599997 1.064 2.43200008 2.73599997 3 1 3 3 2 1 1 2 1.77 0.63 1.17 1.30 1.00 0.77 1.22 0.71 NA NA NA NA 0.77 NA NA NA NA 0.58 NA NA NA NA 1.22 NA NA NA NA 0.91 NA NA NA NA 0.70 NA NA NA NA 0.40 NA NA NA NA 1.52 NA NA NA NA 0.70 NA NA NA

Unconventional myosin-Ie (Myosin-Ic) (Unconventional myosin 1E)Q12965 sp|Q12965|MYO1E_HUMAN 3 3 21 0 0 1 2.05 6.48 1.58 4.26 2 4.5 3.61000001 3.61000001 1.80500001 0.99280002 3 3 2 1 1 1 1 1 1.02 0.95 1.42 0.84 1.25 0.99 1.40 0.81 NA NA NA NA 0.85 NA NA NA NA 1.12 NA NA NA NA 1.25 NA NA NA NA 1.51 NA NA NA NA 0.94 NA NA NA NA 0.99 NA NA NA NA 1.10 NA NA NA NA 0.82 NA NA NA

Tetraspanin-3 (Tspan-3) (Tetraspanin TM4-A) (Transmembrane 4 superfamily member 8)O60637 sp|O60637|TSN3_HUMAN 3 3 21 0 0 1 3.48 3.54 3.62 3.67 2 2.05 7.50999972 7.50999972 7.50999972 2.76699998 2 2 2 1 4 2 1 4 0.96 1.52 0.92 0.90 1.28 1.29 0.96 1.31 NA NA NA NA 0.98 NA NA NA NA 0.79 NA NA NA NA 0.93 NA NA NA NA 1.11 NA NA NA NA 1.41 NA NA NA NA 1.18 NA NA NA NA 0.94 NA NA NA NA 1.85 NA NA NA

Eukaryotic translation initiation factor 4 gamma 2 (eIF-4-gamma 2) (eIF-4G 2) (eIF4G 2) (Death-associated protein 5) (DAP-5) (p97)P78344 sp|P78344|IF4G2_HUMAN 3 3 21 0 0 1 2.08 3.26 1.83 2.86 1.89 2.84 2.53599994 2.53599994 1.10299997 1.10299997 2 2 1 1 4 1 2 4 0.95 0.55 0.88 0.79 1.30 0.83 1.13 0.73 NA NA NA NA 0.93 NA NA NA NA 0.69 NA NA NA NA 0.99 NA NA NA NA 1.01 NA NA NA NA 0.72 NA NA NA NA 0.11 NA NA NA NA 1.17 NA NA NA NA 0.91 NA NA NA

Chitotriosidase-1 (EC 3.2.1.14) (Chitinase-1)Q13231 sp|Q13231|CHIT1_HUMAN 3 3 21 0 0 1 2.03 2.15 2.02 2.08 2.04 2.17 4.50600013 4.50600013 4.50600013 4.50600013 2 2 2 2 4 4 4 2 0.38 0.45 1.83 1.32 0.68 1.83 1.27 0.51 NA NA NA NA 0.22 NA NA NA NA 8.48 NA NA NA NA 0.48 NA NA NA NA 0.51 NA NA NA NA 1.65 NA NA NA NA 4.35 NA NA NA NA 0.39 NA NA NA NA 0.74 NA NA NA

Protein MAL2 Q969L2 sp|Q969L2|MAL2_HUMAN 3 3 21 0 0 1 2.01 2.12 2 2.05 2.02 2.05 6.25 6.25 6.25 6.25 2 2 1 2 4 3 3 4 1.68 2.13 0.67 0.76 0.68 0.65 0.59 2.69 NA NA NA NA 1.08 NA NA NA NA 0.66 NA NA NA NA 1.29 NA NA NA NA 0.96 NA NA NA NA 0.86 NA NA NA NA 1.01 NA NA NA NA 1.17 NA NA NA NA 0.70 NA NA NA

Tetranectin (TN) (C-type lectin domain family 3 member B) (Plasminogen kringle 4-binding protein)P05452 sp|P05452|TETN_HUMAN 3 3 21 0 0 1 2 2.22 2 2.11 2 2.24 5.94099984 5.94099984 5.94099984 5.94099984 2 2 1 1 3 1 2 3 0.55 1.30 1.78 2.86 0.64 1.35 1.30 0.70 NA NA NA NA 0.37 NA NA NA NA 2.78 NA NA NA NA 0.96 NA NA NA NA 0.66 NA NA NA NA 0.94 NA NA NA NA 1.37 NA NA NA NA 0.88 NA NA NA NA 0.53 NA NA NA

ADP-ribosylation factor-like protein 3P36405 sp|P36405|ARL3_HUMAN 3 3 21 0 0 1 2.23 2.34 3.7 3.78 1.92 2.26 12.6399994 6.59300014 12.6399994 6.04400002 2 1 2 1 3 1 1 3 1.27 0.86 1.14 1.02 1.36 0.92 0.93 0.94 NA NA NA NA 0.76 NA NA NA NA 0.72 NA NA NA NA 1.13 NA NA NA NA 1.28 NA NA NA NA 0.84 NA NA NA NA 0.71 NA NA NA NA 1.06 NA NA NA NA 0.89 NA NA NA

CD97 antigen (Leukocyte antigen CD97) (CD antigen CD97) [Cleaved into: CD97 antigen subunit alpha; CD97 antigen subunit beta]P48960 sp|P48960|CD97_HUMAN 3 3 21 0 0 1 2.02 2.37 2.02 2.21 2 2.25 1.91600006 1.91600006 1.91600006 1.91600006 2 1 2 1 3 1 1 3 0.99 1.38 1.45 1.12 0.91 1.34 1.09 1.26 NA NA NA NA 0.88 NA NA NA NA 1.90 NA NA NA NA 1.19 NA NA NA NA 1.12 NA NA NA NA 1.08 NA NA NA NA 1.51 NA NA NA NA 1.22 NA NA NA NA 1.29 NA NA NA

Serine/threonine-protein phosphatase 2A activator (EC 5.2.1.8) (PP2A, subunit B', PR53 isoform) (Phosphotyrosyl phosphatase activator) (PTPA) (Serine/threonine-protein phosphatase 2A regulatory subunit 4) (Serine/threonine-protein phosphatase 2A regulatory subunit B')Q15257 sp|Q15257|PTPA_HUMAN 3 3 21 0 0 1 3.4 3.63 2 2.33 2 2.45 6.42499998 6.42499998 2.79300008 2.79300008 2 2 1 1 3 3 2 3 1.82 0.53 1.29 1.19 1.17 1.03 1.18 1.00 NA NA NA NA 0.78 NA NA NA NA 0.74 NA NA NA NA 1.13 NA NA NA NA 1.03 NA NA NA NA 0.99 NA NA NA NA 0.58 NA NA NA NA 0.85 NA NA NA NA 0.52 NA NA NA

Osteoclast-stimulating factor 1Q92882 sp|Q92882|OSTF1_HUMAN 3 3 21 0 0 1 2.05 2.32 2.04 2.27 2.01 2.26 5.60699999 5.60699999 5.60699999 5.60699999 2 2 1 1 3 1 2 3 1.05 0.57 0.64 0.80 1.51 0.79 1.13 1.10 NA NA NA NA 0.76 NA NA NA NA 1.19 NA NA NA NA 1.23 NA NA NA NA 1.21 NA NA NA NA 1.28 NA NA NA NA 1.32 NA NA NA NA 0.88 NA NA NA NA 1.16 NA NA NA

Syntaxin-2 (Epimorphin)P32856 sp|P32856|STX2_HUMAN 3 3 21 0 0 1 2.16 2.44 1.8 2.17 2.01 2.46 8.3329998 5.20800017 5.20800017 8.3329998 2 1 1 2 2 1 1 2 1.73 1.40 0.90 1.20 1.46 0.93 0.79 1.31 NA NA NA NA 1.16 NA NA NA NA 1.24 NA NA NA NA 1.08 NA NA NA NA 1.09 NA NA NA NA 1.13 NA NA NA NA 0.02 NA NA NA NA 1.42 NA NA NA NA 0.51 NA NA NA

Phospholipid hydroperoxide glutathione peroxidase, mitochondrial (PHGPx) (EC 1.11.1.12) (Glutathione peroxidase 4) (GPx-4) (GSHPx-4)P36969 sp|P36969|GPX4_HUMAN 3 3 21 0 0 1 2.41 2.59 2.57 2.68 2.41 2.67 13.7099996 13.7099996 13.1999999 13.1999999 2 2 2 2 2 1 1 2 3.86 1.49 1.21 1.25 0.83 1.30 1.01 1.04 NA NA NA NA 0.84 NA NA NA NA 1.52 NA NA NA NA 0.83 NA NA NA NA 1.02 NA NA NA NA 1.33 NA NA NA NA 1.43 NA NA NA NA 0.95 NA NA NA NA 1.24 NA NA NA

Crk-like protein P46109 sp|P46109|CRKL_HUMAN 3 3 21 0 0 1 2 3.49 2.03 2.24 2.05 2.36 8.2510002 8.2510002 4.94999997 4.94999997 2 2 1 1 2 1 1 2 1.01 1.14 0.98 0.87 0.87 0.91 1.34 1.35 NA NA NA NA 0.79 NA NA NA NA 1.49 NA NA NA NA 1.05 NA NA NA NA 0.96 NA NA NA NA 1.40 NA NA NA NA 1.44 NA NA NA NA 0.98 NA NA NA NA 1.22 NA NA NA

Advanced glycosylation end product-specific receptor (Receptor for advanced glycosylation end products)Q15109 sp|Q15109|RAGE_HUMAN 3 3 21 0 0 1 1.74 1.81 2 2.05 2 2.1 2.96999998 2.96999998 2.96999998 2.96999998 2 1 1 2 2 2 1 1 1.16 1.67 0.51 0.92 0.80 0.43 0.51 2.12 NA NA NA NA 1.50 NA NA NA NA 0.32 NA NA NA NA 1.59 NA NA NA NA 0.96 NA NA NA NA 0.57 NA NA NA NA 0.31 NA NA NA NA 1.72 NA NA NA NA 1.00 NA NA NA

COP9 signalosome complex subunit 6 (SGN6) (Signalosome subunit 6) (JAB1-containing signalosome subunit 6) (MOV34 homolog) (Vpr-interacting protein) (hVIP)Q7L5N1 sp|Q7L5N1|CSN6_HUMAN 3 3 21 0 0 1 4 4.25 2 2.15 2.4 2.64 7.03400001 7.03400001 4.58699986 4.58699986 2 2 1 1 2 1 1 2 1.20 1.22 0.91 0.67 0.84 1.55 0.79 1.08 NA NA NA NA 1.21 NA NA NA NA 1.14 NA NA NA NA 0.99 NA NA NA NA 1.10 NA NA NA NA 1.08 NA NA NA NA 0.98 NA NA NA NA 1.17 NA NA NA NA 1.16 NA NA NA

Protein tyrosine phosphatase type IVA 1 (EC 3.1.3.48) (PTP(CAAXI)) (Protein-tyrosine phosphatase 4a1) (Protein-tyrosine phosphatase of regenerating liver 1) (PRL-1)Q93096 sp|Q93096|TP4A1_HUMAN 3 3 21 0 0 1 2.01 2.34 2.53 2.69 2.09 2.31 8.67099986 8.67099986 8.67099986 8.67099986 2 2 1 1 2 1 1 2 1.58 1.73 0.74 1.11 1.44 0.83 0.99 1.06 NA NA NA NA 0.81 NA NA NA NA 0.84 NA NA NA NA 1.34 NA NA NA NA 1.03 NA NA NA NA 0.93 NA NA NA NA 0.80 NA NA NA NA 1.38 NA NA NA NA 0.60 NA NA NA

Vesicle-associated membrane protein 8 (VAMP-8) (Endobrevin) (EDB)Q9BV40 sp|Q9BV40|VAMP8_HUMAN 3 3 21 0 0 1 2.13 2.15 2.01 2.01 2 2 11.9999997 11.9999997 11.9999997 7.99999982 2 1 1 2 2 1 1 2 1.29 1.05 1.37 0.97 0.95 1.04 0.92 1.09 NA NA NA NA 1.14 NA NA NA NA 1.37 NA NA NA NA 0.91 NA NA NA NA 0.90 NA NA NA NA 1.03 NA NA NA NA 1.33 NA NA NA NA 1.04 NA NA NA NA 0.82 NA NA NA

Dipeptidyl peptidase 3 (EC 3.4.14.4) (Dipeptidyl aminopeptidase III) (Dipeptidyl arylamidase III) (Dipeptidyl peptidase III) (DPP III) (Enkephalinase B)Q9NY33 sp|Q9NY33|DPP3_HUMAN 3 3 21 0 0 1 2.15 2.99 2.14 2.34 2.16 2.6 2.17099991 2.17099991 2.17099991 2.17099991 2 2 1 1 2 2 2 1 1.10 1.10 0.97 0.94 0.94 1.06 0.96 1.10 NA NA NA NA 0.86 NA NA NA NA 1.20 NA NA NA NA 0.86 NA NA NA NA 0.97 NA NA NA NA 1.04 NA NA NA NA 1.24 NA NA NA NA 0.87 NA NA NA NA 1.18 NA NA NA

Malignant T-cell-amplified sequence 1 (MCT-1) (Multiple copies T-cell malignancies)Q9ULC4 sp|Q9ULC4|MCTS1_HUMAN 3 3 21 0 0 1 2 2.03 2 2.09 2 2.21 9.39199999 9.39199999 9.39199999 9.39199999 2 1 1 2 2 1 2 2 1.27 0.74 0.92 0.73 1.38 0.83 1.57 0.91 NA NA NA NA 1.24 NA NA NA NA 0.83 NA NA NA NA 0.96 NA NA NA NA 1.50 NA NA NA NA 1.09 NA NA NA NA 0.96 NA NA NA NA 1.03 NA NA NA NA 1.20 NA NA NA

Putative RNA-binding protein Luc7-like 2Q9Y383 sp|Q9Y383|LC7L2_HUMAN 3 3 21 0 0 1 1.77 2.22 1.43 1.76 2.51 2.98 4.08199988 2.29599997 2.29599997 4.08199988 2 1 1 2 2 1 1 2 0.84 1.13 1.18 0.88 0.84 1.02 0.85 0.74 NA NA NA NA 0.88 NA NA NA NA 1.33 NA NA NA NA 1.25 NA NA NA NA 1.78 NA NA NA NA 0.77 NA NA NA NA 1.14 NA NA NA NA 0.85 NA NA NA NA 1.18 NA NA NA

Bone marrow proteoglycan (BMPG) (Proteoglycan 2) [Cleaved into: Eosinophil granule major basic protein (EMBP) (MBP) (Pregnancy-associated major basic protein)]P13727 sp|P13727|PRG2_HUMAN 3 3 21 0 0 1 1.8 1.92 3.51 3.51 1.7 1.73 10.8099997 4.50499989 10.8099997 4.50499989 2 1 2 1 1 1 1 1 1.53 1.34 0.91 2.46 1.13 2.67 1.22 0.68 NA NA NA NA 0.50 NA NA NA NA 2.44 NA NA NA NA 0.85 NA NA NA NA 0.89 NA NA NA NA 0.62 NA NA NA NA 0.71 NA NA NA NA 0.91 NA NA NA NA 0.86 NA NA NA

Aldose reductase (AR) (EC 1.1.1.21) (Aldehyde reductase) (Aldo-keto reductase family 1 member B1)P15121 sp|P15121|ALDR_HUMAN 3 3 21 0 0 1 2.26 3.82 2.5 2.73 2.16 2.41 5.69600016 5.69600016 2.84800008 2.53199991 2 2 1 1 1 1 1 1 0.95 0.89 0.92 1.03 1.48 0.88 1.19 0.68 NA NA NA NA 1.04 NA NA NA NA 1.90 NA NA NA NA 1.02 NA NA NA NA 0.95 NA NA NA NA 1.27 NA NA NA NA 1.03 NA NA NA NA 0.89 NA NA NA NA 1.55 NA NA NA

Zinc finger CCCH-type antiviral protein 1 (ADP-ribosyltransferase diphtheria toxin-like 13) (ARTD13) (Zinc finger CCCH domain-containing protein 2) (Zinc finger antiviral protein) (ZAP)Q7Z2W4 sp|Q7Z2W4|ZCCHV_HUMAN 3 3 21 0 0 1 2.25 2.83 2.03 2.4 2.16 2.97 2.88200006 2.88200006 1.44100003 1.44100003 2 2 2 1 1 1 1 1 1.20 1.16 0.83 0.92 0.81 0.88 0.85 1.21 NA NA NA NA 0.88 NA NA NA NA 0.98 NA NA NA NA 1.48 NA NA NA NA 0.95 NA NA NA NA 1.07 NA NA NA NA 0.79 NA NA NA NA 1.18 NA NA NA NA 0.69 NA NA NA

Dynein light chain roadblock-type 1 (Bithoraxoid-like protein) (BLP) (Dynein light chain 2A, cytoplasmic) (Dynein-associated protein Km23) (Roadblock domain-containing protein 1)Q9NP97 sp|Q9NP97|DLRB1_HUMAN 3 3 21 0 0 1 2 2.12 2.02 2.13 2.02 2.14 16.6700006 12.5 16.6700006 12.5 2 2 1 1 1 1 1 1 0.99 1.04 0.72 0.71 0.83 1.36 1.00 1.61 NA NA NA NA 1.44 NA NA NA NA 1.12 NA NA NA NA 1.46 NA NA NA NA 0.86 NA NA NA NA 1.19 NA NA NA NA 1.10 NA NA NA NA 1.19 NA NA NA NA 1.48 NA NA NA

Leukocyte-specific transcript 1 protein (Protein B144)O00453 sp|O00453|LST1_HUMAN 3 3 21 0 0 0 2 2 2 2.01 2 2 12.37 12.37 12.37 12.37 1 1 1 1 4 4 2 4 0.90 0.86 1.04 1.27 0.96 0.94 2.10 1.28 NA NA NA NA 1.16 NA NA NA NA 1.09 NA NA NA NA 0.75 NA NA NA NA 1.48 NA NA NA NA 0.94 NA NA NA NA 1.03 NA NA NA NA 0.91 NA NA NA NA 0.96 NA NA NA

Apolipoprotein L1 (Apolipoprotein L) (Apo-L) (ApoL) (Apolipoprotein L-I) (ApoL-I)O14791 sp|O14791|APOL1_HUMAN 3 3 21 0 0 0 2.01 2.56 2.01 2.67 2.04 2.78 3.76899988 3.76899988 3.76899988 3.76899988 1 1 1 1 3 2 3 3 0.18 0.45 0.49 1.90 0.43 1.09 1.57 0.30 NA NA NA NA 0.74 NA NA NA NA 2.84 NA NA NA NA 0.48 NA NA NA NA 0.73 NA NA NA NA 0.90 NA NA NA NA 3.50 NA NA NA NA 1.05 NA NA NA NA 1.46 NA NA NA

Prostate stem cell antigenO43653 sp|O43653|PSCA_HUMAN 3 3 21 0 0 0 2 2 2 2.03 2 2.03 8.12999979 8.12999979 8.12999979 8.12999979 1 1 1 1 2 2 2 2 0.77 0.12 1.34 0.48 1.63 1.13 1.54 0.39 NA NA NA NA 1.10 NA NA NA NA 1.34 NA NA NA NA 0.31 NA NA NA NA 0.27 NA NA NA NA 1.28 NA NA NA NA 1.16 NA NA NA NA 1.76 NA NA NA NA 1.22 NA NA NA

TYRO protein tyrosine kinase-binding protein (DNAX-activation protein 12) (Killer-activating receptor-associated protein) (KAR-associated protein)O43914 sp|O43914|TYOBP_HUMAN 3 3 21 0 0 0 2 2.02 2 2.04 2 2.05 13.2699996 13.2699996 13.2699996 13.2699996 1 1 1 1 4 4 3 2 1.06 1.80 1.06 1.27 1.18 0.93 1.87 1.21 NA NA NA NA 1.13 NA NA NA NA 1.07 NA NA NA NA 0.97 NA NA NA NA 0.94 NA NA NA NA 1.30 NA NA NA NA 1.09 NA NA NA NA 0.81 NA NA NA NA 1.16 NA NA NA

Eukaryotic translation initiation factor 1b (eIF1b) (Protein translation factor SUI1 homolog GC20)O60739 sp|O60739|EIF1B_HUMAN 3 3 21 0 0 0 2 2.07 2 2.02 2 2.13 14.1599998 14.1599998 14.1599998 14.1599998 1 1 1 1 1 1 1 1 1.30 0.79 1.22 1.18 1.11 1.26 0.90 0.90 NA NA NA NA 0.59 NA NA NA NA 1.62 NA NA NA NA 1.10 NA NA NA NA 0.86 NA NA NA NA 1.33 NA NA NA NA 1.46 NA NA NA NA 0.69 NA NA NA NA 1.04 NA NA NA

Acyl-protein thioesterase 1 (APT-1) (hAPT1) (EC 3.1.2.-) (Lysophospholipase 1) (Lysophospholipase I) (LPL-I) (LysoPLA I)O75608 sp|O75608|LYPA1_HUMAN 3 3 21 0 0 0 1.98 2.11 2 2.07 2 2.44 6.08699992 3.47799994 6.08699992 6.08699992 1 1 1 1 2 1 1 2 1.27 0.66 0.96 1.01 1.16 0.90 1.33 1.15 NA NA NA NA 0.72 NA NA NA NA 0.95 NA NA NA NA 0.86 NA NA NA NA 0.81 NA NA NA NA 1.02 NA NA NA NA 0.90 NA NA NA NA 1.00 NA NA NA NA 0.92 NA NA NA

Reticulon-3 (Homolog of ASY protein) (HAP) (Neuroendocrine-specific protein-like 2) (NSP-like protein 2) (Neuroendocrine-specific protein-like II) (NSP-like protein II) (NSPLII)O95197 sp|O95197|RTN3_HUMAN 3 3 21 0 0 0 2.05 2.57 2.11 2.5 2.2 2.96 1.06600002 1.06600002 1.06600002 1.06600002 1 1 1 1 2 2 1 1 0.49 0.99 0.67 0.44 0.71 0.50 0.54 1.14 NA NA NA NA 2.29 NA NA NA NA 0.98 NA NA NA NA 0.82 NA NA NA NA 1.07 NA NA NA NA 0.76 NA NA NA NA 0.96 NA NA NA NA 1.18 NA NA NA NA 0.68 NA NA NA

Phosphoacetylglucosamine mutase (PAGM) (EC 5.4.2.3) (Acetylglucosamine phosphomutase) (N-acetylglucosamine-phosphate mutase) (Phosphoglucomutase-3) (PGM 3)O95394 sp|O95394|AGM1_HUMAN 3 3 21 0 0 0 1.72 1.96 1.68 1.94 2.01 2.3 1.66100003 1.66100003 1.66100003 1.66100003 1 1 1 1 2 1 1 2 1.35 0.77 1.02 0.77 1.51 0.98 1.41 1.50 NA NA NA NA 0.99 NA NA NA NA 0.75 NA NA NA NA 1.04 NA NA NA NA 1.26 NA NA NA NA 0.99 NA NA NA NA 0.98 NA NA NA NA 0.96 NA NA NA NA 1.20 NA NA NA

Myoglobin P02144 sp|P02144|MYG_HUMAN 3 3 21 0 0 0 2 2.11 2.01 2.24 2.08 2.59 9.74000022 9.74000022 9.74000022 9.74000022 1 1 1 1 1 1 1 1 1.29 1.14 1.57 1.11 1.22 1.18 1.22 1.31 NA NA NA NA 0.87 NA NA NA NA 0.94 NA NA NA NA 1.10 NA NA NA NA 1.27 NA NA NA NA 1.02 NA NA NA NA 0.99 NA NA NA NA 0.99 NA NA NA NA 1.00 NA NA NA

Interferon-induced, double-stranded RNA-activated protein kinase (EC 2.7.11.1) (Eukaryotic translation initiation factor 2-alpha kinase 2) (eIF-2A protein kinase 2) (Interferon-inducible RNA-dependent protein kinase) (P1/eIF-2A protein kinase) (Protein kinase RNA-activated) (PKR) (Tyrosine-protein kinase EIF2AK2) (EC 2.7.10.2) (p68 kinase)P19525 sp|P19525|E2AK2_HUMAN 3 3 21 0 0 0 2 2.86 2.04 2.74 2.14 2.87 2.17799991 2.17799991 2.17799991 2.17799991 1 1 1 1 1 1 1 1 0.92 0.84 0.89 1.03 1.04 0.94 1.20 0.95 NA NA NA NA 1.00 NA NA NA NA 0.89 NA NA NA NA 0.94 NA NA NA NA 1.33 NA NA NA NA 0.64 NA NA NA NA 0.40 NA NA NA NA 1.03 NA NA NA NA 0.96 NA NA NA

Inositol monophosphatase 1 (IMP 1) (IMPase 1) (EC 3.1.3.25) (Inositol-1(or 4)-monophosphatase 1) (Lithium-sensitive myo-inositol monophosphatase A1)P29218 sp|P29218|IMPA1_HUMAN 3 3 21 0 0 0 2.16 2.29 2.02 2.12 2.13 2.22 3.61000001 3.24900001 3.61000001 3.61000001 1 1 1 1 2 1 2 1 0.78 0.56 1.09 0.69 0.74 4.47 1.10 0.99 NA NA NA NA 1.20 NA NA NA NA 0.45 NA NA NA NA 1.23 NA NA NA NA 1.61 NA NA NA NA 0.84 NA NA NA NA 0.31 NA NA NA NA 0.77 NA NA NA NA 1.36 NA NA NA

Matrin-3 P43243 sp|P43243|MATR3_HUMAN 3 3 21 0 0 0 2.02 2.61 2.01 2.43 2.37 2.98 1.65299997 1.65299997 1.65299997 1.65299997 1 1 1 1 2 1 1 2 0.75 0.97 1.05 0.67 1.17 0.81 1.22 0.84 NA NA NA NA 1.50 NA NA NA NA 1.37 NA NA NA NA 1.18 NA NA NA NA 1.68 NA NA NA NA 0.90 NA NA NA NA 1.02 NA NA NA NA 0.80 NA NA NA NA 1.18 NA NA NA

Guanine nucleotide-binding protein G(I)/G(S)/G(O) subunit gamma-10P50151 sp|P50151|GBG10_HUMAN 3 3 21 0 0 0 2.32 2.5 2.01 2.24 2 2.11 22.0599994 22.0599994 22.0599994 22.0599994 1 1 1 1 4 3 2 4 0.51 0.73 0.54 0.63 0.60 0.51 0.70 0.42 NA NA NA NA 0.44 NA NA NA NA 0.49 NA NA NA NA 0.47 NA NA NA NA 0.51 NA NA NA NA 0.68 NA NA NA NA 0.47 NA NA NA NA 0.50 NA NA NA NA 0.54 NA NA NA

Afadin (ALL1-fused gene from chromosome 6 protein) (Protein AF-6)P55196 sp|P55196|AFAD_HUMAN 3 3 21 0 0 0 2.09 2.57 2.12 3.13 2.13 3.65 0.87719997 0.87719997 0.87719997 0.87719997 1 1 1 1 2 1 1 2 1.29 0.90 1.36 1.16 1.17 1.05 1.34 0.79 NA NA NA NA 0.76 NA NA NA NA 1.02 NA NA NA NA 1.33 NA NA NA NA 1.49 NA NA NA NA 1.16 NA NA NA NA 0.91 NA NA NA NA 1.18 NA NA NA NA 0.95 NA NA NA

Nucleobindin-2 (DNA-binding protein NEFA) (Gastric cancer antigen Zg4) (Prepronesfatin) [Cleaved into: Nesfatin-1]P80303 sp|P80303|NUCB2_HUMAN 3 3 21 0 0 0 1.71 2.34 1.62 1.96 1.51 2.19 2.14300007 2.14300007 2.14300007 2.14300007 1 1 1 1 1 1 1 1 0.50 1.25 0.97 0.44 2.69 0.86 0.87 1.32 NA NA NA NA 0.73 NA NA NA NA 0.89 NA NA NA NA 0.79 NA NA NA NA 1.28 NA NA NA NA 2.53 NA NA NA NA 0.59 NA NA NA NA 0.87 NA NA NA NA 1.41 NA NA NA

Desmocollin-1 (Cadherin family member 1) (Desmosomal glycoprotein 2/3) (DG2/DG3)Q08554 sp|Q08554|DSC1_HUMAN 3 3 21 0 0 0 2 2.46 2.02 2.58 2 2.63 1.67800002 1.67800002 1.67800002 1.67800002 1 1 1 1 2 1 1 2 0.80 1.86 0.87 1.27 0.61 1.46 1.08 1.04 NA NA NA NA 1.66 NA NA NA NA 1.48 NA NA NA NA 0.96 NA NA NA NA 1.14 NA NA NA NA 1.70 NA NA NA NA 1.93 NA NA NA NA 1.36 NA NA NA NA 1.48 NA NA NA

Bone marrow stromal antigen 2 (BST-2) (HM1.24 antigen) (Tetherin) (CD antigen CD317)Q10589 sp|Q10589|BST2_HUMAN 3 3 21 0 0 0 2 2.49 2.02 2.13 2 2.13 5.55600002 5.55600002 5.55600002 5.55600002 1 1 1 1 2 1 1 2 0.43 1.57 0.66 0.86 0.83 1.25 0.72 1.82 NA NA NA NA 0.84 NA NA NA NA 1.02 NA NA NA NA 0.61 NA NA NA NA 1.23 NA NA NA NA 1.48 NA NA NA NA 1.63 NA NA NA NA 0.68 NA NA NA NA 0.63 NA NA NA

Tripartite motif-containing protein 26 (Acid finger protein) (AFP) (RING finger protein 95) (Zinc finger protein 173)Q12899 sp|Q12899|TRI26_HUMAN 3 3 21 0 0 0 2.11 2.94 2.09 2.58 2.14 2.96 2.04099994 2.04099994 2.04099994 2.04099994 1 1 1 1 3 1 1 3 0.66 0.59 0.86 0.82 0.87 0.90 1.17 0.74 NA NA NA NA 0.97 NA NA NA NA 0.86 NA NA NA NA 0.98 NA NA NA NA 1.50 NA NA NA NA 0.80 NA NA NA NA 0.85 NA NA NA NA 1.08 NA NA NA NA 1.14 NA NA NA

Protein EFR3 homolog A (Protein EFR3-like)Q14156 sp|Q14156|EFR3A_HUMAN 3 3 21 0 0 0 2 2.96 2.06 2.55 2.01 2.73 1.94899999 1.94899999 1.94899999 1.94899999 1 1 1 1 1 1 1 1 0.85 1.18 0.87 1.03 1.23 0.95 1.06 0.92 NA NA NA NA 0.87 NA NA NA NA 0.98 NA NA NA NA 1.12 NA NA NA NA 1.27 NA NA NA NA 1.05 NA NA NA NA 0.97 NA NA NA NA 1.12 NA NA NA NA 0.90 NA NA NA

Probable gluconokinase (EC 2.7.1.12) (Gluconate kinase)Q5T6J7 sp|Q5T6J7|GNTK_HUMAN 3 3 21 0 0 0 1.79 1.86 2 2.25 2.03 2.24 7.48699978 7.48699978 7.48699978 7.48699978 1 1 1 1 2 1 1 2 0.45 0.97 1.16 0.80 2.11 1.14 1.96 0.65 NA NA NA NA 1.05 NA NA NA NA 0.72 NA NA NA NA 0.89 NA NA NA NA 0.69 NA NA NA NA 0.68 NA NA NA NA 0.64 NA NA NA NA 0.63 NA NA NA NA 1.40 NA NA NA

Glutamine-dependent NAD(+) synthetase (EC 6.3.5.1) (NAD(+) synthase [glutamine-hydrolyzing]) (NAD(+) synthetase)Q6IA69 sp|Q6IA69|NADE_HUMAN 3 3 21 0 0 0 2.02 2.27 2.02 2.35 2.02 2.52 1.70000009 1.70000009 1.70000009 1.70000009 1 1 1 1 2 1 2 1 0.64 2.09 1.07 0.54 0.76 0.57 0.51 0.59 NA NA NA NA 2.42 NA NA NA NA 0.99 NA NA NA NA 0.77 NA NA NA NA 0.62 NA NA NA NA 0.83 NA NA NA NA 0.58 NA NA NA NA 1.39 NA NA NA NA 0.62 NA NA NA

Bardet-Biedl syndrome 7 protein (BBS2-like protein 1)Q8IWZ6 sp|Q8IWZ6|BBS7_HUMAN 3 3 21 0 0 0 1.68 2.16 1.76 2.29 2.04 2.56 1.67800002 1.67800002 1.67800002 1.67800002 1 1 1 1 1 1 1 1 1.21 1.45 0.73 0.90 0.83 0.66 0.83 0.88 NA NA NA NA 1.22 NA NA NA NA 0.58 NA NA NA NA 1.52 NA NA NA NA 1.58 NA NA NA NA 0.85 NA NA NA NA 0.58 NA NA NA NA 1.38 NA NA NA NA 1.05 NA NA NA

Overexpressed in colon carcinoma 1 protein (OCC-1) (AGD3)Q8TAD7 sp|Q8TAD7|OCC1_HUMAN 3 3 21 0 0 0 2.07 2.07 2 2 2 2 20.6300005 20.6300005 20.6300005 20.6300005 1 1 1 1 2 1 2 2 1.55 1.72 0.97 0.62 1.04 0.51 0.86 1.26 NA NA NA NA 0.87 NA NA NA NA 0.24 NA NA NA NA 2.20 NA NA NA NA 1.39 NA NA NA NA 0.98 NA NA NA NA 0.65 NA NA NA NA 1.00 NA NA NA NA 0.86 NA NA NA

Voltage-gated hydrogen channel 1 (Hydrogen voltage-gated channel 1) (HV1) (Voltage sensor domain-only protein)Q96D96 sp|Q96D96|HVCN1_HUMAN 3 3 21 0 0 0 2 2.45 2.02 2.49 2.01 2.71 5.49499989 5.49499989 5.49499989 5.49499989 1 1 1 1 3 1 3 2 2.09 1.24 0.74 0.96 0.59 1.21 0.93 1.33 NA NA NA NA 1.73 NA NA NA NA 1.03 NA NA NA NA 0.91 NA NA NA NA 0.93 NA NA NA NA 1.39 NA NA NA NA 1.02 NA NA NA NA 1.05 NA NA NA NA 0.82 NA NA NA

Prefoldin subunit 5 (C-Myc-binding protein Mm-1) (Myc modulator 1)Q99471 sp|Q99471|PFD5_HUMAN 3 3 21 0 0 0 2.02 2.11 2 2.07 2.01 2.08 11.6899997 11.6899997 11.6899997 11.6899997 1 1 1 1 2 1 1 2 1.12 1.08 1.14 1.03 1.22 1.18 1.14 0.94 NA NA NA NA 1.14 NA NA NA NA 0.96 NA NA NA NA 1.16 NA NA NA NA 1.25 NA NA NA NA 1.02 NA NA NA NA 0.68 NA NA NA NA 1.11 NA NA NA NA 1.01 NA NA NA

Partitioning defective 6 homolog beta (PAR-6 beta) (PAR-6B)Q9BYG5 sp|Q9BYG5|PAR6B_HUMAN 3 3 21 0 0 0 2.04 2.17 2.04 2.21 2.19 2.44 2.68799998 2.68799998 2.68799998 2.68799998 1 1 1 1 2 1 1 2 2.08 1.25 0.51 0.95 0.83 0.75 0.59 1.96 NA NA NA NA 1.16 NA NA NA NA 0.74 NA NA NA NA 1.09 NA NA NA NA 0.95 NA NA NA NA 1.06 NA NA NA NA 0.89 NA NA NA NA 1.17 NA NA NA NA 1.01 NA NA NA

Protein dpy-30 homolog (Dpy-30-like protein) (Dpy-30L)Q9C005 sp|Q9C005|DPY30_HUMAN 3 3 21 0 0 0 2.08 2.13 2.01 2.08 2.03 2.13 20.2000007 9.09100026 20.2000007 20.2000007 1 1 1 1 3 1 2 3 0.93 1.30 0.90 0.89 0.88 0.84 1.09 0.78 NA NA NA NA 1.64 NA NA NA NA 0.91 NA NA NA NA 0.77 NA NA NA NA 1.06 NA NA NA NA 1.04 NA NA NA NA 0.99 NA NA NA NA 1.65 NA NA NA NA 1.26 NA NA NA

Dynein intermediate chain 1, axonemal (Axonemal dynein intermediate chain 1)Q9UI46 sp|Q9UI46|DNAI1_HUMAN 3 3 21 0 0 0 2 2.43 2.02 2.29 2.01 2.52 2.71799993 2.71799993 2.71799993 2.71799993 1 1 1 1 1 1 1 1 0.96 1.07 0.86 1.08 0.76 1.04 0.86 1.03 NA NA NA NA 1.40 NA NA NA NA 1.00 NA NA NA NA 1.01 NA NA NA NA 1.45 NA NA NA NA 1.02 NA NA NA NA 1.14 NA NA NA NA 1.01 NA NA NA NA 0.87 NA NA NA

Intraflagellar transport protein 52 homolog (Protein NGD5 homolog)Q9Y366 sp|Q9Y366|IFT52_HUMAN 3 3 21 0 0 0 1.66 2.12 1.43 1.6 1.47 1.77 2.28799991 2.28799991 2.28799991 2.28799991 1 1 1 1 2 1 1 2 1.19 1.16 1.07 1.48 0.86 0.75 0.84 0.93 NA NA NA NA 1.22 NA NA NA NA 0.68 NA NA NA NA 1.31 NA NA NA NA 1.39 NA NA NA NA 0.96 NA NA NA NA 0.11 NA NA NA NA 1.19 NA NA NA NA 0.91 NA NA NA

Mitochondrial fission 1 protein (FIS1 homolog) (hFis1) (Tetratricopeptide repeat protein 11) (TPR repeat protein 11)Q9Y3D6 sp|Q9Y3D6|FIS1_HUMAN 3 3 21 0 0 0 1.93 2.26 1.77 2.15 2.02 2.3 7.23700002 7.23700002 7.23700002 7.23700002 1 1 1 1 1 1 1 1 1.23 1.08 1.20 0.74 1.31 0.76 0.92 0.98 NA NA NA NA 1.10 NA NA NA NA 0.77 NA NA NA NA 1.04 NA NA NA NA 1.34 NA NA NA NA 1.01 NA NA NA NA 0.69 NA NA NA NA 0.96 NA NA NA NA 0.94 NA NA NA

Ig lambda chain V-I region BL2P06316 sp|P06316|LV107_HUMAN 3 2 14 0 0 1 6.48 8.72 5.48 8.46 2 9.16 30.0000012 27.6899993 26.1500001 30.0000012 10 10 9 9 4 NA 3 4 1.05 NA NA NA NA 0.93 NA NA NA NA 0.16 NA NA NA NA 0.93 NA NA NA NA 0.61 NA NA NA NA 3.76 NA NA NA NA 2.33 NA NA NA NA 0.63 NA NA NA NA 0.75 NA NA NA

Ras-related protein Rap-2a (RbBP-30)P10114 sp|P10114|RAP2A_HUMAN 3 2 14 0 0 1 2 8.74 2 6.12 2 5.14 25.1399994 25.1399994 19.1300005 15.2999997 5 5 4 3 4 NA 3 4 2.42 NA NA NA NA 1.71 NA NA NA NA 0.56 NA NA NA NA 1.24 NA NA NA NA 0.95 NA NA NA NA 0.81 NA NA NA NA 0.49 NA NA NA NA 1.08 NA NA NA NA 0.96 NA NA NA

Aldehyde dehydrogenase, mitochondrial (EC 1.2.1.3) (ALDH class 2) (ALDH-E2) (ALDHI)P05091 sp|P05091|ALDH2_HUMAN 3 2 14 0 0 1 1.92 5.59 1.4 2.29 2.01 6.43 9.2840001 8.70399997 4.06199992 9.2840001 5 4 2 5 2 1 NA 2 0.86 1.04 0.95 0.56 0.94 0.73 1.07 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.00 NA NA NA NA 1.20 NA NA NA

Uncharacterized protein C1orf173Q5RHP9 sp|Q5RHP9|CA173_HUMAN 3 2 14 0 0 1 4.83 6.07 2.02 2.75 1.35 2.39 4.37900014 4.37900014 1.37299998 0.71899998 4 4 1 1 1 1 1 NA 1.18 1.04 1.34 1.65 0.98 1.27 1.40 1.58 NA NA NA NA 0.90 NA NA NA NA 1.30 NA NA NA NA 1.21 NA NA NA NA 1.53 NA NA NA NA 1.38 NA NA NA NA 1.40 NA NA NA NA NA NA NA NA NA NA NA NA NA

Nucleophosmin (NPM) (Nucleolar phosphoprotein B23) (Nucleolar protein NO38) (Numatrin)P06748 sp|P06748|NPM_HUMAN 3 2 14 0 0 1 2 2.21 2.68 4.89 2.03 2.42 6.80299997 4.42200005 6.80299997 4.42200005 2 1 2 1 1 1 1 NA 0.86 1.32 1.33 0.87 0.74 0.78 1.09 0.95 NA NA NA NA 0.73 NA NA NA NA 1.48 NA NA NA NA 0.75 NA NA NA NA 0.79 NA NA NA NA 1.28 NA NA NA NA 1.62 NA NA NA NA NA NA NA NA NA NA NA NA NA

Phosphatidylinositol 5-phosphate 4-kinase type-2 alpha (EC 2.7.1.149) (1-phosphatidylinositol 5-phosphate 4-kinase 2-alpha) (Diphosphoinositide kinase 2-alpha) (PIP5KIII) (Phosphatidylinositol 5-phosphate 4-kinase type II alpha) (PI(5)P 4-kinase type II alpha) (PIP4KII-alpha) (PtdIns(4)P-5-kinase B isoform) (PtdIns(4)P-5-kinase C isoform) (PtdIns(5)P-4-kinase isoform 2-alpha)P48426 sp|P48426|PI42A_HUMAN 3 2 14 0 0 1 1.81 1.99 3.2 3.43 1.9 2.08 5.17200008 2.709 5.17200008 2.46300008 2 1 2 1 1 NA 1 1 1.20 NA NA NA NA 1.30 NA NA NA NA 1.09 NA NA NA NA 1.03 NA NA NA NA 0.89 NA NA NA NA 0.90 NA NA NA NA 0.69 NA NA NA NA 0.74 NA NA NA NA 0.79 NA NA NA

Probable aminopeptidase NPEPL1 (EC 3.4.11.-) (Aminopeptidase-like 1)Q8NDH3 sp|Q8NDH3|PEPL1_HUMAN 3 2 14 0 0 1 1.81 2.55 4.06 4.31 3.4 4.03 6.69199973 6.69199973 6.69199973 6.69199973 2 2 2 2 1 NA 1 1 1.92 NA NA NA NA 1.43 NA NA NA NA 1.12 NA NA NA NA 1.40 NA NA NA NA 0.76 NA NA NA NA 0.69 NA NA NA NA 0.70 NA NA NA NA 2.05 NA NA NA NA 0.66 NA NA NA

Transmembrane protein 63AO94886 sp|O94886|TM63A_HUMAN 3 2 14 0 0 0 2.05 2.51 2.11 2.32 1.83 2.5 1.48700001 1.11499997 1.48700001 1.48700001 1 1 1 1 2 1 2 NA 2.07 1.29 1.17 0.79 0.98 0.83 0.50 1.01 NA NA NA NA 0.79 NA NA NA NA 1.47 NA NA NA NA 0.79 NA NA NA NA 0.94 NA NA NA NA 1.66 NA NA NA NA 1.86 NA NA NA NA NA NA NA NA NA NA NA NA NA

Ig kappa chain V-III region HICP18136 sp|P18136|KV313_HUMAN 2 2 14 0 0 0 37.29 37.51 41.44 41.67 NA NA 79.0700018 68.2200015 79.0700018 NA 52 52 50 NA 6 6 3 NA 0.46 0.74 0.80 1.24 0.58 1.80 1.09 1.18 NA NA NA NA 0.52 NA NA NA NA 2.12 NA NA NA NA 0.67 NA NA NA NA 0.60 NA NA NA NA 2.11 NA NA NA NA 2.79 NA NA NA NA NA NA NA NA NA NA NA NA NA

POTE ankyrin domain family member F (ANKRD26-like family C member 1B) (Chimeric POTE-actin protein)A5A3E0 sp|A5A3E0|POTEF_HUMAN 2 2 14 0 0 0 NA NA 2 21.41 2 26.9 11.1599997 NA 11.1599997 10.3299998 38 NA 30 38 2 NA 1 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.92 NA NA NA NA 1.14 NA NA NA NA 0.92 NA NA NA NA 0.90 NA NA NA NA 1.18 NA NA NA NA 1.12 NA NA NA NA 0.82 NA NA NA NA 1.10 NA NA NA NA 0.87 NA NA NA

Ig heavy chain V-III region LAYP01775 sp|P01775|HV314_HUMAN 2 2 14 0 0 0 NA NA 2 13.46 2 16.21 27.73 NA 27.73 20.1700002 23 NA 21 23 4 NA 4 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.33 NA NA NA NA 0.58 NA NA NA NA 1.72 NA NA NA NA 0.68 NA NA NA NA 0.67 NA NA NA NA 2.12 NA NA NA NA 3.83 NA NA NA NA 0.63 NA NA NA NA 1.16 NA NA NA

HLA class II histocompatibility antigen, DRB1-12 beta chain (MHC class II antigen DRB1*12) (DR-12) (DR12)Q95IE3 sp|Q95IE3|2B1C_HUMAN 2 2 14 0 0 0 2.05 17.95 2 9.7 NA NA 34.5899999 34.5899999 24.4399995 NA 15 15 8 NA 1 1 1 NA 0.43 0.55 0.75 0.73 0.53 0.71 4.18 1.05 NA NA NA NA 1.13 NA NA NA NA 1.85 NA NA NA NA 0.93 NA NA NA NA 0.82 NA NA NA NA 1.55 NA NA NA NA 1.56 NA NA NA NA NA NA NA NA NA NA NA NA NA
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Cytoplasmic FMR1-interacting protein 2 (p53-inducible protein 121)Q96F07 sp|Q96F07|CYFP2_HUMAN 2 2 14 0 0 0 2 18.9 2 22.89 NA NA 10.7199997 7.9810001 10.7199997 NA 12 12 12 NA 1 1 1 NA 0.83 0.85 1.10 1.14 0.68 1.12 0.85 0.78 NA NA NA NA 0.90 NA NA NA NA 1.31 NA NA NA NA 0.79 NA NA NA NA 0.81 NA NA NA NA 0.93 NA NA NA NA 3.23 NA NA NA NA NA NA NA NA NA NA NA NA NA

Ig lambda chain V-VI region EB4P06319 sp|P06319|LV605_HUMAN 2 2 14 0 0 0 2.69 4.53 NA NA 4.81 7.3 33.5900009 33.5900009 NA 33.5900009 10 10 NA 7 5 4 NA 5 0.62 0.61 1.69 1.59 0.66 1.48 1.05 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.82 NA NA NA NA 0.93 NA NA NA

Tyrosine-protein kinase Yes (EC 2.7.10.2) (Proto-oncogene c-Yes) (p61-Yes)P07947 sp|P07947|YES_HUMAN 2 2 14 0 0 0 11.27 16.39 NA NA 2.02 10.79 16.2100002 16.2100002 NA 9.94499996 10 10 NA 5 2 1 NA 2 1.24 1.36 0.81 1.05 1.11 1.12 0.89 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.92 NA NA NA NA 0.86 NA NA NA

14-3-3 protein sigma (Epithelial cell marker protein 1) (Stratifin)P31947 sp|P31947|1433S_HUMAN 2 2 14 0 0 0 NA NA 2.05 8.35 1.67 8.22 14.1100004 NA 14.1100004 14.1100004 8 NA 6 8 1 NA 1 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.02 NA NA NA NA 0.65 NA NA NA NA 0.84 NA NA NA NA 0.82 NA NA NA NA 1.34 NA NA NA NA 1.08 NA NA NA NA 0.89 NA NA NA NA 1.56 NA NA NA NA 1.73 NA NA NA

Ig lambda chain V-II region TROP01707 sp|P01707|LV204_HUMAN 2 2 14 0 0 0 2.02 5.24 2.02 4.15 NA NA 33.3299995 33.3299995 33.3299995 NA 6 5 6 NA 3 2 3 NA 0.66 0.64 0.85 0.81 0.63 2.01 0.87 1.18 NA NA NA NA 0.90 NA NA NA NA 1.38 NA NA NA NA 0.67 NA NA NA NA 0.69 NA NA NA NA 1.58 NA NA NA NA 3.21 NA NA NA NA NA NA NA NA NA NA NA NA NA

Stomatin-like protein 3 (SLP-3)Q8TAV4 sp|Q8TAV4|STML3_HUMAN 2 2 14 0 0 0 2 5.98 2.01 4.84 NA NA 12.0300002 8.59099999 12.0300002 NA 6 6 6 NA 1 1 1 NA 1.60 0.71 0.90 0.58 0.78 0.68 0.90 0.79 NA NA NA NA 1.13 NA NA NA NA 1.46 NA NA NA NA 1.27 NA NA NA NA 1.09 NA NA NA NA 0.83 NA NA NA NA 0.97 NA NA NA NA NA NA NA NA NA NA NA NA NA

ATPase ASNA1 (EC 3.6.-.-) (Arsenical pump-driving ATPase) (Arsenite-stimulated ATPase) (Transmembrane domain recognition complex 40 kDa ATPase subunit) (hARSA-I) (hASNA-I)O43681 sp|O43681|ASNA_HUMAN 2 2 14 0 0 0 1.31 1.35 NA NA 2.57 3.55 7.18400031 2.58600004 NA 7.18400031 3 1 NA 3 1 1 NA 1 1.17 0.97 0.97 0.86 1.05 0.87 0.96 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.89 NA NA NA NA 1.16 NA NA NA

Ig heavy chain V-II region CORP01815 sp|P01815|HV202_HUMAN 2 2 14 0 0 0 2.84 3.45 4.07 5.17 NA NA 22.4999994 22.4999994 22.4999994 NA 3 3 3 NA 2 2 1 NA 0.83 0.67 0.78 0.67 0.72 1.66 1.59 1.66 NA NA NA NA 1.13 NA NA NA NA 1.16 NA NA NA NA 1.05 NA NA NA NA 0.69 NA NA NA NA 1.18 NA NA NA NA 1.81 NA NA NA NA NA NA NA NA NA NA NA NA NA

Ig heavy chain V-II region SESSP04438 sp|P04438|HV208_HUMAN 2 2 14 0 0 0 1.85 3.96 1.4 5.46 NA NA 13.6099994 9.52399969 13.6099994 NA 3 2 3 NA 2 2 1 NA 0.70 0.86 0.82 1.28 0.66 1.11 0.53 0.16 NA NA NA NA 0.84 NA NA NA NA 0.13 NA NA NA NA 0.47 NA NA NA NA 0.41 NA NA NA NA 1.38 NA NA NA NA 1.10 NA NA NA NA NA NA NA NA NA NA NA NA NA

Tyrosine-protein kinase SYK (EC 2.7.10.2) (Spleen tyrosine kinase) (p72-Syk)P43405 sp|P43405|KSYK_HUMAN 2 2 14 0 0 0 2.99 3.5 2.07 2.29 NA NA 5.03900014 5.03900014 3.30700018 NA 3 3 2 NA 1 1 1 NA 0.88 1.51 1.06 1.17 0.97 1.01 0.87 0.88 NA NA NA NA 0.92 NA NA NA NA 1.30 NA NA NA NA 1.01 NA NA NA NA 1.06 NA NA NA NA 1.08 NA NA NA NA 1.20 NA NA NA NA NA NA NA NA NA NA NA NA NA

Eukaryotic translation initiation factor 5 (eIF-5)P55010 sp|P55010|IF5_HUMAN 2 2 14 0 0 0 2.28 2.7 NA NA 2.1 2.57 7.88900033 7.88900033 NA 5.56799993 3 3 NA 2 1 1 NA 1 1.11 0.83 1.23 0.84 1.24 0.87 1.06 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.64 NA NA NA NA 1.00 NA NA NA

Ras-related protein Rab-25 (CATX-8)P57735 sp|P57735|RAB25_HUMAN 2 2 14 0 0 0 1.82 4.06 2.02 4.06 NA NA 12.6800001 7.5120002 12.6800001 NA 3 2 3 NA 1 1 1 NA 0.91 1.38 0.84 1.03 0.59 0.99 0.86 1.37 NA NA NA NA 0.93 NA NA NA NA 0.88 NA NA NA NA 1.08 NA NA NA NA 1.17 NA NA NA NA 1.00 NA NA NA NA 1.93 NA NA NA NA NA NA NA NA NA NA NA NA NA

Dynein light chain Tctex-type 1 (Protein CW-1) (T-complex testis-specific protein 1 homolog)P63172 sp|P63172|DYLT1_HUMAN 2 2 14 0 0 0 2 2.02 4 4 NA NA 30.0900012 15.93 30.0900012 NA 3 2 3 NA 2 2 2 NA 0.96 0.98 0.57 0.81 0.78 0.69 1.04 0.57 NA NA NA NA 1.30 NA NA NA NA 0.58 NA NA NA NA 0.90 NA NA NA NA 0.92 NA NA NA NA 0.78 NA NA NA NA 0.70 NA NA NA NA NA NA NA NA NA NA NA NA NA

2'-5'-oligoadenylate synthase 3 ((2-5')oligo(A) synthase 3) (2-5A synthase 3) (EC 2.7.7.84) (p100 OAS) (p100OAS)Q9Y6K5 sp|Q9Y6K5|OAS3_HUMAN 2 2 14 0 0 0 1.65 2.46 NA NA 4.03 5.02 2.66800001 0.92000002 NA 2.66800001 3 1 NA 3 1 1 NA 1 0.76 1.01 0.84 1.07 1.18 0.96 0.83 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.67 NA NA NA NA 0.80 NA NA NA

RNA 3'-terminal phosphate cyclase (RNA cyclase) (RNA-3'-phosphate cyclase) (EC 6.5.1.4) (RNA terminal phosphate cyclase domain-containing protein 1) (RTC domain-containing protein 1)O00442 sp|O00442|RTC1_HUMAN 2 2 14 0 0 1 NA NA 3.42 3.5 4.1 4.71 7.64999986 NA 7.64999986 7.64999986 2 NA 2 2 1 NA 1 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.05 NA NA NA NA 0.68 NA NA NA NA 0.75 NA NA NA NA 0.79 NA NA NA NA 0.96 NA NA NA NA 0.88 NA NA NA NA 0.52 NA NA NA NA 0.97 NA NA NA NA 1.01 NA NA NA

Tubulin gamma-1 chain (Gamma-1-tubulin) (Gamma-tubulin complex component 1) (GCP-1)P23258 sp|P23258|TBG1_HUMAN 2 2 14 0 0 1 NA NA 2 2.26 2.14 2.45 4.21300009 NA 2.43900009 4.21300009 2 NA 1 2 1 NA 1 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.78 NA NA NA NA 2.76 NA NA NA NA 0.98 NA NA NA NA 0.71 NA NA NA NA 0.81 NA NA NA NA 0.68 NA NA NA NA 0.87 NA NA NA NA 1.75 NA NA NA NA 0.70 NA NA NA

Thioredoxin reductase 1, cytoplasmic (TR) (EC 1.8.1.9) (Gene associated with retinoic and interferon-induced mortality 12 protein) (GRIM-12) (Gene associated with retinoic and IFN-induced mortality 12 protein) (KM-102-derived reductase-like factor) (Thioredoxin reductase TR1)Q16881 sp|Q16881|TRXR1_HUMAN 2 2 14 0 0 1 NA NA 2.06 2.27 4.22 4.54 5.5470001 NA 3.23599987 5.5470001 2 NA 1 2 1 NA 1 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.08 NA NA NA NA 0.92 NA NA NA NA 1.21 NA NA NA NA 1.05 NA NA NA NA 1.27 NA NA NA NA 1.06 NA NA NA NA 1.16 NA NA NA NA 1.07 NA NA NA NA 3.04 NA NA NA

Ral GTPase-activating protein subunit alpha-2 (250 kDa substrate of Akt) (AS250) (p220)Q2PPJ7 sp|Q2PPJ7|RGPA2_HUMAN 2 2 14 0 0 1 NA NA 2.18 3.04 1.6 2.64 1.17499996 NA 0.64070001 1.17499996 2 NA 1 2 1 NA 1 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.82 NA NA NA NA 1.29 NA NA NA NA 0.77 NA NA NA NA 1.08 NA NA NA NA 1.75 NA NA NA NA 0.79 NA NA NA NA 0.16 NA NA NA NA 1.37 NA NA NA NA 1.29 NA NA NA

Engulfment and cell motility protein 3Q96BJ8 sp|Q96BJ8|ELMO3_HUMAN 2 2 14 0 0 1 NA NA 2.01 2.61 2.02 3.2 3.05599999 NA 2.36099996 3.05599999 2 NA 1 2 2 NA 1 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.79 NA NA NA NA 0.66 NA NA NA NA 1.59 NA NA NA NA 0.86 NA NA NA NA 0.75 NA NA NA NA 1.35 NA NA NA NA 0.96 NA NA NA NA 0.91 NA NA NA NA 0.90 NA NA NA

Guanylate-binding protein 5 (GBP-TA antigen) (GTP-binding protein 5) (GBP-5) (Guanine nucleotide-binding protein 5)Q96PP8 sp|Q96PP8|GBP5_HUMAN 2 2 14 0 0 1 NA NA 1.78 2.38 2.91 3.74 6.14299998 NA 3.41299996 6.14299998 2 NA 1 2 3 NA 1 3 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.41 NA NA NA NA 0.59 NA NA NA NA 1.97 NA NA NA NA 0.61 NA NA NA NA 1.34 NA NA NA NA 0.88 NA NA NA NA 1.80 NA NA NA NA 0.90 NA NA NA NA 0.82 NA NA NA

GTP-binding protein SAR1a (COPII-associated small GTPase)Q9NR31 sp|Q9NR31|SAR1A_HUMAN 2 2 14 0 0 1 NA NA 4 4 2.04 2.15 21.7199996 NA 21.7199996 10.1000004 2 NA 2 1 1 NA 1 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.66 NA NA NA NA 1.17 NA NA NA NA 1.46 NA NA NA NA 1.44 NA NA NA NA 1.22 NA NA NA NA 1.03 NA NA NA NA 1.22 NA NA NA NA 1.05 NA NA NA NA 0.84 NA NA NA

High affinity copper uptake protein 1 (Copper transporter 1) (hCTR1) (Solute carrier family 31 member 1)O15431 sp|O15431|COPT1_HUMAN 2 2 14 0 0 1 1.84 1.96 NA NA 1.73 1.75 15.7900006 15.7900006 NA 5.78900017 2 2 NA 1 2 1 NA 2 1.47 2.37 1.25 0.66 1.73 0.65 0.86 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.20 NA NA NA NA 0.80 NA NA NA

Prothymosin alpha [Cleaved into: Prothymosin alpha, N-terminally processed; Thymosin alpha-1]P06454 sp|P06454|PTMA_HUMAN 2 2 14 0 0 1 2 2 NA NA 3.72 3.72 20.7200006 11.71 NA 20.7200006 2 1 NA 2 2 2 NA 2 0.79 1.18 0.42 1.06 0.55 0.60 0.91 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.91 NA NA NA NA 1.00 NA NA NA

Receptor-type tyrosine-protein phosphatase F (EC 3.1.3.48) (Leukocyte common antigen related) (LAR)P10586 sp|P10586|PTPRF_HUMAN 2 2 14 0 0 1 2.13 5.22 2.17 3.27 NA NA 1.20599996 1.20599996 0.89149997 NA 2 2 1 NA 1 1 1 NA 1.16 1.43 1.64 1.86 1.09 1.34 1.02 1.21 NA NA NA NA 1.06 NA NA NA NA 1.68 NA NA NA NA 1.05 NA NA NA NA 0.84 NA NA NA NA 1.40 NA NA NA NA 1.63 NA NA NA NA NA NA NA NA NA NA NA NA NA

Farnesyl pyrophosphate synthase (FPP synthase) (FPS) (EC 2.5.1.10) ((2E,6E)-farnesyl diphosphate synthase) (Dimethylallyltranstransferase) (EC 2.5.1.1) (Farnesyl diphosphate synthase) (Geranyltranstransferase)P14324 sp|P14324|FPPS_HUMAN 2 2 14 0 0 1 2.02 2.16 NA NA 2 2.2 4.29599993 4.29599993 NA 4.29599993 2 2 NA 1 1 1 NA 1 1.85 1.22 0.85 0.85 1.39 0.91 1.01 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.76 NA NA NA NA 1.05 NA NA NA

C5a anaphylatoxin chemotactic receptor 1 (C5a anaphylatoxin chemotactic receptor) (C5a-R) (C5aR) (CD antigen CD88)P21730 sp|P21730|C5AR_HUMAN 2 2 14 0 0 1 3.4 3.57 NA NA 2.01 2.28 4.85699996 4.85699996 NA 2.85700001 2 2 NA 1 1 1 NA 1 0.58 0.93 1.17 1.14 0.98 1.00 1.85 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.93 NA NA NA NA 0.97 NA NA NA

Phosphatidylinositol transfer protein alpha isoform (PI-TP-alpha) (PtdIns transfer protein alpha) (PtdInsTP alpha)Q00169 sp|Q00169|PIPNA_HUMAN 2 2 14 0 0 1 2.9 3.04 NA NA 2.05 2.27 7.40699992 7.40699992 NA 4.44400013 2 2 NA 1 1 1 NA 1 1.30 0.66 1.25 1.02 1.49 1.04 1.32 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.82 NA NA NA NA 1.25 NA NA NA

1,4-alpha-glucan-branching enzyme (EC 2.4.1.18) (Brancher enzyme) (Glycogen-branching enzyme)Q04446 sp|Q04446|GLGB_HUMAN 2 2 14 0 0 1 2.15 3.56 2.06 2.44 NA NA 2.991 2.991 2.13699993 NA 2 2 1 NA 1 1 1 NA 1.26 0.83 1.03 0.94 1.23 1.09 1.17 1.04 NA NA NA NA 0.71 NA NA NA NA 1.96 NA NA NA NA 0.86 NA NA NA NA 0.85 NA NA NA NA 1.58 NA NA NA NA 1.39 NA NA NA NA NA NA NA NA NA NA NA NA NA

Platelet-activating factor acetylhydrolase IB subunit gamma (EC 3.1.1.47) (PAF acetylhydrolase 29 kDa subunit) (PAF-AH 29 kDa subunit) (PAF-AH subunit gamma) (PAFAH subunit gamma)Q15102 sp|Q15102|PA1B3_HUMAN 2 2 14 0 0 1 2.03 2.11 NA NA 2.82 2.93 12.5499994 3.89599986 NA 12.5499994 2 1 NA 2 2 1 NA 2 2.91 0.42 1.09 1.13 1.76 1.07 1.54 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.75 NA NA NA NA 0.79 NA NA NA

Maestro heat-like repeat-containing protein family member 1 (HEAT repeat-containing protein 7A)Q8NDA8 sp|Q8NDA8|HTR7A_HUMAN 2 2 14 0 0 1 2.16 4.54 NA NA 2.54 5.19 1.09700002 1.09700002 NA 0.7313 2 2 NA 1 1 1 NA 1 1.04 1.05 0.96 0.86 1.20 1.08 0.97 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.63 NA NA NA NA 0.88 NA NA NA

Serine/threonine-protein kinase Nek9 (EC 2.7.11.1) (Nercc1 kinase) (Never in mitosis A-related kinase 9) (NimA-related protein kinase 9) (NimA-related kinase 8) (Nek8)Q8TD19 sp|Q8TD19|NEK9_HUMAN 2 2 14 0 0 1 4.07 5.13 2.74 3.22 NA NA 3.26899998 3.26899998 3.26899998 NA 2 2 2 NA 2 2 1 NA 1.13 1.26 0.91 0.93 0.93 0.92 0.82 0.92 NA NA NA NA 1.58 NA NA NA NA 0.52 NA NA NA NA 0.93 NA NA NA NA 0.78 NA NA NA NA 0.67 NA NA NA NA 0.76 NA NA NA NA NA NA NA NA NA NA NA NA NA

Aquaporin-3 (AQP-3) (Aquaglyceroporin-3)Q92482 sp|Q92482|AQP3_HUMAN 2 2 14 0 0 1 2.02 2.22 NA NA 2.05 2.18 2.74 2.74 NA 2.74 2 1 NA 2 1 1 NA 1 0.67 1.14 1.72 1.72 0.85 0.85 1.01 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.79 NA NA NA NA 1.25 NA NA NA

Protein TFG (TRK-fused gene protein)Q92734 sp|Q92734|TFG_HUMAN 2 2 14 0 0 1 3 3.32 2.81 2.95 NA NA 6.25 6.25 6.25 NA 2 2 2 NA 1 1 1 NA 0.91 1.47 0.94 1.31 0.78 1.00 0.77 1.22 NA NA NA NA 1.71 NA NA NA NA 0.73 NA NA NA NA 1.26 NA NA NA NA 1.14 NA NA NA NA 1.03 NA NA NA NA 1.24 NA NA NA NA NA NA NA NA NA NA NA NA NA

Tetraspanin-6 (Tspan-6) (A15 homolog) (Putative NF-kappa-B-activating protein 321) (T245 protein) (Tetraspanin TM4-D) (Transmembrane 4 superfamily member 6)O43657 sp|O43657|TSN6_HUMAN 2 2 14 0 0 0 NA NA 1.7 2.08 1.43 1.72 3.26500014 NA 3.26500014 3.26500014 1 NA 1 1 2 NA 2 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.65 NA NA NA NA 1.07 NA NA NA NA 0.84 NA NA NA NA 0.99 NA NA NA NA 1.00 NA NA NA NA 0.87 NA NA NA NA 1.26 NA NA NA NA 0.90 NA NA NA NA 1.15 NA NA NA

E3 ubiquitin-protein ligase MGRN1 (EC 6.3.2.-) (Mahogunin RING finger protein 1) (RING finger protein 156)O60291 sp|O60291|MGRN1_HUMAN 2 2 14 0 0 0 NA NA 2.04 2.35 2 2.81 2.53599994 NA 2.53599994 2.53599994 1 NA 1 1 1 NA 1 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.85 NA NA NA NA 1.18 NA NA NA NA 0.88 NA NA NA NA 1.12 NA NA NA NA 0.87 NA NA NA NA 1.04 NA NA NA NA 1.22 NA NA NA NA 1.06 NA NA NA NA 0.54 NA NA NA

Claudin-7 (CLDN-7) O95471 sp|O95471|CLD7_HUMAN 2 2 14 0 0 0 NA NA 2 2 2 2 7.58299977 NA 7.58299977 7.58299977 1 NA 1 1 1 NA 1 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.88 NA NA NA NA 0.67 NA NA NA NA 0.82 NA NA NA NA 1.17 NA NA NA NA 1.29 NA NA NA NA 1.43 NA NA NA NA 0.94 NA NA NA NA 0.86 NA NA NA NA 0.63 NA NA NA

Tyrosine-protein kinase Fes/Fps (EC 2.7.10.2) (Feline sarcoma/Fujinami avian sarcoma oncogene homolog) (Proto-oncogene c-Fes) (Proto-oncogene c-Fps) (p93c-fes)P07332 sp|P07332|FES_HUMAN 2 2 14 0 0 0 NA NA 2.06 2.38 2.07 3.03 2.31100004 NA 2.31100004 2.31100004 1 NA 1 1 2 NA 1 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.80 NA NA NA NA 1.98 NA NA NA NA 1.00 NA NA NA NA 1.10 NA NA NA NA 1.04 NA NA NA NA 0.80 NA NA NA NA 1.10 NA NA NA NA 1.36 NA NA NA NA 1.11 NA NA NA

60 kDa SS-A/Ro ribonucleoprotein (60 kDa Ro protein) (60 kDa ribonucleoprotein Ro) (RoRNP) (Ro 60 kDa autoantigen) (Sjoegren syndrome antigen A2) (Sjoegren syndrome type A antigen) (SS-A) (TROVE domain family member 2)P10155 sp|P10155|RO60_HUMAN 2 2 14 0 0 0 NA NA 2.03 2.41 2.36 2.75 2.41599996 NA 2.41599996 2.41599996 1 NA 1 1 3 NA 2 3 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.97 NA NA NA NA 1.15 NA NA NA NA 0.74 NA NA NA NA 1.17 NA NA NA NA 1.46 NA NA NA NA 0.86 NA NA NA NA 0.85 NA NA NA NA 0.99 NA NA NA NA 1.41 NA NA NA

Chitinase-3-like protein 1 (39 kDa synovial protein) (Cartilage glycoprotein 39) (CGP-39) (GP-39) (hCGP-39) (YKL-40)P36222 sp|P36222|CH3L1_HUMAN 2 2 14 0 0 0 NA NA 2 2.11 2.04 2.18 3.91599983 NA 3.91599983 3.91599983 1 NA 1 1 2 NA 1 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.04 NA NA NA NA 0.66 NA NA NA NA 1.78 NA NA NA NA 0.76 NA NA NA NA 0.67 NA NA NA NA 1.02 NA NA NA NA 5.19 NA NA NA NA 0.71 NA NA NA NA 0.79 NA NA NA

5'-AMP-activated protein kinase subunit gamma-1 (AMPK gamma1) (AMPK subunit gamma-1) (AMPKg)P54619 sp|P54619|AAKG1_HUMAN 2 2 14 0 0 0 NA NA 1.81 1.89 2.02 2.21 5.73999994 NA 5.73999994 5.73999994 1 NA 1 1 2 NA 1 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.78 NA NA NA NA 1.15 NA NA NA NA 0.67 NA NA NA NA 1.03 NA NA NA NA 1.28 NA NA NA NA 0.75 NA NA NA NA 0.47 NA NA NA NA 1.07 NA NA NA NA 1.47 NA NA NA

Selenocysteine-specific elongation factor (Elongation factor sec) (Eukaryotic elongation factor, selenocysteine-tRNA-specific)P57772 sp|P57772|SELB_HUMAN 2 2 14 0 0 0 NA NA 1.89 2.06 2.03 2.31 2.34900005 NA 2.34900005 2.34900005 1 NA 1 1 2 NA 1 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.09 NA NA NA NA 1.02 NA NA NA NA 1.62 NA NA NA NA 1.12 NA NA NA NA 0.82 NA NA NA NA 0.97 NA NA NA NA 0.63 NA NA NA NA 0.91 NA NA NA NA 0.80 NA NA NA

40S ribosomal protein S15aP62244 sp|P62244|RS15A_HUMAN 2 2 14 0 0 0 NA NA 2.08 2.19 2.05 2.27 10.7699998 NA 10.7699998 10.7699998 1 NA 1 1 1 NA 1 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.14 NA NA NA NA 1.11 NA NA NA NA 1.03 NA NA NA NA 1.16 NA NA NA NA 1.30 NA NA NA NA 1.14 NA NA NA NA 0.60 NA NA NA NA 1.14 NA NA NA NA 1.02 NA NA NA

Proteolipid protein 2 (Differentiation-dependent protein A4) (Intestinal membrane A4 protein)Q04941 sp|Q04941|PLP2_HUMAN 2 2 14 0 0 0 NA NA 2.01 2.03 2 2 8.55299979 NA 8.55299979 8.55299979 1 NA 1 1 2 NA 1 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.17 NA NA NA NA 1.29 NA NA NA NA 0.84 NA NA NA NA 0.94 NA NA NA NA 1.87 NA NA NA NA 1.01 NA NA NA NA 0.67 NA NA NA NA 1.49 NA NA NA NA 0.80 NA NA NA

Src substrate cortactin (Amplaxin) (Oncogene EMS1)Q14247 sp|Q14247|SRC8_HUMAN 2 2 14 0 0 0 NA NA 2.07 2.24 2.15 2.42 2.90900003 NA 2.90900003 2.90900003 1 NA 1 1 2 NA 1 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.23 NA NA NA NA 0.58 NA NA NA NA 1.13 NA NA NA NA 0.98 NA NA NA NA 0.95 NA NA NA NA 1.76 NA NA NA NA 1.29 NA NA NA NA 1.27 NA NA NA NA 0.75 NA NA NA

Protein disulfide-isomerase A6 (EC 5.3.4.1) (Endoplasmic reticulum protein 5) (ER protein 5) (ERp5) (Protein disulfide isomerase P5) (Thioredoxin domain-containing protein 7)Q15084 sp|Q15084|PDIA6_HUMAN 2 2 14 0 0 0 NA NA 2.05 2.24 2.49 2.99 2.50000004 NA 2.50000004 2.50000004 1 NA 1 1 2 NA 1 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.92 NA NA NA NA 1.40 NA NA NA NA 0.77 NA NA NA NA 0.76 NA NA NA NA 1.55 NA NA NA NA 0.94 NA NA NA NA 0.85 NA NA NA NA 1.16 NA NA NA NA 1.03 NA NA NA

Protein phosphatase 1 regulatory subunit 7 (Protein phosphatase 1 regulatory subunit 22)Q15435 sp|Q15435|PP1R7_HUMAN 2 2 14 0 0 0 NA NA 1.49 1.58 2.09 2.32 5.00000008 NA 5.00000008 5.00000008 1 NA 1 1 4 NA 1 4 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.86 NA NA NA NA 0.99 NA NA NA NA 1.03 NA NA NA NA 1.40 NA NA NA NA 1.14 NA NA NA NA 0.84 NA NA NA NA 1.00 NA NA NA NA 0.76 NA NA NA NA 1.42 NA NA NA

Serine/arginine-rich splicing factor 7 (Splicing factor 9G8) (Splicing factor, arginine/serine-rich 7)Q16629 sp|Q16629|SRSF7_HUMAN 2 2 14 0 0 0 NA NA 2 2.15 2.04 2.34 5.88200018 NA 5.88200018 5.88200018 1 NA 1 1 2 NA 2 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.84 NA NA NA NA 1.15 NA NA NA NA 0.98 NA NA NA NA 0.87 NA NA NA NA 1.67 NA NA NA NA 0.80 NA NA NA NA 0.74 NA NA NA NA 0.96 NA NA NA NA 1.43 NA NA NA

Cohesin subunit SA-2 (SCC3 homolog 2) (Stromal antigen 2)Q8N3U4 sp|Q8N3U4|STAG2_HUMAN 2 2 14 0 0 0 NA NA 2.03 2.79 2.1 3.11 1.21900002 NA 1.21900002 1.21900002 1 NA 1 1 1 NA 1 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.78 NA NA NA NA 1.30 NA NA NA NA 1.08 NA NA NA NA 1.03 NA NA NA NA 1.06 NA NA NA NA 0.83 NA NA NA NA 0.39 NA NA NA NA 1.29 NA NA NA NA 1.96 NA NA NA

Thiosulfate sulfurtransferase/rhodanese-like domain-containing protein 1Q8NFU3 sp|Q8NFU3|TSTD1_HUMAN 2 2 14 0 0 0 NA NA 2 2 2 2.01 7.82599971 NA 7.82599971 7.82599971 1 NA 1 1 2 NA 1 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.35 NA NA NA NA 1.07 NA NA NA NA 0.47 NA NA NA NA 1.10 NA NA NA NA 1.26 NA NA NA NA 0.77 NA NA NA NA 0.82 NA NA NA NA 1.43 NA NA NA NA 1.11 NA NA NA

Mitochondria-eating protein (Spermatogenesis-associated protein 18)Q8TC71 sp|Q8TC71|MIEAP_HUMAN 2 2 14 0 0 0 NA NA 2.02 2.3 2.08 2.52 2.97400001 NA 2.97400001 2.97400001 1 NA 1 1 1 NA 1 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.84 NA NA NA NA 1.03 NA NA NA NA 0.81 NA NA NA NA 1.16 NA NA NA NA 1.71 NA NA NA NA 0.91 NA NA NA NA 0.16 NA NA NA NA 1.29 NA NA NA NA 1.19 NA NA NA

Myb-binding protein 1AQ9BQG0 sp|Q9BQG0|MBB1A_HUMAN 2 2 14 0 0 0 NA NA 2.07 2.7 2.07 3.38 0.82830004 NA 0.82830004 0.82830004 1 NA 1 1 1 NA 1 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.80 NA NA NA NA 0.79 NA NA NA NA 0.90 NA NA NA NA 0.87 NA NA NA NA 1.89 NA NA NA NA 0.68 NA NA NA NA 0.61 NA NA NA NA 1.32 NA NA NA NA 1.62 NA NA NA

Phosphatidylinositol 4-kinase type 2-alpha (EC 2.7.1.67) (Phosphatidylinositol 4-kinase type II-alpha)Q9BTU6 sp|Q9BTU6|P4K2A_HUMAN 2 2 14 0 0 0 NA NA 2.03 2.36 1.74 2.24 2.29599997 NA 2.29599997 2.29599997 1 NA 1 1 2 NA 1 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.00 NA NA NA NA 2.40 NA NA NA NA 1.18 NA NA NA NA 0.98 NA NA NA NA 0.93 NA NA NA NA 0.77 NA NA NA NA 1.06 NA NA NA NA 0.79 NA NA NA NA 0.83 NA NA NA

Nucleotide exchange factor SIL1 (BiP-associated protein) (BAP)Q9H173 sp|Q9H173|SIL1_HUMAN 2 2 14 0 0 0 NA NA 2 2.12 2 2.27 2.60300003 NA 2.60300003 2.60300003 1 NA 1 1 2 NA 1 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.20 NA NA NA NA 0.96 NA NA NA NA 1.28 NA NA NA NA 1.04 NA NA NA NA 0.79 NA NA NA NA 1.30 NA NA NA NA 1.23 NA NA NA NA 0.80 NA NA NA NA 0.77 NA NA NA

Protein unc-45 homolog A (Unc-45A) (GCUNC-45) (Smooth muscle cell-associated protein 1) (SMAP-1)Q9H3U1 sp|Q9H3U1|UN45A_HUMAN 2 2 14 0 0 0 NA NA 2.01 2.7 2.55 3.84 1.48299998 NA 1.48299998 1.48299998 1 NA 1 1 2 NA 1 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.09 NA NA NA NA 0.91 NA NA NA NA 1.27 NA NA NA NA 1.32 NA NA NA NA 1.08 NA NA NA NA 1.22 NA NA NA NA 1.55 NA NA NA NA 0.91 NA NA NA NA 0.95 NA NA NA

Eukaryotic translation initiation factor 3 subunit K (eIF3k) (Eukaryotic translation initiation factor 3 subunit 12) (Muscle-specific gene M9 protein) (PLAC-24) (eIF-3 p25) (eIF-3 p28)Q9UBQ5 sp|Q9UBQ5|EIF3K_HUMAN 2 2 14 0 0 0 NA NA 2.05 2.23 2.01 2.28 5.04599996 NA 5.04599996 5.04599996 1 NA 1 1 2 NA 2 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.76 NA NA NA NA 2.59 NA NA NA NA 0.46 NA NA NA NA 0.67 NA NA NA NA 0.85 NA NA NA NA 0.59 NA NA NA NA 0.69 NA NA NA NA 1.55 NA NA NA NA 0.87 NA NA NA

Phenylalanine--tRNA ligase alpha subunit (EC 6.1.1.20) (CML33) (Phenylalanyl-tRNA synthetase alpha subunit) (PheRS)Q9Y285 sp|Q9Y285|SYFA_HUMAN 2 2 14 0 0 0 NA NA 2.02 2.35 2.17 2.71 2.75599994 NA 2.75599994 2.75599994 1 NA 1 1 2 NA 1 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.91 NA NA NA NA 0.81 NA NA NA NA 0.86 NA NA NA NA 1.26 NA NA NA NA 1.30 NA NA NA NA 1.35 NA NA NA NA 0.90 NA NA NA NA 0.97 NA NA NA NA 0.94 NA NA NA

Unconventional myosin-Va (Dilute myosin heavy chain, non-muscle) (Myosin heavy chain 12) (Myosin-12) (Myoxin)Q9Y4I1 sp|Q9Y4I1|MYO5A_HUMAN 2 2 14 0 0 0 NA NA 2.15 4.95 2.47 6.19 0.64690001 NA 0.64690001 0.64690001 1 NA 1 1 2 NA 1 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.68 NA NA NA NA 0.92 NA NA NA NA 0.80 NA NA NA NA 0.98 NA NA NA NA 0.91 NA NA NA NA 0.70 NA NA NA NA 0.75 NA NA NA NA 1.15 NA NA NA NA 2.55 NA NA NA

Transient receptor potential cation channel subfamily V member 2 (TrpV2) (Osm-9-like TRP channel 2) (OTRPC2) (Vanilloid receptor-like protein 1) (VRL-1)Q9Y5S1 sp|Q9Y5S1|TRPV2_HUMAN 2 2 14 0 0 0 NA NA 2.02 2.22 1.5 1.87 1.963 NA 1.963 1.963 1 NA 1 1 1 NA 1 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.06 NA NA NA NA 1.05 NA NA NA NA 1.43 NA NA NA NA 0.88 NA NA NA NA 1.00 NA NA NA NA 1.23 NA NA NA NA 1.17 NA NA NA NA 0.90 NA NA NA NA 0.76 NA NA NA

Ras-related protein M-Ras (Ras-related protein R-Ras3)O14807 sp|O14807|RASM_HUMAN 2 2 14 0 0 0 1.4 1.44 2 2.07 NA NA 12.5 3.36499997 12.5 NA 1 1 1 NA 1 1 1 NA 1.11 1.76 0.56 1.22 0.63 0.86 0.89 1.75 NA NA NA NA 1.19 NA NA NA NA 1.42 NA NA NA NA 1.28 NA NA NA NA 1.25 NA NA NA NA 1.30 NA NA NA NA 1.55 NA NA NA NA NA NA NA NA NA NA NA NA NA

Surfeit locus protein 4O15260 sp|O15260|SURF4_HUMAN 2 2 14 0 0 0 2 2.46 2 2.13 NA NA 4.83300015 4.83300015 4.83300015 NA 1 1 1 NA 2 1 2 NA 0.59 1.76 0.97 0.59 0.79 1.05 0.99 0.86 NA NA NA NA 1.68 NA NA NA NA 1.06 NA NA NA NA 0.93 NA NA NA NA 1.42 NA NA NA NA 0.82 NA NA NA NA 1.03 NA NA NA NA NA NA NA NA NA NA NA NA NA

Docking protein 2 (Downstream of tyrosine kinase 2) (p56(dok-2))O60496 sp|O60496|DOK2_HUMAN 2 2 14 0 0 0 2.02 2.16 2.04 2.11 NA NA 2.91300006 2.91300006 2.91300006 NA 1 1 1 NA 2 2 1 NA 0.84 1.19 1.05 1.06 0.88 1.34 1.46 1.08 NA NA NA NA 1.41 NA NA NA NA 0.97 NA NA NA NA 1.03 NA NA NA NA 1.03 NA NA NA NA 1.04 NA NA NA NA 0.83 NA NA NA NA NA NA NA NA NA NA NA NA NA

PRA1 family protein 3 (ADP-ribosylation factor-like protein 6-interacting protein 5) (ARL-6-interacting protein 5) (Aip-5) (Cytoskeleton-related vitamin A-responsive protein) (Dermal papilla-derived protein 11) (GTRAP3-18) (Glutamate transporter EAAC1-interacting protein) (JM5) (Prenylated Rab acceptor protein 2) (Protein JWa) (Putative MAPK-activating protein PM27)O75915 sp|O75915|PRAF3_HUMAN 2 2 14 0 0 0 1.37 1.5 NA NA 2 2.24 10.1099998 3.72299999 NA 10.1099998 1 1 NA 1 1 1 NA 1 0.62 1.20 0.73 0.62 0.76 0.75 0.94 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.81 NA NA NA NA 1.14 NA NA NA

Protein furry homolog-like (ALL1-fused gene from chromosome 4p12 protein)O94915 sp|O94915|FRYL_HUMAN 2 2 14 0 0 0 1.46 4.4 1.66 4.15 NA NA 0.36510001 0.36510001 0.36510001 NA 1 1 1 NA 1 1 1 NA 0.97 1.42 1.10 1.02 0.93 1.08 0.77 0.97 NA NA NA NA 1.38 NA NA NA NA 1.52 NA NA NA NA 0.94 NA NA NA NA 0.77 NA NA NA NA 0.86 NA NA NA NA 0.58 NA NA NA NA NA NA NA NA NA NA NA NA NA

Tight junction protein ZO-3 (Tight junction protein 3) (Zona occludens protein 3) (Zonula occludens protein 3)O95049 sp|O95049|ZO3_HUMAN 2 2 14 0 0 0 2.08 2.69 2.06 2.53 NA NA 1.50100002 1.50100002 1.50100002 NA 1 1 1 NA 2 1 2 NA 1.52 0.83 1.07 0.96 1.05 1.02 1.21 2.53 NA NA NA NA 0.83 NA NA NA NA 1.56 NA NA NA NA 1.54 NA NA NA NA 1.44 NA NA NA NA 1.82 NA NA NA NA 1.87 NA NA NA NA NA NA NA NA NA NA NA NA NA

Complement factor D (EC 3.4.21.46) (Adipsin) (C3 convertase activator) (Properdin factor D)P00746 sp|P00746|CFAD_HUMAN 2 2 14 0 0 0 2.02 2.02 NA NA 2.01 2.02 9.48600024 9.48600024 NA 5.92899993 1 1 NA 1 1 1 NA 1 1.15 1.31 1.54 1.62 1.01 1.72 1.18 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.05 NA NA NA NA 0.72 NA NA NA

SAA2 P02735 sp|P02735|SAA_HUMAN 2 2 14 0 0 0 2 2 NA NA 2 2 11.4799999 11.4799999 NA 11.4799999 1 1 NA 1 8 1 NA 8 0.11 1.06 0.36 0.56 0.48 4.30 0.22 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 2.47 NA NA NA NA 0.82 NA NA NA

60S acidic ribosomal protein P1P05386 sp|P05386|RLA1_HUMAN 2 2 14 0 0 0 2 2.53 2.1 2.13 NA NA 14.0400007 14.0400007 14.0400007 NA 1 1 1 NA 6 3 6 NA 0.49 0.22 0.37 0.22 0.49 0.34 0.31 0.61 NA NA NA NA 3.49 NA NA NA NA 0.70 NA NA NA NA 0.68 NA NA NA NA 0.87 NA NA NA NA 0.76 NA NA NA NA 0.52 NA NA NA NA NA NA NA NA NA NA NA NA NA

Breakpoint cluster region protein (EC 2.7.11.1) (Renal carcinoma antigen NY-REN-26)P11274 sp|P11274|BCR_HUMAN 2 2 14 0 0 0 2.06 3.19 2.04 2.71 NA NA 0.94410004 0.94410004 0.94410004 NA 1 1 1 NA 2 2 2 NA 1.84 0.95 0.67 0.98 0.91 0.88 0.71 2.29 NA NA NA NA 1.07 NA NA NA NA 0.76 NA NA NA NA 1.49 NA NA NA NA 1.41 NA NA NA NA 1.31 NA NA NA NA 0.79 NA NA NA NA NA NA NA NA NA NA NA NA NA

Translationally-controlled tumor protein (TCTP) (Fortilin) (Histamine-releasing factor) (HRF) (p23)P13693 sp|P13693|TCTP_HUMAN 2 2 14 0 0 0 2.12 2.21 2.02 2.11 NA NA 7.55800009 7.55800009 7.55800009 NA 1 1 1 NA 2 2 1 NA 0.94 0.80 1.19 0.72 1.28 1.01 0.88 1.13 NA NA NA NA 0.71 NA NA NA NA 1.08 NA NA NA NA 1.04 NA NA NA NA 1.01 NA NA NA NA 1.16 NA NA NA NA 1.35 NA NA NA NA NA NA NA NA NA NA NA NA NA

Calpastatin (Calpain inhibitor) (Sperm BS-17 component)P20810 sp|P20810|ICAL_HUMAN 2 2 14 0 0 0 2.04 2.27 2.02 2.3 NA NA 2.11900007 2.11900007 2.11900007 NA 1 1 1 NA 2 2 1 NA 0.81 0.75 1.02 1.05 0.94 1.18 1.26 1.14 NA NA NA NA 0.94 NA NA NA NA 0.74 NA NA NA NA 1.30 NA NA NA NA 1.46 NA NA NA NA 0.98 NA NA NA NA 0.98 NA NA NA NA NA NA NA NA NA NA NA NA NA

V-type proton ATPase subunit C 1 (V-ATPase subunit C 1) (Vacuolar proton pump subunit C 1)P21283 sp|P21283|VATC1_HUMAN 2 2 14 0 0 0 2 2.41 NA NA 2.07 2.39 4.18800004 4.18800004 NA 4.18800004 1 1 NA 1 1 1 NA 1 1.09 1.00 0.94 1.08 1.39 1.03 1.16 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.98 NA NA NA NA 1.00 NA NA NA

3-mercaptopyruvate sulfurtransferase (MST) (EC 2.8.1.2)P25325 sp|P25325|THTM_HUMAN 2 2 14 0 0 0 2 2.54 2.22 2.87 NA NA 3.70399989 3.70399989 3.70399989 NA 1 1 1 NA 1 1 1 NA 1.37 1.14 1.15 1.05 0.97 1.08 1.04 1.49 NA NA NA NA 1.60 NA NA NA NA 1.14 NA NA NA NA 0.83 NA NA NA NA 1.02 NA NA NA NA 1.00 NA NA NA NA 1.17 NA NA NA NA NA NA NA NA NA NA NA NA NA

Phenazine biosynthesis-like domain-containing protein (EC 5.1.-.-) (MAWD-binding protein) (MAWDBP) (Unknown protein 32 from 2D-page of liver tissue)P30039 sp|P30039|PBLD_HUMAN 2 2 14 0 0 0 2 2.19 NA NA 2 2.3 4.16699983 4.16699983 NA 4.16699983 1 1 NA 1 1 1 NA 1 1.57 0.73 1.03 0.94 1.29 0.78 0.78 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.82 NA NA NA NA 0.87 NA NA NA

Low affinity immunoglobulin gamma Fc region receptor II-c (IgG Fc receptor II-c) (CDw32) (Fc-gamma RII-c) (Fc-gamma-RIIc) (FcRII-c) (CD antigen CD32)P31995 sp|P31995|FCG2C_HUMAN 2 2 14 0 0 0 2.02 2.14 2.01 2.09 NA NA 2.78600007 2.78600007 2.78600007 NA 1 1 1 NA 2 1 2 NA 0.49 1.02 1.57 1.13 0.79 1.32 1.36 0.81 NA NA NA NA 0.82 NA NA NA NA 1.47 NA NA NA NA 0.93 NA NA NA NA 0.95 NA NA NA NA 1.58 NA NA NA NA 1.32 NA NA NA NA NA NA NA NA NA NA NA NA NA

60S ribosomal protein L22 (EBER-associated protein) (EAP) (Epstein-Barr virus small RNA-associated protein) (Heparin-binding protein HBp15)P35268 sp|P35268|RL22_HUMAN 2 2 14 0 0 0 2 2.13 2 2.05 NA NA 10.1599999 10.1599999 10.1599999 NA 1 1 1 NA 1 1 1 NA 0.78 0.90 1.72 1.00 1.00 1.66 1.06 1.13 NA NA NA NA 1.01 NA NA NA NA 1.31 NA NA NA NA 1.23 NA NA NA NA 0.92 NA NA NA NA 1.39 NA NA NA NA 2.09 NA NA NA NA NA NA NA NA NA NA NA NA NA

Guanine nucleotide-binding protein-like 1 (GTP-binding protein HSR1)P36915 sp|P36915|GNL1_HUMAN 2 2 14 0 0 0 2.07 2.81 NA NA 1.75 2.11 1.64700002 1.64700002 NA 1.64700002 1 1 NA 1 1 1 NA 1 1.39 0.55 1.30 1.37 1.35 1.22 1.37 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.71 NA NA NA NA 1.18 NA NA NA

Alpha-aminoadipic semialdehyde dehydrogenase (Alpha-AASA dehydrogenase) (EC 1.2.1.31) (Aldehyde dehydrogenase family 7 member A1) (EC 1.2.1.3) (Antiquitin-1) (Betaine aldehyde dehydrogenase) (EC 1.2.1.8) (Delta1-piperideine-6-carboxylate dehydrogenase) (P6c dehydrogenase)P49419 sp|P49419|AL7A1_HUMAN 2 2 14 0 0 0 2 2.36 2.05 2.19 NA NA 2.59700008 2.59700008 2.59700008 NA 1 1 1 NA 1 1 1 NA 2.06 0.72 0.66 0.73 1.15 0.88 0.87 0.99 NA NA NA NA 1.29 NA NA NA NA 0.67 NA NA NA NA 0.81 NA NA NA NA 1.08 NA NA NA NA 0.80 NA NA NA NA 0.72 NA NA NA NA NA NA NA NA NA NA NA NA NA

Acyl-coenzyme A thioesterase 2, mitochondrial (Acyl-CoA thioesterase 2) (EC 3.1.2.2) (Acyl-coenzyme A thioester hydrolase 2a) (CTE-Ia) (Long-chain acyl-CoA thioesterase 2) (ZAP128)P49753 sp|P49753|ACOT2_HUMAN 2 2 14 0 0 0 2.01 2.54 NA NA 2.04 2.93 2.27700006 2.27700006 NA 2.27700006 1 1 NA 1 1 1 NA 1 1.53 0.97 0.34 1.61 1.90 1.90 0.96 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.49 NA NA NA NA 1.62 NA NA NA

Selenoprotein P (SeP)P49908 sp|P49908|SEPP1_HUMAN 2 2 14 0 0 0 2.09 2.31 2.01 2.29 NA NA 2.62499992 2.62499992 2.62499992 NA 1 1 1 NA 2 2 2 NA 0.79 0.59 1.67 2.03 0.53 1.42 0.87 1.15 NA NA NA NA 0.69 NA NA NA NA 2.15 NA NA NA NA 1.00 NA NA NA NA 0.74 NA NA NA NA 1.29 NA NA NA NA 2.33 NA NA NA NA NA NA NA NA NA NA NA NA NA

Ubiquitin-conjugating enzyme E2 K (EC 6.3.2.19) (Huntingtin-interacting protein 2) (HIP-2) (Ubiquitin carrier protein) (Ubiquitin-conjugating enzyme E2-25 kDa) (Ubiquitin-conjugating enzyme E2(25K)) (Ubiquitin-conjugating enzyme E2-25K) (Ubiquitin-protein ligase)P61086 sp|P61086|UBE2K_HUMAN 2 2 14 0 0 0 2.03 2.56 NA NA 1.62 2.55 7.5000003 7.5000003 NA 7.5000003 1 1 NA 1 2 2 NA 1 2.98 2.40 0.85 1.83 1.11 1.39 1.09 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.81 NA NA NA NA 1.01 NA NA NA

Platelet-activating factor acetylhydrolase IB subunit beta (EC 3.1.1.47) (PAF acetylhydrolase 30 kDa subunit) (PAF-AH 30 kDa subunit) (PAF-AH subunit beta) (PAFAH subunit beta)P68402 sp|P68402|PA1B2_HUMAN 2 2 14 0 0 0 2 2.22 NA NA 2.08 2.35 3.92999984 3.92999984 NA 3.92999984 1 1 NA 1 2 2 NA 2 1.89 0.54 0.79 0.69 1.61 0.91 1.07 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.95 NA NA NA NA 1.01 NA NA NA

Nuclear factor NF-kappa-B p100 subunit (DNA-binding factor KBF2) (H2TF1) (Lymphocyte translocation chromosome 10 protein) (Nuclear factor of kappa light polypeptide gene enhancer in B-cells 2) (Oncogene Lyt-10) (Lyt10) [Cleaved into: Nuclear factor NF-kappa-B p52 subunit]Q00653 sp|Q00653|NFKB2_HUMAN 2 2 14 0 0 0 2 2.5 NA NA 2.06 2.6 1.55600002 1.55600002 NA 1.55600002 1 1 NA 1 1 1 NA 1 1.27 0.57 0.88 0.63 0.90 0.90 0.98 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.56 NA NA NA NA 0.01 NA NA NA

Bifunctional coenzyme A synthase (CoA synthase) (NBP) (POV-2) [Includes: Phosphopantetheine adenylyltransferase (EC 2.7.7.3) (Dephospho-CoA pyrophosphorylase) (Pantetheine-phosphate adenylyltransferase) (PPAT); Dephospho-CoA kinase (DPCK) (EC 2.7.1.24) (Dephosphocoenzyme A kinase) (DPCOAK)]Q13057 sp|Q13057|COASY_HUMAN 2 2 14 0 0 0 1.7 1.92 1.94 2.27 NA NA 2.128 2.128 2.128 NA 1 1 1 NA 2 1 2 NA 1.17 0.84 1.02 1.04 1.29 1.02 1.17 0.90 NA NA NA NA 0.91 NA NA NA NA 0.99 NA NA NA NA 1.13 NA NA NA NA 1.12 NA NA NA NA 0.83 NA NA NA NA 0.83 NA NA NA NA NA NA NA NA NA NA NA NA NA

P-selectin glycoprotein ligand 1 (PSGL-1) (Selectin P ligand) (CD antigen CD162)Q14242 sp|Q14242|SELPL_HUMAN 2 2 14 0 0 0 2 2 1.63 1.65 NA NA 2.18400005 2.18400005 2.18400005 NA 1 1 1 NA 2 2 1 NA 0.66 1.27 0.84 1.16 1.17 1.07 1.43 1.22 NA NA NA NA 1.05 NA NA NA NA 1.30 NA NA NA NA 0.92 NA NA NA NA 1.17 NA NA NA NA 1.37 NA NA NA NA 1.26 NA NA NA NA NA NA NA NA NA NA NA NA NA

Sperm surface protein Sp17 (Cancer/testis antigen 22) (CT22) (Sp17-1) (Sperm autoantigenic protein 17) (Sperm protein 17)Q15506 sp|Q15506|SP17_HUMAN 2 2 14 0 0 0 1.8 2.14 2 2.05 NA NA 13.2499993 13.2499993 13.2499993 NA 1 1 1 NA 2 1 2 NA 1.30 1.02 0.78 0.73 0.86 0.60 0.80 0.87 NA NA NA NA 1.13 NA NA NA NA 0.87 NA NA NA NA 0.83 NA NA NA NA 1.35 NA NA NA NA 0.77 NA NA NA NA 0.67 NA NA NA NA NA NA NA NA NA NA NA NA NA

Protein FAM189A2 (Protein X123)Q15884 sp|Q15884|F1892_HUMAN 2 2 14 0 0 0 2 2.22 2 2.16 NA NA 3.99999991 3.99999991 2.22200006 NA 1 1 1 NA 1 1 1 NA 0.92 1.69 1.11 1.02 0.64 0.88 0.99 2.25 NA NA NA NA 1.22 NA NA NA NA 0.98 NA NA NA NA 1.03 NA NA NA NA 0.81 NA NA NA NA 0.83 NA NA NA NA 0.82 NA NA NA NA NA NA NA NA NA NA NA NA NA

Occludin Q16625 sp|Q16625|OCLN_HUMAN 2 2 14 0 0 0 2 2.06 2 2.03 NA NA 3.64000015 3.64000015 3.64000015 NA 1 1 1 NA 1 1 1 NA 1.34 1.55 1.14 1.38 0.92 1.61 1.21 1.80 NA NA NA NA 0.78 NA NA NA NA 1.32 NA NA NA NA 0.88 NA NA NA NA 1.08 NA NA NA NA 5.01 NA NA NA NA 1.41 NA NA NA NA NA NA NA NA NA NA NA NA NA

Programmed cell death protein 4 (Neoplastic transformation inhibitor protein) (Nuclear antigen H731-like) (Protein 197/15a)Q53EL6 sp|Q53EL6|PDCD4_HUMAN 2 2 14 0 0 0 2 2.22 NA NA 2.02 2.52 3.6249999 2.77200006 NA 3.6249999 1 1 NA 1 1 1 NA 1 1.38 0.43 1.04 0.98 1.31 0.71 1.23 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.08 NA NA NA NA 0.71 NA NA NA

Putative lipocalin 1-like protein 1 (Lipocalin 1-like pseudogene 1)Q5VSP4 sp|Q5VSP4|LC1L1_HUMAN 2 2 14 0 0 0 2 2.26 NA NA 2 2.25 6.7900002 6.7900002 NA 6.7900002 1 1 NA 1 2 1 NA 2 0.49 1.95 0.60 0.59 0.88 0.44 0.57 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 3.43 NA NA NA NA 0.48 NA NA NA

UPF0577 protein KIAA1324 (Estrogen-induced gene 121 protein)Q6UXG2 sp|Q6UXG2|K1324_HUMAN 2 2 14 0 0 0 2.09 2.47 NA NA 2 2.41 1.28300004 1.28300004 NA 1.28300004 1 1 NA 1 1 1 NA 1 0.87 1.21 1.09 1.15 0.96 1.19 0.78 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.71 NA NA NA NA 1.16 NA NA NA

CD109 antigen (150 kDa TGF-beta-1-binding protein) (C3 and PZP-like alpha-2-macroglobulin domain-containing protein 7) (Platelet-specific Gov antigen) (p180) (r150) (CD antigen CD109)Q6YHK3 sp|Q6YHK3|CD109_HUMAN 2 2 14 0 0 0 2.03 2.96 2.01 2.71 NA NA 1.17600001 1.03799999 1.17600001 NA 1 1 1 NA 1 1 1 NA 0.91 0.85 0.94 0.85 1.18 1.20 0.99 1.19 NA NA NA NA 0.79 NA NA NA NA 1.97 NA NA NA NA 1.19 NA NA NA NA 1.05 NA NA NA NA 1.38 NA NA NA NA 1.78 NA NA NA NA NA NA NA NA NA NA NA NA NA

WD repeat- and FYVE domain-containing protein 4Q6ZS81 sp|Q6ZS81|WDFY4_HUMAN 2 2 14 0 0 0 2.05 5.79 1.32 3.48 NA NA 0.37690001 0.37690001 0.3455 NA 1 1 1 NA 1 1 1 NA 1.20 1.11 0.91 0.94 1.07 1.01 1.14 1.06 NA NA NA NA 1.35 NA NA NA NA 0.75 NA NA NA NA 0.82 NA NA NA NA 0.72 NA NA NA NA 0.87 NA NA NA NA 0.63 NA NA NA NA NA NA NA NA NA NA NA NA NA

Golgi to ER traffic protein 4 homolog (Conserved edge-expressed protein) (Transmembrane domain recognition complex 35 kDa subunit) (TRC35)Q7L5D6 sp|Q7L5D6|GET4_HUMAN 2 2 14 0 0 0 2 2.33 NA NA 1.49 1.97 4.58699986 4.58699986 NA 4.58699986 1 1 NA 1 1 1 NA 1 0.93 0.75 1.02 0.95 0.99 1.11 1.05 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.14 NA NA NA NA 0.97 NA NA NA

Protein MON2 homolog (Protein SF21)Q7Z3U7 sp|Q7Z3U7|MON2_HUMAN 2 2 14 0 0 0 2.01 3.89 1.62 2.5 NA NA 0.58209999 0.58209999 0.58209999 NA 1 1 1 NA 1 1 1 NA 1.02 1.13 0.84 0.81 1.11 0.90 0.90 0.77 NA NA NA NA 1.32 NA NA NA NA 0.82 NA NA NA NA 1.09 NA NA NA NA 0.92 NA NA NA NA 0.78 NA NA NA NA 0.94 NA NA NA NA NA NA NA NA NA NA NA NA NA

G-protein coupled receptor 126 (Developmentally regulated G-protein-coupled receptor) (Vascular inducible G protein-coupled receptor)Q86SQ4 sp|Q86SQ4|GP126_HUMAN 2 2 14 0 0 0 2.33 2.8 2.04 2.47 NA NA 0.81900004 0.81900004 0.81900004 NA 1 1 1 NA 1 1 1 NA 1.48 0.67 2.48 1.23 0.94 1.82 1.41 0.50 NA NA NA NA 0.75 NA NA NA NA 1.71 NA NA NA NA 1.07 NA NA NA NA 1.41 NA NA NA NA 0.90 NA NA NA NA 1.13 NA NA NA NA NA NA NA NA NA NA NA NA NA

Regulatory-associated protein of mTOR (Raptor) (p150 target of rapamycin (TOR)-scaffold protein)Q8N122 sp|Q8N122|RPTOR_HUMAN 2 2 14 0 0 0 2.12 3.09 2.04 2.87 NA NA 1.42299999 1.42299999 1.42299999 NA 1 1 1 NA 1 1 1 NA 1.24 0.98 1.21 1.00 1.05 1.44 0.87 0.87 NA NA NA NA 1.23 NA NA NA NA 1.42 NA NA NA NA 0.77 NA NA NA NA 0.98 NA NA NA NA 1.67 NA NA NA NA 1.16 NA NA NA NA NA NA NA NA NA NA NA NA NA

Signal peptide peptidase-like 2A (SPP-like 2A) (SPPL2a) (EC 3.4.23.-) (Intramembrane protease 3) (IMP-3) (Presenilin-like protein 2)Q8TCT8 sp|Q8TCT8|PSL2_HUMAN 2 2 14 0 0 0 1.37 1.63 NA NA 1.5 1.81 1.73099991 1.73099991 NA 1.73099991 1 1 NA 1 1 1 NA 1 1.73 1.63 0.96 0.63 1.32 0.93 0.73 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.08 NA NA NA NA 0.73 NA NA NA

MIT domain-containing protein 1Q8WV92 sp|Q8WV92|MITD1_HUMAN 2 2 14 0 0 0 2 2.53 2.04 2.27 NA NA 4.01600003 4.01600003 4.01600003 NA 1 1 1 NA 1 1 1 NA 0.93 1.14 1.17 0.97 0.78 1.85 1.19 2.22 NA NA NA NA 0.97 NA NA NA NA 1.16 NA NA NA NA 0.93 NA NA NA NA 0.74 NA NA NA NA 2.09 NA NA NA NA 1.70 NA NA NA NA NA NA NA NA NA NA NA NA NA

Glucosamine 6-phosphate N-acetyltransferase (EC 2.3.1.4) (Phosphoglucosamine acetylase) (Phosphoglucosamine transacetylase)Q96EK6 sp|Q96EK6|GNA1_HUMAN 2 2 14 0 0 0 1.96 2.31 1.79 2.18 NA NA 5.97800016 5.97800016 5.97800016 NA 1 1 1 NA 1 1 1 NA 1.13 0.99 1.05 1.05 1.32 1.09 0.89 0.68 NA NA NA NA 0.62 NA NA NA NA 1.16 NA NA NA NA 0.82 NA NA NA NA 0.75 NA NA NA NA 0.75 NA NA NA NA 0.95 NA NA NA NA NA NA NA NA NA NA NA NA NA

Vacuolar-sorting protein SNF8 (ELL-associated protein of 30 kDa) (ESCRT-II complex subunit VPS22) (hVps22)Q96H20 sp|Q96H20|SNF8_HUMAN 2 2 14 0 0 0 2.04 2.19 2.05 2.22 NA NA 5.42600006 5.42600006 4.65099998 NA 1 1 1 NA 1 1 1 NA 0.93 1.19 1.06 0.89 0.97 0.99 0.92 1.61 NA NA NA NA 0.99 NA NA NA NA 0.79 NA NA NA NA 1.27 NA NA NA NA 0.96 NA NA NA NA 0.96 NA NA NA NA 0.94 NA NA NA NA NA NA NA NA NA NA NA NA NA

Methylosome protein 50 (MEP-50) (Androgen receptor cofactor p44) (WD repeat-containing protein 77) (p44/Mep50)Q9BQA1 sp|Q9BQA1|MEP50_HUMAN 2 2 14 0 0 0 2.02 2.06 1.46 1.55 NA NA 4.09400016 3.50899994 4.09400016 NA 1 1 1 NA 1 1 1 NA 0.79 2.15 0.65 0.53 0.71 0.55 0.57 0.76 NA NA NA NA 0.89 NA NA NA NA 1.71 NA NA NA NA 0.71 NA NA NA NA 1.06 NA NA NA NA 0.87 NA NA NA NA 1.94 NA NA NA NA NA NA NA NA NA NA NA NA NA

Dipeptidase 2 (EC 3.4.13.19)Q9H4A9 sp|Q9H4A9|DPEP2_HUMAN 2 2 14 0 0 0 1.97 2.36 1.55 1.93 NA NA 2.26300005 2.26300005 2.26300005 NA 1 1 1 NA 2 2 1 NA 0.77 1.47 0.88 1.12 1.50 0.91 0.86 1.17 NA NA NA NA 0.87 NA NA NA NA 1.12 NA NA NA NA 1.15 NA NA NA NA 0.82 NA NA NA NA 1.16 NA NA NA NA 0.80 NA NA NA NA NA NA NA NA NA NA NA NA NA

Ketosamine-3-kinase (EC 2.7.1.-) (Fructosamine-3-kinase-related protein) (FN3K-RP) (FN3K-related protein)Q9HA64 sp|Q9HA64|KT3K_HUMAN 2 2 14 0 0 0 2.06 2.19 NA NA 2 2.25 4.53100018 4.53100018 NA 4.53100018 1 1 NA 1 1 1 NA 1 1.63 0.64 1.22 1.02 1.13 0.70 0.92 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.12 NA NA NA NA 1.06 NA NA NA

Serine incorporator 1 (Tumor differentially expressed protein 1-like) (Tumor differentially expressed protein 2)Q9NRX5 sp|Q9NRX5|SERC1_HUMAN 2 2 14 0 0 0 2 2.14 2 2.06 NA NA 2.86999997 2.86999997 2.86999997 NA 1 1 1 NA 1 1 1 NA 1.23 1.58 0.94 0.87 0.97 0.88 0.82 1.57 NA NA NA NA 1.08 NA NA NA NA 0.84 NA NA NA NA 1.08 NA NA NA NA 1.03 NA NA NA NA 1.07 NA NA NA NA 1.19 NA NA NA NA NA NA NA NA NA NA NA NA NA

Ubiquitin-like-conjugating enzyme ATG3 (EC 6.3.2.-) (Autophagy-related protein 3) (APG3-like) (hApg3) (Protein PC3-96)Q9NT62 sp|Q9NT62|ATG3_HUMAN 2 2 14 0 0 0 2 2.3 2.01 2.26 NA NA 4.14000005 4.14000005 4.14000005 NA 1 1 1 NA 1 1 1 NA 0.82 0.49 0.88 0.93 1.09 1.17 1.36 1.02 NA NA NA NA 1.27 NA NA NA NA 1.12 NA NA NA NA 1.10 NA NA NA NA 1.28 NA NA NA NA 1.03 NA NA NA NA 1.29 NA NA NA NA NA NA NA NA NA NA NA NA NA

Methionine adenosyltransferase 2 subunit beta (Methionine adenosyltransferase II beta) (MAT II beta) (Putative dTDP-4-keto-6-deoxy-D-glucose 4-reductase)Q9NZL9 sp|Q9NZL9|MAT2B_HUMAN 2 2 14 0 0 0 1.59 1.71 NA NA 1.82 1.99 3.59300003 2.99399998 NA 3.59300003 1 1 NA 1 1 1 NA 1 0.81 0.52 1.09 0.71 1.04 0.96 0.90 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.94 NA NA NA NA 0.94 NA NA NA

COP9 signalosome complex subunit 7a (SGN7a) (Signalosome subunit 7a) (Dermal papilla-derived protein 10) (JAB1-containing signalosome subunit 7a)Q9UBW8 sp|Q9UBW8|CSN7A_HUMAN 2 2 14 0 0 0 2 2.23 2 2.24 NA NA 4.36399989 4.36399989 4.36399989 NA 1 1 1 NA 1 1 1 NA 1.00 0.89 1.21 0.81 1.06 1.07 1.01 0.98 NA NA NA NA 1.12 NA NA NA NA 1.10 NA NA NA NA 1.01 NA NA NA NA 1.11 NA NA NA NA 1.24 NA NA NA NA 1.44 NA NA NA NA NA NA NA NA NA NA NA NA NA

Serine/threonine-protein kinase TBK1 (EC 2.7.11.1) (NF-kappa-B-activating kinase) (T2K) (TANK-binding kinase 1)Q9UHD2 sp|Q9UHD2|TBK1_HUMAN 2 2 14 0 0 0 2.15 3.07 NA NA 2.23 2.87 2.74299998 2.74299998 NA 2.74299998 1 1 NA 1 2 1 NA 2 0.79 0.86 1.39 0.96 1.18 1.36 1.23 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.13 NA NA NA NA 1.23 NA NA NA

Trafficking protein particle complex subunit 8 (Protein TRS85 homolog)Q9Y2L5 sp|Q9Y2L5|TPPC8_HUMAN 2 2 14 0 0 0 2.1 3.44 1.87 2.53 NA NA 1.11499997 1.11499997 1.11499997 NA 1 1 1 NA 1 1 1 NA 0.44 1.02 1.09 0.75 0.78 0.95 0.96 0.74 NA NA NA NA 0.95 NA NA NA NA 1.74 NA NA NA NA 1.04 NA NA NA NA 1.14 NA NA NA NA 1.15 NA NA NA NA 1.62 NA NA NA NA NA NA NA NA NA NA NA NA NA

Charged multivesicular body protein 3 (Chromatin-modifying protein 3) (Neuroendocrine differentiation factor) (Vacuolar protein sorting-associated protein 24) (hVps24)Q9Y3E7 sp|Q9Y3E7|CHMP3_HUMAN 2 2 14 0 0 0 2 2.18 NA NA 2 2.23 5.40499985 5.40499985 NA 5.40499985 1 1 NA 1 1 1 NA 1 2.04 1.35 0.96 1.49 1.08 0.98 0.84 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.03 NA NA NA NA 0.51 NA NA NA

Protein dopey-2 Q9Y3R5 sp|Q9Y3R5|DOP2_HUMAN 2 2 14 0 0 0 2.08 3.66 NA NA 2.21 3.83 0.60919998 0.60919998 NA 0.5657 1 1 NA 1 2 1 NA 2 1.02 1.06 0.79 0.71 1.59 0.78 0.80 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.04 NA NA NA NA 1.46 NA NA NA

Epsin-1 (EH domain-binding mitotic phosphoprotein) (EPS-15-interacting protein 1)Q9Y6I3 sp|Q9Y6I3|EPN1_HUMAN 2 2 14 0 0 0 2.02 2.14 2 2.26 NA NA 1.73599999 1.73599999 1.73599999 NA 1 1 1 NA 2 1 2 NA 1.19 1.36 0.70 0.87 1.42 0.65 0.75 1.19 NA NA NA NA 1.23 NA NA NA NA 0.63 NA NA NA NA 1.32 NA NA NA NA 1.11 NA NA NA NA 0.94 NA NA NA NA 0.81 NA NA NA NA NA NA NA NA NA NA NA NA NA

Ig kappa chain V-I region HK101 (Fragment)P01601 sp|P01601|KV109_HUMAN 3 1 7 0 0 1 23.84 24.42 5.35 25.8 24.67 25.28 58.9699984 57.2600007 57.2600007 58.9699984 100 87 98 100 1 1 NA NA 0.67 0.67 1.25 1.13 0.58 1.53 1.40 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Ig kappa chain V-II region CumP01614 sp|P01614|KV201_HUMAN 3 1 7 0 0 1 5.12 10.51 1.8 9.79 2 10.35 49.5700002 49.5700002 48.6999989 48.6999989 15 13 12 15 3 3 NA NA 0.44 0.63 1.17 0.81 0.67 1.73 1.03 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Plakophilin-3 Q9Y446 sp|Q9Y446|PKP3_HUMAN 3 1 7 0 0 1 3.71 5.07 2.02 2.37 2.05 2.58 4.51700017 4.51700017 1.88200008 1.88200008 2 2 1 1 1 1 NA NA 1.28 1.33 0.67 0.84 0.89 1.06 0.69 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Ig kappa chain V-III region SIEP01620 sp|P01620|KV302_HUMAN 2 1 7 0 0 0 3.32 32.98 1.38 38.29 NA NA 71.5600014 71.5600014 71.5600014 NA 45 42 45 NA 1 1 NA NA 0.85 0.69 1.16 1.06 0.64 1.54 1.02 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Ig heavy chain V-II region NEWMP01825 sp|P01825|HV207_HUMAN 2 1 7 0 0 0 2.01 9.98 NA NA 1.44 11.06 18.7999994 18.7999994 NA 18.7999994 24 19 NA 24 3 NA NA 3 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.75 NA NA NA NA 0.79 NA NA NA

HLA class II histocompatibility antigen, DRB1-13 beta chain (MHC class II antigen DRB1*13) (DR-13) (DR13)Q5Y7A7 sp|Q5Y7A7|2B1D_HUMAN 2 1 7 0 0 0 2 21.38 NA NA 2.56 13.97 42.1099991 42.1099991 NA 31.2000006 20 20 NA 10 2 2 NA NA 0.80 1.37 0.89 1.29 1.32 1.14 1.03 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Ig kappa chain V-II region TEWP01617 sp|P01617|KV204_HUMAN 2 1 7 0 0 0 NA NA 5.3 8.02 10.22 11.46 60.1800025 NA 46.9000012 60.1800025 16 NA 13 16 2 NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.56 NA NA NA NA 0.39 NA NA NA NA 2.27 NA NA NA NA 0.95 NA NA NA NA 0.39 NA NA NA NA 1.99 NA NA NA NA 1.80 NA NA NA NA NA NA NA NA NA NA NA NA NA

Ras-related protein Rab-8BQ92930 sp|Q92930|RAB8B_HUMAN 2 1 7 0 0 0 2.15 11.71 NA NA 2.27 8.84 28.4999996 28.4999996 NA 19.8100001 6 6 NA 4 2 2 NA NA 1.22 1.39 0.91 1.16 1.01 1.08 1.22 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Ras-related protein R-Ras2 (Ras-like protein TC21) (Teratocarcinoma oncogene)P62070 sp|P62070|RRAS2_HUMAN 2 1 7 0 0 0 2.76 5.82 4.21 8.47 NA NA 23.5300005 23.5300005 23.5300005 NA 5 5 4 NA 1 1 NA NA 1.11 1.40 1.15 1.39 1.19 1.06 2.33 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Neutrophil cytosol factor 4 (NCF-4) (Neutrophil NADPH oxidase factor 4) (SH3 and PX domain-containing protein 4) (p40-phox) (p40phox)Q15080 sp|Q15080|NCF4_HUMAN 2 1 7 0 0 1 NA NA 2.01 2.32 2.56 3.66 6.19499981 NA 2.95000002 6.19499981 2 NA 1 2 2 NA NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.95 NA NA NA NA 0.96 NA NA NA

Epithelial cell adhesion molecule (Ep-CAM) (Adenocarcinoma-associated antigen) (Cell surface glycoprotein Trop-1) (Epithelial cell surface antigen) (Epithelial glycoprotein) (EGP) (Epithelial glycoprotein 314) (EGP314) (hEGP314) (KS 1/4 antigen) (KSA) (Major gastrointestinal tumor-associated protein GA733-2) (Tumor-associated calcium signal transducer 1) (CD antigen CD326)P16422 sp|P16422|EPCAM_HUMAN 2 1 7 0 0 1 3.66 4.08 1.37 1.56 NA NA 9.23599973 9.23599973 5.09600006 NA 2 2 1 NA 1 1 NA NA 1.03 1.56 1.15 1.13 0.74 1.07 0.94 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Serum amyloid A-4 protein (Constitutively expressed serum amyloid A protein) (C-SAA)P35542 sp|P35542|SAA4_HUMAN 2 1 7 0 0 1 2.01 2.1 NA NA 4.07 4.14 14.6200001 8.46199989 NA 14.6200001 2 1 NA 2 1 NA NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.50 NA NA NA NA 1.02 NA NA NA

Hypoxia up-regulated protein 1 (150 kDa oxygen-regulated protein) (ORP-150) (170 kDa glucose-regulated protein) (GRP-170)Q9Y4L1 sp|Q9Y4L1|HYOU1_HUMAN 2 1 7 0 0 0 NA NA 2.07 2.63 2.04 2.79 2.10200008 NA 2.10200008 1.30099999 1 NA 1 1 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.70 NA NA NA NA 0.99 NA NA NA NA 1.71 NA NA NA NA 0.82 NA NA NA NA 1.21 NA NA NA NA 0.95 NA NA NA NA 1.20 NA NA NA NA NA NA NA NA NA NA NA NA NA

Neuropilin-1 (Vascular endothelial cell growth factor 165 receptor) (CD antigen CD304)O14786 sp|O14786|NRP1_HUMAN 2 1 7 0 0 0 2.09 2.64 NA NA 2.09 2.68 1.84199996 1.84199996 NA 1.73300002 1 1 NA 1 1 NA NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.72 NA NA NA NA 0.80 NA NA NA

Putative pre-mRNA-splicing factor ATP-dependent RNA helicase DHX15 (EC 3.6.4.13) (ATP-dependent RNA helicase #46) (DEAH box protein 15)O43143 sp|O43143|DHX15_HUMAN 2 1 7 0 0 0 2.05 2.32 2.05 2.2 NA NA 1.50899999 1.50899999 1.50899999 NA 1 1 1 NA 1 NA 1 NA 0.60 NA NA NA NA 0.54 NA NA NA NA 0.62 NA NA NA NA 1.08 NA NA NA NA 1.09 NA NA NA NA 0.96 NA NA NA NA 0.67 NA NA NA NA NA NA NA NA NA NA NA NA NA

Epsin-2 (EPS-15-interacting protein 2)O95208 sp|O95208|EPN2_HUMAN 2 1 7 0 0 0 1.34 1.91 NA NA 2.02 2.89 1.55999996 1.55999996 NA 1.55999996 1 1 NA 1 1 NA NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.28 NA NA NA NA 0.86 NA NA NA

Glutathione peroxidase 3 (GPx-3) (GSHPx-3) (EC 1.11.1.9) (Extracellular glutathione peroxidase) (Plasma glutathione peroxidase) (GPx-P) (GSHPx-P)P22352 sp|P22352|GPX3_HUMAN 2 1 7 0 0 0 1.8 1.83 2 2.16 NA NA 5.31000011 5.31000011 5.31000011 NA 1 1 1 NA 1 NA 1 NA 0.39 NA NA NA NA 0.48 NA NA NA NA 2.17 NA NA NA NA 0.61 NA NA NA NA 0.76 NA NA NA NA 0.74 NA NA NA NA 1.07 NA NA NA NA NA NA NA NA NA NA NA NA NA

WASH complex subunit 7Q2M389 sp|Q2M389|WAHS7_HUMAN 2 1 7 0 0 0 2.6 4.02 1.48 2.56 NA NA 1.36399996 1.36399996 1.36399996 NA 1 1 1 NA 1 NA 1 NA 30.52 NA NA NA NA 15.14 NA NA NA NA 2.53 NA NA NA NA 0.86 NA NA NA NA 0.86 NA NA NA NA 1.44 NA NA NA NA 0.68 NA NA NA NA NA NA NA NA NA NA NA NA NA

Low density lipoprotein receptor adapter protein 1 (Autosomal recessive hypercholesterolemia protein)Q5SW96 sp|Q5SW96|ARH_HUMAN 2 1 7 0 0 0 2 2.19 1.64 1.76 NA NA 3.89599986 3.89599986 3.89599986 NA 1 1 1 NA 1 1 NA NA 0.96 1.01 1.44 1.04 1.10 1.16 1.14 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

SH3 domain-binding protein 4 (EH-binding protein 10) (Transferrin receptor-trafficking protein)Q9P0V3 sp|Q9P0V3|SH3B4_HUMAN 2 1 7 0 0 0 2.05 2.63 NA NA 2.06 2.75 1.76500008 0.93459999 NA 1.76500008 1 1 NA 1 1 1 NA NA 0.95 1.17 0.98 0.95 1.00 0.93 0.89 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

E3 ubiquitin-protein ligase DTX4 (EC 6.3.2.-) (Protein deltex-4) (Deltex4) (RING finger protein 155)Q9Y2E6 sp|Q9Y2E6|DTX4_HUMAN 2 1 7 0 0 0 1.59 1.91 1.68 1.86 NA NA 1.61600001 1.61600001 1.61600001 NA 1 1 1 NA 1 1 NA NA 1.09 1.10 0.93 1.07 0.91 1.17 0.69 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Serpin B4 (Leupin) (Peptidase inhibitor 11) (PI-11) (Squamous cell carcinoma antigen 2) (SCCA-2)P48594 sp|P48594|SPB4_HUMAN 1 1 7 0 0 0 NA NA NA NA 2 21.1 30.7700008 NA NA 30.7700008 18 NA NA 18 1 NA NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.25 NA NA NA NA 0.86 NA NA NA

Histone H2B type 1-J (Histone H2B.1) (Histone H2B.r) (H2B/r)P06899 sp|P06899|H2B1J_HUMAN 1 1 7 0 0 0 NA NA NA NA 2 13.01 40.4799998 NA NA 40.4799998 17 NA NA 17 6 NA NA 6 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.58 NA NA NA NA 0.22 NA NA NA

Ig kappa chain V-III region POMP01624 sp|P01624|KV306_HUMAN 1 1 7 0 0 0 NA NA NA NA 2.03 11.29 41.2800014 NA NA 41.2800014 13 NA NA 13 4 NA NA 4 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.89 NA NA NA NA 0.97 NA NA NA

Filamin-C (FLN-C) (FLNc) (ABP-280-like protein) (ABP-L) (Actin-binding-like protein) (Filamin-2) (Gamma-filamin)Q14315 sp|Q14315|FLNC_HUMAN 1 1 7 0 0 0 NA NA 2.33 19.36 NA NA 3.66999991 NA 3.66999991 NA 12 NA 12 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 4.91 NA NA NA NA 9.54 NA NA NA NA 1.04 NA NA NA NA 1.17 NA NA NA NA 1.21 NA NA NA NA 1.64 NA NA NA NA 1.57 NA NA NA NA NA NA NA NA NA NA NA NA NA

HLA class II histocompatibility antigen, DRB1-8 beta chain (MHC class II antigen DRB1*8) (DR-8) (DR8) (DRw8)Q30134 sp|Q30134|2B18_HUMAN 1 1 7 0 0 0 4.3 16.55 NA NA NA NA 36.0900015 36.0900015 NA NA 11 11 NA NA 2 2 NA NA 0.08 0.05 6.62 0.09 0.12 0.15 0.10 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Ig kappa chain V-I region KueP01604 sp|P01604|KV112_HUMAN 1 1 7 0 0 0 NA NA 2 9.31 NA NA 59.2599988 NA 59.2599988 NA 9 NA 9 NA 2 NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.47 NA NA NA NA 0.43 NA NA NA NA 2.09 NA NA NA NA 0.83 NA NA NA NA 0.78 NA NA NA NA 2.40 NA NA NA NA 2.38 NA NA NA NA NA NA NA NA NA NA NA NA NA

Aldo-keto reductase family 1 member C3 (EC 1.-.-.-) (17-beta-hydroxysteroid dehydrogenase type 5) (17-beta-HSD 5) (3-alpha-HSD type II, brain) (3-alpha-hydroxysteroid dehydrogenase type 2) (3-alpha-HSD type 2) (EC 1.1.1.357) (Chlordecone reductase homolog HAKRb) (Dihydrodiol dehydrogenase 3) (DD-3) (DD3) (Dihydrodiol dehydrogenase type I) (HA1753) (Indanol dehydrogenase) (EC 1.1.1.112) (Prostaglandin F synthase) (PGFS) (EC 1.1.1.188) (Testosterone 17-beta-dehydrogenase 5) (EC 1.1.1.239) (EC 1.1.1.64) (Trans-1,2-dihydrobenzene-1,2-diol dehydrogenase) (EC 1.3.1.20)P42330 sp|P42330|AK1C3_HUMAN 1 1 7 0 0 0 2.37 18.94 NA NA NA NA 29.4099987 29.4099987 NA NA 9 9 NA NA 1 1 NA NA 1.26 0.61 1.15 0.85 1.14 1.06 1.05 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Ig kappa chain V-IV region STH (Fragment)P83593 sp|P83593|KV405_HUMAN 1 1 7 0 0 0 NA NA NA NA 2.03 5.65 43.1199998 NA NA 43.1199998 8 NA NA 8 1 NA NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.32 NA NA NA NA 1.76 NA NA NA

Ig heavy chain V-III region ZAPP01778 sp|P01778|HV317_HUMAN 1 1 7 0 0 0 2.08 4.19 NA NA NA NA 28.4500003 28.4500003 NA NA 8 8 NA NA 2 2 NA NA 0.82 0.55 1.05 1.56 0.48 2.13 1.11 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Ig lambda chain V-IV region MOLP06889 sp|P06889|LV405_HUMAN 1 1 7 0 0 0 NA NA NA NA 1.64 5.13 50 NA NA 50 6 NA NA 6 5 NA NA 5 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.87 NA NA NA NA 1.26 NA NA NA

ADP-ribosylation factor 1P84077 sp|P84077|ARF1_HUMAN 1 1 7 0 0 0 NA NA 7 7.22 NA NA 33.7000012 NA 33.7000012 NA 6 NA 6 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.31 NA NA NA NA 0.91 NA NA NA NA 2.11 NA NA NA NA 1.23 NA NA NA NA 1.21 NA NA NA NA 1.18 NA NA NA NA 1.05 NA NA NA NA NA NA NA NA NA NA NA NA NA

Ras-related protein Rab-37Q96AX2 sp|Q96AX2|RAB37_HUMAN 1 1 7 0 0 0 NA NA 2.03 6.09 NA NA 19.7300002 NA 19.7300002 NA 6 NA 6 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.93 NA NA NA NA 0.90 NA NA NA NA 1.39 NA NA NA NA 0.92 NA NA NA NA 1.27 NA NA NA NA 0.64 NA NA NA NA 1.41 NA NA NA NA NA NA NA NA NA NA NA NA NA

Nucleoside diphosphate kinase A (NDK A) (NDP kinase A) (EC 2.7.4.6) (Granzyme A-activated DNase) (GAAD) (Metastasis inhibition factor nm23) (Tumor metastatic process-associated protein) (nm23-H1)P15531 sp|P15531|NDKA_HUMAN 1 1 7 0 0 0 NA NA 1.77 5.88 NA NA 23.68 NA 23.68 NA 4 NA 4 NA 2 NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.87 NA NA NA NA 1.38 NA NA NA NA 1.14 NA NA NA NA 0.90 NA NA NA NA 1.12 NA NA NA NA 0.85 NA NA NA NA 0.93 NA NA NA NA NA NA NA NA NA NA NA NA NA

HLA class I histocompatibility antigen, alpha chain G (HLA G antigen) (MHC class I antigen G)P17693 sp|P17693|HLAG_HUMAN 1 1 7 0 0 0 NA NA NA NA 1.35 6.11 15.0900006 NA NA 15.0900006 4 NA NA 4 1 NA NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.06 NA NA NA NA 0.63 NA NA NA

Utrophin (Dystrophin-related protein 1) (DRP-1)P46939 sp|P46939|UTRO_HUMAN 1 1 7 0 0 0 NA NA NA NA 1.69 3.95 1.68900006 NA NA 1.68900006 4 NA NA 4 2 NA NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.01 NA NA NA NA 0.91 NA NA NA

Calcium-binding protein 39-like (Antigen MLAA-34) (MO25beta) (Mo25-like protein)Q9H9S4 sp|Q9H9S4|CB39L_HUMAN 1 1 7 0 0 0 NA NA NA NA 1.92 7.23 11.8699998 NA NA 11.8699998 4 NA NA 4 2 NA NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.16 NA NA NA NA 0.72 NA NA NA

F-actin-capping protein subunit alpha-2 (CapZ alpha-2)P47755 sp|P47755|CAZA2_HUMAN 1 1 7 0 0 0 3.28 6.32 NA NA NA NA 15.3799996 15.3799996 NA NA 4 4 NA NA 1 1 NA NA 1.31 1.09 0.82 0.81 1.02 0.77 0.94 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Protein kinase C beta type (PKC-B) (PKC-beta) (EC 2.7.11.13)P05771 sp|P05771|KPCB_HUMAN 1 1 7 0 0 0 NA NA 2.01 3.37 NA NA 2.98100002 NA 2.98100002 NA 3 NA 3 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.31 NA NA NA NA 1.24 NA NA NA NA 0.94 NA NA NA NA 0.91 NA NA NA NA 1.74 NA NA NA NA 1.00 NA NA NA NA 0.27 NA NA NA NA NA NA NA NA NA NA NA NA NA

Vesicle-associated membrane protein 2 (VAMP-2) (Synaptobrevin-2)P63027 sp|P63027|VAMP2_HUMAN 1 1 7 0 0 0 NA NA 3.6 3.6 NA NA 34.4799995 NA 34.4799995 NA 3 NA 3 NA 2 NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.15 NA NA NA NA 1.48 NA NA NA NA 0.55 NA NA NA NA 0.88 NA NA NA NA 1.05 NA NA NA NA 1.03 NA NA NA NA 0.89 NA NA NA NA NA NA NA NA NA NA NA NA NA

40S ribosomal protein S4, Y isoform 2Q8TD47 sp|Q8TD47|RS4Y2_HUMAN 1 1 7 0 0 0 NA NA 2 6.58 NA NA 11.4100002 NA 11.4100002 NA 3 NA 3 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.06 NA NA NA NA 1.83 NA NA NA NA 1.91 NA NA NA NA 0.76 NA NA NA NA 0.64 NA NA NA NA 0.38 NA NA NA NA 1.56 NA NA NA NA NA NA NA NA NA NA NA NA NA

Histone H2A type 1-J (Histone H2A/e)Q99878 sp|Q99878|H2A1J_HUMAN 1 0 7 0 0 0 NA NA 3.75 3.87 NA NA 27.3400009 NA 27.3400009 NA 3 NA 3 NA 0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.30 NA NA NA NA 1.19 NA NA NA NA 0.50 NA NA NA NA 0.15 NA NA NA NA 0.34 NA NA NA NA 0.30 NA NA NA NA 0.56 NA NA NA NA NA NA NA NA NA NA NA NA NA

Serine/threonine-protein kinase 25 (EC 2.7.11.1) (Ste20-like kinase) (Sterile 20/oxidant stress-response kinase 1) (SOK-1) (Ste20/oxidant stress response kinase 1)O00506 sp|O00506|STK25_HUMAN 1 1 7 0 0 0 1.34 3.39 NA NA NA NA 7.27699995 7.27699995 NA NA 3 3 NA NA 1 1 NA NA 1.82 1.52 0.51 0.83 1.07 0.63 0.67 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Kinesin-like protein KIF21BO75037 sp|O75037|KI21B_HUMAN 1 1 7 0 0 0 2.07 7.46 NA NA NA NA 1.34399999 1.34399999 NA NA 3 3 NA NA 1 1 NA NA 1.07 0.68 1.17 1.02 0.88 0.95 0.59 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Ras-related protein Ral-BP11234 sp|P11234|RALB_HUMAN 1 1 7 0 0 0 2 4.5 NA NA NA NA 19.9000001 19.9000001 NA NA 3 3 NA NA 1 1 NA NA 1.07 0.86 1.12 1.07 0.97 1.26 1.51 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Rho-related GTP-binding protein RhoQ (Ras-like protein TC10) (Ras-like protein family member 7A)P17081 sp|P17081|RHOQ_HUMAN 1 1 7 0 0 0 2 6.1 NA NA NA NA 17.0699999 17.0699999 NA NA 3 3 NA NA 1 1 NA NA 1.23 1.56 1.05 0.84 1.00 1.03 1.04 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Eukaryotic initiation factor 4A-III (eIF-4A-III) (eIF4A-III) (EC 3.6.4.13) (ATP-dependent RNA helicase DDX48) (ATP-dependent RNA helicase eIF4A-3) (DEAD box protein 48) (Eukaryotic initiation factor 4A-like NUK-34) (Eukaryotic translation initiation factor 4A isoform 3) (Nuclear matrix protein 265) (NMP 265) (hNMP 265) [Cleaved into: Eukaryotic initiation factor 4A-III, N-terminally processed]P38919 sp|P38919|IF4A3_HUMAN 1 1 7 0 0 0 2 4.37 NA NA NA NA 9.97600034 9.97600034 NA NA 3 3 NA NA 2 2 NA NA 1.03 0.60 1.00 0.90 0.88 1.25 1.24 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Cysteine-rich protein 1 (CRP-1) (Cysteine-rich heart protein) (CRHP) (hCRHP) (Cysteine-rich intestinal protein) (CRIP)P50238 sp|P50238|CRIP1_HUMAN 1 1 7 0 0 0 2.64 2.71 NA NA NA NA 24.6800005 24.6800005 NA NA 3 3 NA NA 1 1 NA NA 0.92 0.76 0.78 0.90 0.87 1.06 1.39 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Voltage-dependent calcium channel subunit alpha-2/delta-1 (Voltage-gated calcium channel subunit alpha-2/delta-1) [Cleaved into: Voltage-dependent calcium channel subunit alpha-2-1; Voltage-dependent calcium channel subunit delta-1]P54289 sp|P54289|CA2D1_HUMAN 1 1 7 0 0 0 2.02 6.61 NA NA NA NA 2.90099997 2.90099997 NA NA 3 3 NA NA 1 1 NA NA 1.06 2.00 0.89 1.70 0.85 1.16 0.80 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Protein FAM89B Q8N5H3 sp|Q8N5H3|FA89B_HUMAN 1 1 7 0 0 0 2.02 2.07 NA NA NA NA 13.6399999 13.6399999 NA NA 3 3 NA NA 1 1 NA NA 1.19 1.32 1.01 1.19 0.99 1.34 0.89 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Multivesicular body subunit 12A (CIN85/CD2AP family-binding protein) (ESCRT-I complex subunit MVB12A) (Protein FAM125A)Q96EY5 sp|Q96EY5|F125A_HUMAN 1 1 7 0 0 0 2.3 2.59 NA NA NA NA 17.2199994 17.2199994 NA NA 3 3 NA NA 1 1 NA NA 0.88 1.46 0.99 1.19 1.50 0.80 0.92 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Drebrin-like protein (Cervical SH3P7) (Cervical mucin-associated protein) (Drebrin-F) (HPK1-interacting protein of 55 kDa) (HIP-55) (SH3 domain-containing protein 7)Q9UJU6 sp|Q9UJU6|DBNL_HUMAN 1 1 7 0 0 0 4.41 4.88 NA NA NA NA 7.67399967 7.67399967 NA NA 3 3 NA NA 1 1 NA NA 1.44 1.01 1.38 1.09 1.12 1.06 1.04 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Ras-related protein Rab-21Q9UL25 sp|Q9UL25|RAB21_HUMAN 1 1 7 0 0 0 4.18 4.5 NA NA NA NA 17.78 17.78 NA NA 3 3 NA NA 1 1 NA NA 1.11 1.54 0.82 0.88 1.02 0.96 1.00 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Disco-interacting protein 2 homolog C (DIP2 homolog C)Q9Y2E4 sp|Q9Y2E4|DIP2C_HUMAN 1 1 7 0 0 0 1.37 1.94 NA NA NA NA 1.99200008 1.99200008 NA NA 3 3 NA NA 1 1 NA NA 1.91 2.21 0.41 0.68 0.54 0.71 0.43 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Exocyst complex component 5 (Exocyst complex component Sec10) (hSec10)O00471 sp|O00471|EXOC5_HUMAN 1 1 7 0 0 1 NA NA 3.08 3.33 NA NA 3.10699996 NA 3.10699996 NA 2 NA 2 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.81 NA NA NA NA 1.05 NA NA NA NA 1.20 NA NA NA NA 0.88 NA NA NA NA 0.68 NA NA NA NA 0.80 NA NA NA NA 0.74 NA NA NA NA NA NA NA NA NA NA NA NA NA

Probable phospholipid-transporting ATPase IIA (EC 3.6.3.1) (ATPase class II type 9A)O75110 sp|O75110|ATP9A_HUMAN 1 1 7 0 0 1 NA NA 4.32 4.98 NA NA 3.24699991 NA 3.24699991 NA 2 NA 2 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.66 NA NA NA NA 1.17 NA NA NA NA 0.52 NA NA NA NA 1.19 NA NA NA NA 1.24 NA NA NA NA 0.81 NA NA NA NA 0.68 NA NA NA NA NA NA NA NA NA NA NA NA NA

Core histone macro-H2A.1 (Histone macroH2A1) (mH2A1) (Histone H2A.y) (H2A/y) (Medulloblastoma antigen MU-MB-50.205)O75367 sp|O75367|H2AY_HUMAN 1 1 7 0 0 1 NA NA NA NA 1.71 2.48 5.10799997 NA NA 5.10799997 2 NA NA 2 1 NA NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.13 NA NA NA NA 0.95 NA NA NA

Dynactin subunit 3 (Dynactin complex subunit 22 kDa subunit) (p22)O75935 sp|O75935|DCTN3_HUMAN 1 1 7 0 0 1 NA NA 2.16 2.33 NA NA 8.60200003 NA 8.60200003 NA 2 NA 2 NA 2 NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.91 NA NA NA NA 1.95 NA NA NA NA 0.85 NA NA NA NA 0.89 NA NA NA NA 0.78 NA NA NA NA 1.06 NA NA NA NA 0.98 NA NA NA NA NA NA NA NA NA NA NA NA NA

Ubiquitin-like modifier-activating enzyme ATG7 (ATG12-activating enzyme E1 ATG7) (Autophagy-related protein 7) (APG7-like) (hAGP7) (Ubiquitin-activating enzyme E1-like protein)O95352 sp|O95352|ATG7_HUMAN 1 1 7 0 0 1 NA NA 1.78 2.09 NA NA 3.55600007 NA 3.55600007 NA 2 NA 2 NA 2 NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.58 NA NA NA NA 0.97 NA NA NA NA 0.68 NA NA NA NA 1.06 NA NA NA NA 1.57 NA NA NA NA 0.77 NA NA NA NA 0.64 NA NA NA NA NA NA NA NA NA NA NA NA NA

Carcinoembryonic antigen-related cell adhesion molecule 1 (Biliary glycoprotein 1) (BGP-1) (CD antigen CD66a)P13688 sp|P13688|CEAM1_HUMAN 1 1 7 0 0 1 NA NA NA NA 2.02 2.04 1.71099994 NA NA 1.71099994 2 NA NA 2 1 NA NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.19 NA NA NA NA 0.68 NA NA NA

DNA mismatch repair protein Msh2 (hMSH2) (MutS protein homolog 2)P43246 sp|P43246|MSH2_HUMAN 1 1 7 0 0 1 NA NA NA NA 1.76 4.59 3.31900008 NA NA 3.31900008 2 NA NA 2 1 NA NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.12 NA NA NA NA 2.15 NA NA NA

Protein-glutamine gamma-glutamyltransferase 4 (EC 2.3.2.13) (Fibrinoligase) (Prostate transglutaminase) (Prostate-specific transglutaminase) (Transglutaminase P) (TG(P)) (TGP) (TGase P) (Transglutaminase-4) (TGase-4)P49221 sp|P49221|TGM4_HUMAN 1 1 7 0 0 1 NA NA NA NA 1.36 2.5 2.33900007 NA NA 2.33900007 2 NA NA 2 4 NA NA 4 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.30 NA NA NA NA 1.38 NA NA NA

Beta-arrestin-1 (Arrestin beta-1)P49407 sp|P49407|ARRB1_HUMAN 1 1 7 0 0 1 NA NA 2.86 3.82 NA NA 7.41600022 NA 7.41600022 NA 2 NA 2 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.11 NA NA NA NA 1.26 NA NA NA NA 1.30 NA NA NA NA 1.33 NA NA NA NA 1.19 NA NA NA NA 1.25 NA NA NA NA 0.99 NA NA NA NA NA NA NA NA NA NA NA NA NA

Adenylate kinase 2, mitochondrial (AK 2) (EC 2.7.4.3) (ATP-AMP transphosphorylase 2) (ATP:AMP phosphotransferase) (Adenylate monophosphate kinase) [Cleaved into: Adenylate kinase 2, mitochondrial, N-terminally processed]P54819 sp|P54819|KAD2_HUMAN 1 1 7 0 0 1 NA NA NA NA 2.35 2.79 13.8099998 NA NA 13.8099998 2 NA NA 2 2 NA NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.59 NA NA NA NA 1.41 NA NA NA

Aquaporin-4 (AQP-4) (Mercurial-insensitive water channel) (MIWC) (WCH4)P55087 sp|P55087|AQP4_HUMAN 1 1 7 0 0 1 NA NA 2 2.26 NA NA 3.09599992 NA 3.09599992 NA 2 NA 2 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.64 NA NA NA NA 1.05 NA NA NA NA 1.05 NA NA NA NA 1.24 NA NA NA NA 0.77 NA NA NA NA 0.81 NA NA NA NA 1.36 NA NA NA NA NA NA NA NA NA NA NA NA NA

Inorganic pyrophosphatase (EC 3.6.1.1) (Pyrophosphate phospho-hydrolase) (PPase)Q15181 sp|Q15181|IPYR_HUMAN 1 1 7 0 0 1 NA NA 2.09 2.27 NA NA 5.53600006 NA 5.53600006 NA 2 NA 2 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.89 NA NA NA NA 0.73 NA NA NA NA 0.91 NA NA NA NA 0.99 NA NA NA NA 1.12 NA NA NA NA 1.03 NA NA NA NA 1.13 NA NA NA NA NA NA NA NA NA NA NA NA NA

Kinesin-like protein KIF7Q2M1P5 sp|Q2M1P5|KIF7_HUMAN 1 1 7 0 0 1 NA NA 2.48 3.95 NA NA 1.33999996 NA 1.33999996 NA 2 NA 2 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.92 NA NA NA NA 0.99 NA NA NA NA 0.89 NA NA NA NA 1.10 NA NA NA NA 1.36 NA NA NA NA 1.04 NA NA NA NA 0.64 NA NA NA NA NA NA NA NA NA NA NA NA NA

Probable G-protein coupled receptor 110 (G-protein coupled receptor KPG_012) (G-protein coupled receptor PGR19)Q5T601 sp|Q5T601|GP110_HUMAN 1 1 7 0 0 1 NA NA NA NA 3.25 3.79 5.38499989 NA NA 5.38499989 2 NA NA 2 1 NA NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.69 NA NA NA NA 0.90 NA NA NA

E3 ubiquitin-protein ligase DTX3L (EC 6.3.2.-) (B-lymphoma- and BAL-associated protein) (Protein deltex-3-like) (Rhysin-2) (Rhysin2)Q8TDB6 sp|Q8TDB6|DTX3L_HUMAN 1 1 7 0 0 1 NA NA NA NA 3.48 4.09 2.70300005 NA NA 2.70300005 2 NA NA 2 1 NA NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.89 NA NA NA NA 1.10 NA NA NA

DNA repair protein RAD50 (hRAD50) (EC 3.6.-.-)Q92878 sp|Q92878|RAD50_HUMAN 1 1 7 0 0 1 NA NA 2.68 6.67 NA NA 1.829 NA 1.829 NA 2 NA 2 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.74 NA NA NA NA 1.16 NA NA NA NA 1.30 NA NA NA NA 0.98 NA NA NA NA 1.40 NA NA NA NA 1.04 NA NA NA NA 0.84 NA NA NA NA NA NA NA NA NA NA NA NA NA

Dynein heavy chain 11, axonemal (Axonemal beta dynein heavy chain 11) (Ciliary dynein heavy chain 11)Q96DT5 sp|Q96DT5|DYH11_HUMAN 1 1 7 0 0 1 NA NA NA NA 3.28 4.63 0.55269999 NA NA 0.55269999 2 NA NA 2 1 NA NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.61 NA NA NA NA 0.69 NA NA NA

Dynein light chain 2, cytoplasmic (8 kDa dynein light chain b) (DLC8b) (Dynein light chain LC8-type 2)Q96FJ2 sp|Q96FJ2|DYL2_HUMAN 1 1 7 0 0 1 NA NA 1.49 4.12 NA NA 20.2199996 NA 20.2199996 NA 2 NA 2 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.90 NA NA NA NA 1.63 NA NA NA NA 0.53 NA NA NA NA 0.78 NA NA NA NA 0.86 NA NA NA NA 0.78 NA NA NA NA 0.66 NA NA NA NA NA NA NA NA NA NA NA NA NA

Nucleosome assembly protein 1-like 4 (Nucleosome assembly protein 2) (NAP-2)Q99733 sp|Q99733|NP1L4_HUMAN 1 1 7 0 0 1 NA NA NA NA 2 4.45 7.46700019 NA NA 7.46700019 2 NA NA 2 2 NA NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.20 NA NA NA NA 1.05 NA NA NA

Gamma-parvin Q9HBI0 sp|Q9HBI0|PARVG_HUMAN 1 1 7 0 0 1 NA NA NA NA 2.21 2.49 8.45900029 NA NA 8.45900029 2 NA NA 2 1 NA NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.95 NA NA NA NA 1.38 NA NA NA

Tight junction protein ZO-2 (Tight junction protein 2) (Zona occludens protein 2) (Zonula occludens protein 2)Q9UDY2 sp|Q9UDY2|ZO2_HUMAN 1 1 7 0 0 1 NA NA 2.28 2.65 NA NA 2.01699995 NA 2.01699995 NA 2 NA 2 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.22 NA NA NA NA 0.95 NA NA NA NA 1.03 NA NA NA NA 0.89 NA NA NA NA 1.06 NA NA NA NA 1.24 NA NA NA NA 1.10 NA NA NA NA NA NA NA NA NA NA NA NA NA

Ubiquitin carboxyl-terminal hydrolase 24 (EC 3.4.19.12) (Deubiquitinating enzyme 24) (Ubiquitin thioesterase 24) (Ubiquitin-specific-processing protease 24)Q9UPU5 sp|Q9UPU5|UBP24_HUMAN 1 1 7 0 0 1 NA NA 2.26 5.2 NA NA 1.37400003 NA 1.37400003 NA 2 NA 2 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.81 NA NA NA NA 1.33 NA NA NA NA 0.95 NA NA NA NA 1.14 NA NA NA NA 0.94 NA NA NA NA 0.87 NA NA NA NA 0.86 NA NA NA NA NA NA NA NA NA NA NA NA NA

Exocyst complex component 6B (Exocyst complex component Sec15B) (SEC15-like protein 2)Q9Y2D4 sp|Q9Y2D4|EXC6B_HUMAN 1 1 7 0 0 1 NA NA 1.48 2.06 NA NA 3.94599997 NA 3.94599997 NA 2 NA 2 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.63 NA NA NA NA 1.94 NA NA NA NA 2.11 NA NA NA NA 0.97 NA NA NA NA 0.80 NA NA NA NA 0.73 NA NA NA NA 1.12 NA NA NA NA NA NA NA NA NA NA NA NA NA

Heme-binding protein 2 (Placental protein 23) (PP23) (Protein SOUL)Q9Y5Z4 sp|Q9Y5Z4|HEBP2_HUMAN 1 1 7 0 0 1 NA NA NA NA 1.89 2.16 13.6600003 NA NA 13.6600003 2 NA NA 2 1 NA NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.17 NA NA NA NA 1.14 NA NA NA

Probable phospholipid-transporting ATPase IIB (EC 3.6.3.1) (ATPase class II type 9B)O43861 sp|O43861|ATP9B_HUMAN 1 1 7 0 0 1 3.55 4.21 NA NA NA NA 1.56900007 1.56900007 NA NA 2 2 NA NA 1 1 NA NA 1.31 2.05 1.00 0.88 1.40 0.79 0.69 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Beta-hexosaminidase subunit alpha (EC 3.2.1.52) (Beta-N-acetylhexosaminidase subunit alpha) (Hexosaminidase subunit A) (N-acetyl-beta-glucosaminidase subunit alpha)P06865 sp|P06865|HEXA_HUMAN 1 1 7 0 0 1 1.55 1.92 NA NA NA NA 5.67100011 5.67100011 NA NA 2 2 NA NA 1 1 NA NA 0.74 1.41 1.42 1.53 1.19 1.14 1.25 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Gap junction alpha-1 protein (Connexin-43) (Cx43) (Gap junction 43 kDa heart protein)P17302 sp|P17302|CXA1_HUMAN 1 1 7 0 0 1 2.03 2.31 NA NA NA NA 7.85299987 7.85299987 NA NA 2 2 NA NA 1 1 NA NA 1.04 1.74 0.94 0.92 0.62 1.65 0.71 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Plasma membrane calcium-transporting ATPase 1 (PMCA1) (EC 3.6.3.8) (Plasma membrane calcium ATPase isoform 1) (Plasma membrane calcium pump isoform 1)P20020 sp|P20020|AT2B1_HUMAN 1 1 7 0 0 1 2.01 5.43 NA NA NA NA 1.51000004 1.51000004 NA NA 2 2 NA NA 1 1 NA NA 0.76 0.91 1.43 0.93 0.67 1.02 1.37 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Cathepsin S (EC 3.4.22.27)P25774 sp|P25774|CATS_HUMAN 1 1 7 0 0 1 2.87 3.02 NA NA NA NA 5.73999994 5.73999994 NA NA 2 2 NA NA 1 1 NA NA 0.51 0.90 1.40 1.28 1.21 1.18 0.93 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Complement factor H-related protein 2 (FHR-2) (DDESK59) (H factor-like 3) (H factor-like protein 2)P36980 sp|P36980|FHR2_HUMAN 1 1 7 0 0 1 2.9 3.19 NA NA NA NA 9.25899968 9.25899968 NA NA 2 2 NA NA 1 1 NA NA 0.52 0.89 1.21 2.34 0.82 1.33 1.14 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Glycine--tRNA ligase (EC 6.1.1.14) (Diadenosine tetraphosphate synthetase) (AP-4-A synthetase) (Glycyl-tRNA synthetase) (GlyRS)P41250 sp|P41250|SYG_HUMAN 1 1 7 0 0 1 4.14 4.55 NA NA NA NA 3.51799987 3.51799987 NA NA 2 2 NA NA 1 1 NA NA 1.46 1.01 1.43 1.13 1.21 1.38 1.05 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Tyrosine-protein kinase FRK (EC 2.7.10.2) (FYN-related kinase) (Nuclear tyrosine protein kinase RAK) (Protein-tyrosine kinase 5)P42685 sp|P42685|FRK_HUMAN 1 1 7 0 0 1 4.02 4.55 NA NA NA NA 4.55400012 4.55400012 NA NA 2 2 NA NA 1 1 NA NA 1.39 1.28 0.89 0.88 1.05 0.97 0.76 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Protein transport protein Sec24C (SEC24-related protein C)P53992 sp|P53992|SC24C_HUMAN 1 1 7 0 0 1 2.05 3.54 NA NA NA NA 1.64500009 1.64500009 NA NA 2 2 NA NA 1 1 NA NA 1.05 0.81 0.84 0.78 0.92 0.73 0.91 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

60S ribosomal protein L10a (CSA-19) (Neural precursor cell expressed developmentally down-regulated protein 6) (NEDD-6)P62906 sp|P62906|RL10A_HUMAN 1 1 7 0 0 1 1.87 2.23 NA NA NA NA 10.1400003 10.1400003 NA NA 2 2 NA NA 1 1 NA NA 1.30 0.47 1.58 0.89 1.39 1.22 1.47 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Serine/threonine-protein phosphatase 2A catalytic subunit alpha isoform (PP2A-alpha) (EC 3.1.3.16) (Replication protein C) (RP-C)P67775 sp|P67775|PP2AA_HUMAN 1 1 7 0 0 1 4.04 4.47 NA NA NA NA 10.6799997 10.6799997 NA NA 2 2 NA NA 1 1 NA NA 1.06 0.75 0.92 0.88 1.16 0.95 1.08 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Bleomycin hydrolase (BH) (BLM hydrolase) (BMH) (EC 3.4.22.40)Q13867 sp|Q13867|BLMH_HUMAN 1 1 7 0 0 1 3.6 3.94 NA NA NA NA 4.17600013 4.17600013 NA NA 2 2 NA NA 1 1 NA NA 0.92 1.38 1.24 1.06 0.84 1.22 1.62 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Rho guanine nucleotide exchange factor 7 (Beta-Pix) (COOL-1) (PAK-interacting exchange factor beta) (p85)Q14155 sp|Q14155|ARHG7_HUMAN 1 1 7 0 0 1 3.11 3.51 NA NA NA NA 2.74 2.74 NA NA 2 2 NA NA 1 1 NA NA 0.92 1.00 0.89 1.07 0.96 0.94 0.95 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Vesicle-associated membrane protein 3 (VAMP-3) (Cellubrevin) (CEB) (Synaptobrevin-3)Q15836 sp|Q15836|VAMP3_HUMAN 1 0 7 0 0 1 1.46 1.54 NA NA NA NA 23.9999995 23.9999995 NA NA 2 2 NA NA 0 NA NA NA 1.11 1.50 0.88 0.80 0.85 1.07 0.99 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Hydroxyacylglutathione hydrolase, mitochondrial (EC 3.1.2.6) (Glyoxalase II) (Glx II)Q16775 sp|Q16775|GLO2_HUMAN 1 1 7 0 0 1 2.57 2.85 NA NA NA NA 8.4420003 8.4420003 NA NA 2 2 NA NA 1 1 NA NA 1.72 1.26 1.21 1.17 1.13 1.21 1.15 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Cell cycle control protein 50B (Transmembrane protein 30B)Q3MIR4 sp|Q3MIR4|CC50B_HUMAN 1 1 7 0 0 1 2 2.8 NA NA NA NA 6.26799986 6.26799986 NA NA 2 2 NA NA 1 1 NA NA 0.79 0.95 1.58 0.96 1.04 1.35 1.27 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Mucin-21 (MUC-21) (Epiglycanin)Q5SSG8 sp|Q5SSG8|MUC21_HUMAN 1 1 7 0 0 1 2 2 NA NA NA NA 2.29700003 2.29700003 NA NA 2 2 NA NA 2 2 NA NA 1.93 1.42 1.01 1.18 1.54 0.85 0.80 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Histone H2A type 2-A (Histone H2A.2) (Histone H2A/o)Q6FI13 sp|Q6FI13|H2A2A_HUMAN 1 0 7 0 0 1 2.4 2.54 NA NA NA NA 10.7699998 10.7699998 NA NA 2 2 NA NA 0 NA NA NA 0.06 0.72 0.12 0.09 0.09 0.20 0.20 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

DCC-interacting protein 13-beta (Dip13-beta) (Adapter protein containing PH domain, PTB domain and leucine zipper motif 2)Q8NEU8 sp|Q8NEU8|DP13B_HUMAN 1 1 7 0 0 1 1.57 1.78 NA NA NA NA 2.86100004 2.86100004 NA NA 2 2 NA NA 1 1 NA NA 1.06 1.27 0.90 1.09 1.04 0.98 1.00 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Secernin-2 Q96FV2 sp|Q96FV2|SCRN2_HUMAN 1 1 7 0 0 1 2.03 2.26 NA NA NA NA 9.17600021 9.17600021 NA NA 2 2 NA NA 1 1 NA NA 1.27 0.94 1.07 1.45 0.95 1.08 1.02 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

RUN and FYVE domain-containing protein 1 (FYVE-finger protein EIP1) (La-binding protein 1) (Rab4-interacting protein) (Zinc finger FYVE domain-containing protein 12)Q96T51 sp|Q96T51|RUFY1_HUMAN 1 1 7 0 0 1 2.15 4.75 NA NA NA NA 3.67200002 3.67200002 NA NA 2 2 NA NA 2 2 NA NA 0.88 0.91 0.82 0.75 1.01 0.97 0.63 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Endophilin-A2 (EEN fusion partner of MLL) (Endophilin-2) (Extra eleven-nineteen leukemia fusion gene protein) (EEN) (SH3 domain protein 2B) (SH3 domain-containing GRB2-like protein 1)Q99961 sp|Q99961|SH3G1_HUMAN 1 1 7 0 0 1 2.46 2.64 NA NA NA NA 14.3999994 14.3999994 NA NA 2 2 NA NA 1 1 NA NA 1.09 0.94 1.00 1.17 1.52 1.23 0.80 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Retinoid-inducible serine carboxypeptidase (EC 3.4.16.-) (Serine carboxypeptidase 1)Q9HB40 sp|Q9HB40|RISC_HUMAN 1 1 7 0 0 1 2.03 2.25 NA NA NA NA 3.09699997 3.09699997 NA NA 2 2 NA NA 1 1 NA NA 0.90 0.95 1.79 1.14 1.48 1.62 1.06 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Glucose-induced degradation protein 8 homolog (Two hybrid-associated protein 1 with RanBPM) (Twa1)Q9NWU2 sp|Q9NWU2|CT011_HUMAN 1 1 7 0 0 1 2.03 3.8 NA NA NA NA 11.84 11.84 NA NA 2 2 NA NA 1 1 NA NA 1.14 1.86 0.64 0.75 1.01 0.82 0.77 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Histone deacetylase 6 (HD6) (EC 3.5.1.98)Q9UBN7 sp|Q9UBN7|HDAC6_HUMAN 1 1 7 0 0 1 2.16 3.27 NA NA NA NA 2.88100001 2.88100001 NA NA 2 2 NA NA 1 1 NA NA 0.86 0.81 0.97 0.95 1.28 1.01 1.20 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Cadherin-related family member 4 (Cadherin-like protein 29)A6H8M9 sp|A6H8M9|CDHR4_HUMAN 1 1 7 0 0 0 NA NA NA NA 2 2.35 1.64999999 NA NA 1.64999999 1 NA NA 1 1 NA NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.23 NA NA NA NA 0.77 NA NA NA

Membrane-associated phosphatidylinositol transfer protein 1 (Drosophila retinal degeneration B homolog) (Phosphatidylinositol transfer protein, membrane-associated 1) (PITPnm 1) (Pyk2 N-terminal domain-interacting receptor 2) (NIR-2)O00562 sp|O00562|PITM1_HUMAN 1 1 7 0 0 0 NA NA NA NA 2.1 2.79 1.04499999 NA NA 1.04499999 1 NA NA 1 1 NA NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.22 NA NA NA NA 0.97 NA NA NA

Apoptotic protease-activating factor 1 (APAF-1)O14727 sp|O14727|APAF_HUMAN 1 1 7 0 0 0 NA NA NA NA 2.17 3.33 1.12199998 NA NA 1.12199998 1 NA NA 1 2 NA NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.63 NA NA NA NA 1.26 NA NA NA

Ubiquitin/ISG15-conjugating enzyme E2 L6 (EC 6.3.2.19) (Retinoic acid-induced gene B protein) (RIG-B) (UbcH8) (Ubiquitin carrier protein L6) (Ubiquitin-protein ligase L6)O14933 sp|O14933|UB2L6_HUMAN 1 1 7 0 0 0 NA NA 2 2.11 NA NA 9.80399996 NA 9.80399996 NA 1 NA 1 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.97 NA NA NA NA 0.87 NA NA NA NA 1.44 NA NA NA NA 1.18 NA NA NA NA 1.32 NA NA NA NA 1.01 NA NA NA NA 1.67 NA NA NA NA NA NA NA NA NA NA NA NA NA

Very long-chain acyl-CoA synthetase (VLACS) (VLCS) (EC 6.2.1.-) (Fatty acid transport protein 2) (FATP-2) (Fatty-acid-coenzyme A ligase, very long-chain 1) (Long-chain-fatty-acid--CoA ligase) (EC 6.2.1.3) (Solute carrier family 27 member 2) (THCA-CoA ligase) (Very long-chain-fatty-acid-CoA ligase)O14975 sp|O14975|S27A2_HUMAN 1 1 7 0 0 0 NA NA NA NA 2.13 3.06 3.22600007 NA NA 3.22600007 1 NA NA 1 3 NA NA 3 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.15 NA NA NA NA 0.83 NA NA NA

Cyclin-G-associated kinase (EC 2.7.11.1)O14976 sp|O14976|GAK_HUMAN 1 1 7 0 0 0 NA NA NA NA 2.27 3.31 1.29699996 NA NA 1.29699996 1 NA NA 1 2 NA NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.39 NA NA NA NA 1.01 NA NA NA

Beta-1,4-galactosyltransferase 5 (Beta-1,4-GalTase 5) (Beta4Gal-T5) (b4Gal-T5) (EC 2.4.1.-) (Beta-1,4-GalT II) (UDP-Gal:beta-GlcNAc beta-1,4-galactosyltransferase 5) (UDP-galactose:beta-N-acetylglucosamine beta-1,4-galactosyltransferase 5)O43286 sp|O43286|B4GT5_HUMAN 1 1 7 0 0 0 NA NA NA NA 2.03 2.18 2.06199996 NA NA 2.06199996 1 NA NA 1 3 NA NA 3 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.53 NA NA NA NA 0.72 NA NA NA

Probable phospholipid-transporting ATPase IC (EC 3.6.3.1) (ATPase class I type 8B member 1) (Familial intrahepatic cholestasis type 1)O43520 sp|O43520|AT8B1_HUMAN 1 1 7 0 0 0 NA NA NA NA 2.09 3.41 1.03900004 NA NA 1.03900004 1 NA NA 1 2 NA NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.83 NA NA NA NA 0.51 NA NA NA

2'-deoxynucleoside 5'-phosphate N-hydrolase 1 (EC 3.2.2.-) (c-Myc-responsive protein RCL)O43598 sp|O43598|RCL_HUMAN 1 1 7 0 0 0 NA NA NA NA 2.02 2.06 9.76999998 NA NA 9.76999998 1 NA NA 1 1 NA NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.97 NA NA NA NA 0.65 NA NA NA

Asparagine--tRNA ligase, cytoplasmic (EC 6.1.1.22) (Asparaginyl-tRNA synthetase) (AsnRS)O43776 sp|O43776|SYNC_HUMAN 1 1 7 0 0 0 NA NA NA NA 1.48 2.58 1.46000003 NA NA 1.46000003 1 NA NA 1 1 NA NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.96 NA NA NA NA 1.13 NA NA NA

Protein C21orf2 (C21orf-HUMF09G8.5) (YF5/A2)O43822 sp|O43822|CU002_HUMAN 1 1 7 0 0 0 NA NA 1.75 2.09 NA NA 4.29700017 NA 4.29700017 NA 1 NA 1 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.85 NA NA NA NA 1.11 NA NA NA NA 0.81 NA NA NA NA 1.24 NA NA NA NA 1.61 NA NA NA NA 0.90 NA NA NA NA 0.97 NA NA NA NA NA NA NA NA NA NA NA NA NA

GDP-mannose 4,6 dehydratase (EC 4.2.1.47) (GDP-D-mannose dehydratase) (GMD)O60547 sp|O60547|GMDS_HUMAN 1 1 7 0 0 0 NA NA NA NA 2.03 2.43 2.15099994 NA NA 2.15099994 1 NA NA 1 2 NA NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.20 NA NA NA NA 1.96 NA NA NA

Sorting nexin-2 (Transformation-related gene 9 protein) (TRG-9)O60749 sp|O60749|SNX2_HUMAN 1 1 7 0 0 0 NA NA 1.49 1.65 NA NA 2.69699991 NA 2.69699991 NA 1 NA 1 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.29 NA NA NA NA 1.00 NA NA NA NA 0.63 NA NA NA NA 1.03 NA NA NA NA 0.79 NA NA NA NA 1.07 NA NA NA NA 0.92 NA NA NA NA NA NA NA NA NA NA NA NA NA

H/ACA ribonucleoprotein complex subunit 4 (EC 5.4.99.-) (CBF5 homolog) (Dyskerin) (Nopp140-associated protein of 57 kDa) (Nucleolar protein NAP57) (Nucleolar protein family A member 4) (snoRNP protein DKC1)O60832 sp|O60832|DKC1_HUMAN 1 1 7 0 0 0 NA NA 1.38 1.79 NA NA 3.89100015 NA 3.89100015 NA 1 NA 1 NA 2 NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.72 NA NA NA NA 1.43 NA NA NA NA 1.06 NA NA NA NA 0.84 NA NA NA NA 1.58 NA NA NA NA 0.86 NA NA NA NA 0.92 NA NA NA NA NA NA NA NA NA NA NA NA NA

DnaJ homolog subfamily C member 13 (Required for receptor-mediated endocytosis 8) (RME-8)O75165 sp|O75165|DJC13_HUMAN 1 1 7 0 0 0 NA NA 1.55 2.68 NA NA 0.66869999 NA 0.66869999 NA 1 NA 1 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.79 NA NA NA NA 1.09 NA NA NA NA 1.12 NA NA NA NA 0.83 NA NA NA NA 0.79 NA NA NA NA 0.98 NA NA NA NA 0.90 NA NA NA NA NA NA NA NA NA NA NA NA NA

V-type proton ATPase subunit G 1 (V-ATPase subunit G 1) (V-ATPase 13 kDa subunit 1) (Vacuolar proton pump subunit G 1) (Vacuolar proton pump subunit M16)O75348 sp|O75348|VATG1_HUMAN 1 1 7 0 0 0 NA NA 2 2.01 NA NA 9.3220003 NA 9.3220003 NA 1 NA 1 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.56 NA NA NA NA 2.97 NA NA NA NA 0.29 NA NA NA NA 0.75 NA NA NA NA 0.66 NA NA NA NA 0.51 NA NA NA NA 0.82 NA NA NA NA NA NA NA NA NA NA NA NA NA

Protein tyrosine phosphatase type IVA 3 (EC 3.1.3.48) (PRL-R) (Protein-tyrosine phosphatase 4a3) (Protein-tyrosine phosphatase of regenerating liver 3) (PRL-3)O75365 sp|O75365|TP4A3_HUMAN 1 1 7 0 0 0 NA NA NA NA 1.77 1.85 8.67099986 NA NA 8.67099986 1 NA NA 1 1 NA NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.11 NA NA NA NA 1.39 NA NA NA

Carboxypeptidase D (EC 3.4.17.22) (Metallocarboxypeptidase D) (gp180)O75976 sp|O75976|CBPD_HUMAN 1 1 7 0 0 0 NA NA NA NA 2.25 3.68 0.86960001 NA NA 0.86960001 1 NA NA 1 1 NA NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.06 NA NA NA NA 1.06 NA NA NA

Tumor necrosis factor alpha-induced protein 8 (TNF alpha-induced protein 8) (Head and neck tumor and metastasis-related protein) (MDC-3.13) (NF-kappa-B-inducible DED-containing protein) (NDED) (SCC-S2) (TNF-induced protein GG2-1)O95379 sp|O95379|TFIP8_HUMAN 1 1 7 0 0 0 NA NA NA NA 1.82 1.97 10.1000004 NA NA 10.1000004 1 NA NA 1 2 NA NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.83 NA NA NA NA 1.14 NA NA NA

Rap guanine nucleotide exchange factor 3 (Exchange factor directly activated by cAMP 1) (Exchange protein directly activated by cAMP 1) (EPAC 1) (Rap1 guanine-nucleotide-exchange factor directly activated by cAMP) (cAMP-regulated guanine nucleotide exchange factor I) (cAMP-GEFI)O95398 sp|O95398|RPGF3_HUMAN 1 1 7 0 0 0 NA NA 2 2.34 NA NA 1.73300002 NA 1.73300002 NA 1 NA 1 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.94 NA NA NA NA 0.77 NA NA NA NA 1.79 NA NA NA NA 0.80 NA NA NA NA 0.81 NA NA NA NA 1.37 NA NA NA NA 1.70 NA NA NA NA NA NA NA NA NA NA NA NA NA

Glutamate dehydrogenase 1, mitochondrial (GDH 1) (EC 1.4.1.3)P00367 sp|P00367|DHE3_HUMAN 1 1 7 0 0 0 NA NA 1.48 2.08 NA NA 2.15099994 NA 2.15099994 NA 1 NA 1 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.02 NA NA NA NA 1.11 NA NA NA NA 1.77 NA NA NA NA 0.72 NA NA NA NA 0.94 NA NA NA NA 1.38 NA NA NA NA 1.77 NA NA NA NA NA NA NA NA NA NA NA NA NA

Carbonic anhydrase 1 (EC 4.2.1.1) (Carbonate dehydratase I) (Carbonic anhydrase B) (CAB) (Carbonic anhydrase I) (CA-I)P00915 sp|P00915|CAH1_HUMAN 1 1 7 0 0 0 NA NA NA NA 2 2.14 4.5979999 NA NA 4.5979999 1 NA NA 1 1 NA NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.47 NA NA NA NA 0.93 NA NA NA

Superoxide dismutase [Mn], mitochondrial (EC 1.15.1.1)P04179 sp|P04179|SODM_HUMAN 1 1 7 0 0 0 NA NA NA NA 1.93 2.36 6.30600005 NA NA 6.30600005 1 NA NA 1 2 NA NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.45 NA NA NA NA 0.66 NA NA NA

Dolichyl-diphosphooligosaccharide--protein glycosyltransferase subunit 2 (EC 2.4.99.18) (Dolichyl-diphosphooligosaccharide--protein glycosyltransferase 63 kDa subunit) (RIBIIR) (Ribophorin II) (RPN-II) (Ribophorin-2)P04844 sp|P04844|RPN2_HUMAN 1 1 7 0 0 0 NA NA NA NA 2.03 2.25 1.90200005 NA NA 1.90200005 1 NA NA 1 1 NA NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.20 NA NA NA NA 1.05 NA NA NA

Acyl-CoA-binding protein (ACBP) (Diazepam-binding inhibitor) (DBI) (Endozepine) (EP)P07108 sp|P07108|ACBP_HUMAN 1 1 7 0 0 0 NA NA NA NA 1.6 1.74 22.9900003 NA NA 22.9900003 1 NA NA 1 2 NA NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.90 NA NA NA NA 1.79 NA NA NA

Beta-hexosaminidase subunit beta (EC 3.2.1.52) (Beta-N-acetylhexosaminidase subunit beta) (Hexosaminidase subunit B) (Cervical cancer proto-oncogene 7 protein) (HCC-7) (N-acetyl-beta-glucosaminidase subunit beta) [Cleaved into: Beta-hexosaminidase subunit beta chain B; Beta-hexosaminidase subunit beta chain A]P07686 sp|P07686|HEXB_HUMAN 1 1 7 0 0 0 NA NA NA NA 1.88 2.2 1.79900006 NA NA 1.79900006 1 NA NA 1 2 NA NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.77 NA NA NA NA 0.84 NA NA NA

Matrilysin (EC 3.4.24.23) (Matrin) (Matrix metalloproteinase-7) (MMP-7) (Pump-1 protease) (Uterine metalloproteinase)P09237 sp|P09237|MMP7_HUMAN 1 1 7 0 0 0 NA NA NA NA 1.7 1.89 2.62199994 NA NA 2.62199994 1 NA NA 1 1 NA NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.54 NA NA NA NA 1.10 NA NA NA

Interferon-induced protein with tetratricopeptide repeats 2 (IFIT-2) (ISG-54 K) (Interferon-induced 54 kDa protein) (IFI-54K) (P54)P09913 sp|P09913|IFIT2_HUMAN 1 1 7 0 0 0 NA NA NA NA 2.32 2.95 2.75400002 NA NA 2.75400002 1 NA NA 1 1 NA NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.95 NA NA NA NA 0.67 NA NA NA

Intestinal-type alkaline phosphatase (IAP) (Intestinal alkaline phosphatase) (EC 3.1.3.1)P09923 sp|P09923|PPBI_HUMAN 1 1 7 0 0 0 NA NA 2.06 2.35 NA NA 1.70499999 NA 1.70499999 NA 1 NA 1 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 2.08 NA NA NA NA 1.63 NA NA NA NA 0.62 NA NA NA NA 1.43 NA NA NA NA 0.80 NA NA NA NA 0.81 NA NA NA NA 1.43 NA NA NA NA NA NA NA NA NA NA NA NA NA

Serum amyloid A-1 protein (SAA) [Cleaved into: Amyloid protein A (Amyloid fibril protein AA); Serum amyloid protein A(2-104); Serum amyloid protein A(3-104); Serum amyloid protein A(2-103); Serum amyloid protein A(2-102); Serum amyloid protein A(4-101)]P0DI82 sp|P0DI82|TPC2B_HUMAN 1 0 7 0 0 0 NA NA 1.52 1.56 NA NA 5.71400002 NA 5.71400002 NA 1 NA 1 NA 0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.88 NA NA NA NA 2.29 NA NA NA NA 0.97 NA NA NA NA 0.78 NA NA NA NA 1.19 NA NA NA NA 0.56 NA NA NA NA 0.73 NA NA NA NA NA NA NA NA NA NA NA NA NA

Alkaline phosphatase, placental-like (EC 3.1.3.1) (ALP-1) (Alkaline phosphatase Nagao isozyme) (Germ cell alkaline phosphatase) (GCAP) (Placental alkaline phosphatase-like) (PLAP-like)P10696 sp|P10696|PPBN_HUMAN 1 1 7 0 0 0 NA NA NA NA 2.09 2.41 1.69200003 NA NA 1.69200003 1 NA NA 1 1 NA NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.93 NA NA NA NA 1.02 NA NA NA

Uridine 5'-monophosphate synthase (UMP synthase) [Includes: Orotate phosphoribosyltransferase (OPRT) (OPRTase) (EC 2.4.2.10); Orotidine 5'-phosphate decarboxylase (ODC) (EC 4.1.1.23) (OMPdecase)]P11172 sp|P11172|UMPS_HUMAN 1 1 7 0 0 0 NA NA 1.37 1.64 NA NA 3.54200006 NA 3.54200006 NA 1 NA 1 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.96 NA NA NA NA 0.94 NA NA NA NA 0.90 NA NA NA NA 0.87 NA NA NA NA 1.57 NA NA NA NA 0.99 NA NA NA NA 0.92 NA NA NA NA NA NA NA NA NA NA NA NA NA

Cholesteryl ester transfer protein (Lipid transfer protein I)P11597 sp|P11597|CETP_HUMAN 1 1 7 0 0 0 NA NA NA NA 2.01 2.08 3.04300003 NA NA 3.04300003 1 NA NA 1 2 NA NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.99 NA NA NA NA 1.03 NA NA NA

Heterogeneous nuclear ribonucleoprotein L (hnRNP L)P14866 sp|P14866|HNRPL_HUMAN 1 1 7 0 0 0 NA NA 1.69 1.75 NA NA 2.207 NA 2.207 NA 1 NA 1 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.25 NA NA NA NA 1.10 NA NA NA NA 1.36 NA NA NA NA 0.98 NA NA NA NA 1.03 NA NA NA NA 0.95 NA NA NA NA 1.28 NA NA NA NA NA NA NA NA NA NA NA NA NA

Indoleamine 2,3-dioxygenase 1 (IDO-1) (EC 1.13.11.52) (Indoleamine-pyrrole 2,3-dioxygenase)P14902 sp|P14902|I23O1_HUMAN 1 1 7 0 0 0 NA NA NA NA 1.87 2.37 2.73000002 NA NA 2.73000002 1 NA NA 1 1 NA NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.72 NA NA NA NA 0.63 NA NA NA

Poliovirus receptor (Nectin-like protein 5) (NECL-5) (CD antigen CD155)P15151 sp|P15151|PVR_HUMAN 1 1 7 0 0 0 NA NA NA NA 1.64 1.88 1.91799998 NA NA 1.91799998 1 NA NA 1 1 NA NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.89 NA NA NA NA 0.93 NA NA NA

Alpha-amylase 2B (EC 3.2.1.1) (1,4-alpha-D-glucan glucanohydrolase 2B) (Carcinoid alpha-amylase)P19961 sp|P19961|AMY2B_HUMAN 1 0 7 0 0 0 NA NA 2 2.09 NA NA 3.32700014 NA 3.32700014 NA 1 NA 1 NA 0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.15 NA NA NA NA 0.61 NA NA NA NA 3.12 NA NA NA NA 1.13 NA NA NA NA 0.41 NA NA NA NA 1.63 NA NA NA NA 0.92 NA NA NA NA NA NA NA NA NA NA NA NA NA

fMet-Leu-Phe receptor (fMLP receptor) (N-formyl peptide receptor) (FPR) (N-formylpeptide chemoattractant receptor)P21462 sp|P21462|FPR1_HUMAN 1 1 7 0 0 0 NA NA NA NA 1.4 2.1 3.14299986 NA NA 3.14299986 1 NA NA 1 2 NA NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.54 NA NA NA NA 0.49 NA NA NA

Lactoperoxidase (LPO) (EC 1.11.1.7) (Salivary peroxidase) (SPO)P22079 sp|P22079|PERL_HUMAN 1 1 7 0 0 0 NA NA NA NA 1.94 2.66 1.54499998 NA NA 1.54499998 1 NA NA 1 1 NA NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.37 NA NA NA NA 0.87 NA NA NA

Multifunctional protein ADE2 [Includes: Phosphoribosylaminoimidazole-succinocarboxamide synthase (EC 6.3.2.6) (SAICAR synthetase); Phosphoribosylaminoimidazole carboxylase (EC 4.1.1.21) (AIR carboxylase) (AIRC)]P22234 sp|P22234|PUR6_HUMAN 1 1 7 0 0 0 NA NA NA NA 2.06 3.11 4.23500016 NA NA 4.23500016 1 NA NA 1 1 NA NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.36 NA NA NA NA 1.31 NA NA NA

Eukaryotic translation initiation factor 4B (eIF-4B)P23588 sp|P23588|IF4B_HUMAN 1 1 7 0 0 0 NA NA NA NA 1.63 1.82 2.128 NA NA 2.128 1 NA NA 1 3 NA NA 3 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 2.20 NA NA NA NA 1.19 NA NA NA

Low molecular weight phosphotyrosine protein phosphatase (LMW-PTP) (LMW-PTPase) (EC 3.1.3.48) (Adipocyte acid phosphatase) (Low molecular weight cytosolic acid phosphatase) (EC 3.1.3.2) (Red cell acid phosphatase 1)P24666 sp|P24666|PPAC_HUMAN 1 1 7 0 0 0 NA NA NA NA 2 2.38 7.59499967 NA NA 7.59499967 1 NA NA 1 1 NA NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.78 NA NA NA NA 1.26 NA NA NA

ATP synthase subunit alpha, mitochondrialP25705 sp|P25705|ATPA_HUMAN 1 1 7 0 0 0 NA NA NA NA 2.4 3.31 3.97799984 NA NA 3.97799984 1 NA NA 1 1 NA NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.36 NA NA NA NA 0.95 NA NA NA

T-cell differentiation antigen CD6 (T12) (TP120) (CD antigen CD6)P30203 sp|P30203|CD6_HUMAN 1 1 7 0 0 0 NA NA NA NA 2.01 2.48 1.49699999 NA NA 1.49699999 1 NA NA 1 1 NA NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.59 NA NA NA NA 0.80 NA NA NA

Glycylpeptide N-tetradecanoyltransferase 1 (EC 2.3.1.97) (Myristoyl-CoA:protein N-myristoyltransferase 1) (NMT 1) (Type I N-myristoyltransferase) (Peptide N-myristoyltransferase 1)P30419 sp|P30419|NMT1_HUMAN 1 1 7 0 0 0 NA NA 2.06 2.38 NA NA 2.62100007 NA 2.62100007 NA 1 NA 1 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.18 NA NA NA NA 2.10 NA NA NA NA 0.48 NA NA NA NA 1.30 NA NA NA NA 1.36 NA NA NA NA 0.87 NA NA NA NA 0.72 NA NA NA NA NA NA NA NA NA NA NA NA NA

DNA-directed RNA polymerase II subunit RPB9 (RNA polymerase II subunit B9) (DNA-directed RNA polymerase II subunit I) (RNA polymerase II 14.5 kDa subunit) (RPB14.5)P36954 sp|P36954|RPB9_HUMAN 1 1 7 0 0 0 NA NA 2 2.02 NA NA 18.4 NA 18.4 NA 1 NA 1 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.92 NA NA NA NA 1.46 NA NA NA NA 1.54 NA NA NA NA 0.94 NA NA NA NA 0.90 NA NA NA NA 0.96 NA NA NA NA 1.05 NA NA NA NA NA NA NA NA NA NA NA NA NA

Signal transducer and activator of transcription 6 (IL-4 Stat)P42226 sp|P42226|STAT6_HUMAN 1 1 7 0 0 0 NA NA 1.7 2.09 NA NA 0.94450004 NA 0.94450004 NA 1 NA 1 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.62 NA NA NA NA 0.90 NA NA NA NA 1.11 NA NA NA NA 0.85 NA NA NA NA 0.86 NA NA NA NA 0.84 NA NA NA NA 1.00 NA NA NA NA NA NA NA NA NA NA NA NA NA

Signal transducer and activator of transcription 5AP42229 sp|P42229|STA5A_HUMAN 1 1 7 0 0 0 NA NA 2.03 2.66 NA NA 2.01500002 NA 2.01500002 NA 1 NA 1 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.17 NA NA NA NA 1.25 NA NA NA NA 1.04 NA NA NA NA 1.00 NA NA NA NA 0.97 NA NA NA NA 0.90 NA NA NA NA 1.24 NA NA NA NA NA NA NA NA NA NA NA NA NA

Phosphatidylinositol 4,5-bisphosphate 3-kinase catalytic subunit beta isoform (PI3-kinase subunit beta) (PI3K-beta) (PI3Kbeta) (PtdIns-3-kinase subunit beta) (EC 2.7.1.153) (Phosphatidylinositol 4,5-bisphosphate 3-kinase 110 kDa catalytic subunit beta) (PtdIns-3-kinase subunit p110-beta) (p110beta)P42338 sp|P42338|PK3CB_HUMAN 1 1 7 0 0 0 NA NA NA NA 1.51 2.42 1.58900004 NA NA 1.58900004 1 NA NA 1 1 NA NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.11 NA NA NA NA 0.97 NA NA NA

Phosphorylase b kinase regulatory subunit alpha, liver isoform (Phosphorylase kinase alpha L subunit)P46019 sp|P46019|KPB2_HUMAN 1 1 7 0 0 0 NA NA 2.18 2.86 NA NA 1.13399997 NA 1.13399997 NA 1 NA 1 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.19 NA NA NA NA 1.42 NA NA NA NA 1.38 NA NA NA NA 1.02 NA NA NA NA 0.98 NA NA NA NA 1.09 NA NA NA NA 1.14 NA NA NA NA NA NA NA NA NA NA NA NA NA

Large proline-rich protein BAG6 (BAG family molecular chaperone regulator 6) (BCL2-associated athanogene 6) (BAG-6) (BAG6) (HLA-B-associated transcript 3) (Protein G3) (Protein Scythe)P46379 sp|P46379|BAG6_HUMAN 1 1 7 0 0 0 NA NA 2.21 2.61 NA NA 0.97169997 NA 0.97169997 NA 1 NA 1 NA 2 NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.12 NA NA NA NA 2.49 NA NA NA NA 0.74 NA NA NA NA 0.73 NA NA NA NA 0.95 NA NA NA NA 0.89 NA NA NA NA 0.96 NA NA NA NA NA NA NA NA NA NA NA NA NA

40S ribosomal protein S10P46783 sp|P46783|RS10_HUMAN 1 1 7 0 0 0 NA NA NA NA 1.47 1.56 5.45499995 NA NA 5.45499995 1 NA NA 1 1 NA NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.42 NA NA NA NA 0.72 NA NA NA

Natural resistance-associated macrophage protein 2 (NRAMP 2) (Divalent cation transporter 1) (Divalent metal transporter 1) (DMT-1) (Solute carrier family 11 member 2)P49281 sp|P49281|NRAM2_HUMAN 1 1 7 0 0 0 NA NA NA NA 1.33 1.92 2.465 NA NA 2.465 1 NA NA 1 1 NA NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.05 NA NA NA NA 0.94 NA NA NA

Transmembrane emp24 domain-containing protein 10 (21 kDa transmembrane-trafficking protein) (S31III125) (S31I125) (Tmp-21-I) (Transmembrane protein Tmp21) (p23) (p24 family protein delta-1) (p24delta1) (p24delta)P49755 sp|P49755|TMEDA_HUMAN 1 1 7 0 0 0 NA NA NA NA 2.02 2.36 5.02300002 NA NA 5.02300002 1 NA NA 1 2 NA NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.77 NA NA NA NA 1.27 NA NA NA

Glycogen synthase kinase-3 alpha (GSK-3 alpha) (EC 2.7.11.26) (Serine/threonine-protein kinase GSK3A) (EC 2.7.11.1)P49840 sp|P49840|GSK3A_HUMAN 1 1 7 0 0 0 NA NA 2.01 2.26 NA NA 3.31300013 NA 3.31300013 NA 1 NA 1 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.14 NA NA NA NA 1.03 NA NA NA NA 1.16 NA NA NA NA 1.16 NA NA NA NA 1.16 NA NA NA NA 0.84 NA NA NA NA 1.22 NA NA NA NA NA NA NA NA NA NA NA NA NA

Cytosolic purine 5'-nucleotidase (EC 3.1.3.5) (Cytosolic 5'-nucleotidase II)P49902 sp|P49902|5NTC_HUMAN 1 1 7 0 0 0 NA NA 2.03 2.35 NA NA 2.31699999 NA 2.31699999 NA 1 NA 1 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.84 NA NA NA NA 1.54 NA NA NA NA 0.89 NA NA NA NA 0.85 NA NA NA NA 0.98 NA NA NA NA 0.77 NA NA NA NA 0.84 NA NA NA NA NA NA NA NA NA NA NA NA NA

Sulfotransferase 1A3/1A4 (ST1A3/ST1A4) (EC 2.8.2.1) (Aryl sulfotransferase 1A3/1A4) (Catecholamine-sulfating phenol sulfotransferase) (HAST3) (M-PST) (Monoamine-sulfating phenol sulfotransferase) (Placental estrogen sulfotransferase) (Sulfotransferase, monoamine-preferring) (Thermolabile phenol sulfotransferase) (TL-PST)P50224 sp|P50224|ST1A3_HUMAN 1 1 7 0 0 0 NA NA 2.01 2.14 NA NA 2.71199998 NA 2.71199998 NA 1 NA 1 NA 3 NA 3 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.96 NA NA NA NA 0.78 NA NA NA NA 1.14 NA NA NA NA 1.17 NA NA NA NA 1.21 NA NA NA NA 1.18 NA NA NA NA 1.02 NA NA NA NA NA NA NA NA NA NA NA NA NA

Ras-related protein Rab-27A (Rab-27) (GTP-binding protein Ram)P51159 sp|P51159|RB27A_HUMAN 1 1 7 0 0 0 NA NA NA NA 2.03 2.12 4.97700013 NA NA 4.97700013 1 NA NA 1 1 NA NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.91 NA NA NA NA 1.00 NA NA NA

Cytosolic Fe-S cluster assembly factor NUBP1 (Nucleotide-binding protein 1) (NBP 1)P53384 sp|P53384|NUBP1_HUMAN 1 1 7 0 0 0 NA NA NA NA 2.09 2.29 5.31300008 NA NA 5.31300008 1 NA NA 1 1 NA NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.92 NA NA NA NA 1.16 NA NA NA

26S proteasome non-ATPase regulatory subunit 4 (26S proteasome regulatory subunit RPN10) (26S proteasome regulatory subunit S5A) (Antisecretory factor 1) (AF) (ASF) (Multiubiquitin chain-binding protein)P55036 sp|P55036|PSMD4_HUMAN 1 1 7 0 0 0 NA NA 2 2.14 NA NA 2.12200005 NA 2.12200005 NA 1 NA 1 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.41 NA NA NA NA 3.16 NA NA NA NA 0.33 NA NA NA NA 0.54 NA NA NA NA 0.63 NA NA NA NA 0.51 NA NA NA NA 0.43 NA NA NA NA NA NA NA NA NA NA NA NA NA

Tumor protein D52 (Protein N8)P55327 sp|P55327|TPD52_HUMAN 1 1 7 0 0 0 NA NA NA NA 1.45 1.76 6.69599995 NA NA 6.69599995 1 NA NA 1 1 NA NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.72 NA NA NA NA 0.76 NA NA NA

60S ribosomal protein L37 (G1.16)P61927 sp|P61927|RL37_HUMAN 1 1 7 0 0 0 NA NA 1.56 1.57 NA NA 7.21599981 NA 7.21599981 NA 1 NA 1 NA 2 NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.57 NA NA NA NA 3.03 NA NA NA NA 0.65 NA NA NA NA 0.87 NA NA NA NA 0.92 NA NA NA NA 0.79 NA NA NA NA 0.56 NA NA NA NA NA NA NA NA NA NA NA NA NA

Small nuclear ribonucleoprotein E (snRNP-E) (Sm protein E) (Sm-E) (SmE)P62304 sp|P62304|RUXE_HUMAN 1 1 7 0 0 0 NA NA 2 2.08 NA NA 11.9599998 NA 11.9599998 NA 1 NA 1 NA 2 NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.78 NA NA NA NA 2.14 NA NA NA NA 0.50 NA NA NA NA 0.74 NA NA NA NA 1.15 NA NA NA NA 0.41 NA NA NA NA 0.57 NA NA NA NA NA NA NA NA NA NA NA NA NA

Small nuclear ribonucleoprotein Sm D1 (Sm-D1) (Sm-D autoantigen) (snRNP core protein D1)P62314 sp|P62314|SMD1_HUMAN 1 1 7 0 0 0 NA NA 1.67 1.8 NA NA 10.9200001 NA 10.9200001 NA 1 NA 1 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.48 NA NA NA NA 1.08 NA NA NA NA 0.84 NA NA NA NA 0.98 NA NA NA NA 1.01 NA NA NA NA 0.97 NA NA NA NA 0.87 NA NA NA NA NA NA NA NA NA NA NA NA NA

Serine/threonine-protein phosphatase 2A catalytic subunit beta isoform (PP2A-beta) (EC 3.1.3.16)P62714 sp|P62714|PP2AB_HUMAN 1 1 7 0 0 0 NA NA 2.02 2.39 NA NA 2.58900002 NA 2.58900002 NA 1 NA 1 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.04 NA NA NA NA 1.03 NA NA NA NA 0.93 NA NA NA NA 1.06 NA NA NA NA 1.36 NA NA NA NA 0.94 NA NA NA NA 0.94 NA NA NA NA NA NA NA NA NA NA NA NA NA

Casein kinase II subunit alpha (CK II alpha) (EC 2.7.11.1)P68400 sp|P68400|CSK21_HUMAN 1 1 7 0 0 0 NA NA 2.05 2.22 NA NA 4.85900007 NA 4.85900007 NA 1 NA 1 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.99 NA NA NA NA 1.45 NA NA NA NA 1.44 NA NA NA NA 0.91 NA NA NA NA 1.44 NA NA NA NA 0.97 NA NA NA NA 1.20 NA NA NA NA NA NA NA NA NA NA NA NA NA

Receptor expression-enhancing protein 5 (Polyposis locus protein 1) (Protein TB2)Q00765 sp|Q00765|REEP5_HUMAN 1 1 7 0 0 0 NA NA NA NA 2.05 2.27 4.23300006 NA NA 4.23300006 1 NA NA 1 1 NA NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.90 NA NA NA NA 0.93 NA NA NA

Dual specificity mitogen-activated protein kinase kinase 1 (MAP kinase kinase 1) (MAPKK 1) (MKK1) (EC 2.7.12.2) (ERK activator kinase 1) (MAPK/ERK kinase 1) (MEK 1)Q02750 sp|Q02750|MP2K1_HUMAN 1 1 7 0 0 0 NA NA NA NA 1.58 1.83 1.78100001 NA NA 1.78100001 1 NA NA 1 1 NA NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.50 NA NA NA NA 0.49 NA NA NA

FACT complex subunit SSRP1 (Chromatin-specific transcription elongation factor 80 kDa subunit) (Facilitates chromatin transcription complex 80 kDa subunit) (FACT 80 kDa subunit) (FACTp80) (Facilitates chromatin transcription complex subunit SSRP1) (Recombination signal sequence recognition protein 1) (Structure-specific recognition protein 1) (hSSRP1) (T160)Q08945 sp|Q08945|SSRP1_HUMAN 1 1 7 0 0 0 NA NA 1.53 2.3 NA NA 1.12800002 NA 1.12800002 NA 1 NA 1 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.06 NA NA NA NA 0.87 NA NA NA NA 0.99 NA NA NA NA 0.94 NA NA NA NA 1.92 NA NA NA NA 1.01 NA NA NA NA 0.82 NA NA NA NA NA NA NA NA NA NA NA NA NA

Acetyl-CoA carboxylase 1 (ACC1) (EC 6.4.1.2) (ACC-alpha) [Includes: Biotin carboxylase (EC 6.3.4.14)]Q13085 sp|Q13085|ACACA_HUMAN 1 1 7 0 0 0 NA NA NA NA 2.12 5.07 0.59679998 NA NA 0.59679998 1 NA NA 1 1 NA NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.56 NA NA NA NA 1.51 NA NA NA

5'-AMP-activated protein kinase catalytic subunit alpha-1 (AMPK subunit alpha-1) (EC 2.7.11.1) (Acetyl-CoA carboxylase kinase) (ACACA kinase) (EC 2.7.11.27) (Hydroxymethylglutaryl-CoA reductase kinase) (HMGCR kinase) (EC 2.7.11.31) (Tau-protein kinase PRKAA1) (EC 2.7.11.26)Q13131 sp|Q13131|AAPK1_HUMAN 1 1 7 0 0 0 NA NA NA NA 1.69 1.97 2.50400007 NA NA 2.50400007 1 NA NA 1 1 NA NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.94 NA NA NA NA 1.11 NA NA NA

cGMP-dependent protein kinase 2 (cGK 2) (cGK2) (EC 2.7.11.12) (cGMP-dependent protein kinase II) (cGKII)Q13237 sp|Q13237|KGP2_HUMAN 1 1 7 0 0 0 NA NA 1.33 2.21 NA NA 1.57500003 NA 1.57500003 NA 1 NA 1 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.20 NA NA NA NA 0.66 NA NA NA NA 1.05 NA NA NA NA 1.18 NA NA NA NA 0.87 NA NA NA NA 1.03 NA NA NA NA 1.00 NA NA NA NA NA NA NA NA NA NA NA NA NA

Receptor-type tyrosine-protein phosphatase S (R-PTP-S) (EC 3.1.3.48) (Receptor-type tyrosine-protein phosphatase sigma) (R-PTP-sigma)Q13332 sp|Q13332|PTPRS_HUMAN 1 1 7 0 0 0 NA NA 2.06 3.55 NA NA 0.56469999 NA 0.56469999 NA 1 NA 1 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.72 NA NA NA NA 1.48 NA NA NA NA 1.11 NA NA NA NA 2.34 NA NA NA NA 1.01 NA NA NA NA 1.65 NA NA NA NA 1.08 NA NA NA NA NA NA NA NA NA NA NA NA NA

Splicing factor 3B subunit 2 (Pre-mRNA-splicing factor SF3b 145 kDa subunit) (SF3b145) (SF3b150) (Spliceosome-associated protein 145) (SAP 145)Q13435 sp|Q13435|SF3B2_HUMAN 1 1 7 0 0 0 NA NA 2.17 2.48 NA NA 1.229 NA 1.229 NA 1 NA 1 NA 2 NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.78 NA NA NA NA 3.18 NA NA NA NA 0.47 NA NA NA NA 0.80 NA NA NA NA 1.09 NA NA NA NA 0.74 NA NA NA NA 0.62 NA NA NA NA NA NA NA NA NA NA NA NA NA

Ficolin-2 (37 kDa elastin-binding protein) (Collagen/fibrinogen domain-containing protein 2) (EBP-37) (Ficolin-B) (Ficolin-beta) (Hucolin) (L-ficolin) (Serum lectin p35)Q15485 sp|Q15485|FCN2_HUMAN 1 1 7 0 0 0 NA NA NA NA 2 2.23 3.19500007 NA NA 3.19500007 1 NA NA 1 1 NA NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.70 NA NA NA NA 1.88 NA NA NA

Tumor necrosis factor receptor type 1-associated DEATH domain protein (TNFR1-associated DEATH domain protein) (TNFRSF1A-associated via death domain)Q15628 sp|Q15628|TRADD_HUMAN 1 1 7 0 0 0 NA NA NA NA 1.84 2.03 3.20499986 NA NA 3.20499986 1 NA NA 1 1 NA NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.16 NA NA NA NA 0.93 NA NA NA

Probable E3 ubiquitin-protein ligase HERC1 (EC 6.3.2.-) (HECT domain and RCC1-like domain-containing protein 1) (p532) (p619)Q15751 sp|Q15751|HERC1_HUMAN 1 1 7 0 0 0 NA NA 1.56 2.56 NA NA 0.3086 NA 0.3086 NA 1 NA 1 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.94 NA NA NA NA 1.32 NA NA NA NA 1.55 NA NA NA NA 0.95 NA NA NA NA 0.88 NA NA NA NA 0.86 NA NA NA NA 1.34 NA NA NA NA NA NA NA NA NA NA NA NA NA

Dual oxidase maturation factor 1 (Dual oxidase activator 1) (Numb-interacting protein)Q1HG43 sp|Q1HG43|DOXA1_HUMAN 1 1 7 0 0 0 NA NA NA NA 2 2.17 3.49900015 NA NA 3.49900015 1 NA NA 1 2 NA NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.42 NA NA NA NA 1.02 NA NA NA

WD40 repeat-containing protein SMU1 (Smu-1 suppressor of mec-8 and unc-52 protein homolog) [Cleaved into: WD40 repeat-containing protein SMU1, N-terminally processed]Q2TAY7 sp|Q2TAY7|SMU1_HUMAN 1 1 7 0 0 0 NA NA 1.65 2.21 NA NA 1.94899999 NA 1.94899999 NA 1 NA 1 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.74 NA NA NA NA 1.34 NA NA NA NA 0.81 NA NA NA NA 0.94 NA NA NA NA 1.31 NA NA NA NA 0.71 NA NA NA NA 0.64 NA NA NA NA NA NA NA NA NA NA NA NA NA

Filaggrin-2 (FLG-2) (Intermediate filament-associated and psoriasis-susceptibility protein) (Ifapsoriasin)Q5D862 sp|Q5D862|FILA2_HUMAN 1 1 7 0 0 0 NA NA 1.74 2.18 NA NA 0.46009999 NA 0.46009999 NA 1 NA 1 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.76 NA NA NA NA 0.47 NA NA NA NA 1.54 NA NA NA NA 0.80 NA NA NA NA 0.59 NA NA NA NA 1.17 NA NA NA NA 4.74 NA NA NA NA NA NA NA NA NA NA NA NA NA

Protein dopey-1 Q5JWR5 sp|Q5JWR5|DOP1_HUMAN 1 1 7 0 0 0 NA NA 2.02 3.41 NA NA 0.52740001 NA 0.52740001 NA 1 NA 1 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.20 NA NA NA NA 1.50 NA NA NA NA 1.25 NA NA NA NA 1.03 NA NA NA NA 1.00 NA NA NA NA 1.08 NA NA NA NA 1.39 NA NA NA NA NA NA NA NA NA NA NA NA NA

Long-chain fatty acid transport protein 3 (FATP-3) (Fatty acid transport protein 3) (EC 6.2.1.-) (Solute carrier family 27 member 3) (Very long-chain acyl-CoA synthetase homolog 3) (VLCS-3)Q5K4L6 sp|Q5K4L6|S27A3_HUMAN 1 1 7 0 0 0 NA NA 2.21 2.35 NA NA 3.28800008 NA 3.28800008 NA 1 NA 1 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.25 NA NA NA NA 1.09 NA NA NA NA 1.21 NA NA NA NA 0.66 NA NA NA NA 0.77 NA NA NA NA 1.20 NA NA NA NA 1.16 NA NA NA NA NA NA NA NA NA NA NA NA NA

Protein DDI1 homolog 2Q5TDH0 sp|Q5TDH0|DDI2_HUMAN 1 1 7 0 0 0 NA NA 2.02 2.26 NA NA 3.50899994 NA 3.50899994 NA 1 NA 1 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.00 NA NA NA NA 1.05 NA NA NA NA 1.05 NA NA NA NA 1.10 NA NA NA NA 0.96 NA NA NA NA 1.80 NA NA NA NA 1.54 NA NA NA NA NA NA NA NA NA NA NA NA NA

Protein FAM91A1 Q658Y4 sp|Q658Y4|F91A1_HUMAN 1 1 7 0 0 0 NA NA NA NA 2 3.01 1.78999994 NA NA 1.78999994 1 NA NA 1 2 NA NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.27 NA NA NA NA 1.10 NA NA NA

Uncharacterized protein KIAA1211-likeQ6NV74 sp|Q6NV74|CB055_HUMAN 1 1 7 0 0 0 NA NA NA NA 1.53 1.91 1.04 NA NA 1.04 1 NA NA 1 1 NA NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.35 NA NA NA NA 0.92 NA NA NA

Polymerase I and transcript release factor (Cavin-1)Q6NZI2 sp|Q6NZI2|PTRF_HUMAN 1 1 7 0 0 0 NA NA NA NA 1.77 2.47 4.61499989 NA NA 4.61499989 1 NA NA 1 1 NA NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.17 NA NA NA NA 1.10 NA NA NA

Olfactomedin-4 (OLM4) (Antiapoptotic protein GW112) (G-CSF-stimulated clone 1 protein) (hGC-1) (hOLfD)Q6UX06 sp|Q6UX06|OLFM4_HUMAN 1 1 7 0 0 0 NA NA NA NA 2.71 3.81 2.94100009 NA NA 2.94100009 1 NA NA 1 2 NA NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.66 NA NA NA NA 0.43 NA NA NA

Hydroxysteroid dehydrogenase-like protein 2 (EC 1.-.-.-)Q6YN16 sp|Q6YN16|HSDL2_HUMAN 1 1 7 0 0 0 NA NA NA NA 2.02 2.49 4.3060001 NA NA 4.3060001 1 NA NA 1 1 NA NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.79 NA NA NA NA 0.70 NA NA NA

Vacuolar fusion protein MON1 homolog B (HSV-1 stimulation-related gene 1 protein) (HSV-I stimulating-related protein)Q7L1V2 sp|Q7L1V2|MON1B_HUMAN 1 1 7 0 0 0 NA NA NA NA 2.01 2.28 2.74199992 NA NA 2.74199992 1 NA NA 1 1 NA NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.07 NA NA NA NA 1.13 NA NA NA

Dipeptidyl peptidase 9 (DP9) (EC 3.4.14.5) (Dipeptidyl peptidase IV-related protein 2) (DPRP-2) (Dipeptidyl peptidase IX) (DPP IX) (Dipeptidyl peptidase-like protein 9) (DPLP9)Q86TI2 sp|Q86TI2|DPP9_HUMAN 1 1 7 0 0 0 NA NA 2.05 2.63 NA NA 1.38999997 NA 1.38999997 NA 1 NA 1 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.18 NA NA NA NA 2.07 NA NA NA NA 0.83 NA NA NA NA 0.95 NA NA NA NA 0.86 NA NA NA NA 1.02 NA NA NA NA 0.71 NA NA NA NA NA NA NA NA NA NA NA NA NA

Radial spoke head protein 3 homolog (Radial spoke head-like protein 2)Q86UC2 sp|Q86UC2|RSPH3_HUMAN 1 1 7 0 0 0 NA NA NA NA 2.14 2.94 2.50000004 NA NA 2.50000004 1 NA NA 1 2 NA NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.06 NA NA NA NA 0.81 NA NA NA

Kinesin-like protein KIF27Q86VH2 sp|Q86VH2|KIF27_HUMAN 1 1 7 0 0 0 NA NA NA NA 2.38 5.26 0.78520002 NA NA 0.78520002 1 NA NA 1 2 NA NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.11 NA NA NA NA 0.98 NA NA NA

Thioredoxin domain-containing protein 6 (Thioredoxin-like protein 2) (Txl-2)Q86XW9 sp|Q86XW9|TXND6_HUMAN 1 1 7 0 0 0 NA NA 2.04 2.25 NA NA 5.15200011 NA 5.15200011 NA 1 NA 1 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.11 NA NA NA NA 1.53 NA NA NA NA 1.15 NA NA NA NA 1.10 NA NA NA NA 1.75 NA NA NA NA 1.22 NA NA NA NA 1.15 NA NA NA NA NA NA NA NA NA NA NA NA NA

RAS protein activator like-3Q86YV0 sp|Q86YV0|RASL3_HUMAN 1 1 7 0 0 0 NA NA NA NA 1.39 2.7 2.47300006 NA NA 2.47300006 1 NA NA 1 1 NA NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.07 NA NA NA NA 1.25 NA NA NA

Protein NOXP20 (Nervous system overexpressed protein 20) (Protein FAM114A1)Q8IWE2 sp|Q8IWE2|NXP20_HUMAN 1 1 7 0 0 0 NA NA NA NA 2 2.35 2.66399998 NA NA 2.66399998 1 NA NA 1 1 NA NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.58 NA NA NA NA 0.86 NA NA NA

Phosphatase and actin regulator 4Q8IZ21 sp|Q8IZ21|PHAR4_HUMAN 1 1 7 0 0 0 NA NA NA NA 1.81 2.35 1.28199998 NA NA 1.28199998 1 NA NA 1 1 NA NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.14 NA NA NA NA 1.07 NA NA NA

Cell cycle and apoptosis regulator protein 2 (Cell division cycle and apoptosis regulator protein 2) (DBIRD complex subunit KIAA1967) (Deleted in breast cancer gene 1 protein) (DBC-1) (DBC.1) (p30 DBC)Q8N163 sp|Q8N163|K1967_HUMAN 1 1 7 0 0 0 NA NA 1.7 2.48 NA NA 2.38400009 NA 2.38400009 NA 1 NA 1 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.84 NA NA NA NA 0.85 NA NA NA NA 0.95 NA NA NA NA 0.96 NA NA NA NA 1.45 NA NA NA NA 0.91 NA NA NA NA 2.09 NA NA NA NA NA NA NA NA NA NA NA NA NA

Prominin-2 (PROM-2) (Prominin-like protein 2) (hPROML2)Q8N271 sp|Q8N271|PROM2_HUMAN 1 1 7 0 0 0 NA NA 2.1 2.26 NA NA 1.19899996 NA 1.19899996 NA 1 NA 1 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.51 NA NA NA NA 1.07 NA NA NA NA 0.56 NA NA NA NA 1.25 NA NA NA NA 1.17 NA NA NA NA 1.25 NA NA NA NA 0.88 NA NA NA NA NA NA NA NA NA NA NA NA NA

Mucin-20 (MUC-20) Q8N307 sp|Q8N307|MUC20_HUMAN 1 1 7 0 0 0 NA NA NA NA 1.82 2.01 1.83400009 NA NA 1.83400009 1 NA NA 1 1 NA NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.62 NA NA NA NA 0.75 NA NA NA

Sodium-coupled monocarboxylate transporter 1 (Apical iodide transporter) (Electrogenic sodium monocarboxylate cotransporter) (Sodium iodide-related cotransporter) (Solute carrier family 5 member 8)Q8N695 sp|Q8N695|SC5A8_HUMAN 1 1 7 0 0 0 NA NA 2 2.22 NA NA 1.80300009 NA 1.80300009 NA 1 NA 1 NA 2 NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.56 NA NA NA NA 0.74 NA NA NA NA 0.67 NA NA NA NA 1.12 NA NA NA NA 2.23 NA NA NA NA 1.45 NA NA NA NA 1.16 NA NA NA NA NA NA NA NA NA NA NA NA NA

CD177 antigen (Human neutrophil alloantigen 2a) (HNA-2a) (NB1 glycoprotein) (NB1 GP) (Polycythemia rubra vera protein 1) (PRV-1) (CD antigen CD177)Q8N6Q3 sp|Q8N6Q3|CD177_HUMAN 1 1 7 0 0 0 NA NA NA NA 1.66 1.77 2.05899999 NA NA 2.05899999 1 NA NA 1 1 NA NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 2.63 NA NA NA NA 0.57 NA NA NA

Casein kinase I isoform alpha-like (CKI-alpha-like) (EC 2.7.11.1) (CK1)Q8N752 sp|Q8N752|KC1AL_HUMAN 1 1 7 0 0 0 NA NA NA NA 2.05 2.27 2.96700001 NA NA 2.96700001 1 NA NA 1 1 NA NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.93 NA NA NA NA 0.73 NA NA NA

Plasminogen activator inhibitor 1 RNA-binding protein (PAI1 RNA-binding protein 1) (PAI-RBP1) (SERPINE1 mRNA-binding protein 1)Q8NC51 sp|Q8NC51|PAIRB_HUMAN 1 1 7 0 0 0 NA NA 2 2.12 NA NA 3.92200016 NA 3.92200016 NA 1 NA 1 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.90 NA NA NA NA 1.60 NA NA NA NA 0.83 NA NA NA NA 1.11 NA NA NA NA 0.85 NA NA NA NA 0.92 NA NA NA NA 0.94 NA NA NA NA NA NA NA NA NA NA NA NA NA

Sn1-specific diacylglycerol lipase beta (DGL-beta) (EC 3.1.1.-) (KCCR13L)Q8NCG7 sp|Q8NCG7|DGLB_HUMAN 1 1 7 0 0 0 NA NA 2 2.53 NA NA 3.125 NA 3.125 NA 1 NA 1 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.14 NA NA NA NA 1.68 NA NA NA NA 1.34 NA NA NA NA 0.91 NA NA NA NA 0.74 NA NA NA NA 1.00 NA NA NA NA 1.30 NA NA NA NA NA NA NA NA NA NA NA NA NA

SPRY domain-containing protein 3Q8NCJ5 sp|Q8NCJ5|SPRY3_HUMAN 1 1 7 0 0 0 NA NA 1.54 1.67 NA NA 2.489 NA 2.489 NA 1 NA 1 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.84 NA NA NA NA 0.89 NA NA NA NA 1.12 NA NA NA NA 0.89 NA NA NA NA 0.81 NA NA NA NA 0.86 NA NA NA NA 1.03 NA NA NA NA NA NA NA NA NA NA NA NA NA

WD repeat-containing protein 96Q8NDM7 sp|Q8NDM7|WDR96_HUMAN 1 1 7 0 0 0 NA NA NA NA 2.21 4.91 1.14099998 NA NA 1.14099998 1 NA NA 1 2 NA NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.35 NA NA NA NA 0.90 NA NA NA

ATP-binding cassette sub-family F member 1 (ATP-binding cassette 50) (TNF-alpha-stimulated ABC protein)Q8NE71 sp|Q8NE71|ABCF1_HUMAN 1 1 7 0 0 0 NA NA NA NA 2.02 2.47 1.30200004 NA NA 1.30200004 1 NA NA 1 1 NA NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.07 NA NA NA NA 1.42 NA NA NA

N-acylneuraminate cytidylyltransferase (EC 2.7.7.43) (CMP-N-acetylneuraminic acid synthase) (CMP-NeuNAc synthase)Q8NFW8 sp|Q8NFW8|NEUA_HUMAN 1 1 7 0 0 0 NA NA NA NA 2.01 2.51 3.45599987 NA NA 3.45599987 1 NA NA 1 1 NA NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.95 NA NA NA NA 1.59 NA NA NA

DnaJ homolog subfamily B member 8Q8NHS0 sp|Q8NHS0|DNJB8_HUMAN 1 1 7 0 0 0 NA NA 2.01 2.06 NA NA 4.30999994 NA 4.30999994 NA 1 NA 1 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.33 NA NA NA NA 1.13 NA NA NA NA 0.90 NA NA NA NA 1.01 NA NA NA NA 1.47 NA NA NA NA 0.88 NA NA NA NA 0.82 NA NA NA NA NA NA NA NA NA NA NA NA NA

Phosphatidylinositol 5-phosphate 4-kinase type-2 gamma (EC 2.7.1.149) (Phosphatidylinositol 5-phosphate 4-kinase type II gamma) (PI(5)P 4-kinase type II gamma) (PIP4KII-gamma)Q8TBX8 sp|Q8TBX8|PI42C_HUMAN 1 1 7 0 0 0 NA NA NA NA 1.37 1.55 1.89999994 NA NA 1.89999994 1 NA NA 1 1 NA NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.84 NA NA NA NA 0.89 NA NA NA

Serine/threonine-protein kinase Nek7 (EC 2.7.11.1) (Never in mitosis A-related kinase 7) (NimA-related protein kinase 7)Q8TDX7 sp|Q8TDX7|NEK7_HUMAN 1 1 7 0 0 0 NA NA 2.01 2.35 NA NA 2.64899992 NA 2.64899992 NA 1 NA 1 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.18 NA NA NA NA 0.97 NA NA NA NA 1.12 NA NA NA NA 1.02 NA NA NA NA 1.25 NA NA NA NA 1.00 NA NA NA NA 1.60 NA NA NA NA NA NA NA NA NA NA NA NA NA

Taste receptor type 1 member 2 (G-protein coupled receptor 71) (Sweet taste receptor T1R2)Q8TE23 sp|Q8TE23|TS1R2_HUMAN 1 1 7 0 0 0 NA NA 1.36 1.55 NA NA 0.8343 NA 0.8343 NA 1 NA 1 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.52 NA NA NA NA 0.62 NA NA NA NA 2.21 NA NA NA NA 0.50 NA NA NA NA 0.41 NA NA NA NA 0.99 NA NA NA NA 0.87 NA NA NA NA NA NA NA NA NA NA NA NA NA

Sorting nexin-33 (SH3 and PX domain-containing protein 3)Q8WV41 sp|Q8WV41|SNX33_HUMAN 1 1 7 0 0 0 NA NA 2.07 2.29 NA NA 2.61300001 NA 2.61300001 NA 1 NA 1 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.62 NA NA NA NA 0.88 NA NA NA NA 1.22 NA NA NA NA 1.13 NA NA NA NA 1.03 NA NA NA NA 1.25 NA NA NA NA 1.91 NA NA NA NA NA NA NA NA NA NA NA NA NA

AP-3 complex subunit sigma-1 (AP-3 complex subunit sigma-3A) (Adapter-related protein complex 3 subunit sigma-1) (Clathrin-associated/assembly/adapter protein, small 3) (Sigma-3A-adaptin) (Sigma3A-adaptin) (Sigma-adaptin 3a)Q92572 sp|Q92572|AP3S1_HUMAN 1 1 7 0 0 0 NA NA 2 2.05 NA NA 5.69900014 NA 5.69900014 NA 1 NA 1 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.67 NA NA NA NA 2.20 NA NA NA NA 0.72 NA NA NA NA 0.95 NA NA NA NA 0.96 NA NA NA NA 0.96 NA NA NA NA 0.86 NA NA NA NA NA NA NA NA NA NA NA NA NA

Minor histocompatibility protein HA-1 [Cleaved into: Minor histocompatibility antigen HA-1 (mHag HA-1)]Q92619 sp|Q92619|HMHA1_HUMAN 1 1 7 0 0 0 NA NA NA NA 2.02 3.3 2.905 NA NA 2.905 1 NA NA 1 1 NA NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.40 NA NA NA NA 1.03 NA NA NA

Golgi apparatus protein 1 (CFR-1) (Cysteine-rich fibroblast growth factor receptor) (E-selectin ligand 1) (ESL-1) (Golgi sialoglycoprotein MG-160)Q92896 sp|Q92896|GSLG1_HUMAN 1 1 7 0 0 0 NA NA 2.04 2.87 NA NA 1.272 NA 1.272 NA 1 NA 1 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.02 NA NA NA NA 0.91 NA NA NA NA 1.27 NA NA NA NA 0.89 NA NA NA NA 1.10 NA NA NA NA 0.73 NA NA NA NA 1.28 NA NA NA NA NA NA NA NA NA NA NA NA NA

Lipoma-preferred partner (LIM domain-containing preferred translocation partner in lipoma)Q93052 sp|Q93052|LPP_HUMAN 1 1 7 0 0 0 NA NA NA NA 2 2.2 3.75799984 NA NA 3.75799984 1 NA NA 1 1 NA NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.92 NA NA NA NA 1.66 NA NA NA

Uncharacterized protein C11orf52Q96A22 sp|Q96A22|CK052_HUMAN 1 1 7 0 0 0 NA NA 2.02 2.03 NA NA 8.12999979 NA 8.12999979 NA 1 NA 1 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 2.85 NA NA NA NA 1.09 NA NA NA NA 0.57 NA NA NA NA 1.07 NA NA NA NA 0.66 NA NA NA NA 0.86 NA NA NA NA 0.66 NA NA NA NA NA NA NA NA NA NA NA NA NA

Elongator complex protein 4 (hELP4) (PAX6 neighbor gene protein)Q96EB1 sp|Q96EB1|ELP4_HUMAN 1 1 7 0 0 0 NA NA NA NA 2.05 2.13 4.48100008 NA NA 4.48100008 1 NA NA 1 1 NA NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.81 NA NA NA NA 0.83 NA NA NA

Cysteine-rich with EGF-like domain protein 1Q96HD1 sp|Q96HD1|CREL1_HUMAN 1 1 7 0 0 0 NA NA NA NA 2.03 2.35 2.61899997 NA NA 2.61899997 1 NA NA 1 1 NA NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.93 NA NA NA NA 0.89 NA NA NA

Sorting nexin-27 Q96L92 sp|Q96L92|SNX27_HUMAN 1 1 7 0 0 0 NA NA NA NA 2.09 2.48 2.21800003 NA NA 2.21800003 1 NA NA 1 1 NA NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.91 NA NA NA NA 1.13 NA NA NA

Calponin-2 (Calponin H2, smooth muscle) (Neutral calponin)Q99439 sp|Q99439|CNN2_HUMAN 1 1 7 0 0 0 NA NA 2.02 2.17 NA NA 5.50200008 NA 5.50200008 NA 1 NA 1 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.95 NA NA NA NA 0.73 NA NA NA NA 2.20 NA NA NA NA 1.15 NA NA NA NA 1.03 NA NA NA NA 1.18 NA NA NA NA 1.61 NA NA NA NA NA NA NA NA NA NA NA NA NA

Ethanolamine-phosphate cytidylyltransferase (EC 2.7.7.14) (CTP:phosphoethanolamine cytidylyltransferase) (Phosphorylethanolamine transferase)Q99447 sp|Q99447|PCY2_HUMAN 1 1 7 0 0 0 NA NA NA NA 2.15 2.44 3.59899998 NA NA 3.59899998 1 NA NA 1 1 NA NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.93 NA NA NA NA 0.88 NA NA NA

Lipopolysaccharide-induced tumor necrosis factor-alpha factor (LPS-induced TNF-alpha factor) (Small integral membrane protein of lysosome/late endosome) (p53-induced gene 7 protein)Q99732 sp|Q99732|LITAF_HUMAN 1 1 7 0 0 0 NA NA 1.49 1.52 NA NA 4.34800014 NA 4.34800014 NA 1 NA 1 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.11 NA NA NA NA 1.03 NA NA NA NA 0.88 NA NA NA NA 1.05 NA NA NA NA 1.15 NA NA NA NA 1.08 NA NA NA NA 1.14 NA NA NA NA NA NA NA NA NA NA NA NA NA

Vacuolar protein-sorting-associated protein 25 (hVps25) (Dermal papilla-derived protein 9) (ELL-associated protein of 20 kDa) (ESCRT-II complex subunit VPS25)Q9BRG1 sp|Q9BRG1|VPS25_HUMAN 1 1 7 0 0 0 NA NA NA NA 2 2.15 8.52300003 NA NA 8.52300003 1 NA NA 1 5 NA NA 5 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.30 NA NA NA NA 0.72 NA NA NA

Oxysterol-binding protein-related protein 11 (ORP-11) (OSBP-related protein 11)Q9BXB4 sp|Q9BXB4|OSB11_HUMAN 1 1 7 0 0 0 NA NA NA NA 1.41 2.4 1.339 NA NA 1.339 1 NA NA 1 2 NA NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.10 NA NA NA NA 1.01 NA NA NA

Dedicator of cytokinesis protein 9 (Cdc42 guanine nucleotide exchange factor zizimin-1)Q9BZ29 sp|Q9BZ29|DOCK9_HUMAN 1 1 7 0 0 0 NA NA 2.08 3.79 NA NA 0.57999999 NA 0.57999999 NA 1 NA 1 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.72 NA NA NA NA 0.90 NA NA NA NA 0.85 NA NA NA NA 1.25 NA NA NA NA 1.28 NA NA NA NA 1.17 NA NA NA NA 0.82 NA NA NA NA NA NA NA NA NA NA NA NA NA

Tether containing UBX domain for GLUT4 (Alveolar soft part sarcoma chromosomal region candidate gene 1 protein) (Alveolar soft part sarcoma locus) (Renal papillary cell carcinoma protein 17) (UBX domain-containing protein 9)Q9BZE9 sp|Q9BZE9|ASPC1_HUMAN 1 1 7 0 0 0 NA NA NA NA 2.12 2.44 2.89299991 NA NA 2.89299991 1 NA NA 1 1 NA NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.03 NA NA NA NA 1.31 NA NA NA

Solute carrier family 22 member 4 (Ergothioneine transporter) (ET transporter) (Organic cation/carnitine transporter 1)Q9H015 sp|Q9H015|S22A4_HUMAN 1 1 7 0 0 0 NA NA 1.7 1.9 NA NA 3.81099992 NA 3.81099992 NA 1 NA 1 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.69 NA NA NA NA 1.91 NA NA NA NA 0.89 NA NA NA NA 1.24 NA NA NA NA 1.16 NA NA NA NA 0.87 NA NA NA NA 1.11 NA NA NA NA NA NA NA NA NA NA NA NA NA

Ester hydrolase C11orf54 (EC 3.1.-.-)Q9H0W9 sp|Q9H0W9|CK054_HUMAN 1 1 7 0 0 0 NA NA 2.09 2.35 NA NA 3.81000005 NA 3.81000005 NA 1 NA 1 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.95 NA NA NA NA 0.64 NA NA NA NA 1.20 NA NA NA NA 1.28 NA NA NA NA 1.10 NA NA NA NA 1.44 NA NA NA NA 1.32 NA NA NA NA NA NA NA NA NA NA NA NA NA

MOB kinase activator 1A (Mob1 alpha) (Mob1A) (Mob1 homolog 1B) (Mps one binder kinase activator-like 1B)Q9H8S9 sp|Q9H8S9|MOL1B_HUMAN 1 0 7 0 0 0 NA NA 1.68 1.84 NA NA 5.55600002 NA 5.55600002 NA 1 NA 1 NA 0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.34 NA NA NA NA 0.86 NA NA NA NA 1.18 NA NA NA NA 1.06 NA NA NA NA 1.00 NA NA NA NA 1.45 NA NA NA NA 1.16 NA NA NA NA NA NA NA NA NA NA NA NA NA

Synaptotagmin-like protein 2 (Breast cancer-associated antigen SGA-72M) (Exophilin-4)Q9HCH5 sp|Q9HCH5|SYTL2_HUMAN 1 1 7 0 0 0 NA NA 2.03 2.44 NA NA 0.96359998 NA 0.96359998 NA 1 NA 1 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.61 NA NA NA NA 0.92 NA NA NA NA 0.52 NA NA NA NA 1.33 NA NA NA NA 1.24 NA NA NA NA 0.87 NA NA NA NA 1.02 NA NA NA NA NA NA NA NA NA NA NA NA NA

Cytochrome P450 4F12 (EC 1.14.14.1) (CYPIVF12)Q9HCS2 sp|Q9HCS2|CP4FC_HUMAN 1 1 7 0 0 0 NA NA NA NA 2.06 2.47 2.29000002 NA NA 2.29000002 1 NA NA 1 1 NA NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.25 NA NA NA NA 0.80 NA NA NA

Leucine zipper transcription factor-like protein 1Q9NQ48 sp|Q9NQ48|LZTL1_HUMAN 1 1 7 0 0 0 NA NA NA NA 1.66 2.32 2.67600007 NA NA 2.67600007 1 NA NA 1 1 NA NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.04 NA NA NA NA 0.84 NA NA NA
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Baculoviral IAP repeat-containing protein 6 (EC 6.3.2.-) (BIR repeat-containing ubiquitin-conjugating enzyme) (BRUCE) (Ubiquitin-conjugating BIR domain enzyme apollon) (APOLLON)Q9NR09 sp|Q9NR09|BIRC6_HUMAN 1 1 7 0 0 0 NA NA NA NA 2.08 2.82 0.2471 NA NA 0.2471 1 NA NA 1 1 NA NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.93 NA NA NA NA 1.35 NA NA NA

Alpha-N-acetylgalactosaminide alpha-2,6-sialyltransferase 1 (EC 2.4.99.3) (GalNAc alpha-2,6-sialyltransferase I) (ST6GalNAc I) (ST6GalNAcI) (Sialyltransferase 7A) (SIAT7-A)Q9NSC7 sp|Q9NSC7|SIA7A_HUMAN 1 1 7 0 0 0 NA NA NA NA 2.03 2.32 1.66699998 NA NA 1.66699998 1 NA NA 1 1 NA NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.14 NA NA NA NA 0.98 NA NA NA

Phenylalanine--tRNA ligase beta subunit (EC 6.1.1.20) (Phenylalanyl-tRNA synthetase beta subunit) (PheRS)Q9NSD9 sp|Q9NSD9|SYFB_HUMAN 1 1 7 0 0 0 NA NA 2.02 2.49 NA NA 1.86800007 NA 1.86800007 NA 1 NA 1 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.11 NA NA NA NA 0.91 NA NA NA NA 0.61 NA NA NA NA 1.30 NA NA NA NA 1.21 NA NA NA NA 0.56 NA NA NA NA 0.64 NA NA NA NA NA NA NA NA NA NA NA NA NA

BRISC and BRCA1-A complex member 1 (Mediator of RAP80 interactions and targeting subunit of 40 kDa) (New component of the BRCA1-A complex)Q9NWV8 sp|Q9NWV8|BABA1_HUMAN 1 1 7 0 0 0 NA NA NA NA 2.01 2.05 3.34299989 NA NA 3.34299989 1 NA NA 1 1 NA NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.13 NA NA NA NA 1.66 NA NA NA

Actin-related protein 10 (Actin-related protein 11) (hARP11)Q9NZ32 sp|Q9NZ32|ARP10_HUMAN 1 1 7 0 0 0 NA NA 2 2.29 NA NA 3.3569999 NA 3.3569999 NA 1 NA 1 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.46 NA NA NA NA 2.38 NA NA NA NA 0.83 NA NA NA NA 0.63 NA NA NA NA 0.68 NA NA NA NA 0.63 NA NA NA NA 0.76 NA NA NA NA NA NA NA NA NA NA NA NA NA

E3 ubiquitin-protein ligase KCMF1 (EC 6.3.2.-) (FGF-induced in gastric cancer) (Potassium channel modulatory factor) (PCMF) (ZZ-type zinc finger-containing protein 1)Q9P0J7 sp|Q9P0J7|KCMF1_HUMAN 1 1 7 0 0 0 NA NA NA NA 2.04 2.06 4.46199998 NA NA 4.46199998 1 NA NA 1 3 NA NA 3 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.18 NA NA NA NA 1.12 NA NA NA

LisH domain and HEAT repeat-containing protein KIAA1468Q9P260 sp|Q9P260|K1468_HUMAN 1 1 7 0 0 0 NA NA 2.07 2.86 NA NA 0.98679997 NA 0.98679997 NA 1 NA 1 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.13 NA NA NA NA 1.15 NA NA NA NA 1.05 NA NA NA NA 0.98 NA NA NA NA 1.14 NA NA NA NA 0.94 NA NA NA NA 0.71 NA NA NA NA NA NA NA NA NA NA NA NA NA

Prostaglandin F2 receptor negative regulator (CD9 partner 1) (CD9P-1) (Glu-Trp-Ile EWI motif-containing protein F) (EWI-F) (Prostaglandin F2-alpha receptor regulatory protein) (Prostaglandin F2-alpha receptor-associated protein) (CD antigen CD315)Q9P2B2 sp|Q9P2B2|FPRP_HUMAN 1 1 7 0 0 0 NA NA NA NA 2.33 2.95 0.91009997 NA NA 0.91009997 1 NA NA 1 2 NA NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.20 NA NA NA NA 1.77 NA NA NA

GMP reductase 2 (EC 1.7.1.7) (Guanosine 5'-monophosphate oxidoreductase 2) (Guanosine monophosphate reductase 2)Q9P2T1 sp|Q9P2T1|GMPR2_HUMAN 1 1 7 0 0 0 NA NA 2.03 2.11 NA NA 2.01099999 NA 2.01099999 NA 1 NA 1 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.98 NA NA NA NA 1.23 NA NA NA NA 0.45 NA NA NA NA 1.04 NA NA NA NA 1.18 NA NA NA NA 0.82 NA NA NA NA 0.59 NA NA NA NA NA NA NA NA NA NA NA NA NA

COMM domain-containing protein 3 (Protein Bup) (Protein PIL)Q9UBI1 sp|Q9UBI1|COMD3_HUMAN 1 1 7 0 0 0 NA NA 2 2.14 NA NA 11.2800002 NA 11.2800002 NA 1 NA 1 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.07 NA NA NA NA 1.56 NA NA NA NA 1.01 NA NA NA NA 1.00 NA NA NA NA 0.72 NA NA NA NA 1.21 NA NA NA NA 1.23 NA NA NA NA NA NA NA NA NA NA NA NA NA

Dipeptidyl peptidase 2 (EC 3.4.14.2) (Dipeptidyl aminopeptidase II) (Dipeptidyl peptidase 7) (Dipeptidyl peptidase II) (DPP II) (Quiescent cell proline dipeptidase)Q9UHL4 sp|Q9UHL4|DPP2_HUMAN 1 1 7 0 0 0 NA NA 1.92 2.19 NA NA 2.03300007 NA 2.03300007 NA 1 NA 1 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.02 NA NA NA NA 1.74 NA NA NA NA 0.75 NA NA NA NA 0.81 NA NA NA NA 0.66 NA NA NA NA 0.86 NA NA NA NA 0.08 NA NA NA NA NA NA NA NA NA NA NA NA NA

Ribosomal protein S6 kinase alpha-6 (S6K-alpha-6) (EC 2.7.11.1) (90 kDa ribosomal protein S6 kinase 6) (p90-RSK 6) (p90RSK6) (Ribosomal S6 kinase 4) (RSK-4) (pp90RSK4)Q9UK32 sp|Q9UK32|KS6A6_HUMAN 1 1 7 0 0 0 NA NA NA NA 1.6 3.03 1.07399998 NA NA 1.07399998 1 NA NA 1 2 NA NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.78 NA NA NA NA 0.99 NA NA NA

Pre-mRNA-processing factor 19 (Nuclear matrix protein 200) (PRP19/PSO4 homolog) (hPso4) (Senescence evasion factor)Q9UMS4 sp|Q9UMS4|PRP19_HUMAN 1 1 7 0 0 0 NA NA NA NA 1.64 2.1 1.58699993 NA NA 1.58699993 1 NA NA 1 1 NA NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.93 NA NA NA NA 1.44 NA NA NA

Serine/threonine-protein phosphatase 6 regulatory subunit 1 (SAPS domain family member 1)Q9UPN7 sp|Q9UPN7|PP6R1_HUMAN 1 1 7 0 0 0 NA NA NA NA 1.64 1.88 2.15700008 NA NA 2.15700008 1 NA NA 1 1 NA NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.82 NA NA NA NA 1.09 NA NA NA

TBC1 domain family member 2BQ9UPU7 sp|Q9UPU7|TBD2B_HUMAN 1 1 7 0 0 0 NA NA 2.03 2.98 NA NA 2.59600002 NA 2.59600002 NA 1 NA 1 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.57 NA NA NA NA 0.99 NA NA NA NA 0.69 NA NA NA NA 1.44 NA NA NA NA 0.94 NA NA NA NA 0.93 NA NA NA NA 0.66 NA NA NA NA NA NA NA NA NA NA NA NA NA

SH3 and multiple ankyrin repeat domains protein 2 (Shank2) (Cortactin-binding protein 1) (CortBP1) (Proline-rich synapse-associated protein 1)Q9UPX8 sp|Q9UPX8|SHAN2_HUMAN 1 1 7 0 0 0 NA NA NA NA 2.33 3.14 1.02000004 NA NA 1.02000004 1 NA NA 1 1 NA NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.84 NA NA NA NA 0.97 NA NA NA

Bifunctional UDP-N-acetylglucosamine 2-epimerase/N-acetylmannosamine kinase (UDP-GlcNAc-2-epimerase/ManAc kinase) [Includes: UDP-N-acetylglucosamine 2-epimerase (hydrolyzing) (EC 3.2.1.183) (UDP-GlcNAc-2-epimerase) (Uridine diphosphate-N-acetylglucosamine-2-epimerase); N-acetylmannosamine kinase (EC 2.7.1.60) (ManAc kinase)]Q9Y223 sp|Q9Y223|GLCNE_HUMAN 1 1 7 0 0 0 NA NA NA NA 2.03 2.72 2.21599992 NA NA 2.21599992 1 NA NA 1 2 NA NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.07 NA NA NA NA 0.65 NA NA NA

Band 4.1-like protein 3 (4.1B) (Differentially expressed in adenocarcinoma of the lung protein 1) (DAL-1) [Cleaved into: Band 4.1-like protein 3, N-terminally processed]Q9Y2J2 sp|Q9Y2J2|E41L3_HUMAN 1 1 7 0 0 0 NA NA NA NA 2.07 3.21 1.19599998 NA NA 1.19599998 1 NA NA 1 2 NA NA 2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.72 NA NA NA NA 1.02 NA NA NA

Lambda-crystallin homolog (EC 1.1.1.45) (L-gulonate 3-dehydrogenase) (Gul3DH)Q9Y2S2 sp|Q9Y2S2|CRYL1_HUMAN 1 1 7 0 0 0 NA NA 2 2.21 NA NA 3.76200005 NA 3.76200005 NA 1 NA 1 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.42 NA NA NA NA 0.72 NA NA NA NA 1.00 NA NA NA NA 1.35 NA NA NA NA 1.35 NA NA NA NA 1.02 NA NA NA NA 0.82 NA NA NA NA NA NA NA NA NA NA NA NA NA

Calcium-regulated heat stable protein 1 (Calcium-regulated heat-stable protein of 24 kDa) (CRHSP-24)Q9Y2V2 sp|Q9Y2V2|CHSP1_HUMAN 1 1 7 0 0 0 NA NA 2 2 NA NA 7.48300031 NA 7.48300031 NA 1 NA 1 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.43 NA NA NA NA 1.07 NA NA NA NA 0.74 NA NA NA NA 1.10 NA NA NA NA 1.35 NA NA NA NA 1.02 NA NA NA NA 0.89 NA NA NA NA NA NA NA NA NA NA NA NA NA

Nucleolar protein 58 (Nucleolar protein 5)Q9Y2X3 sp|Q9Y2X3|NOP58_HUMAN 1 1 7 0 0 0 NA NA NA NA 2.07 2.54 3.40300016 NA NA 3.40300016 1 NA NA 1 1 NA NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.94 NA NA NA NA 0.98 NA NA NA

Suppressor of G2 allele of SKP1 homolog (Protein 40-6-3) (Sgt1)Q9Y2Z0 sp|Q9Y2Z0|SUGT1_HUMAN 1 1 7 0 0 0 NA NA 1.35 1.6 NA NA 2.46600006 NA 2.46600006 NA 1 NA 1 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.11 NA NA NA NA 1.04 NA NA NA NA 0.85 NA NA NA NA 0.96 NA NA NA NA 1.23 NA NA NA NA 1.10 NA NA NA NA 1.07 NA NA NA NA NA NA NA NA NA NA NA NA NA

WASH complex subunit CCDC53 (Coiled-coil domain-containing protein 53)Q9Y3C0 sp|Q9Y3C0|CCD53_HUMAN 1 1 7 0 0 0 NA NA NA NA 2.06 2.2 9.27800015 NA NA 9.27800015 1 NA NA 1 1 NA NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.49 NA NA NA NA 1.03 NA NA NA

Signaling threshold-regulating transmembrane adapter 1 (SHP2-interacting transmembrane adapter protein) (Suppression-inducing transmembrane adapter 1) (gp30/40)Q9Y3P8 sp|Q9Y3P8|SIT1_HUMAN 1 1 7 0 0 0 NA NA NA NA 2 2.06 9.69400033 NA NA 9.69400033 1 NA NA 1 1 NA NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 1.04 NA NA NA NA 0.85 NA NA NA

G-protein-signaling modulator 3 (Activator of G-protein signaling 4) (G18.1b) (Protein G18)Q9Y4H4 sp|Q9Y4H4|GPSM3_HUMAN 1 1 7 0 0 0 NA NA NA NA 2 2.11 11.2499997 NA NA 11.2499997 1 NA NA 1 1 NA NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.84 NA NA NA NA 0.83 NA NA NA

AP-4 complex subunit sigma-1 (AP-4 adapter complex subunit sigma-1) (Adapter-related protein complex 4 subunit sigma-1) (Sigma-1 subunit of AP-4) (Sigma-4-adaptin) (Sigma4-adaptin)Q9Y587 sp|Q9Y587|AP4S1_HUMAN 1 1 7 0 0 0 NA NA 1.86 2.02 NA NA 6.94399998 NA 6.94399998 NA 1 NA 1 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.82 NA NA NA NA 1.18 NA NA NA NA 1.43 NA NA NA NA 1.05 NA NA NA NA 0.92 NA NA NA NA 0.79 NA NA NA NA 0.74 NA NA NA NA NA NA NA NA NA NA NA NA NA

Collagen type IV alpha-3-binding protein (Ceramide transfer protein) (hCERT) (Goodpasture antigen-binding protein) (GPBP) (START domain-containing protein 11) (StARD11) (StAR-related lipid transfer protein 11)Q9Y5P4 sp|Q9Y5P4|C43BP_HUMAN 1 1 7 0 0 0 NA NA 2.04 2.19 NA NA 3.04499995 NA 3.04499995 NA 1 NA 1 NA 1 NA 1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.94 NA NA NA NA 1.42 NA NA NA NA 1.03 NA NA NA NA 1.19 NA NA NA NA 1.19 NA NA NA NA 0.91 NA NA NA NA 1.02 NA NA NA NA NA NA NA NA NA NA NA NA NA

Putative WAS protein family homolog 3 (Protein FAM39DP)C4AMC7 sp|C4AMC7|WASH3_HUMAN 1 1 7 0 0 0 1.62 1.83 NA NA NA NA 2.80799996 2.80799996 NA NA 1 1 NA NA 1 1 NA NA 0.67 0.95 0.92 1.13 0.80 0.83 0.70 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AH receptor-interacting protein (AIP) (Aryl-hydrocarbon receptor-interacting protein) (HBV X-associated protein 2) (XAP-2) (Immunophilin homolog ARA9)O00170 sp|O00170|AIP_HUMAN 1 1 7 0 0 0 2.11 2.35 NA NA NA NA 4.54499982 4.54499982 NA NA 1 1 NA NA 1 1 NA NA 1.31 1.09 0.77 0.82 0.76 1.00 0.93 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Importin subunit alpha-3 (Importin alpha Q1) (Qip1) (Karyopherin subunit alpha-4)O00629 sp|O00629|IMA4_HUMAN 1 1 7 0 0 0 2.01 2.8 NA NA NA NA 3.26300003 3.26300003 NA NA 1 1 NA NA 1 1 NA NA 1.10 0.67 1.06 0.94 1.38 1.30 1.13 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Lipid phosphate phosphohydrolase 1 (EC 3.1.3.4) (PAP2-alpha) (Phosphatidate phosphohydrolase type 2a) (Phosphatidic acid phosphatase 2a) (PAP-2a) (PAP2a)O14494 sp|O14494|LPP1_HUMAN 1 1 7 0 0 0 2 2.1 NA NA NA NA 7.0419997 7.0419997 NA NA 1 1 NA NA 1 1 NA NA 1.21 1.40 0.85 0.85 0.87 0.99 0.79 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Tripeptidyl-peptidase 1 (TPP-1) (EC 3.4.14.9) (Cell growth-inhibiting gene 1 protein) (Lysosomal pepstatin-insensitive protease) (LPIC) (Tripeptidyl aminopeptidase) (Tripeptidyl-peptidase I) (TPP-I)O14773 sp|O14773|TPP1_HUMAN 1 1 7 0 0 0 2.01 2.07 NA NA NA NA 2.48700008 2.48700008 NA NA 1 1 NA NA 1 1 NA NA 1.14 1.04 0.99 0.92 1.51 1.05 0.93 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Tetraspanin-4 (Tspan-4) (Novel antigen 2) (NAG-2) (Transmembrane 4 superfamily member 7)O14817 sp|O14817|TSN4_HUMAN 1 1 7 0 0 0 2.02 2.03 NA NA NA NA 10.4999997 10.4999997 NA NA 1 1 NA NA 1 1 NA NA 0.76 0.95 0.79 1.42 1.06 1.49 0.79 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

E3 ubiquitin-protein ligase Midline-1 (EC 6.3.2.-) (Midin) (Putative transcription factor XPRF) (RING finger protein 59) (RING finger protein Midline-1) (Tripartite motif-containing protein 18)O15344 sp|O15344|TRI18_HUMAN 1 1 7 0 0 0 2.01 2.77 NA NA NA NA 1.64899994 1.64899994 NA NA 1 1 NA NA 1 1 NA NA 1.06 1.04 1.04 1.51 0.93 1.01 0.95 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

N-acetyllactosaminide beta-1,3-N-acetylglucosaminyltransferase (EC 2.4.1.149) (I-beta-1,3-N-acetylglucosaminyltransferase) (iGnT) (Poly-N-acetyllactosamine extension enzyme) (UDP-GlcNAc:betaGal beta-1,3-N-acetylglucosaminyltransferase 1)O43505 sp|O43505|B3GN1_HUMAN 1 1 7 0 0 0 2.04 2.26 NA NA NA NA 5.05999997 5.05999997 NA NA 1 1 NA NA 1 1 NA NA 1.59 0.71 0.91 1.29 1.52 1.96 0.95 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Small glutamine-rich tetratricopeptide repeat-containing protein alpha (Alpha-SGT) (Vpu-binding protein) (UBP)O43765 sp|O43765|SGTA_HUMAN 1 1 7 0 0 0 1.74 1.94 NA NA NA NA 4.15299982 4.15299982 NA NA 1 1 NA NA 1 1 NA NA 1.61 0.78 0.92 0.61 1.71 1.19 0.92 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Phosphoribosyl pyrophosphate synthase-associated protein 2 (PRPP synthase-associated protein 2) (41 kDa phosphoribosypyrophosphate synthetase-associated protein) (PAP41)O60256 sp|O60256|KPRB_HUMAN 1 1 7 0 0 0 1.62 1.94 NA NA NA NA 3.79399993 3.79399993 NA NA 1 1 NA NA 1 1 NA NA 1.03 1.16 1.13 1.09 1.22 0.96 0.92 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

C-Jun-amino-terminal kinase-interacting protein 4 (JIP-4) (JNK-interacting protein 4) (Cancer/testis antigen 89) (CT89) (Human lung cancer oncogene 6 protein) (HLC-6) (JNK-associated leucine-zipper protein) (JLP) (Mitogen-activated protein kinase 8-interacting protein 4) (Proliferation-inducing protein 6) (Protein highly expressed in testis) (PHET) (Sperm surface protein) (Sperm-associated antigen 9) (Sperm-specific protein) (Sunday driver 1)O60271 sp|O60271|JIP4_HUMAN 1 1 7 0 0 0 2.11 3.34 NA NA NA NA 0.90840003 0.90840003 NA NA 1 1 NA NA 1 1 NA NA 0.93 0.79 1.39 1.07 1.21 1.22 1.08 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Bifunctional protein NCOAT (Meningioma-expressed antigen 5) (Nuclear cytoplasmic O-GlcNAcase and acetyltransferase) [Includes: Protein O-GlcNAcase (EC 3.2.1.169) (Glycoside hydrolase O-GlcNAcase) (Hexosaminidase C) (N-acetyl-beta-D-glucosaminidase) (N-acetyl-beta-glucosaminidase) (O-GlcNAcase) (OGA); Histone acetyltransferase (HAT) (EC 2.3.1.48)]O60502 sp|O60502|NCOAT_HUMAN 1 1 7 0 0 0 2.24 2.61 NA NA NA NA 1.41899996 1.41899996 NA NA 1 1 NA NA 1 1 NA NA 0.83 0.72 0.97 1.19 0.88 1.50 0.95 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Leupaxin O60711 sp|O60711|LPXN_HUMAN 1 1 7 0 0 0 2 2.44 NA NA NA NA 5.69900014 5.69900014 NA NA 1 1 NA NA 1 1 NA NA 0.63 0.47 1.18 1.17 0.66 0.98 1.42 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Ankyrin repeat domain-containing protein 17 (Gene trap ankyrin repeat protein) (Serologically defined breast cancer antigen NY-BR-16)O75179 sp|O75179|ANR17_HUMAN 1 1 7 0 0 0 2.55 3.95 NA NA NA NA 0.46100002 0.46100002 NA NA 1 1 NA NA 1 1 NA NA 1.20 0.91 1.35 1.22 1.24 0.99 1.19 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Vacuolar protein sorting-associated protein 26A (Vesicle protein sorting 26A) (hVPS26)O75436 sp|O75436|VP26A_HUMAN 1 1 7 0 0 0 2.33 2.57 NA NA NA NA 3.66999991 3.66999991 NA NA 1 1 NA NA 1 1 NA NA 0.97 1.00 1.10 1.25 1.14 1.21 0.98 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

26S proteasome non-ATPase regulatory subunit 10 (26S proteasome regulatory subunit p28) (Gankyrin) (p28(GANK))O75832 sp|O75832|PSD10_HUMAN 1 1 7 0 0 0 2 2.43 NA NA NA NA 9.73500013 9.73500013 NA NA 1 1 NA NA 1 1 NA NA 1.24 0.72 1.21 0.77 1.04 0.90 1.10 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Glutaredoxin-3 (PKC-interacting cousin of thioredoxin) (PICOT) (PKC-theta-interacting protein) (PKCq-interacting protein) (Thioredoxin-like protein 2)O76003 sp|O76003|GLRX3_HUMAN 1 1 7 0 0 0 2.02 2.53 NA NA NA NA 3.88099998 3.88099998 NA NA 1 1 NA NA 1 1 NA NA 1.48 0.59 1.12 0.94 1.81 1.14 1.44 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Nebulette (Actin-binding Z-disk protein)O76041 sp|O76041|NEBL_HUMAN 1 1 7 0 0 0 2.18 3.59 NA NA NA NA 1.08500002 1.08500002 NA NA 1 1 NA NA 1 1 NA NA 1.07 1.07 1.00 0.88 0.52 0.95 0.71 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Tubulin polymerization-promoting protein (TPPP) (25 kDa brain-specific protein) (TPPP/p25) (p24) (p25-alpha)O94811 sp|O94811|TPPP_HUMAN 1 1 7 0 0 0 1.77 1.89 NA NA NA NA 4.10999991 4.10999991 NA NA 1 1 NA NA 1 1 NA NA 1.23 0.95 1.29 1.01 1.10 0.90 1.38 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Myelin protein zero-like protein 1 (Protein zero-related)O95297 sp|O95297|MPZL1_HUMAN 1 1 7 0 0 0 2.13 2.15 NA NA NA NA 4.83300015 4.83300015 NA NA 1 1 NA NA 1 1 NA NA 1.65 2.45 0.91 1.23 0.83 1.14 0.96 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Acyl-protein thioesterase 2 (APT-2) (EC 3.1.2.-) (Lysophospholipase II) (LPL-II) (LysoPLA II)O95372 sp|O95372|LYPA2_HUMAN 1 1 7 0 0 0 2.09 2.24 NA NA NA NA 11.2599999 11.2599999 NA NA 1 1 NA NA 1 1 NA NA 0.84 1.04 0.96 0.87 0.74 1.19 0.96 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

STAM-binding protein (EC 3.4.19.-) (Associated molecule with the SH3 domain of STAM) (Endosome-associated ubiquitin isopeptidase)O95630 sp|O95630|STABP_HUMAN 1 1 7 0 0 0 2.08 3 NA NA NA NA 1.88699998 1.88699998 NA NA 1 1 NA NA 1 1 NA NA 1.89 1.28 0.55 0.89 0.85 0.78 0.65 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Coagulation factor XIII A chain (Coagulation factor XIIIa) (EC 2.3.2.13) (Protein-glutamine gamma-glutamyltransferase A chain) (Transglutaminase A chain)P00488 sp|P00488|F13A_HUMAN 1 1 7 0 0 0 2.04 2.5 NA NA NA NA 1.63899995 1.63899995 NA NA 1 1 NA NA 1 1 NA NA 0.61 0.64 1.13 1.42 0.79 1.33 1.34 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Purine nucleoside phosphorylase (PNP) (EC 2.4.2.1) (Inosine phosphorylase) (Inosine-guanosine phosphorylase)P00491 sp|P00491|PNPH_HUMAN 1 1 7 0 0 0 1.71 1.78 NA NA NA NA 3.80599983 3.80599983 NA NA 1 1 NA NA 1 1 NA NA 1.11 1.21 1.53 1.25 1.02 1.58 1.34 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Arginase-1 (EC 3.5.3.1) (Liver-type arginase) (Type I arginase)P05089 sp|P05089|ARGI1_HUMAN 1 1 7 0 0 0 2.27 2.59 NA NA NA NA 3.41599993 3.41599993 NA NA 1 1 NA NA 1 1 NA NA 0.71 1.75 0.77 0.98 0.61 1.25 0.92 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

JmjC domain-containing protein 7 (Jumonji domain-containing protein 7)P0C870 sp|P0C870|JMJD7_HUMAN 1 1 7 0 0 0 2.01 2.27 NA NA NA NA 4.43000011 4.43000011 NA NA 1 1 NA NA 1 1 NA NA 1.59 1.28 0.79 0.94 0.83 1.01 0.94 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Mannose-binding protein C (MBP-C) (Collectin-1) (MBP1) (Mannan-binding protein) (Mannose-binding lectin)P11226 sp|P11226|MBL2_HUMAN 1 1 7 0 0 0 2.03 2.16 NA NA NA NA 5.24200015 5.24200015 NA NA 1 1 NA NA 1 1 NA NA 0.18 0.47 0.68 0.86 0.53 0.75 0.91 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Xaa-Pro dipeptidase (X-Pro dipeptidase) (EC 3.4.13.9) (Imidodipeptidase) (Peptidase D) (Proline dipeptidase) (Prolidase)P12955 sp|P12955|PEPD_HUMAN 1 1 7 0 0 0 2 2.06 NA NA NA NA 2.02799998 2.02799998 NA NA 1 1 NA NA 1 1 NA NA 1.21 1.49 1.06 0.82 1.42 0.97 0.88 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Small nuclear ribonucleoprotein-associated proteins B and B' (snRNP-B) (Sm protein B/B') (Sm-B/B') (SmB/B')P14678 sp|P14678|RSMB_HUMAN 1 1 7 0 0 0 2.04 2.18 NA NA NA NA 3.33300009 3.33300009 NA NA 1 1 NA NA 1 1 NA NA 1.70 1.56 1.74 0.91 0.78 0.97 0.65 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Fumarylacetoacetase (FAA) (EC 3.7.1.2) (Beta-diketonase) (Fumarylacetoacetate hydrolase)P16930 sp|P16930|FAAA_HUMAN 1 1 7 0 0 0 2 2.03 NA NA NA NA 2.86400002 2.86400002 NA NA 1 1 NA NA 1 1 NA NA 2.71 1.65 0.82 0.89 1.57 0.80 0.99 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Endoglin (CD antigen CD105)P17813 sp|P17813|EGLN_HUMAN 1 1 7 0 0 0 2.01 2.15 NA NA NA NA 1.52000003 1.52000003 NA NA 1 1 NA NA 1 1 NA NA 1.33 1.42 0.92 1.29 1.09 1.05 1.32 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Arylamine N-acetyltransferase 1 (EC 2.3.1.5) (Arylamide acetylase 1) (Monomorphic arylamine N-acetyltransferase) (MNAT) (N-acetyltransferase type 1) (NAT-1)P18440 sp|P18440|ARY1_HUMAN 1 1 7 0 0 0 2 2.41 NA NA NA NA 5.17200008 5.17200008 NA NA 1 1 NA NA 1 1 NA NA 1.12 0.44 1.17 0.75 1.05 0.92 1.25 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Sodium/hydrogen exchanger 1 (APNH) (Na(+)/H(+) antiporter, amiloride-sensitive) (Na(+)/H(+) exchanger 1) (NHE-1) (Solute carrier family 9 member 1)P19634 sp|P19634|SL9A1_HUMAN 1 1 7 0 0 0 1.97 2.45 NA NA NA NA 1.59499999 1.59499999 NA NA 1 1 NA NA 1 1 NA NA 1.26 0.86 1.38 1.17 0.94 1.49 1.05 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Eukaryotic translation initiation factor 2 subunit 2 (Eukaryotic translation initiation factor 2 subunit beta) (eIF-2-beta)P20042 sp|P20042|IF2B_HUMAN 1 1 7 0 0 0 2 2.39 NA NA NA NA 6.00599982 6.00599982 NA NA 1 1 NA NA 2 2 NA NA 0.96 1.80 1.13 0.87 0.70 1.02 0.97 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Myeloid cell surface antigen CD33 (Sialic acid-binding Ig-like lectin 3) (Siglec-3) (gp67) (CD antigen CD33)P20138 sp|P20138|CD33_HUMAN 1 1 7 0 0 0 2 2.19 NA NA NA NA 2.74700001 2.74700001 NA NA 1 1 NA NA 1 1 NA NA 0.52 1.35 1.04 0.91 0.94 0.85 1.54 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Beta-adrenergic receptor kinase 1 (Beta-ARK-1) (EC 2.7.11.15) (G-protein coupled receptor kinase 2)P25098 sp|P25098|ARBK1_HUMAN 1 1 7 0 0 0 1.89 2.77 NA NA NA NA 1.30599998 1.30599998 NA NA 1 1 NA NA 1 1 NA NA 1.10 0.78 0.82 1.02 1.00 1.13 1.09 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

DnaJ homolog subfamily B member 1 (DnaJ protein homolog 1) (Heat shock 40 kDa protein 1) (HSP40) (Heat shock protein 40) (Human DnaJ protein 1) (hDj-1)P25685 sp|P25685|DNJB1_HUMAN 1 1 7 0 0 0 1.47 1.75 NA NA NA NA 3.52899991 3.52899991 NA NA 1 1 NA NA 1 1 NA NA 0.94 0.83 1.36 0.97 1.28 0.90 1.01 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Calnexin (IP90) (Major histocompatibility complex class I antigen-binding protein p88) (p90)P27824 sp|P27824|CALX_HUMAN 1 1 7 0 0 0 1.81 2.33 NA NA NA NA 1.351 1.351 NA NA 1 1 NA NA 1 1 NA NA 0.59 0.82 0.72 0.45 0.51 0.81 0.92 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Heterogeneous nuclear ribonucleoprotein H (hnRNP H) [Cleaved into: Heterogeneous nuclear ribonucleoprotein H, N-terminally processed]P31943 sp|P31943|HNRH1_HUMAN 1 1 7 0 0 0 2.02 2.16 NA NA NA NA 3.78599986 3.78599986 NA NA 1 1 NA NA 1 1 NA NA 0.75 0.75 0.81 0.62 0.95 0.63 0.58 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Glutaredoxin-1 (Thioltransferase-1) (TTase-1)P35754 sp|P35754|GLRX1_HUMAN 1 1 7 0 0 0 1.92 2.1 NA NA NA NA 10.3799999 10.3799999 NA NA 1 1 NA NA 1 1 NA NA 0.81 0.54 1.02 0.76 0.99 0.98 1.11 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Interleukin-6 receptor subunit beta (IL-6 receptor subunit beta) (IL-6R subunit beta) (IL-6R-beta) (IL-6RB) (CDw130) (Interleukin-6 signal transducer) (Membrane glycoprotein 130) (gp130) (Oncostatin-M receptor subunit alpha) (CD antigen CD130)P40189 sp|P40189|IL6RB_HUMAN 1 1 7 0 0 0 2.02 2.82 NA NA NA NA 1.85199995 1.85199995 NA NA 1 1 NA NA 1 1 NA NA 1.03 1.03 0.97 1.39 1.46 1.28 0.53 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Centrin-2 (Caltractin isoform 1)P41208 sp|P41208|CETN2_HUMAN 1 1 7 0 0 0 2.02 2.18 NA NA NA NA 7.55800009 7.55800009 NA NA 1 1 NA NA 1 1 NA NA 0.77 0.96 1.35 1.53 0.67 1.26 1.29 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Biotinidase (Biotinase) (EC 3.5.1.12)P43251 sp|P43251|BTD_HUMAN 1 1 7 0 0 0 2 2.16 NA NA NA NA 2.39400007 2.39400007 NA NA 1 1 NA NA 1 1 NA NA 0.78 0.81 1.83 1.21 0.75 1.84 0.96 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Ran-specific GTPase-activating protein (Ran-binding protein 1) (RanBP1)P43487 sp|P43487|RANG_HUMAN 1 1 7 0 0 0 1.37 1.46 NA NA NA NA 11.4399999 11.4399999 NA NA 1 1 NA NA 1 1 NA NA 1.10 0.77 1.20 0.85 1.34 1.06 1.04 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Phosphatidylinositol transfer protein beta isoform (PI-TP-beta) (PtdIns transfer protein beta) (PtdInsTP beta)P48739 sp|P48739|PIPNB_HUMAN 1 1 7 0 0 0 2.04 2.25 NA NA NA NA 4.428 4.428 NA NA 1 1 NA NA 1 1 NA NA 1.65 2.22 1.01 1.08 1.14 1.42 0.92 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Protein farnesyltransferase/geranylgeranyltransferase type-1 subunit alpha (EC 2.5.1.58) (EC 2.5.1.59) (CAAX farnesyltransferase subunit alpha) (FTase-alpha) (Ras proteins prenyltransferase subunit alpha) (Type I protein geranyl-geranyltransferase subunit alpha) (GGTase-I-alpha)P49354 sp|P49354|FNTA_HUMAN 1 1 7 0 0 0 2 2.25 NA NA NA NA 4.74900007 4.74900007 NA NA 1 1 NA NA 1 1 NA NA 1.26 0.56 0.76 0.92 1.35 0.94 0.78 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Glycogen synthase kinase-3 beta (GSK-3 beta) (EC 2.7.11.26) (Serine/threonine-protein kinase GSK3B) (EC 2.7.11.1)P49841 sp|P49841|GSK3B_HUMAN 1 1 7 0 0 0 2 2.23 NA NA NA NA 3.81000005 3.81000005 NA NA 1 1 NA NA 1 1 NA NA 1.10 1.01 1.20 1.07 0.95 1.05 0.82 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Protein SEC13 homolog (SEC13-like protein 1) (SEC13-related protein)P55735 sp|P55735|SEC13_HUMAN 1 1 7 0 0 0 2.23 2.35 NA NA NA NA 3.41599993 3.41599993 NA NA 1 1 NA NA 1 1 NA NA 0.68 0.99 0.93 0.96 1.11 1.22 1.06 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

V-type proton ATPase subunit d 1 (V-ATPase subunit d 1) (32 kDa accessory protein) (V-ATPase 40 kDa accessory protein) (V-ATPase AC39 subunit) (p39) (Vacuolar proton pump subunit d 1)P61421 sp|P61421|VA0D1_HUMAN 1 1 7 0 0 0 2.03 2.33 NA NA NA NA 3.13399993 3.13399993 NA NA 1 1 NA NA 1 1 NA NA 0.96 1.04 0.71 0.72 1.16 0.81 0.85 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Ubiquitin carboxyl-terminal hydrolase 46 (EC 3.4.19.12) (Deubiquitinating enzyme 46) (Ubiquitin thioesterase 46) (Ubiquitin-specific-processing protease 46)P62068 sp|P62068|UBP46_HUMAN 1 1 7 0 0 0 2 2.29 NA NA NA NA 4.9180001 4.9180001 NA NA 1 1 NA NA 1 1 NA NA 1.22 1.02 0.91 1.20 1.11 1.00 1.11 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Eukaryotic peptide chain release factor subunit 1 (Eukaryotic release factor 1) (eRF1) (Protein Cl1) (TB3-1)P62495 sp|P62495|ERF1_HUMAN 1 1 7 0 0 0 2.06 2.25 NA NA NA NA 2.28799991 2.28799991 NA NA 1 1 NA NA 1 1 NA NA 1.14 0.52 0.96 0.84 1.14 0.97 1.04 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

60S ribosomal protein L31P62899 sp|P62899|RL31_HUMAN 1 1 7 0 0 0 2 2.08 NA NA NA NA 11.2000004 11.2000004 NA NA 1 1 NA NA 1 1 NA NA 1.05 0.81 1.13 0.78 0.91 0.86 0.99 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Coxsackievirus and adenovirus receptor (CAR) (hCAR) (CVB3-binding protein) (Coxsackievirus B-adenovirus receptor) (HCVADR)P78310 sp|P78310|CXAR_HUMAN 1 1 7 0 0 0 2.02 2.12 NA NA NA NA 4.65800017 4.65800017 NA NA 1 1 NA NA 1 1 NA NA 1.30 1.99 0.65 0.86 0.80 1.11 0.66 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Microtubule-associated protein 1A (MAP-1A) (Proliferation-related protein p80) [Cleaved into: MAP1A heavy chain; MAP1 light chain LC2]P78559 sp|P78559|MAP1A_HUMAN 1 1 7 0 0 0 2.44 3.9 NA NA NA NA 0.5351 0.5351 NA NA 1 1 NA NA 1 1 NA NA 0.95 2.37 0.74 0.54 0.85 0.71 0.61 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Conserved oligomeric Golgi complex subunit 7 (COG complex subunit 7) (Component of oligomeric Golgi complex 7)P83436 sp|P83436|COG7_HUMAN 1 1 7 0 0 0 2.04 2.94 NA NA NA NA 1.29899997 1.29899997 NA NA 1 1 NA NA 1 1 NA NA 0.97 0.96 1.46 0.96 1.12 0.96 0.99 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Nucleobindin-1 (CALNUC)Q02818 sp|Q02818|NUCB1_HUMAN 1 1 7 0 0 0 2.01 2.61 NA NA NA NA 3.47100012 3.47100012 NA NA 1 1 NA NA 1 1 NA NA 0.89 1.16 1.25 1.17 1.34 1.22 0.97 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Urokinase plasminogen activator surface receptor (U-PAR) (uPAR) (Monocyte activation antigen Mo3) (CD antigen CD87)Q03405 sp|Q03405|UPAR_HUMAN 1 1 7 0 0 0 1.35 1.5 NA NA NA NA 6.86599985 6.86599985 NA NA 1 1 NA NA 1 1 NA NA 0.41 1.18 0.69 1.18 1.13 0.86 2.20 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Amyloid-like protein 2 (APLP-2) (APPH) (Amyloid protein homolog) (CDEI box-binding protein) (CDEBP)Q06481 sp|Q06481|APLP2_HUMAN 1 1 7 0 0 0 2.07 2.41 NA NA NA NA 2.097 2.097 NA NA 1 1 NA NA 1 1 NA NA 0.96 1.17 1.11 1.06 0.83 0.98 0.70 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Protein-glutamine gamma-glutamyltransferase E (EC 2.3.2.13) (Transglutaminase E) (TG(E)) (TGE) (TGase E) (Transglutaminase-3) (TGase-3) [Cleaved into: Protein-glutamine gamma-glutamyltransferase E 50 kDa catalytic chain; Protein-glutamine gamma-glutamyltransferase E 27 kDa non-catalytic chain]Q08188 sp|Q08188|TGM3_HUMAN 1 1 7 0 0 0 2.03 2.55 NA NA NA NA 1.58699993 1.58699993 NA NA 1 1 NA NA 1 1 NA NA 0.62 2.22 0.68 0.90 0.88 1.10 0.92 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Serine/threonine-protein phosphatase 2B catalytic subunit alpha isoform (EC 3.1.3.16) (CAM-PRP catalytic subunit) (Calmodulin-dependent calcineurin A subunit alpha isoform)Q08209 sp|Q08209|PP2BA_HUMAN 1 1 7 0 0 0 2 2.36 NA NA NA NA 3.26300003 3.26300003 NA NA 1 1 NA NA 1 1 NA NA 1.21 1.12 1.15 1.16 1.10 1.02 1.00 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Active breakpoint cluster region-related proteinQ12979 sp|Q12979|ABR_HUMAN 1 1 7 0 0 0 1.61 2.54 NA NA NA NA 1.39699997 1.39699997 NA NA 1 1 NA NA 1 1 NA NA 1.26 0.61 1.13 1.08 0.79 1.05 0.86 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Voltage-gated potassium channel subunit beta-2 (K(+) channel subunit beta-2) (Kv-beta-2) (hKvbeta2)Q13303 sp|Q13303|KCAB2_HUMAN 1 1 7 0 0 0 2.3 2.64 NA NA NA NA 6.81200028 6.81200028 NA NA 1 1 NA NA 1 1 NA NA 0.81 1.08 1.68 1.43 1.26 1.43 1.18 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Inactive tyrosine-protein kinase 7 (Colon carcinoma kinase 4) (CCK-4) (Protein-tyrosine kinase 7) (Pseudo tyrosine kinase receptor 7) (Tyrosine-protein kinase-like 7)Q13308 sp|Q13308|PTK7_HUMAN 1 1 7 0 0 0 2.08 2.75 NA NA NA NA 1.49499998 1.49499998 NA NA 1 1 NA NA 1 1 NA NA 0.80 0.94 0.87 1.45 0.88 1.03 1.05 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Cullin-4B (CUL-4B) Q13620 sp|Q13620|CUL4B_HUMAN 1 1 7 0 0 0 2.03 2.78 NA NA NA NA 1.31400004 1.31400004 NA NA 1 1 NA NA 1 1 NA NA 1.13 0.79 0.97 0.93 1.08 0.82 1.09 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Ras-related protein Rab-31 (Ras-related protein Rab-22B)Q13636 sp|Q13636|RAB31_HUMAN 1 1 7 0 0 0 1.31 1.44 NA NA NA NA 6.70100004 6.70100004 NA NA 1 1 NA NA 1 1 NA NA 0.59 1.61 0.90 1.08 0.91 0.80 0.78 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Phosphomevalonate kinase (PMKase) (hPMK) (EC 2.7.4.2)Q15126 sp|Q15126|PMVK_HUMAN 1 1 7 0 0 0 2.06 2.3 NA NA NA NA 5.7289999 5.7289999 NA NA 1 1 NA NA 1 1 NA NA 0.92 0.48 2.69 0.80 0.81 4.42 1.04 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Nicotinate-nucleotide pyrophosphorylase [carboxylating] (EC 2.4.2.19) (Quinolinate phosphoribosyltransferase [decarboxylating]) (QAPRTase) (QPRTase)Q15274 sp|Q15274|NADC_HUMAN 1 1 7 0 0 0 1.59 1.83 NA NA NA NA 4.03999984 4.03999984 NA NA 1 1 NA NA 1 1 NA NA 1.37 1.48 0.67 0.85 0.85 1.25 0.81 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Ras GTPase-activating protein 2 (GTPase-activating protein 1m) (GAP1m)Q15283 sp|Q15283|RASA2_HUMAN 1 1 7 0 0 0 1.67 2.67 NA NA NA NA 1.64899994 1.64899994 NA NA 1 1 NA NA 1 1 NA NA 0.73 0.56 5.87 0.94 0.91 1.12 1.09 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Sodium/glucose cotransporter 4 (Na(+)/glucose cotransporter 4) (hSGLT4) (Solute carrier family 5 member 9)Q2M3M2 sp|Q2M3M2|SC5A9_HUMAN 1 1 7 0 0 0 2.21 2.45 NA NA NA NA 1.76199991 1.76199991 NA NA 1 1 NA NA 1 1 NA NA 1.04 0.92 0.38 0.52 0.27 0.50 0.36 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Coiled-coil domain-containing protein 93Q567U6 sp|Q567U6|CCD93_HUMAN 1 1 7 0 0 0 2.02 2.81 NA NA NA NA 1.58500001 1.58500001 NA NA 1 1 NA NA 1 1 NA NA 0.88 0.98 1.01 1.25 0.98 1.09 0.97 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

FRAS1-related extracellular matrix protein 2 (ECM3 homolog)Q5SZK8 sp|Q5SZK8|FREM2_HUMAN 1 1 7 0 0 0 1.82 4.58 NA NA NA NA 0.44180001 0.44180001 NA NA 1 1 NA NA 1 1 NA NA 0.82 0.79 1.59 1.06 0.74 1.12 0.91 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Armadillo repeat-containing protein 4Q5T2S8 sp|Q5T2S8|ARMC4_HUMAN 1 1 7 0 0 0 2.11 3.26 NA NA NA NA 1.437 1.437 NA NA 1 1 NA NA 1 1 NA NA 0.93 0.62 1.39 0.89 1.02 1.03 1.35 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Keratinocyte proline-rich protein (hKPRP)Q5T749 sp|Q5T749|KPRP_HUMAN 1 1 7 0 0 0 2 2 NA NA NA NA 2.073 2.073 NA NA 1 1 NA NA 1 1 NA NA 0.82 1.68 1.07 1.23 0.76 1.40 0.96 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

DENN domain-containing protein 4CQ5VZ89 sp|Q5VZ89|DEN4C_HUMAN 1 1 7 0 0 0 2.4 3.73 NA NA NA NA 1.25500001 1.25500001 NA NA 1 1 NA NA 1 1 NA NA 0.88 0.73 0.84 0.82 1.22 0.74 1.05 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Zinc finger FYVE domain-containing protein 26 (FYVE domain-containing centrosomal protein) (FYVE-CENT) (Spastizin)Q68DK2 sp|Q68DK2|ZFY26_HUMAN 1 1 7 0 0 0 1.38 3.5 NA NA NA NA 0.59079998 0.59079998 NA NA 1 1 NA NA 1 1 NA NA 0.78 0.99 0.81 1.04 1.16 0.92 0.81 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

OTU domain-containing protein 7B (EC 3.4.19.12) (Cellular zinc finger anti-NF-kappa-B protein) (Zinc finger A20 domain-containing protein 1) (Zinc finger protein Cezanne)Q6GQQ9 sp|Q6GQQ9|OTU7B_HUMAN 1 1 7 0 0 0 1.54 1.86 NA NA NA NA 1.42299999 1.42299999 NA NA 1 1 NA NA 2 2 NA NA 1.38 0.88 0.74 2.45 1.10 1.11 0.94 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Pyridoxal-dependent decarboxylase domain-containing protein 1 (EC 4.1.1.-)Q6P996 sp|Q6P996|PDXD1_HUMAN 1 1 7 0 0 0 2.01 2.71 NA NA NA NA 1.77699998 1.77699998 NA NA 1 1 NA NA 1 1 NA NA 0.77 1.05 1.01 0.75 0.78 0.93 1.12 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Transmembrane protein C16orf54Q6UWD8 sp|Q6UWD8|CP054_HUMAN 1 1 7 0 0 0 1.55 1.73 NA NA NA NA 4.91099991 4.91099991 NA NA 1 1 NA NA 1 1 NA NA 0.70 0.86 0.88 1.06 1.09 1.09 1.06 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Phosphofurin acidic cluster sorting protein 1 (PACS-1)Q6VY07 sp|Q6VY07|PACS1_HUMAN 1 1 7 0 0 0 1.89 3.09 NA NA NA NA 1.14200003 1.14200003 NA NA 1 1 NA NA 1 1 NA NA 0.78 1.01 1.24 1.67 0.90 0.93 1.12 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Coiled-coil domain-containing protein 108Q6ZU64 sp|Q6ZU64|CC108_HUMAN 1 1 7 0 0 0 1.96 3.02 NA NA NA NA 0.57140002 0.57140002 NA NA 1 1 NA NA 1 1 NA NA 1.86 1.15 1.14 1.25 0.97 1.01 1.20 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

V-set domain-containing T-cell activation inhibitor 1 (B7h.5) (Immune costimulatory protein B7-H4) (Protein B7S1) (T-cell costimulatory molecule B7x)Q7Z7D3 sp|Q7Z7D3|VTCN1_HUMAN 1 1 7 0 0 0 1.6 1.8 NA NA NA NA 3.5459999 3.5459999 NA NA 1 1 NA NA 1 1 NA NA 0.67 1.15 1.52 0.87 1.88 1.03 1.45 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Kinectin (CG-1 antigen) (Kinesin receptor)Q86UP2 sp|Q86UP2|KTN1_HUMAN 1 1 7 0 0 0 2.21 4.49 NA NA NA NA 1.17899999 1.17899999 NA NA 1 1 NA NA 1 1 NA NA 0.59 1.71 1.33 0.73 1.64 0.97 1.05 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

MICAL-like protein 2 (Junctional Rab13-binding protein) (Molecule interacting with CasL-like 2) (MICAL-L2)Q8IY33 sp|Q8IY33|MILK2_HUMAN 1 1 7 0 0 0 2.21 2.91 NA NA NA NA 1.327 1.327 NA NA 1 1 NA NA 1 1 NA NA 0.65 1.02 0.85 0.78 0.87 0.69 0.94 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Solute carrier family 35 member F6 (ANT2-binding protein) (ANT2BP) (Transport and Golgi organization 9 homolog)Q8N357 sp|Q8N357|CB018_HUMAN 1 1 7 0 0 0 2.02 2.31 NA NA NA NA 3.235 3.235 NA NA 1 1 NA NA 1 1 NA NA 1.19 1.84 0.85 0.98 1.37 1.22 0.68 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Cyclin-Y-like protein 1Q8N7R7 sp|Q8N7R7|CCYL1_HUMAN 1 1 7 0 0 0 2.01 2.29 NA NA NA NA 3.06400005 3.06400005 NA NA 1 1 NA NA 1 1 NA NA 1.30 1.34 1.09 1.31 0.98 0.96 0.97 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

NAD(P)H-hydrate epimerase (EC 5.1.99.6) (Apolipoprotein A-I-binding protein) (AI-BP) (NAD(P)HX epimerase) (YjeF N-terminal domain-containing protein 1) (YjeF_N1)Q8NCW5 sp|Q8NCW5|AIBP_HUMAN 1 1 7 0 0 0 1.32 1.33 NA NA NA NA 6.59700036 6.59700036 NA NA 1 1 NA NA 1 1 NA NA 1.30 0.67 0.95 1.12 1.12 1.01 1.39 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Vacuolar protein sorting-associated protein 37A (hVps37A) (ESCRT-I complex subunit VPS37A) (Hepatocellular carcinoma-related protein 1)Q8NEZ2 sp|Q8NEZ2|VP37A_HUMAN 1 1 7 0 0 0 2 2.72 NA NA NA NA 3.27499993 3.27499993 NA NA 1 1 NA NA 1 1 NA NA 1.25 1.08 0.86 1.08 1.12 1.06 0.93 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

InaD-like protein (Inadl protein) (hINADL) (Pals1-associated tight junction protein) (Protein associated to tight junctions)Q8NI35 sp|Q8NI35|INADL_HUMAN 1 1 7 0 0 0 1.6 3.73 NA NA NA NA 0.44419998 0.44419998 NA NA 1 1 NA NA 1 1 NA NA 1.40 1.18 0.68 1.01 0.92 0.81 0.70 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Protein-methionine sulfoxide oxidase MICAL1 (EC 1.14.13.-) (Molecule interacting with CasL protein 1) (MICAL-1) (NEDD9-interacting protein with calponin homology and LIM domains)Q8TDZ2 sp|Q8TDZ2|MICA1_HUMAN 1 1 7 0 0 0 2.08 2.66 NA NA NA NA 1.12500005 1.12500005 NA NA 1 1 NA NA 1 1 NA NA 0.70 0.59 1.25 0.89 1.22 1.51 1.14 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

D-tyrosyl-tRNA(Tyr) deacylase 1 (EC 3.1.-.-) (DNA-unwinding element-binding protein B) (DUE-B) (Histidyl-tRNA synthase-related)Q8TEA8 sp|Q8TEA8|DTD1_HUMAN 1 1 7 0 0 0 2 2.05 NA NA NA NA 6.6990003 6.6990003 NA NA 1 1 NA NA 1 1 NA NA 1.80 1.48 1.10 0.58 1.07 1.46 1.12 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

WAS/WASL-interacting protein family member 2 (WASP-interacting protein-related protein) (WIP- and CR16-homologous protein) (WIP-related protein)Q8TF74 sp|Q8TF74|WIPF2_HUMAN 1 1 7 0 0 0 1.6 1.8 NA NA NA NA 2.72700004 2.72700004 NA NA 1 1 NA NA 1 1 NA NA 1.49 1.12 0.86 1.09 0.75 1.09 0.76 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

MAP kinase-activating death domain protein (Differentially expressed in normal and neoplastic cells) (Insulinoma glucagonoma clone 20) (Rab3 GDP/GTP exchange factor)Q8WXG6 sp|Q8WXG6|MADD_HUMAN 1 1 7 0 0 0 2.04 3.09 NA NA NA NA 0.78929998 0.78929998 NA NA 1 1 NA NA 1 1 NA NA 1.35 1.29 0.93 0.92 1.10 0.96 0.93 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Proteasome inhibitor PI31 subunit (hPI31)Q92530 sp|Q92530|PSMF1_HUMAN 1 1 7 0 0 0 2 2.09 NA NA NA NA 4.428 4.428 NA NA 1 1 NA NA 1 1 NA NA 1.67 0.49 1.14 1.19 1.24 1.18 1.38 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Axin interactor, dorsalization-associated protein (Axin interaction partner and dorsalization antagonist)Q96BJ3 sp|Q96BJ3|AIDA_HUMAN 1 1 7 0 0 0 1.48 1.74 NA NA NA NA 2.61400007 2.61400007 NA NA 1 1 NA NA 1 1 NA NA 1.30 0.83 0.70 1.27 1.13 0.99 1.01 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Charged multivesicular body protein 6 (Chromatin-modifying protein 6) (Vacuolar protein sorting-associated protein 20) (Vps20) (hVps20)Q96FZ7 sp|Q96FZ7|CHMP6_HUMAN 1 1 7 0 0 0 2.01 2.5 NA NA NA NA 6.46800026 6.46800026 NA NA 1 1 NA NA 1 1 NA NA 1.18 2.23 0.93 0.98 0.96 1.04 1.02 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Protein PRRC1 (Proline-rich and coiled-coil-containing protein 1)Q96M27 sp|Q96M27|PRRC1_HUMAN 1 1 7 0 0 0 2.02 2.46 NA NA NA NA 3.14599983 3.14599983 NA NA 1 1 NA NA 1 1 NA NA 1.07 0.76 0.94 1.04 0.84 0.98 0.92 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Noelin (Neuronal olfactomedin-related ER localized protein) (Olfactomedin-1)Q99784 sp|Q99784|NOE1_HUMAN 1 1 7 0 0 0 2.01 2.58 NA NA NA NA 2.26799995 2.26799995 NA NA 1 1 NA NA 1 1 NA NA 0.63 0.53 0.99 1.09 0.92 2.07 1.00 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Protein arginine N-methyltransferase 1 (EC 2.1.1.-) (Histone-arginine N-methyltransferase PRMT1) (EC 2.1.1.125) (Interferon receptor 1-bound protein 4)Q99873 sp|Q99873|ANM1_HUMAN 1 1 7 0 0 0 2 2.13 NA NA NA NA 4.15499993 4.15499993 NA NA 1 1 NA NA 1 1 NA NA 1.07 1.14 1.14 0.88 1.06 1.24 0.98 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

B9 domain-containing protein 2 (MKS1-related protein 2)Q9BPU9 sp|Q9BPU9|B9D2_HUMAN 1 1 7 0 0 0 2 2.08 NA NA NA NA 11.9999997 11.9999997 NA NA 1 1 NA NA 1 1 NA NA 1.37 0.99 0.94 0.92 0.78 0.84 0.96 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Actin-related protein 2/3 complex subunit 5-like protein (Arp2/3 complex 16 kDa subunit 2) (ARC16-2)Q9BPX5 sp|Q9BPX5|ARP5L_HUMAN 1 1 7 0 0 0 2 2.11 NA NA NA NA 7.8429997 7.8429997 NA NA 1 1 NA NA 1 1 NA NA 1.74 2.68 1.57 1.27 0.74 0.57 0.59 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

BTB/POZ domain-containing protein KCTD14Q9BQ13 sp|Q9BQ13|KCD14_HUMAN 1 1 7 0 0 0 2 2.21 NA NA NA NA 3.92200016 3.92200016 NA NA 1 1 NA NA 1 1 NA NA 1.15 1.04 1.05 1.05 1.08 1.14 0.72 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Voltage-dependent calcium channel gamma-6 subunit (Neuronal voltage-gated calcium channel gamma-6 subunit)Q9BXT2 sp|Q9BXT2|CCG6_HUMAN 1 1 7 0 0 0 2 2.11 NA NA NA NA 3.84600014 3.84600014 NA NA 1 1 NA NA 2 2 NA NA 2.90 1.82 0.91 1.17 0.83 0.97 0.88 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Protein phosphatase 1 regulatory subunit 12C (Protein phosphatase 1 myosin-binding subunit of 85 kDa) (Protein phosphatase 1 myosin-binding subunit p85)Q9BZL4 sp|Q9BZL4|PP12C_HUMAN 1 1 7 0 0 0 2.02 2.56 NA NA NA NA 1.66200008 1.66200008 NA NA 1 1 NA NA 2 2 NA NA 1.10 1.22 0.91 0.89 1.18 0.97 1.03 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

UBX domain-containing protein 6 (UBX domain-containing protein 1)Q9BZV1 sp|Q9BZV1|UBXN6_HUMAN 1 1 7 0 0 0 2.11 2.39 NA NA NA NA 4.30799983 4.30799983 NA NA 1 1 NA NA 1 1 NA NA 1.24 1.09 1.16 1.09 1.17 1.19 1.16 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Alpha-ketoglutarate-dependent dioxygenase FTO (EC 1.14.11.-) (Fat mass and obesity-associated protein)Q9C0B1 sp|Q9C0B1|FTO_HUMAN 1 1 7 0 0 0 2.04 2.47 NA NA NA NA 2.77200006 2.77200006 NA NA 1 1 NA NA 1 1 NA NA 1.09 0.77 1.27 0.96 0.97 1.33 1.08 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Exportin-4 (Exp4) Q9C0E2 sp|Q9C0E2|XPO4_HUMAN 1 1 7 0 0 0 2.03 2.82 NA NA NA NA 1.47700002 1.47700002 NA NA 1 1 NA NA 1 1 NA NA 1.29 1.11 0.89 1.44 1.00 1.36 0.91 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Myotubularin-related protein 12 (Phosphatidylinositol 3 phosphate 3-phosphatase adapter subunit) (3-PAP) (3-phosphatase adapter protein)Q9C0I1 sp|Q9C0I1|MTMRC_HUMAN 1 1 7 0 0 0 2.03 2.69 NA NA NA NA 1.87400002 1.87400002 NA NA 1 1 NA NA 2 2 NA NA 1.09 0.74 1.10 1.16 1.02 1.02 1.05 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

C-X-C motif chemokine 16 (Scavenger receptor for phosphatidylserine and oxidized low density lipoprotein) (SR-PSOX) (Small-inducible cytokine B16) (Transmembrane chemokine CXCL16)Q9H2A7 sp|Q9H2A7|CXL16_HUMAN 1 1 7 0 0 0 2.01 2.06 NA NA NA NA 5.51199988 5.51199988 NA NA 1 1 NA NA 1 1 NA NA 1.61 1.10 1.25 1.95 0.76 0.91 0.88 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Rab3 GTPase-activating protein non-catalytic subunit (RGAP-iso) (Rab3 GTPase-activating protein 150 kDa subunit) (Rab3-GAP p150) (Rab3-GAP150) (Rab3-GAP regulatory subunit)Q9H2M9 sp|Q9H2M9|RBGPR_HUMAN 1 1 7 0 0 0 2.1 3.56 NA NA NA NA 0.7179 0.7179 NA NA 1 1 NA NA 1 1 NA NA 0.95 0.99 0.94 0.61 0.96 0.86 1.10 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

BolA-like protein 2 Q9H3K6 sp|Q9H3K6|BOLA2_HUMAN 1 1 7 0 0 0 2 2.12 NA NA NA NA 18.6000004 18.6000004 NA NA 1 1 NA NA 2 2 NA NA 1.06 0.86 1.12 1.04 1.07 1.13 1.15 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

WD repeat-containing protein 54Q9H977 sp|Q9H977|WDR54_HUMAN 1 1 7 0 0 0 2.02 2.03 NA NA NA NA 3.89200002 3.89200002 NA NA 1 1 NA NA 1 1 NA NA 1.05 0.88 1.02 0.88 1.03 0.90 1.03 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Nicotinamide mononucleotide adenylyltransferase 1 (NMN adenylyltransferase 1) (EC 2.7.7.1) (Nicotinate-nucleotide adenylyltransferase 1) (NaMN adenylyltransferase 1) (EC 2.7.7.18)Q9HAN9 sp|Q9HAN9|NMNA1_HUMAN 1 1 7 0 0 0 1.66 1.75 NA NA NA NA 4.65900004 4.65900004 NA NA 1 1 NA NA 1 1 NA NA 0.75 1.03 0.78 0.93 0.95 0.90 0.75 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Plexin-A4 Q9HCM2 sp|Q9HCM2|PLXA4_HUMAN 1 1 7 0 0 0 2.03 4.49 NA NA NA NA 0.79199998 0.79199998 NA NA 1 1 NA NA 1 1 NA NA 1.20 1.05 2.12 1.15 0.99 1.27 0.89 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Intraflagellar transport protein 46 homologQ9NQC8 sp|Q9NQC8|IFT46_HUMAN 1 1 7 0 0 0 1.75 1.93 NA NA NA NA 3.61800008 3.61800008 NA NA 1 1 NA NA 1 1 NA NA 1.20 1.06 1.05 1.06 0.94 0.73 0.77 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Protein lin-7 homolog C (Lin-7C) (Mammalian lin-seven protein 3) (MALS-3) (Vertebrate lin-7 homolog 3) (Veli-3)Q9NUP9 sp|Q9NUP9|LIN7C_HUMAN 1 1 7 0 0 0 2.07 2.27 NA NA NA NA 4.56900001 4.56900001 NA NA 1 1 NA NA 1 1 NA NA 1.36 1.40 0.65 0.82 0.80 0.73 0.68 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Transmembrane protein 51Q9NW97 sp|Q9NW97|TMM51_HUMAN1 1 7 0 0 0 2 2.11 NA NA NA NA 5.1380001 5.1380001 NA NA 1 1 NA NA 1 1 NA NA 1.23 1.04 1.02 1.14 0.72 1.57 1.34 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

G-protein coupled receptor family C group 5 member B (A-69G12.1) (Retinoic acid-induced gene 2 protein) (RAIG-2)Q9NZH0 sp|Q9NZH0|GPC5B_HUMAN 1 1 7 0 0 0 2 2.15 NA NA NA NA 2.97800005 2.97800005 NA NA 1 1 NA NA 1 1 NA NA 1.41 0.90 0.79 1.11 0.98 1.01 0.80 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Calmodulin-like protein 5 (Calmodulin-like skin protein)Q9NZT1 sp|Q9NZT1|CALL5_HUMAN 1 1 7 0 0 0 1.49 1.52 NA NA NA NA 15.7499999 15.7499999 NA NA 1 1 NA NA 1 1 NA NA 0.80 0.85 2.36 0.81 0.71 1.01 0.73 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Opioid growth factor receptor (OGFr) (Protein 7-60) (Zeta-type opioid receptor)Q9NZT2 sp|Q9NZT2|OGFR_HUMAN 1 1 7 0 0 0 2 2.17 NA NA NA NA 2.21599992 2.21599992 NA NA 1 1 NA NA 2 2 NA NA 1.07 0.63 0.87 0.78 1.11 0.95 0.93 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

ABI gene family member 3 (New molecule including SH3) (Nesh)Q9P2A4 sp|Q9P2A4|ABI3_HUMAN 1 1 7 0 0 0 1.66 1.71 NA NA NA NA 3.82499993 3.82499993 NA NA 1 1 NA NA 1 1 NA NA 0.71 0.64 1.37 1.00 0.95 1.36 1.58 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Ankyrin repeat and IBR domain-containing protein 1Q9P2G1 sp|Q9P2G1|AKIB1_HUMAN 1 1 7 0 0 0 1.61 2.16 NA NA NA NA 1.92799997 1.92799997 NA NA 1 1 NA NA 1 1 NA NA 0.99 1.15 1.22 0.98 1.17 1.17 0.99 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Ataxin-10 (Brain protein E46 homolog) (Spinocerebellar ataxia type 10 protein)Q9UBB4 sp|Q9UBB4|ATX10_HUMAN 1 1 7 0 0 0 2.11 3.2 NA NA NA NA 2.10500006 2.10500006 NA NA 1 1 NA NA 1 1 NA NA 1.34 0.78 1.03 0.87 1.33 0.86 1.18 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Glyoxylate reductase/hydroxypyruvate reductase (EC 1.1.1.79) (EC 1.1.1.81)Q9UBQ7 sp|Q9UBQ7|GRHPR_HUMAN 1 1 7 0 0 0 1.7 2.16 NA NA NA NA 5.18300012 5.18300012 NA NA 1 1 NA NA 1 1 NA NA 0.93 0.90 1.36 0.95 1.09 1.47 1.18 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Cysteine and histidine-rich domain-containing protein 1 (CHORD domain-containing protein 1) (CHORD-containing protein 1) (CHP-1) (Protein morgana)Q9UHD1 sp|Q9UHD1|CHRD1_HUMAN 1 1 7 0 0 0 2.02 2.37 NA NA NA NA 4.51800004 4.51800004 NA NA 1 1 NA NA 1 1 NA NA 1.32 0.58 2.69 1.09 1.03 0.90 1.04 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Zinc finger HIT domain-containing protein 2 (Protein FON)Q9UHR6 sp|Q9UHR6|ZNHI2_HUMAN 1 1 7 0 0 0 2 2.13 NA NA NA NA 2.97800005 2.97800005 NA NA 1 1 NA NA 1 1 NA NA 1.65 1.05 0.95 1.09 1.10 0.94 1.05 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

NSFL1 cofactor p47 (UBX domain-containing protein 2C) (p97 cofactor p47)Q9UNZ2 sp|Q9UNZ2|NSF1C_HUMAN 1 1 7 0 0 0 2.02 2.21 NA NA NA NA 4.59499992 4.59499992 NA NA 1 1 NA NA 1 1 NA NA 1.49 1.33 0.72 1.02 1.06 0.78 0.94 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Ig kappa chain V-I region GalP01599 sp|P01599|KV107_HUMAN 3 0 0 0 0 1 6.49 19.64 2 20.22 2.59 20.16 38.8900012 37.0400012 38.8900012 37.9599989 94 72 94 91 0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Ig kappa chain V-I region NiP01613 sp|P01613|KV121_HUMAN 3 0 0 0 0 1 10.51 13.59 5.54 13.57 14.35 17.66 36.6100013 36.6100013 36.6100013 30.3600013 35 29 35 32 0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Ig kappa chain V-III region CLL (Rheumatoid factor)P04207 sp|P04207|KV308_HUMAN 3 0 0 0 0 1 13.12 15.81 14.98 17.99 16.14 20.06 55.0400019 55.0400019 49.6100009 47.2900003 29 18 15 29 0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Ig lambda chain V-I region HAP01700 sp|P01700|LV102_HUMAN 3 0 0 0 0 1 3.31 7.73 2.43 6.93 3.89 10.28 33.9300007 33.9300007 33.039999 33.9300007 14 12 12 14 0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Ig heavy chain V-III region HILP01771 sp|P01771|HV310_HUMAN 3 0 0 0 0 1 5.37 11.48 2.25 5.8 4.02 10.45 27.2700012 21.4900002 27.2700012 21.4900002 13 12 10 13 0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Superkiller viralicidic activity 2-like 2 (EC 3.6.4.13) (ATP-dependent helicase SKIV2L2)P42285 sp|P42285|SK2L2_HUMAN 3 0 0 0 0 1 2.01 2.63 1.76 2.48 2.14 3.31 1.91900004 1.91900004 1.91900004 1.91900004 2 1 2 1 0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

WW domain-binding protein 2 (WBP-2)Q969T9 sp|Q969T9|WBP2_HUMAN 3 0 0 0 0 0 1.55 1.68 2.34 2.48 2.01 2.15 3.83099988 3.83099988 3.83099988 3.83099988 1 1 1 1 0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Ig heavy chain V-III region CAMP01768 sp|P01768|HV307_HUMAN 2 0 0 0 0 0 23.69 23.75 3.74 19.44 NA NA 58.2000017 58.2000017 58.2000017 NA 56 56 47 NA 0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Ig heavy chain V-I region EUP01742 sp|P01742|HV101_HUMAN 2 0 0 0 0 0 3.67 10.13 NA NA 4 10.04 24.7899994 21.3699997 NA 24.7899994 12 12 NA 12 0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Ig heavy chain V-I region MotP06326 sp|P06326|HV107_HUMAN 2 0 0 0 0 0 NA NA 1.32 8.46 2.01 8.24 18.4 NA 18.4 18.4 9 NA 9 9 0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

GTPase IMAP family member 4 (Immunity-associated nucleotide 1 protein) (IAN-1) (hIAN1) (Immunity-associated protein 4)Q9NUV9 sp|Q9NUV9|GIMA4_HUMAN 2 0 0 0 0 0 1.75 2.02 1.55 1.83 NA NA 6.38300031 6.38300031 3.04000005 NA 3 3 1 NA 0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Small nuclear ribonucleoprotein F (snRNP-F) (Sm protein F) (Sm-F) (SmF)P62306 sp|P62306|RUXF_HUMAN 2 0 0 0 0 1 NA NA 1.91 1.91 1.32 1.36 15.1199997 NA 15.1199997 15.1199997 2 NA 2 2 0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Protein FAM184A Q8NB25 sp|Q8NB25|F184A_HUMAN 2 0 0 0 0 0 NA NA 1.4 3.77 1.32 4.16 0.70179999 NA 0.70179999 0 1 NA 1 0 0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Ubiquitin-like modifier-activating enzyme 7 (Ubiquitin-activating enzyme 7) (D8) (Ubiquitin-activating enzyme E1 homolog)P41226 sp|P41226|UBA7_HUMAN 2 0 0 0 0 0 2.02 2.89 1.71 2.19 NA NA 0.79049999 0.79049999 0.79049999 NA 1 1 1 NA 0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Ubiquitin-associated protein 2-like (Protein NICE-4)Q14157 sp|Q14157|UBP2L_HUMAN 2 0 0 0 0 0 2 2.39 2.02 2.24 NA NA 1.01199998 1.01199998 1.01199998 NA 1 1 1 NA 0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Heterogeneous nuclear ribonucleoprotein L-like (hnRNPLL) (Stromal RNA-regulating factor)Q8WVV9 sp|Q8WVV9|HNRLL_HUMAN 2 0 0 0 0 0 2.01 2.18 1.81 2.33 NA NA 3.13699991 3.13699991 3.13699991 NA 1 1 1 NA 0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Ubiquitin-like modifier-activating enzyme 5 (Ubiquitin-activating enzyme 5) (ThiFP1) (UFM1-activating enzyme) (Ubiquitin-activating enzyme E1 domain-containing protein 1)Q9GZZ9 sp|Q9GZZ9|UBA5_HUMAN 2 0 0 0 0 0 1.82 2.31 1.54 1.9 NA NA 6.18799999 6.18799999 6.18799999 NA 1 1 1 NA 0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Pre-mRNA-splicing factor SYF1 (Protein HCNP) (XPA-binding protein 2)Q9HCS7 sp|Q9HCS7|SYF1_HUMAN 2 0 0 0 0 0 1.37 2.1 1.31 1.77 NA NA 0.81869997 0.81869997 0.81869997 NA 1 1 1 NA 0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Charged multivesicular body protein 1a (Chromatin-modifying protein 1a) (CHMP1a) (Vacuolar protein sorting-associated protein 46-1) (Vps46-1) (hVps46-1)Q9HD42 sp|Q9HD42|CHM1A_HUMAN 2 0 0 0 0 0 1.42 1.5 1.46 1.49 NA NA 4.08199988 4.08199988 4.08199988 NA 1 1 1 NA 0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Ig kappa chain V-III region NG9 (Fragment)P01621 sp|P01621|KV303_HUMAN 1 0 0 0 0 0 NA NA NA NA 2.1 27.76 77.9999971 NA NA 77.9999971 57 NA NA 57 0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Keratin, type II cytoskeletal 6C (Cytokeratin-6C) (CK-6C) (Cytokeratin-6E) (CK-6E) (Keratin K6h) (Keratin-6C) (K6C) (Type-II keratin Kb12)P48668 sp|P48668|K2C6C_HUMAN 1 0 0 0 0 0 NA NA NA NA 32.27 52.88 44.1500008 NA NA 44.1500008 30 NA NA 30 0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Ig kappa chain V-II region GM607 (Fragment)P06309 sp|P06309|KV205_HUMAN 1 0 0 0 0 0 NA NA NA NA 2 13.78 74.3600011 NA NA 74.3600011 23 NA NA 23 0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Ig heavy chain V-III region GAP01769 sp|P01769|HV308_HUMAN 1 0 0 0 0 0 NA NA NA NA 6 11.41 27.0500004 NA NA 27.0500004 21 NA NA 21 0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

HLA class II histocompatibility antigen, DRB1-16 beta chain (MHC class II antigen DRB1*16) (DR-16) (DR16)Q29974 sp|Q29974|2B1G_HUMAN 1 0 0 0 0 0 NA NA 16.98 17.19 NA NA 31.5800011 NA 31.5800011 NA 17 NA 17 NA 0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Putative V-set and immunoglobulin domain-containing-like protein IGHV1OR21-1 (Immunoglobulin heavy variable 1 orphon 21-1)A6NJS3 sp|A6NJS3|VSIGL_HUMAN 1 0 0 0 0 0 NA NA 1.72 9.37 NA NA 28.3300012 NA 28.3300012 NA 14 NA 14 NA 0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Ig lambda chain V-VI region ARP01721 sp|P01721|LV601_HUMAN 1 0 0 0 0 0 2 8.77 NA NA NA NA 50 50 NA NA 11 11 NA NA 0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Guanine nucleotide-binding protein subunit alpha-14 (G alpha-14) (G-protein subunit alpha-14)O95837 sp|O95837|GNA14_HUMAN 1 0 0 0 0 0 NA NA NA NA 1.69 10.02 13.7999997 NA NA 13.7999997 7 NA NA 7 0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

HLA class II histocompatibility antigen, DR beta 4 chain (MHC class II antigen DRB4)P13762 sp|P13762|DRB4_HUMAN 1 0 0 0 0 0 2 9.84 NA NA NA NA 18.7999994 18.7999994 NA NA 6 6 NA NA 0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Ras-related protein Rab-35 (GTP-binding protein RAY) (Ras-related protein Rab-1C)Q15286 sp|Q15286|RAB35_HUMAN 1 0 0 0 0 0 1.87 9.39 NA NA NA NA 29.3500006 29.3500006 NA NA 6 6 NA NA 0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Hemoglobin subunit epsilon (Epsilon-globin) (Hemoglobin epsilon chain)P02100 sp|P02100|HBE_HUMAN 1 0 0 0 0 0 NA NA NA NA 2 4.03 15.6499997 NA NA 15.6499997 4 NA NA 4 0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

D-dopachrome decarboxylase (EC 4.1.1.84) (D-dopachrome tautomerase) (Phenylpyruvate tautomerase II)P30046 sp|P30046|DOPD_HUMAN 1 0 0 0 0 0 NA NA 3.85 4.05 NA NA 25.4200012 NA 25.4200012 NA 3 NA 3 NA 0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Potassium-transporting ATPase alpha chain 2 (EC 3.6.3.10) (Non-gastric H(+)/K(+) ATPase subunit alpha) (Proton pump)P54707 sp|P54707|AT12A_HUMAN 1 0 0 0 0 0 NA NA NA NA 1.94 7.73 3.07999998 NA NA 3.07999998 3 NA NA 3 0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Ig lambda chain V-II region VILP01711 sp|P01711|LV208_HUMAN 1 0 0 0 0 0 1.82 5.16 NA NA NA NA 8.10799971 8.10799971 NA NA 3 3 NA NA 0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Ubiquitin-conjugating enzyme E2 D3 (EC 6.3.2.19) (Ubiquitin carrier protein D3) (Ubiquitin-conjugating enzyme E2(17)KB 3) (Ubiquitin-conjugating enzyme E2-17 kDa 3) (Ubiquitin-protein ligase D3)P61077 sp|P61077|UB2D3_HUMAN 1 0 0 0 0 1 NA NA NA NA 3.59 3.91 17.0100004 NA NA 17.0100004 2 NA NA 2 0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Helicase SKI2W (Ski2) (EC 3.6.4.-) (Helicase-like protein) (HLP)Q15477 sp|Q15477|SKIV2_HUMAN 1 0 0 0 0 1 NA NA NA NA 3.86 5.12 1.92600004 NA NA 1.92600004 2 NA NA 2 0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Guanylate-binding protein 3 (GTP-binding protein 3) (GBP-3) (Guanine nucleotide-binding protein 3)Q9H0R5 sp|Q9H0R5|GBP3_HUMAN 1 0 0 0 0 1 NA NA NA NA 1.43 3.42 4.03399989 NA NA 4.03399989 2 NA NA 2 0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

DCC-interacting protein 13-alpha (Dip13-alpha) (Adapter protein containing PH domain, PTB domain and leucine zipper motif 1)Q9UKG1 sp|Q9UKG1|DP13A_HUMAN 1 0 0 0 0 1 NA NA 1.96 2.38 NA NA 3.52599993 NA 3.52599993 NA 2 NA 2 NA 0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Laminin subunit beta-1 (Laminin B1 chain) (Laminin-1 subunit beta) (Laminin-10 subunit beta) (Laminin-12 subunit beta) (Laminin-2 subunit beta) (Laminin-6 subunit beta) (Laminin-8 subunit beta)P07942 sp|P07942|LAMB1_HUMAN 1 0 0 0 0 1 2.3 4.44 NA NA NA NA 2.23999992 2.23999992 NA NA 2 2 NA NA 0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Cytoskeleton-associated protein 5 (Colonic and hepatic tumor overexpressed gene protein) (Ch-TOG)Q14008 sp|Q14008|CKAP5_HUMAN 1 0 0 0 0 1 2.54 5.87 NA NA NA NA 1.57500003 1.57500003 NA NA 2 2 NA NA 0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Dynein assembly factor 1, axonemal (Leucine-rich repeat-containing protein 50)Q8NEP3 sp|Q8NEP3|DAAF1_HUMAN 1 0 0 0 0 1 2.17 4.58 NA NA NA NA 2.207 2.207 NA NA 2 2 NA NA 0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Cold shock domain-containing protein E1 (N-ras upstream gene protein) (Protein UNR)O75534 sp|O75534|CSDE1_HUMAN 1 0 0 0 0 0 NA NA NA NA 2.06 2.72 1.504 NA NA 1.504 1 NA NA 1 0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Solute carrier organic anion transporter family member 2B1 (Organic anion transporter B) (OATP-B) (Organic anion transporter polypeptide-related protein 2) (OATP-RP2) (OATPRP2) (Solute carrier family 21 member 9)O94956 sp|O94956|SO2B1_HUMAN 1 0 0 0 0 0 NA NA 2.07 2.43 NA NA 1.41000003 NA 1.41000003 NA 1 NA 1 NA 0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Eukaryotic translation initiation factor 4E (eIF-4E) (eIF4E) (eIF-4F 25 kDa subunit) (mRNA cap-binding protein)P06730 sp|P06730|IF4E_HUMAN 1 0 0 0 0 0 NA NA NA NA 2 2.13 3.6869999 NA NA 3.6869999 1 NA NA 1 0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Thrombomodulin (TM) (Fetomodulin) (CD antigen CD141)P07204 sp|P07204|TRBM_HUMAN 1 0 0 0 0 0 NA NA NA NA 2 2.38 3.47799994 NA NA 3.47799994 1 NA NA 1 0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Lanosterol synthase (EC 5.4.99.7) (2,3-epoxysqualene--lanosterol cyclase) (Oxidosqualene--lanosterol cyclase) (OSC) (hOSC)P48449 sp|P48449|ERG7_HUMAN 1 0 0 0 0 0 NA NA 1.85 2.36 NA NA 1.63899995 NA 1.63899995 NA 1 NA 1 NA 0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Apoptosis regulator BAX (Bcl-2-like protein 4) (Bcl2-L-4)Q07812 sp|Q07812|BAX_HUMAN 1 0 0 0 0 0 NA NA 2.06 2.13 NA NA 5.7289999 NA 5.7289999 NA 1 NA 1 NA 0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Secernin-3 Q0VDG4 sp|Q0VDG4|SCRN3_HUMAN 1 0 0 0 0 0 NA NA NA NA 2.02 2.35 2.59399992 NA NA 2.59399992 1 NA NA 1 0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

GTPase-activating protein and VPS9 domain-containing protein 1 (GAPex-5) (Rab5-activating protein 6)Q14C86 sp|Q14C86|GAPD1_HUMAN 1 0 0 0 0 0 NA NA NA NA 2.1 3.4 0.81190001 NA NA 0.81190001 1 NA NA 1 0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Serine/threonine-protein phosphatase 2A 55 kDa regulatory subunit B delta isoform (PP2A subunit B isoform B55-delta) (PP2A subunit B isoform PR55-delta) (PP2A subunit B isoform R2-delta) (PP2A subunit B isoform delta)Q66LE6 sp|Q66LE6|2ABD_HUMAN 1 0 0 0 0 0 NA NA NA NA 2.02 2.76 3.09100002 NA NA 3.09100002 1 NA NA 1 0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Phosphorylase b kinase regulatory subunit beta (Phosphorylase kinase subunit beta)Q93100 sp|Q93100|KPBB_HUMAN 1 0 0 0 0 0 NA NA NA NA 1.72 3.09 1.09799998 NA NA 1.09799998 1 NA NA 1 0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Transmembrane protein 125Q96AQ2 sp|Q96AQ2|TM125_HUMAN 1 0 0 0 0 0 NA NA NA NA 1.4 1.49 4.10999991 NA NA 4.10999991 1 NA NA 1 0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Pleckstrin homology domain-containing family B member 2 (PH domain-containing family B member 2) (Evectin-2)Q96CS7 sp|Q96CS7|PKHB2_HUMAN 1 0 0 0 0 0 NA NA 1.74 1.86 NA NA 4.95500006 NA 4.95500006 NA 1 NA 1 NA 0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Autophagy-related protein 101Q9BSB4 sp|Q9BSB4|ATGA1_HUMAN 1 0 0 0 0 0 NA NA 1.35 1.46 NA NA 7.79799968 NA 7.79799968 NA 1 NA 1 NA 0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Probable ATP-dependent RNA helicase DHX36 (EC 3.6.4.13) (DEAH box protein 36) (MLE-like protein 1) (RNA helicase associated with AU-rich element ARE)Q9H2U1 sp|Q9H2U1|DHX36_HUMAN 1 0 0 0 0 0 NA NA NA NA 1.79 2.55 1.29000004 NA NA 1.29000004 1 NA NA 1 0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Probable tRNA threonylcarbamoyladenosine biosynthesis protein OSGEP (hOSGEP) (t(6)A37 threonylcarbamoyladenosine biosynthesis protein OSGEP)Q9NPF4 sp|Q9NPF4|OSGEP_HUMAN 1 0 0 0 0 0 NA NA NA NA 2 2.1 5.67199998 NA NA 5.67199998 1 NA NA 1 0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Beta-microseminoprotein (Immunoglobulin-binding factor) (IGBF) (PN44) (Prostate secreted seminal plasma protein) (Prostate secretory protein of 94 amino acids) (PSP-94) (PSP94) (Seminal plasma beta-inhibin)P08118 sp|P08118|MSMB_HUMAN 1 0 0 0 0 0 1.42 1.42 NA NA NA NA 14.0400007 14.0400007 NA NA 1 1 NA NA 0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Alpha-adducin (Erythrocyte adducin subunit alpha)P35611 sp|P35611|ADDA_HUMAN 1 0 0 0 0 0 1.67 2.06 NA NA NA NA 2.03499999 2.03499999 NA NA 1 1 NA NA 0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Proteasome activator complex subunit 3 (11S regulator complex subunit gamma) (REG-gamma) (Activator of multicatalytic protease subunit 3) (Ki nuclear autoantigen) (Proteasome activator 28 subunit gamma) (PA28g) (PA28gamma)P61289 sp|P61289|PSME3_HUMAN 1 0 0 0 0 0 1.59 2.27 NA NA NA NA 5.90599999 5.90599999 NA NA 1 1 NA NA 0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

COP9 signalosome complex subunit 1 (SGN1) (Signalosome subunit 1) (G protein pathway suppressor 1) (GPS-1) (JAB1-containing signalosome subunit 1) (Protein MFH)Q13098 sp|Q13098|CSN1_HUMAN 1 0 0 0 0 0 2.27 2.8 NA NA NA NA 3.05499993 3.05499993 NA NA 1 1 NA NA 0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Fer-1-like protein 6 Q2WGJ9 sp|Q2WGJ9|FR1L6_HUMAN 1 0 0 0 0 0 2.06 3.63 NA NA NA NA 0.75389999 0.75389999 NA NA 1 1 NA NA 0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Uncharacterized protein C8orf34 (Protein VEST-1)Q49A92 sp|Q49A92|CH034_HUMAN 1 0 0 0 0 0 2.01 2.46 NA NA NA NA 1.76999997 1.76999997 NA NA 1 1 NA NA 0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Putative 60S ribosomal protein L39-like 5 (60S ribosomal protein L39 pseudogene 5)Q59GN2 sp|Q59GN2|R39L5_HUMAN 1 0 0 0 0 0 2 2.03 NA NA NA NA 19.6099997 19.6099997 NA NA 1 1 NA NA 0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Skin-specific protein 32Q5T750 sp|Q5T750|XP32_HUMAN 1 0 0 0 0 0 1.92 1.92 NA NA NA NA 3.20000015 3.20000015 NA NA 1 1 NA NA 0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Kinesin-like protein KIF13A (Kinesin-like protein RBKIN)Q9H1H9 sp|Q9H1H9|KI13A_HUMAN 1 0 0 0 0 0 2.12 3.86 NA NA NA NA 1.05299996 1.05299996 NA NA 1 1 NA NA 0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Epidermal growth factor receptor substrate 15-like 1 (Eps15-related protein) (Eps15R)Q9UBC2 sp|Q9UBC2|EP15R_HUMAN 1 0 0 0 0 0 2 2.66 NA NA NA NA 2.19899993 2.19899993 NA NA 1 1 NA NA 0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

STE20/SPS1-related proline-alanine-rich protein kinase (Ste-20-related kinase) (EC 2.7.11.1) (DCHT) (Serine/threonine-protein kinase 39)Q9UEW8 sp|Q9UEW8|STK39_HUMAN 1 0 0 0 0 0 2 2.61 NA NA NA NA 2.56900005 2.56900005 NA NA 1 1 NA NA 0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

COP9 signalosome complex subunit 3 (SGN3) (Signalosome subunit 3) (JAB1-containing signalosome subunit 3)Q9UNS2 sp|Q9UNS2|CSN3_HUMAN 1 0 0 0 0 0 1.94 2.57 NA NA NA NA 4.72799987 4.72799987 NA NA 1 1 NA NA 0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Multiple inositol polyphosphate phosphatase 1 (EC 3.1.3.62) (2,3-bisphosphoglycerate 3-phosphatase) (2,3-BPG phosphatase) (EC 3.1.3.80) (Inositol (1,3,4,5)-tetrakisphosphate 3-phosphatase) (Ins(1,3,4,5)P(4) 3-phosphatase)Q9UNW1 sp|Q9UNW1|MINP1_HUMAN 1 0 0 0 0 0 2 2.52 NA NA NA NA 1.84799992 1.84799992 NA NA 1 1 NA NA 0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Keratin, type II cytoskeletal 1 (67 kDa cytokeratin) (Cytokeratin-1) (CK-1) (Hair alpha protein) (Keratin-1) (K1) (Type-II keratin Kb1)P04264 sp|P04264|K2C1_HUMAN; cont|000135; cont|0001340 1 0 0 0 0 NA NA NA NA NA NA 0 NA NA NA 0 NA NA NA 87 87 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

Trafficking protein particle complex subunit 2 protein TRAPPC2P1 (MBP-1-interacting protein 2A) (MIP-2A)P0CG48 sp|P0CG48|UBC_HUMAN; sp|P0CG47|UBB_HUMAN0 1 0 0 0 0 NA NA NA NA NA NA 0 NA NA NA 0 NA NA NA 65 NA 65 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
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Entry Entry name Status Protein names Gene names Length Organism

Exo26_ref_114.1

13_1

Exo24_ref_115.1

13_1

Exo23_ref_114.1

13_2

Exo25_ref_115.1

13_2

Exo22ref_114.11

3_3

X119iTRAQpool_

119.113_3

LöfExo6_117.113

_1

LöfExo3_121.113

_1

LöfExo9_119.113

_2

LöfExo18_118.11

3_3

LöfExo1_121.113

_2

Exo15_116.113_

1

Exo10_118.113_

1

Exo11_119.113_

1

Exo19_116.113_

2

Exo13_117.113_

2
Exo4_118.113_2 Exo5_115.113_3 Exo17116.113_3 Exo7_117.113_3

Exo16_121.113_

3

0.86 0.81 0.00 1.12 0.73 0.91 1.11 0.00 1.07 1.04 1.19 1.46 0.00 1.07 1.36 1.56 1.03 0.77 1.22 0.84 1.26 1.40 0.00 1.09 1.29 1.53 P02768 ALBU_HUMAN reviewed Serum albumin ALB GIG20 GIG42 PRO0903 PRO1708 PRO2044 PRO2619 PRO2675 UNQ696/PRO1341609 Homo sapiens (Human) 0.47 0.97 0.65 0.36 0.65 0.77 2.12 1.10 0.91 1.03 1.87 1.54 0.99 0.99 2.37 1.13 0.73 0.81 1.11 1.46 1.40

0.98 1.02 0.60 1.08 0.95 1.10 0.96 0.09 1.05 0.91 1.01 1.41 0.00 1.05 1.34 1.47 1.22 0.00 1.13 1.08 1.39 2.15 0.00 1.07 2.02 2.30 P01023 A2MG_HUMANreviewed Alpha-2-macroglobulin (Alpha-2-M) (C3 and PZP-like alpha-2-macroglobulin domain-containing protein 5)A2M CPAMD5 FWP007 1474 Homo sapiens (Human) 0.26 0.48 0.41 0.45 0.71 0.93 1.49 1.44 0.92 1.22 4.01 1.49 0.41 1.74 4.15 0.53 0.50 1.02 0.96 1.41 2.15

1.00 1.08 0.00 1.05 1.03 1.13 0.97 0.07 1.03 0.94 1.00 1.50 0.00 1.04 1.44 1.56 1.08 0.09 1.10 0.99 1.19 1.84 0.00 1.05 1.75 1.93 P01024 CO3_HUMAN reviewed Complement C3 (C3 and PZP-like alpha-2-macroglobulin domain-containing protein 1) [Cleaved into: Complement C3 beta chain; Complement C3 alpha chain; C3a anaphylatoxin; Acylation stimulating protein (ASP) (C3adesArg); Complement C3b alpha' chain; Complement C3c alpha' chain fragment 1; Complement C3dg fragment; Complement C3g fragment; Complement C3d fragment; Complement C3f fragment; Complement C3c alpha' chain fragment 2]C3 CPAMD1 1663 Homo sapiens (Human) 0.70 0.61 0.75 0.56 0.63 0.96 1.51 1.32 1.25 1.08 1.56 1.56 1.11 1.28 1.51 1.10 0.80 1.08 0.97 1.50 1.84

1.41 1.32 0.09 1.39 0.95 1.84 1.17 0.05 1.17 1.00 1.37 1.55 0.00 1.18 1.31 1.82 1.31 0.06 1.33 0.98 1.74 1.18 0.21 1.31 0.90 1.55 P01834 IGKC_HUMAN reviewed Ig kappa chain C regionIGKC 106 Homo sapiens (Human) 0.55 0.72 1.22 0.46 0.60 1.17 1.19 1.19 1.94 1.31 2.07 1.85 0.68 1.95 2.72 0.76 0.73 1.32 1.17 1.55 1.18

1.14 1.35 0.00 1.14 1.18 1.54 1.35 0.00 1.16 1.17 1.57 1.43 0.00 1.19 1.21 1.70 0.81 0.03 1.21 0.67 0.98 0.82 0.00 1.09 0.75 0.89 P01833 PIGR_HUMAN reviewed Polymeric immunoglobulin receptor (PIgR) (Poly-Ig receptor) (Hepatocellular carcinoma-associated protein TB6) [Cleaved into: Secretory component]PIGR 764 Homo sapiens (Human) 0.83 1.03 1.93 0.86 0.64 1.04 1.21 0.79 1.57 0.81 1.34 1.27 0.67 1.67 1.68 1.08 0.60 1.35 1.35 1.43 0.82

0.82 1.23 0.00 1.08 1.14 1.33 0.93 0.02 1.06 0.87 0.99 1.36 0.00 1.05 1.29 1.43 1.05 0.30 1.11 0.95 1.17 2.09 0.00 1.08 1.94 2.25 P0C0L5 CO4B_HUMAN reviewed Complement C4-B (Basic complement C4) (C3 and PZP-like alpha-2-macroglobulin domain-containing protein 3) [Cleaved into: Complement C4 beta chain; Complement C4-B alpha chain; C4a anaphylatoxin; C4b-B; C4d-B; Complement C4 gamma chain]C4B CO4 CPAMD3; C4B_21744 Homo sapiens (Human) 0.96 0.56 0.77 0.46 0.72 0.77 1.47 1.10 0.94 1.05 1.49 1.28 1.13 1.75 1.36 1.05 0.94 1.23 0.93 1.36 2.09

3.65 1.01 0.99 4.29 0.24 4.34 1.00 0.97 1.20 0.84 1.20 1.04 0.68 1.23 0.84 1.28 1.20 0.54 2.00 0.60 2.39 1.75 0.00 1.30 1.35 2.28 P01857 IGHG1_HUMANreviewed Ig gamma-1 chain C regionIGHG1 330 Homo sapiens (Human) 0.34 0.46 0.53 0.31 0.51 1.89 1.08 1.49 1.28 1.20 2.29 2.17 0.60 1.57 2.53 0.65 0.75 1.01 1.00 1.04 1.75

1.16 1.35 0.01 1.19 1.14 1.60 1.32 0.05 1.33 0.99 1.74 1.55 0.00 1.19 1.31 1.84 0.80 0.19 1.45 0.55 1.17 0.88 0.14 1.21 0.72 1.06 P01876 IGHA1_HUMANreviewed Ig alpha-1 chain C regionIGHA1 353 Homo sapiens (Human) 0.78 0.99 1.87 0.67 0.50 0.95 0.91 0.71 1.94 0.80 2.30 1.27 0.50 1.67 1.61 0.94 0.53 1.35 1.32 1.55 0.88

0.98 1.38 0.00 1.09 1.27 1.50 0.98 0.27 1.04 0.94 1.02 1.13 0.00 1.04 1.08 1.18 1.43 0.00 1.12 1.27 1.60 1.13 0.00 1.05 1.08 1.18 P02751 FINC_HUMAN reviewed Fibronectin (FN) (Cold-insoluble globulin) (CIG) [Cleaved into: Anastellin; Ugl-Y1; Ugl-Y2; Ugl-Y3]FN1 FN 2386 Homo sapiens (Human) 0.40 0.39 0.52 0.33 0.61 0.93 1.79 2.08 1.82 1.43 1.95 2.16 0.52 1.44 3.59 0.76 1.09 1.38 0.98 1.13 1.13

1.17 0.94 0.18 1.09 0.86 1.03 1.04 0.35 1.08 0.96 1.12 1.35 0.00 1.08 1.25 1.45 1.10 0.34 1.22 0.90 1.34 1.39 0.00 1.07 1.30 1.49 P02787 TRFE_HUMAN reviewed Serotransferrin (Transferrin) (Beta-1 metal-binding globulin) (Siderophilin)TF PRO1400 698 Homo sapiens (Human) 0.70 0.84 0.71 0.34 0.63 1.05 2.12 1.16 1.18 1.10 2.07 1.53 1.14 1.25 2.56 1.18 0.71 0.94 1.04 1.35 1.39

1.68 0.93 0.44 1.29 0.72 1.20 2.57 0.00 1.29 1.99 3.31 0.85 0.12 1.27 0.67 1.08 0.90 0.54 1.63 0.55 1.47 0.87 0.16 1.27 0.69 1.10 P01861 IGHG4_HUMANreviewed Ig gamma-4 chain C regionIGHG4 327 Homo sapiens (Human) 0.55 0.51 0.69 0.41 0.91 1.24 0.59 0.83 1.98 0.90 0.42 2.95 0.89 0.68 2.27 0.37 1.59 0.93 2.57 0.85 0.87

1.67 1.03 0.80 1.37 0.76 1.41 1.91 0.01 1.46 1.31 2.78 1.22 0.26 1.48 0.82 1.80 0.96 0.87 1.81 0.53 1.74 0.55 0.04 1.74 0.32 0.95 P01859 IGHG2_HUMANreviewed Ig gamma-2 chain C regionIGHG2 326 Homo sapiens (Human) 0.31 0.73 0.52 0.39 0.43 1.11 0.62 0.97 1.60 0.96 1.45 1.55 0.94 1.81 1.87 0.48 0.70 1.03 1.91 1.22 0.55

4.61 1.26 0.27 3.76 0.33 4.72 1.43 0.18 3.77 0.38 5.39 0.93 0.72 6.94 0.13 6.46 0.73 0.20 3.76 0.19 2.73 0.86 0.65 22.54 0.04 19.43 P01877 IGHA2_HUMANreviewed Ig alpha-2 chain C regionIGHA2 340 Homo sapiens (Human) 0.93 1.23 1.93 0.94 0.64 0.75 1.03 0.88 1.81 0.73 1.50 1.50 0.84 1.55 1.87 0.96 0.64 1.26 1.43 0.93 0.86

1.36 1.47 0.04 1.42 1.04 2.08 1.21 0.15 1.42 0.85 1.71 1.19 0.17 1.42 0.84 1.68 1.12 0.71 2.94 0.38 3.28 1.38 0.08 1.52 0.91 2.10 P01860 IGHG3_HUMANreviewed Ig gamma-3 chain C region (HDC) (Heavy chain disease protein)IGHG3 377 Homo sapiens (Human) 0.38 0.40 0.58 0.29 0.88 0.96 0.74 1.61 2.06 1.12 5.41 1.06 0.48 1.96 1.96 0.79 0.38 1.47 1.21 1.19 1.38

0.89 0.88 0.01 1.10 0.80 0.96 1.11 0.01 1.08 1.03 1.20 1.12 0.00 1.07 1.05 1.21 0.96 0.66 1.23 0.78 1.17 0.88 0.00 1.08 0.81 0.95 Q08380 LG3BP_HUMANreviewed Galectin-3-binding protein (Basement membrane autoantigen p105) (Lectin galactoside-binding soluble 3-binding protein) (Mac-2-binding protein) (MAC2BP) (Mac-2 BP) (Tumor-associated antigen 90K)LGALS3BP M2BP 585 Homo sapiens (Human) 1.29 1.78 1.32 1.47 0.96 0.78 1.36 0.62 1.39 0.96 0.95 0.34 0.87 1.00 1.23 1.16 0.81 0.88 1.11 1.12 0.88

1.07 1.03 0.25 1.06 0.98 1.10 0.92 0.00 1.04 0.88 0.95 1.00 0.85 1.04 0.96 1.05 0.95 0.18 1.08 0.88 1.02 0.86 0.00 1.05 0.82 0.90 P21333 FLNA_HUMAN reviewed Filamin-A (FLN-A) (Actin-binding protein 280) (ABP-280) (Alpha-filamin) (Endothelial actin-binding protein) (Filamin-1) (Non-muscle filamin)FLNA FLN FLN1 2647 Homo sapiens (Human) 0.73 1.13 0.93 1.77 0.94 1.01 0.70 1.29 0.99 0.95 1.16 1.11 1.08 0.86 1.05 0.87 0.81 1.03 0.92 1.00 0.86

0.87 0.46 0.00 1.16 0.40 0.54 0.53 0.00 1.14 0.47 0.60 0.91 0.11 1.14 0.80 1.03 0.91 0.63 1.59 0.57 1.44 0.67 0.00 1.14 0.59 0.77 P35247 SFTPD_HUMANreviewed Pulmonary surfactant-associated protein D (PSP-D) (SP-D) (Collectin-7) (Lung surfactant protein D)SFTPD COLEC7 PSPD SFTP4375 Homo sapiens (Human) 1.54 3.47 1.95 0.71 0.35 0.76 1.19 0.47 1.14 0.91 0.69 0.96 1.61 0.82 0.65 1.47 1.02 0.46 0.53 0.91 0.67

1.10 1.31 0.05 1.31 1.00 1.72 0.99 0.76 1.10 0.90 1.08 1.03 0.46 1.10 0.94 1.14 0.96 0.75 1.35 0.71 1.29 1.24 0.00 1.10 1.12 1.36 P63261 ACTG_HUMAN reviewed Actin, cytoplasmic 2 (Gamma-actin) [Cleaved into: Actin, cytoplasmic 2, N-terminally processed]ACTG1 ACTB ACTG 375 Homo sapiens (Human) 1.03 0.89 1.04 1.17 1.17 0.97 0.79 0.92 0.89 0.96 0.86 0.89 1.22 0.93 0.75 0.93 0.95 1.31 0.99 1.03 1.24

1.50 1.60 0.00 1.08 1.48 1.73 1.68 0.00 1.07 1.56 1.80 1.34 0.00 1.06 1.27 1.42 0.84 0.02 1.15 0.73 0.97 1.26 0.00 1.07 1.17 1.35 Q9Y6R7 FCGBP_HUMANreviewed IgGFc-binding protein (Fcgamma-binding protein antigen) (FcgammaBP)FCGBP 5405 Homo sapiens (Human) 0.81 1.27 0.79 1.00 0.80 1.40 0.47 0.64 0.78 0.84 1.25 0.88 1.21 1.42 1.22 0.87 0.74 1.60 1.68 1.34 1.26

1.26 1.09 0.39 1.24 0.88 1.35 1.72 0.00 1.21 1.42 2.08 0.62 0.00 1.17 0.53 0.72 1.47 0.01 1.32 1.11 1.95 0.78 0.01 1.20 0.65 0.94 P01871 IGHM_HUMAN reviewed Ig mu chain C regionIGHM 452 Homo sapiens (Human) 0.35 0.79 0.72 0.61 1.13 1.00 1.54 1.05 1.02 1.47 2.78 1.37 0.20 1.81 4.86 0.48 0.60 1.09 1.72 0.62 0.78

0.79 1.37 0.00 1.08 1.27 1.47 0.75 0.00 1.06 0.71 0.80 0.91 0.00 1.06 0.86 0.96 0.88 0.00 1.07 0.82 0.94 1.05 0.05 1.05 1.00 1.11 P35579 MYH9_HUMANreviewed Myosin-9 (Cellular myosin heavy chain, type A) (Myosin heavy chain 9) (Myosin heavy chain, non-muscle IIa) (Non-muscle myosin heavy chain A) (NMMHC-A) (Non-muscle myosin heavy chain IIa) (NMMHC II-a) (NMMHC-IIA)MYH9 1960 Homo sapiens (Human) 0.62 0.96 0.70 2.00 1.76 0.73 0.60 1.30 0.80 0.88 0.80 0.79 0.74 0.79 0.80 0.67 0.92 1.37 0.75 0.91 1.05

1.43 0.86 0.00 1.07 0.80 0.92 0.72 0.00 1.08 0.66 0.77 0.82 0.00 1.06 0.78 0.87 0.89 0.00 1.08 0.82 0.96 1.09 0.01 1.07 1.02 1.17 Q14204 DYHC1_HUMANreviewed Cytoplasmic dynein 1 heavy chain 1 (Cytoplasmic dynein heavy chain 1) (Dynein heavy chain, cytosolic)DYNC1H1 DHC1 DNCH1 DNCL DNECL DYHC KIAA03254646 Homo sapiens (Human) 0.88 1.19 0.87 1.55 1.22 1.34 0.78 0.94 0.91 0.89 0.96 0.87 1.00 0.83 0.96 0.93 1.07 0.86 0.72 0.82 1.09

4.83 1.05 0.77 5.58 0.19 5.86 1.44 0.17 3.71 0.39 5.36 1.65 0.16 5.39 0.31 8.92 1.04 0.78 3.67 0.28 3.80 0.92 0.58 3.71 0.25 3.42 P01766 HV305_HUMANreviewed Ig heavy chain V-III region BRO 120 Homo sapiens (Human) 0.66 0.86 1.49 0.78 0.62 1.30 1.18 1.41 1.89 1.04 2.01 1.75 0.77 2.25 1.78 0.80 0.66 1.05 1.44 1.65 0.92

1.69 1.20 0.14 1.28 0.94 1.53 0.53 0.00 1.51 0.35 0.80 1.83 0.00 1.18 1.55 2.16 1.06 0.63 1.30 0.82 1.39 2.67 0.00 1.18 2.27 3.14 P00738 HPT_HUMAN reviewed Haptoglobin (Zonulin) [Cleaved into: Haptoglobin alpha chain; Haptoglobin beta chain]HP 406 Homo sapiens (Human) 0.32 0.94 0.50 0.32 0.32 1.45 1.65 1.01 0.74 1.06 2.13 0.87 1.15 2.19 2.37 0.31 0.62 1.20 0.53 1.83 2.67

1.04 0.91 0.26 1.18 0.77 1.08 1.23 0.00 1.10 1.12 1.35 1.69 0.00 1.11 1.53 1.88 1.21 0.09 1.25 0.97 1.52 1.44 0.00 1.18 1.23 1.70 P01009 A1AT_HUMAN reviewed Alpha-1-antitrypsin (Alpha-1 protease inhibitor) (Alpha-1-antiproteinase) (Serpin A1) [Cleaved into: Short peptide from AAT (SPAAT)]SERPINA1 AAT PI PRO0684 PRO2209418 Homo sapiens (Human) 1.11 0.40 0.67 0.36 0.52 0.93 1.41 1.16 1.38 1.21 2.26 1.74 1.11 1.45 2.04 1.06 1.01 0.91 1.23 1.69 1.44

0.83 1.82 0.00 1.17 1.55 2.14 1.05 0.14 1.07 0.98 1.13 1.44 0.00 1.08 1.34 1.56 0.94 0.42 1.16 0.81 1.10 1.19 0.00 1.08 1.10 1.29 Q8TDL5 BPIB1_HUMAN reviewed BPI fold-containing family B member 1 (Long palate, lung and nasal epithelium carcinoma-associated protein 1) (Von Ebner minor salivary gland protein) (VEMSGP)BPIFB1 C20orf114 LPLUNC1 UNQ706/PRO1357484 Homo sapiens (Human) 0.66 0.60 0.40 1.09 1.22 0.71 0.46 0.94 0.85 0.94 0.65 1.28 2.27 1.31 0.65 0.78 0.80 1.82 1.05 1.44 1.19

4.03 0.99 0.94 4.38 0.23 4.33 1.52 0.32 18.44 0.08 28.04 1.90 0.10 3.51 0.54 6.67 1.23 0.53 17.33 0.07 21.28 1.71 0.13 4.19 0.41 7.16 P01608 KV116_HUMANreviewed Ig kappa chain V-I region Roy 108 Homo sapiens (Human) 0.69 0.91 1.57 0.49 0.65 1.15 0.81 1.08 1.32 1.23 2.21 1.40 1.64 1.31 1.28 0.55 1.16 0.99 1.52 1.90 1.71

1.06 0.72 0.00 1.19 0.61 0.85 1.02 0.58 1.08 0.94 1.10 1.42 0.00 1.07 1.32 1.52 0.95 0.55 1.18 0.81 1.13 1.03 0.40 1.08 0.95 1.12 P26038 MOES_HUMANreviewed Moesin (Membrane-organizing extension spike protein)MSN 577 Homo sapiens (Human) 1.48 1.27 1.88 0.77 0.91 0.96 1.37 0.91 1.14 0.95 0.96 0.77 1.20 1.10 0.83 1.13 0.92 0.72 1.02 1.42 1.03

1.01 0.60 0.00 1.34 0.45 0.80 1.04 0.38 1.11 0.94 1.16 1.18 0.00 1.10 1.08 1.30 0.85 0.09 1.22 0.69 1.03 0.90 0.04 1.11 0.81 1.00 Q9UGT4 SUSD2_HUMANreviewed Sushi domain-containing protein 2SUSD2 822 Homo sapiens (Human) 1.23 1.72 2.65 1.10 0.81 0.89 1.25 0.61 1.11 0.85 1.03 0.73 0.70 1.05 1.11 1.22 0.69 0.60 1.04 1.18 0.90

0.63 5.58 0.00 1.15 4.84 6.44 0.95 0.08 1.06 0.90 1.01 1.39 0.00 1.06 1.32 1.47 0.79 0.00 1.12 0.71 0.88 1.04 0.38 1.10 0.95 1.15 P02788 TRFL_HUMAN reviewed Lactotransferrin (Lactoferrin) (EC 3.4.21.-) (Growth-inhibiting protein 12) (Talalactoferrin) [Cleaved into: Lactoferricin-H (Lfcin-H); Kaliocin-1; Lactoferroxin-A; Lactoferroxin-B; Lactoferroxin-C]LTF GIG12 LF 710 Homo sapiens (Human) 0.31 0.50 0.45 0.53 1.31 0.45 0.43 0.51 0.47 0.79 0.68 1.59 1.36 1.02 0.58 0.67 0.62 5.58 0.95 1.39 1.04

5.98 1.17 0.73 81.56 0.01 95.57 0.98 0.94 21.37 0.05 20.91 1.32 0.41 13.56 0.10 17.90 1.36 0.20 3.52 0.39 4.79 1.06 0.76 5.95 0.18 6.30 P04206 KV307_HUMANreviewed Ig kappa chain V-III region GOL (Rheumatoid factor)109 Homo sapiens (Human) 0.48 0.70 1.25 0.46 0.49 1.51 1.05 1.36 1.64 1.36 2.70 1.63 0.56 3.09 2.02 0.64 0.55 1.17 0.98 1.32 1.06

1.53 0.86 0.00 1.09 0.78 0.94 1.19 0.00 1.07 1.10 1.27 1.26 0.00 1.07 1.18 1.35 0.96 0.58 1.16 0.82 1.12 0.82 0.00 1.13 0.72 0.92 P35527 K1C9_HUMAN reviewed Keratin, type I cytoskeletal 9 (Cytokeratin-9) (CK-9) (Keratin-9) (K9)KRT9 623 Homo sapiens (Human) 0.57 1.86 0.81 0.46 0.67 1.33 1.37 1.36 1.36 0.96 2.70 0.81 0.58 1.97 1.70 1.00 0.97 0.86 1.19 1.26 0.82

0.75 0.58 0.00 1.36 0.43 0.79 1.33 0.00 1.15 1.16 1.53 1.28 0.00 1.12 1.14 1.43 0.92 0.43 1.27 0.72 1.16 0.71 0.00 1.14 0.62 0.81 O00560 SDCB1_HUMANreviewed Syntenin-1 (Melanoma differentiation-associated protein 9) (MDA-9) (Pro-TGF-alpha cytoplasmic domain-interacting protein 18) (TACIP18) (Scaffold protein Pbp1) (Syndecan-binding protein 1)SDCBP MDA9 SYCL 298 Homo sapiens (Human) 1.77 1.77 2.40 1.45 0.98 0.67 1.13 0.56 1.17 0.92 0.96 0.66 0.80 0.71 0.96 1.05 0.93 0.58 1.33 1.28 0.71

1.86 1.29 0.56 4.80 0.27 6.19 1.59 0.24 3.37 0.47 5.35 0.86 0.26 1.53 0.56 1.31 1.10 0.80 4.33 0.25 4.78 1.06 0.75 1.92 0.55 2.03 P0CG05 LAC2_HUMAN reviewed Ig lambda-2 chain C regionsIGLC2 106 Homo sapiens (Human) 0.60 0.75 1.04 0.68 0.56 1.19 0.87 1.01 1.82 1.10 2.18 1.65 0.65 1.39 1.52 0.92 0.60 1.29 1.59 0.86 1.06

0.76 1.32 0.00 1.11 1.18 1.47 1.53 0.00 1.09 1.41 1.66 1.26 0.00 1.09 1.16 1.37 0.93 0.52 1.26 0.74 1.17 0.96 0.41 1.12 0.85 1.07 Q9UGM3 DMBT1_HUMANreviewed Deleted in malignant brain tumors 1 protein (Glycoprotein 340) (Gp-340) (Hensin) (Salivary agglutinin) (SAG) (Surfactant pulmonary-associated D-binding protein)DMBT1 GP340 2413 Homo sapiens (Human) 0.58 0.86 0.72 0.72 1.01 0.65 1.10 2.10 1.18 0.93 1.64 1.41 1.27 1.13 1.89 0.70 0.85 1.32 1.53 1.26 0.96

1.81 0.95 0.66 1.42 0.67 1.34 1.34 0.09 1.47 0.92 1.97 0.99 0.93 1.37 0.72 1.36 0.99 0.96 1.56 0.64 1.55 1.06 0.58 1.33 0.79 1.41 B9A064 IGLL5_HUMAN reviewed Immunoglobulin lambda-like polypeptide 5 (G lambda-1) (Germline immunoglobulin lambda 1)IGLL5 214 Homo sapiens (Human) 0.43 1.01 1.37 0.58 0.57 1.12 1.20 0.89 1.71 0.99 2.57 1.05 0.52 1.18 1.36 0.79 0.56 0.95 1.34 0.99 1.06

1.18 1.33 0.00 1.15 1.16 1.53 1.10 0.00 1.07 1.04 1.18 1.29 0.00 1.06 1.21 1.38 1.08 0.09 1.10 0.99 1.19 1.90 0.00 1.11 1.71 2.12 P00450 CERU_HUMAN reviewed Ceruloplasmin (EC 1.16.3.1) (Ferroxidase)CP 1065 Homo sapiens (Human) 0.63 0.62 0.47 0.34 0.63 1.10 1.56 1.21 1.20 1.08 2.12 1.58 0.99 1.46 2.65 0.67 0.72 1.33 1.10 1.29 1.90

1.26 0.84 0.01 1.13 0.74 0.94 0.72 0.00 1.10 0.66 0.80 0.93 0.04 1.07 0.87 0.99 0.76 0.00 1.12 0.68 0.86 1.16 0.00 1.06 1.10 1.23 Q14764 MVP_HUMAN reviewed Major vault protein (MVP) (Lung resistance-related protein)MVP LRP 893 Homo sapiens (Human) 0.93 1.36 1.03 1.54 1.67 1.18 0.67 0.83 0.84 0.76 0.96 0.74 0.59 0.75 1.00 0.82 1.33 0.84 0.72 0.93 1.16

0.86 1.31 0.00 1.19 1.10 1.56 1.28 0.00 1.08 1.18 1.38 1.11 0.01 1.08 1.03 1.20 1.02 0.82 1.19 0.85 1.22 0.94 0.10 1.08 0.87 1.01 P15311 EZRI_HUMAN reviewed Ezrin (Cytovillin) (Villin-2) (p81)EZR VIL2 586 Homo sapiens (Human) 1.19 1.10 1.27 0.78 1.23 0.77 0.82 0.92 1.03 1.02 0.80 0.76 1.32 0.85 0.63 1.24 1.30 1.31 1.28 1.11 0.94

1.18 0.79 0.00 1.09 0.73 0.86 1.01 0.64 1.07 0.95 1.08 1.15 0.00 1.07 1.07 1.22 1.06 0.50 1.20 0.88 1.28 0.81 0.00 1.10 0.74 0.90 P07355 ANXA2_HUMANreviewed Annexin A2 (Annexin II) (Annexin-2) (Calpactin I heavy chain) (Calpactin-1 heavy chain) (Chromobindin-8) (Lipocortin II) (Placental anticoagulant protein IV) (PAP-IV) (Protein I) (p36)ANXA2 ANX2 ANX2L4 CAL1H LPC2D339 Homo sapiens (Human) 1.31 1.32 1.54 0.84 1.21 1.06 1.13 1.01 1.07 1.06 0.89 1.61 1.02 1.09 0.95 1.16 1.14 0.79 1.01 1.15 0.81

0.57 0.43 0.00 1.25 0.34 0.53 1.36 0.00 1.07 1.27 1.46 0.98 0.59 1.07 0.91 1.05 0.74 0.00 1.17 0.63 0.87 0.81 0.00 1.10 0.74 0.90 Q9H6S3 ES8L2_HUMANreviewed Epidermal growth factor receptor kinase substrate 8-like protein 2 (EPS8-like protein 2) (Epidermal growth factor receptor pathway substrate 8-related protein 2) (EPS8-related protein 2)EPS8L2 EPS8R2 PP13181 715 Homo sapiens (Human) 1.74 1.52 3.07 0.95 0.92 0.49 0.95 0.53 1.08 0.74 0.85 0.65 0.56 0.82 0.76 1.64 0.75 0.43 1.36 0.98 0.81

2.26 0.86 0.00 1.09 0.79 0.95 0.80 0.00 1.06 0.76 0.85 0.80 0.00 1.08 0.74 0.86 0.94 0.24 1.11 0.85 1.04 0.94 0.24 1.10 0.86 1.04 P55072 TERA_HUMAN reviewed Transitional endoplasmic reticulum ATPase (TER ATPase) (EC 3.6.4.6) (15S Mg(2+)-ATPase p97 subunit) (Valosin-containing protein) (VCP)VCP 806 Homo sapiens (Human) 0.99 1.28 0.90 1.54 1.11 2.08 0.91 0.86 0.80 0.94 1.01 0.95 0.93 0.85 0.85 0.97 1.15 0.86 0.80 0.80 0.94

0.64 0.78 0.00 1.13 0.69 0.88 1.16 0.00 1.06 1.09 1.23 1.11 0.00 1.06 1.05 1.18 0.77 0.00 1.12 0.69 0.86 0.73 0.00 1.08 0.67 0.78 Q8WUM4 PDC6I_HUMANreviewed Programmed cell death 6-interacting protein (PDCD6-interacting protein) (ALG-2-interacting protein 1) (ALG-2-interacting protein X) (Hp95)PDCD6IP AIP1 ALIX KIAA1375868 Homo sapiens (Human) 1.77 1.43 2.12 1.17 1.07 0.59 1.18 0.59 1.10 0.77 0.82 0.69 0.94 0.75 0.70 1.06 0.97 0.78 1.16 1.11 0.73

1.15 1.06 0.50 1.18 0.89 1.25 1.13 0.02 1.10 1.02 1.24 1.18 0.00 1.08 1.09 1.28 0.89 0.16 1.18 0.76 1.05 0.81 0.00 1.12 0.73 0.91 P35908 K22E_HUMAN reviewed Keratin, type II cytoskeletal 2 epidermal (Cytokeratin-2e) (CK-2e) (Epithelial keratin-2e) (Keratin-2 epidermis) (Keratin-2e) (K2e) (Type-II keratin Kb2)KRT2 KRT2A KRT2E 639 Homo sapiens (Human) 0.63 2.17 0.90 0.61 0.71 1.03 1.01 0.93 1.39 0.89 2.03 0.74 0.66 0.99 1.79 1.05 1.53 1.06 1.13 1.18 0.81

0.99 0.64 0.00 1.15 0.56 0.74 1.09 0.02 1.08 1.02 1.18 1.17 0.00 1.06 1.10 1.25 0.94 0.16 1.09 0.87 1.02 0.82 0.00 1.09 0.75 0.89 Q09666 AHNK_HUMAN reviewed Neuroblast differentiation-associated protein AHNAK (Desmoyokin)AHNAK PM227 5890 Homo sapiens (Human) 1.00 1.13 1.55 1.08 1.13 0.93 0.96 1.28 1.18 0.94 1.07 1.06 0.88 0.93 1.18 1.05 1.09 0.64 1.09 1.17 0.82

1.23 1.44 0.01 1.28 1.13 1.84 1.34 0.00 1.18 1.14 1.58 1.34 0.00 1.16 1.16 1.55 1.18 0.32 1.44 0.82 1.71 0.80 0.03 1.21 0.66 0.97 P01591 IGJ_HUMAN reviewed Immunoglobulin J chainIGJ IGCJ 159 Homo sapiens (Human) 0.79 0.94 2.02 0.81 0.69 0.97 1.12 0.75 1.81 1.18 1.84 1.12 0.61 1.66 1.70 1.08 0.58 1.44 1.34 1.34 0.80

0.80 2.10 0.00 1.20 1.74 2.52 1.10 0.43 1.28 0.86 1.41 1.06 0.45 1.18 0.90 1.25 1.07 0.11 1.08 0.98 1.16 0.90 0.20 1.17 0.77 1.06 Q8WXI7 MUC16_HUMANreviewed Mucin-16 (MUC-16) (Ovarian cancer-related tumor marker CA125) (CA-125) (Ovarian carcinoma antigen CA125)MUC16 CA125 22152 Homo sapiens (Human) 0.65 0.81 0.77 1.01 1.13 0.53 0.57 0.96 1.15 1.07 0.66 1.11 2.52 0.76 0.59 1.33 0.85 2.10 1.10 1.06 0.90

7874.53 0.54 0.26 30.18 0.02 16.41 0.66 0.46 111.50 0.01 73.25 1.36 0.29 7.00 0.19 9.54 0.98 0.94 27.48 0.04 26.81 0.71 0.50 85.75 0.01 60.70 P01767 HV306_HUMANreviewed Ig heavy chain V-III region BUT 115 Homo sapiens (Human) 0.73 1.15 1.92 0.26 1.31 0.66 0.63 0.95 0.74 0.98 4.25 1.39 0.60 1.51 0.94 2.08 0.34 0.54 0.66 1.36 0.71

0.72 0.69 0.00 1.23 0.56 0.85 1.35 0.00 1.11 1.21 1.51 1.13 0.01 1.10 1.03 1.24 0.72 0.00 1.13 0.63 0.81 0.92 0.30 1.19 0.77 1.09 P27105 STOM_HUMANreviewed Erythrocyte band 7 integral membrane protein (Protein 7.2b) (Stomatin)STOM BND7 EPB72 288 Homo sapiens (Human) 2.02 1.71 2.24 1.14 0.99 0.63 1.06 0.64 1.11 0.72 0.91 0.80 0.77 1.08 0.94 1.22 0.85 0.69 1.35 1.13 0.92

2.09 1.34 0.01 1.23 1.09 1.65 0.67 0.00 1.16 0.58 0.78 1.16 0.00 1.10 1.05 1.27 1.28 0.04 1.25 1.02 1.60 2.47 0.00 1.17 2.11 2.89 P02671 FIBA_HUMAN reviewed Fibrinogen alpha chain [Cleaved into: Fibrinopeptide A; Fibrinogen alpha chain]FGA 866 Homo sapiens (Human) 0.25 0.54 0.43 0.34 0.65 1.84 1.91 0.73 0.83 1.28 2.66 0.94 0.57 2.27 2.26 0.47 0.93 1.34 0.67 1.16 2.47

1.49 1.16 0.01 1.11 1.05 1.29 1.08 0.10 1.09 0.98 1.18 1.55 0.00 1.10 1.40 1.71 1.05 0.65 1.25 0.84 1.31 1.91 0.00 1.13 1.69 2.16 P08603 CFAH_HUMAN reviewed Complement factor H (H factor 1)CFH HF HF1 HF2 1231 Homo sapiens (Human) 0.34 0.53 0.65 0.42 0.57 1.23 1.72 1.54 1.13 1.05 2.48 1.63 0.79 1.61 2.14 0.67 0.71 1.16 1.08 1.55 1.91

1.45 0.96 0.81 1.40 0.69 1.35 1.07 0.34 1.18 0.91 1.27 1.13 0.38 1.36 0.83 1.54 1.10 0.55 1.42 0.77 1.56 0.85 0.05 1.18 0.72 1.00 P08779 K1C16_HUMANreviewed Keratin, type I cytoskeletal 16 (Cytokeratin-16) (CK-16) (Keratin-16) (K16)KRT16 KRT16A 473 Homo sapiens (Human) 0.44 1.61 0.82 0.56 0.72 1.22 1.02 1.05 4.38 1.10 2.74 0.88 0.53 1.49 1.61 0.88 1.19 0.96 1.07 1.13 0.85

1.22 1.18 0.18 1.28 0.92 1.51 0.86 0.02 1.13 0.76 0.97 0.83 0.02 1.17 0.71 0.97 1.13 0.32 1.29 0.88 1.46 1.03 0.63 1.15 0.90 1.19 P07900 HS90A_HUMANreviewed Heat shock protein HSP 90-alpha (Heat shock 86 kDa) (HSP 86) (HSP86) (Renal carcinoma antigen NY-REN-38)HSP90AA1 HSP90A HSPC1 HSPCA732 Homo sapiens (Human) 1.59 0.73 1.20 0.90 0.95 1.12 1.00 1.10 1.00 1.13 0.80 1.16 1.28 1.14 0.77 1.20 1.24 1.18 0.86 0.83 1.03

2.14 1.86 0.04 1.77 1.05 3.29 0.31 0.03 2.83 0.11 0.88 1.69 0.02 1.46 1.15 2.47 0.92 0.54 1.36 0.68 1.25 2.13 0.00 1.44 1.48 3.06 P68871 HBB_HUMAN reviewed Hemoglobin subunit beta (Beta-globin) (Hemoglobin beta chain) [Cleaved into: LVV-hemorphin-7; Spinorphin]HBB 147 Homo sapiens (Human) 0.22 0.92 0.43 1.66 0.28 1.51 0.30 0.35 0.44 0.92 0.49 1.27 0.13 3.04 3.80 0.20 1.18 1.86 0.31 1.69 2.13

0.92 0.98 0.73 1.10 0.90 1.08 1.52 0.00 1.11 1.37 1.68 1.55 0.00 1.07 1.45 1.66 1.05 0.44 1.14 0.92 1.19 1.80 0.00 1.07 1.68 1.93 P01031 CO5_HUMAN reviewed Complement C5 (C3 and PZP-like alpha-2-macroglobulin domain-containing protein 4) [Cleaved into: Complement C5 beta chain; Complement C5 alpha chain; C5a anaphylatoxin; Complement C5 alpha' chain]C5 CPAMD4 1676 Homo sapiens (Human) 0.75 0.60 0.92 0.54 0.54 0.86 1.38 1.13 1.15 1.05 2.44 1.33 0.73 1.26 2.16 1.06 0.76 0.98 1.52 1.55 1.80

0.94 1.84 0.00 1.13 1.63 2.08 0.92 0.02 1.07 0.86 0.99 1.34 0.00 1.07 1.25 1.44 1.02 0.63 1.09 0.94 1.11 2.11 0.00 1.12 1.88 2.37 P04114 APOB_HUMAN reviewed Apolipoprotein B-100 (Apo B-100) [Cleaved into: Apolipoprotein B-48 (Apo B-48)]APOB 4563 Homo sapiens (Human) 0.40 0.47 0.50 0.65 0.67 0.88 1.66 1.33 0.76 1.02 1.54 0.78 0.51 1.76 1.81 0.62 0.81 1.84 0.92 1.34 2.11

1.33 1.11 0.00 1.07 1.04 1.19 0.83 0.00 1.10 0.76 0.92 0.90 0.01 1.08 0.83 0.97 1.00 0.96 1.14 0.87 1.14 1.21 0.00 1.06 1.14 1.29 Q00610 CLH1_HUMAN reviewed Clathrin heavy chain 1 (Clathrin heavy chain on chromosome 17) (CLH-17)CLTC CLH17 CLTCL2 KIAA00341675 Homo sapiens (Human) 0.97 1.16 0.89 1.34 0.97 1.22 0.78 0.96 0.89 1.00 0.96 1.02 0.94 0.87 0.92 1.15 1.42 1.11 0.83 0.90 1.21

1.28 9.92 0.00 1.28 7.72 12.75 0.68 0.00 1.22 0.56 0.83 0.74 0.00 1.14 0.65 0.84 0.75 0.10 1.41 0.53 1.06 0.93 0.25 1.14 0.82 1.06 P05164 PERM_HUMANreviewed Myeloperoxidase (MPO) (EC 1.11.2.2) [Cleaved into: Myeloperoxidase; 89 kDa myeloperoxidase; 84 kDa myeloperoxidase; Myeloperoxidase light chain; Myeloperoxidase heavy chain]MPO 745 Homo sapiens (Human) 0.11 0.20 0.10 0.15 1.10 0.52 0.15 0.15 0.31 0.75 0.46 0.25 0.29 0.47 0.25 0.18 0.35 9.92 0.68 0.74 0.93

1.77 1.18 0.20 1.46 0.81 1.73 2.28 0.22 7.35 0.31 16.76 1.24 0.12 1.43 0.87 1.78 1.77 0.10 2.29 0.77 4.05 1.35 0.07 1.43 0.94 1.93 P80748 LV302_HUMANreviewed Ig lambda chain V-III region LOI 111 Homo sapiens (Human) 0.76 0.77 1.76 0.65 0.74 1.23 0.96 1.42 1.43 1.77 1.69 1.34 0.67 1.61 1.35 0.82 0.56 1.18 2.28 1.24 1.35

1.98 1.44 0.00 1.19 1.21 1.72 0.75 0.00 1.18 0.63 0.88 1.33 0.00 1.09 1.21 1.45 1.09 0.37 1.22 0.90 1.33 2.22 0.00 1.14 1.95 2.54 P02675 FIBB_HUMAN reviewed Fibrinogen beta chain [Cleaved into: Fibrinopeptide B; Fibrinogen beta chain]FGB 491 Homo sapiens (Human) 0.36 0.62 0.51 0.38 0.75 1.69 2.02 0.78 0.89 1.09 2.45 0.96 0.66 2.19 2.29 0.49 0.89 1.44 0.75 1.33 2.22

0.67 3.56 0.00 1.20 2.96 4.28 0.84 0.00 1.12 0.75 0.94 1.51 0.00 1.08 1.40 1.62 0.89 0.23 1.20 0.74 1.08 1.18 0.00 1.08 1.09 1.27 Q9HC84 MUC5B_HUMANreviewed Mucin-5B (MUC-5B) (Cervical mucin) (High molecular weight salivary mucin MG1) (Mucin-5 subtype B, tracheobronchial) (Sublingual gland mucin)MUC5B MUC5 5762 Homo sapiens (Human) 0.57 0.70 0.71 0.99 0.89 0.43 1.49 0.57 0.75 0.89 0.83 0.81 1.32 1.35 0.56 0.69 0.83 3.56 0.84 1.51 1.18

0.92 1.33 0.16 1.51 0.88 2.01 0.94 0.31 1.14 0.83 1.07 0.82 0.02 1.17 0.70 0.95 0.73 0.02 1.28 0.57 0.94 1.16 0.08 1.19 0.98 1.38 P07988 PSPB_HUMAN reviewed Pulmonary surfactant-associated protein B (SP-B) (18 kDa pulmonary-surfactant protein) (6 kDa protein) (Pulmonary surfactant-associated proteolipid SPL(Phe))SFTPB SFTP3 381 Homo sapiens (Human) 0.65 0.75 0.90 1.65 1.45 0.55 1.43 0.82 0.91 0.73 0.68 1.10 0.76 1.54 0.77 0.82 0.74 1.33 0.94 0.82 1.16

1.06 0.78 0.01 1.17 0.66 0.91 1.05 0.39 1.14 0.92 1.20 1.35 0.00 1.14 1.18 1.54 1.03 0.83 1.34 0.77 1.37 0.88 0.06 1.14 0.77 1.00 P35241 RADI_HUMAN reviewed Radixin RDX 583 Homo sapiens (Human) 1.32 1.54 2.15 0.79 0.87 0.84 1.17 0.71 1.22 1.03 0.98 0.60 0.92 1.01 0.95 0.97 0.86 0.78 1.05 1.35 0.88

1.14 1.19 0.00 1.10 1.08 1.32 1.02 0.63 1.10 0.93 1.12 1.18 0.00 1.06 1.11 1.26 1.26 0.01 1.20 1.06 1.51 1.19 0.00 1.09 1.09 1.30 Q9Y490 TLN1_HUMAN reviewed Talin-1 TLN1 KIAA1027 TLN 2541 Homo sapiens (Human) 0.83 0.72 0.88 1.23 0.95 1.05 1.12 1.27 0.98 1.26 1.11 1.17 1.07 1.15 1.15 0.98 0.91 1.19 1.02 1.18 1.19

2.53 0.85 0.62 3.36 0.25 2.85 0.96 0.69 1.42 0.68 1.37 0.90 0.41 1.56 0.58 1.40 1.18 0.18 1.42 0.83 1.67 1.09 0.41 1.42 0.77 1.55 P68371 TBB4B_HUMANreviewed Tubulin beta-4B chain (Tubulin beta-2 chain) (Tubulin beta-2C chain)TUBB4B TUBB2C 445 Homo sapiens (Human) 1.01 0.45 1.00 0.68 0.67 1.65 1.10 1.76 1.28 1.18 0.85 1.45 1.15 0.98 0.97 1.06 1.79 0.85 0.96 0.90 1.09

0.92 1.18 0.00 1.09 1.08 1.29 1.11 0.01 1.08 1.03 1.20 1.52 0.00 1.07 1.41 1.63 1.00 0.97 1.24 0.81 1.24 1.79 0.00 1.08 1.65 1.93 P02774 VTDB_HUMAN reviewed Vitamin D-binding protein (DBP) (VDB) (Gc-globulin) (Group-specific component)GC 474 Homo sapiens (Human) 0.65 0.71 0.61 0.41 0.67 0.84 1.86 1.11 1.01 1.00 1.67 1.59 0.96 1.18 1.87 1.25 0.87 1.18 1.11 1.52 1.79

1.50 0.93 0.38 1.19 0.78 1.11 1.00 0.93 1.12 0.89 1.11 1.07 0.16 1.10 0.97 1.17 0.91 0.12 1.13 0.81 1.03 0.96 0.37 1.10 0.87 1.06 P11142 HSP7C_HUMANreviewed Heat shock cognate 71 kDa protein (Heat shock 70 kDa protein 8)HSPA8 HSC70 HSP73 HSPA10646 Homo sapiens (Human) 1.31 1.13 1.47 1.03 1.15 1.27 0.95 1.00 1.02 0.91 0.99 0.88 1.21 0.89 1.06 0.99 1.07 0.93 1.00 1.07 0.96

141.75 1.01 0.99 539.25 0.00 544.83 1.29 0.40 10.60 0.12 13.68 1.14 0.80 167.97 0.01 190.85 1.25 0.40 7.78 0.16 9.69 1.04 0.90 23.85 0.04 24.78 P04430 KV122_HUMANreviewed Ig kappa chain V-I region BAN 108 Homo sapiens (Human) 0.80 0.89 1.22 0.43 0.49 1.13 1.54 1.18 2.09 1.25 2.11 1.72 0.95 1.38 1.95 0.69 0.66 1.01 1.29 1.14 1.04

1.27 1.57 0.00 1.21 1.30 1.91 1.09 0.03 1.08 1.01 1.17 1.24 0.00 1.08 1.15 1.35 0.93 0.20 1.12 0.83 1.04 1.16 0.01 1.12 1.03 1.30 P14618 KPYM_HUMANreviewed Pyruvate kinase PKM (EC 2.7.1.40) (Cytosolic thyroid hormone-binding protein) (CTHBP) (Opa-interacting protein 3) (OIP-3) (Pyruvate kinase 2/3) (Pyruvate kinase muscle isozyme) (Thyroid hormone-binding protein 1) (THBP1) (Tumor M2-PK) (p58)PKM OIP3 PK2 PK3 PKM2 531 Homo sapiens (Human) 1.11 0.58 1.01 0.78 0.87 1.16 1.00 1.07 0.96 0.93 1.07 1.33 1.35 1.14 1.14 1.12 1.15 1.57 1.09 1.24 1.16

1.22 1.02 0.86 1.24 0.82 1.27 1.14 0.01 1.10 1.03 1.26 1.17 0.01 1.10 1.06 1.29 1.22 0.00 1.11 1.10 1.36 0.82 0.00 1.12 0.73 0.92 P13647 K2C5_HUMAN reviewed Keratin, type II cytoskeletal 5 (58 kDa cytokeratin) (Cytokeratin-5) (CK-5) (Keratin-5) (K5) (Type-II keratin Kb5)KRT5 590 Homo sapiens (Human) 0.60 1.92 0.74 0.49 0.64 1.10 1.19 1.15 2.26 1.22 2.20 0.78 0.53 1.75 1.55 0.91 1.06 1.02 1.14 1.17 0.82

0.96 0.96 0.50 1.12 0.86 1.08 1.14 0.02 1.11 1.03 1.27 1.38 0.00 1.12 1.24 1.54 1.12 0.23 1.21 0.92 1.35 1.16 0.04 1.14 1.01 1.32 P02790 HEMO_HUMANreviewed Hemopexin (Beta-1B-glycoprotein)HPX 462 Homo sapiens (Human) 0.59 0.87 0.67 0.39 0.74 0.86 2.48 1.28 1.14 1.12 1.95 1.37 1.04 1.13 2.33 1.18 0.90 0.96 1.14 1.38 1.16

2.34 0.60 0.00 1.22 0.49 0.74 1.33 0.00 1.07 1.24 1.42 0.79 0.00 1.10 0.72 0.87 0.96 0.52 1.16 0.83 1.11 2.20 0.00 1.11 1.98 2.45 P21980 TGM2_HUMANreviewed Protein-glutamine gamma-glutamyltransferase 2 (EC 2.3.2.13) (Tissue transglutaminase) (Transglutaminase C) (TG(C)) (TGC) (TGase C) (Transglutaminase H) (TGase H) (Transglutaminase-2) (TGase-2)TGM2 687 Homo sapiens (Human) 0.91 0.78 0.97 0.75 0.70 2.08 1.25 0.75 0.65 0.96 1.45 1.04 1.21 1.32 0.65 1.11 1.17 0.60 1.33 0.79 2.20

0.89 1.25 0.02 1.20 1.04 1.50 0.64 0.00 1.17 0.54 0.74 1.19 0.00 1.10 1.08 1.31 1.10 0.22 1.18 0.94 1.30 2.18 0.00 1.12 1.94 2.45 P02647 APOA1_HUMANreviewed Apolipoprotein A-I (Apo-AI) (ApoA-I) (Apolipoprotein A1) [Cleaved into: Truncated apolipoprotein A-I (Apolipoprotein A-I(1-242))]APOA1 267 Homo sapiens (Human) 0.32 0.36 0.30 1.07 0.56 0.72 2.24 2.34 0.87 1.10 1.29 1.37 0.49 1.48 2.31 0.43 0.72 1.25 0.64 1.19 2.18

1.00 1.06 0.53 1.20 0.88 1.27 1.22 0.00 1.08 1.13 1.32 1.09 0.04 1.08 1.01 1.18 0.94 0.58 1.24 0.76 1.17 1.41 0.00 1.12 1.26 1.58 P06396 GELS_HUMAN reviewed Gelsolin (AGEL) (Actin-depolymerizing factor) (ADF) (Brevin)GSN 782 Homo sapiens (Human) 0.87 0.70 0.74 1.16 0.81 0.90 1.29 1.16 1.06 0.94 1.06 1.34 1.24 1.23 1.78 1.00 0.83 1.06 1.22 1.09 1.41

0.79 0.77 0.04 1.29 0.60 0.99 1.14 0.00 1.09 1.05 1.24 1.56 0.00 1.09 1.44 1.70 1.00 0.99 1.13 0.89 1.13 0.94 0.15 1.09 0.87 1.02 Q9H4M9 EHD1_HUMAN reviewed EH domain-containing protein 1 (PAST homolog 1) (hPAST1) (Testilin)EHD1 PAST PAST1 CDABP0131534 Homo sapiens (Human) 1.10 1.13 2.01 0.75 0.98 0.72 1.14 0.78 1.42 1.00 1.06 0.85 0.75 1.33 1.22 1.37 1.09 0.77 1.14 1.56 0.94

2.10 1.59 0.01 1.39 1.14 2.20 0.35 0.01 2.01 0.17 0.70 1.84 0.00 1.26 1.45 2.32 1.06 0.64 1.33 0.80 1.41 2.14 0.00 1.37 1.56 2.93 P69905 HBA_HUMAN reviewed Hemoglobin subunit alpha (Alpha-globin) (Hemoglobin alpha chain)HBA1; HBA2 142 Homo sapiens (Human) 0.33 0.97 0.55 1.52 0.27 1.60 0.35 0.40 0.49 1.06 0.50 1.40 0.21 2.85 2.61 0.30 1.02 1.59 0.35 1.84 2.14

2.04 0.75 0.18 1.57 0.48 1.17 0.86 0.02 1.13 0.77 0.97 0.69 0.00 1.22 0.57 0.84 1.04 0.61 1.17 0.89 1.21 0.92 0.33 1.20 0.77 1.10 P00352 AL1A1_HUMANreviewed Retinal dehydrogenase 1 (RALDH 1) (RalDH1) (EC 1.2.1.36) (ALDH-E1) (ALHDII) (Aldehyde dehydrogenase family 1 member A1) (Aldehyde dehydrogenase, cytosolic)ALDH1A1 ALDC ALDH1 PUMB1501 Homo sapiens (Human) 1.52 1.00 0.93 1.15 1.00 1.69 0.78 1.28 0.89 1.04 0.69 1.36 1.48 0.91 0.75 0.97 1.37 0.75 0.86 0.69 0.92

2.42 1.02 0.96 2.43 0.42 2.47 0.91 0.27 1.26 0.72 1.14 1.49 0.03 1.39 1.08 2.07 1.13 0.38 1.45 0.78 1.63 1.81 0.07 1.94 0.93 3.52 P07437 TBB5_HUMAN reviewed Tubulin beta chain (Tubulin beta-5 chain)TUBB TUBB5 OK/SW-cl.56444 Homo sapiens (Human) 0.72 0.55 0.95 0.90 0.78 1.33 0.93 1.13 0.93 1.13 1.16 1.02 1.07 1.15 1.19 0.86 1.23 1.02 0.91 1.49 1.81

2.64 1.09 0.41 1.43 0.76 1.57 1.22 0.14 1.43 0.85 1.74 1.36 0.17 1.86 0.73 2.53 1.28 0.11 1.46 0.88 1.87 0.97 0.87 1.92 0.51 1.87 P06313 KV403_HUMANreviewed Ig kappa chain V-IV region JI 133 Homo sapiens (Human) 0.58 0.72 1.45 0.61 0.59 1.11 1.20 1.09 1.44 1.28 3.35 1.67 0.68 2.04 3.09 0.82 0.82 1.09 1.22 1.36 0.97

1.41 1.34 0.00 1.16 1.15 1.55 0.96 0.32 1.08 0.89 1.04 1.02 0.65 1.08 0.94 1.10 1.05 0.47 1.14 0.92 1.20 1.41 0.00 1.10 1.28 1.55 P13796 PLSL_HUMAN reviewed Plastin-2 (L-plastin) (LC64P) (Lymphocyte cytosolic protein 1) (LCP-1)LCP1 PLS2 627 Homo sapiens (Human) 0.92 0.65 1.14 1.62 0.73 1.28 0.97 1.11 0.91 1.05 1.04 0.86 0.97 1.09 0.90 0.94 0.84 1.34 0.96 1.02 1.41

1.09 0.96 0.77 1.38 0.69 1.32 0.72 0.02 1.30 0.55 0.93 0.80 0.04 1.23 0.65 0.98 0.71 0.05 1.42 0.50 1.01 1.05 0.64 1.22 0.85 1.28 P08238 HS90B_HUMANreviewed Heat shock protein HSP 90-beta (HSP 90) (Heat shock 84 kDa) (HSP 84) (HSP84)HSP90AB1 HSP90B HSPC2 HSPCB724 Homo sapiens (Human) 1.46 0.56 0.97 0.62 0.76 0.83 0.89 1.11 0.73 0.71 0.70 1.07 1.13 1.12 0.63 0.82 0.93 0.96 0.72 0.80 1.05

1.49 0.94 0.74 1.58 0.60 1.48 1.11 0.21 1.21 0.92 1.35 1.01 0.95 1.31 0.77 1.32 0.88 0.36 1.39 0.64 1.22 0.76 0.10 1.42 0.53 1.08 P02533 K1C14_HUMANreviewed Keratin, type I cytoskeletal 14 (Cytokeratin-14) (CK-14) (Keratin-14) (K14)KRT14 472 Homo sapiens (Human) 0.45 1.64 0.83 0.56 0.60 1.15 1.09 0.98 4.81 0.88 2.34 0.84 0.45 1.53 1.52 1.01 1.00 0.94 1.11 1.01 0.76

0.73 0.39 0.00 1.57 0.25 0.62 0.96 0.55 1.17 0.82 1.12 0.98 0.86 1.32 0.74 1.29 0.73 0.18 1.66 0.44 1.20 0.66 0.05 1.52 0.43 1.00 Q8NFJ5 RAI3_HUMAN reviewed Retinoic acid-induced protein 3 (G-protein coupled receptor family C group 5 member A) (Orphan G-protein-coupling receptor PEIG-1) (Retinoic acid-induced gene 1 protein) (RAIG-1)GPRC5A GPCR5A RAI3 RAIG1357 Homo sapiens (Human) 1.68 1.63 2.15 0.97 0.79 0.48 1.08 0.56 1.07 0.73 0.95 0.66 0.63 0.92 0.72 1.28 0.72 0.39 0.96 0.98 0.66

1.10 0.67 0.03 1.41 0.48 0.94 1.14 0.11 1.19 0.96 1.36 1.77 0.00 1.15 1.54 2.03 0.89 0.23 1.22 0.73 1.09 1.07 0.17 1.11 0.97 1.19 P05362 ICAM1_HUMANreviewed Intercellular adhesion molecule 1 (ICAM-1) (Major group rhinovirus receptor) (CD antigen CD54)ICAM1 532 Homo sapiens (Human) 1.27 1.28 1.95 0.64 0.91 0.70 1.59 0.86 1.37 0.89 1.13 1.00 0.84 1.23 1.11 1.21 0.95 0.67 1.14 1.77 1.07

0.66 0.66 0.00 1.21 0.55 0.80 1.65 0.00 1.12 1.48 1.84 0.90 0.19 1.17 0.77 1.06 0.80 0.05 1.26 0.63 1.00 0.57 0.00 1.30 0.44 0.74 P43353 AL3B1_HUMANreviewed Aldehyde dehydrogenase family 3 member B1 (EC 1.2.1.5) (Aldehyde dehydrogenase 7)ALDH3B1 ALDH7 468 Homo sapiens (Human) 1.68 1.95 1.76 1.20 1.09 0.51 0.78 0.71 0.88 0.80 0.89 0.98 1.13 0.66 0.82 1.25 1.03 0.66 1.65 0.90 0.57

1.14 1.25 0.01 1.17 1.07 1.46 0.96 0.45 1.14 0.84 1.09 0.98 0.80 1.17 0.84 1.15 0.96 0.74 1.33 0.72 1.27 1.29 0.09 1.35 0.95 1.75 O43707 ACTN4_HUMANreviewed Alpha-actinin-4 (F-actin cross-linking protein) (Non-muscle alpha-actinin 4)ACTN4 911 Homo sapiens (Human) 0.94 0.83 0.98 1.23 1.09 0.95 1.03 0.99 1.06 0.96 1.09 0.98 0.99 1.19 1.00 0.95 1.12 1.25 0.96 0.98 1.29

1.11 0.99 0.79 1.11 0.89 1.09 0.99 0.80 1.07 0.92 1.06 1.01 0.73 1.06 0.95 1.07 1.04 0.49 1.11 0.93 1.16 1.11 0.00 1.06 1.04 1.18 P46940 IQGA1_HUMANreviewed Ras GTPase-activating-like protein IQGAP1 (p195)IQGAP1 KIAA0051 1657 Homo sapiens (Human) 1.16 0.97 1.00 1.26 1.06 1.01 0.96 1.07 0.93 1.04 0.94 1.21 1.21 1.02 0.94 1.08 1.06 0.99 0.99 1.01 1.11

0.92 0.81 0.02 1.18 0.69 0.96 1.35 0.01 1.22 1.10 1.65 1.30 0.00 1.08 1.20 1.40 0.99 0.98 1.65 0.60 1.64 0.86 0.01 1.12 0.77 0.97 O00159 MYO1C_HUMANreviewed Unconventional myosin-Ic (Myosin I beta) (MMI-beta) (MMIb)MYO1C 1063 Homo sapiens (Human) 1.13 0.99 1.89 0.73 1.04 0.80 1.01 0.89 1.37 0.99 1.01 1.06 0.89 1.26 1.23 1.23 1.16 0.81 1.35 1.30 0.86

0.85 0.90 0.25 1.22 0.73 1.09 1.29 0.00 1.10 1.17 1.41 1.59 0.00 1.10 1.45 1.75 1.07 0.32 1.14 0.93 1.22 1.46 0.00 1.11 1.32 1.62 P05155 IC1_HUMAN reviewed Plasma protease C1 inhibitor (C1 Inh) (C1Inh) (C1 esterase inhibitor) (C1-inhibiting factor) (Serpin G1)SERPING1 C1IN C1NH 500 Homo sapiens (Human) 0.92 0.61 0.83 0.72 0.81 0.76 1.70 0.95 1.21 1.07 1.31 0.99 1.32 1.09 1.34 1.07 1.01 0.90 1.29 1.59 1.46

0.98 1.31 0.00 1.11 1.18 1.46 0.76 0.00 1.11 0.68 0.84 1.49 0.00 1.09 1.36 1.62 1.16 0.06 1.17 0.99 1.35 1.79 0.00 1.15 1.56 2.05 P00751 CFAB_HUMAN reviewed Complement factor B (EC 3.4.21.47) (C3/C5 convertase) (Glycine-rich beta glycoprotein) (GBG) (PBF2) (Properdin factor B) [Cleaved into: Complement factor B Ba fragment; Complement factor B Bb fragment]CFB BF BFD 764 Homo sapiens (Human) 0.45 0.52 0.55 0.36 0.55 0.89 1.64 1.52 1.40 1.16 2.73 1.47 0.93 2.15 1.90 0.60 0.87 1.31 0.76 1.49 1.79

0.92 1.01 0.83 1.15 0.88 1.17 0.94 0.15 1.09 0.86 1.03 1.35 0.00 1.10 1.23 1.48 1.22 0.01 1.16 1.05 1.42 2.03 0.00 1.11 1.83 2.26 P00747 PLMN_HUMANreviewed Plasminogen (EC 3.4.21.7) [Cleaved into: Plasmin heavy chain A; Activation peptide; Angiostatin; Plasmin heavy chain A, short form; Plasmin light chain B]PLG 810 Homo sapiens (Human) 0.54 0.73 0.60 0.45 0.49 0.83 2.20 1.92 1.03 1.22 2.58 1.51 0.64 1.45 3.48 0.72 0.69 1.01 0.94 1.35 2.03

1.13 0.57 0.00 1.25 0.46 0.71 0.62 0.00 1.16 0.53 0.71 0.76 0.00 1.15 0.66 0.87 1.47 0.00 1.22 1.20 1.80 1.49 0.00 1.12 1.34 1.67 P06727 APOA4_HUMANreviewed Apolipoprotein A-IV (Apo-AIV) (ApoA-IV) (Apolipoprotein A4)APOA4 396 Homo sapiens (Human) 0.52 0.51 0.30 0.72 0.60 1.02 3.25 2.47 0.82 1.47 0.83 1.97 0.41 1.93 1.24 0.40 0.97 0.57 0.62 0.76 1.49

4.12 1.95 0.43 967.80 0.00 1884.00 0.98 0.92 11.40 0.09 11.13 1.41 0.21 4.34 0.32 6.11 1.08 0.64 4.33 0.25 4.67 2.23 0.17 17.35 0.13 38.74 P68366 TBA4A_HUMANreviewed Tubulin alpha-4A chain (Alpha-tubulin 1) (Testis-specific alpha-tubulin) (Tubulin H2-alpha) (Tubulin alpha-1 chain)TUBA4A TUBA1 448 Homo sapiens (Human) 0.71 0.50 0.90 0.75 1.27 0.95 0.64 1.19 0.94 1.08 1.07 1.03 0.94 1.09 1.04 0.89 1.31 1.95 0.98 1.41 2.23

1.88 1.37 0.01 1.27 1.08 1.73 0.77 0.00 1.09 0.70 0.84 1.38 0.00 1.09 1.26 1.51 0.92 0.54 1.35 0.68 1.24 2.50 0.00 1.12 2.23 2.81 P02679 FIBG_HUMAN reviewed Fibrinogen gamma chainFGG PRO2061 453 Homo sapiens (Human) 0.25 0.53 0.44 0.32 0.70 1.64 2.02 0.66 0.80 0.92 2.52 0.93 0.58 2.35 2.44 0.47 0.84 1.37 0.77 1.38 2.50

1.78 1.36 0.36 2.51 0.54 3.41 1.27 0.20 1.59 0.80 2.03 1.22 0.09 1.29 0.95 1.56 0.93 0.76 1.88 0.50 1.76 0.79 0.09 1.36 0.58 1.08 P01781 HV320_HUMANreviewed Ig heavy chain V-III region GAL 116 Homo sapiens (Human) 0.28 0.54 1.49 0.66 0.69 1.28 1.17 1.01 1.98 0.93 3.13 1.22 0.54 1.29 1.83 0.89 0.70 1.36 1.27 1.22 0.79

0.60 1.39 0.00 1.21 1.14 1.68 1.11 0.07 1.13 0.99 1.26 1.35 0.00 1.13 1.20 1.53 1.07 0.41 1.19 0.90 1.27 1.38 0.00 1.13 1.23 1.56 P10909 CLUS_HUMAN reviewed Clusterin (Aging-associated gene 4 protein) (Apolipoprotein J) (Apo-J) (Complement cytolysis inhibitor) (CLI) (Complement-associated protein SP-40,40) (Ku70-binding protein 1) (NA1/NA2) (Testosterone-repressed prostate message 2) (TRPM-2) [Cleaved into: Clusterin beta chain (ApoJalpha) (Complement cytolysis inhibitor a chain); Clusterin alpha chain (ApoJbeta) (Complement cytolysis inhibitor b chain)]CLU APOJ CLI KUB1 AAG4 449 Homo sapiens (Human) 0.59 0.55 0.71 0.99 0.85 0.52 1.23 1.16 1.28 1.07 1.22 1.34 1.30 1.45 1.85 1.06 0.85 1.39 1.11 1.35 1.38

0.69 1.76 0.00 1.13 1.56 1.99 0.98 0.55 1.09 0.89 1.07 1.09 0.10 1.12 0.98 1.22 0.98 0.67 1.13 0.86 1.10 0.70 0.00 1.18 0.59 0.83 P15144 AMPN_HUMANreviewed Aminopeptidase N (AP-N) (hAPN) (EC 3.4.11.2) (Alanyl aminopeptidase) (Aminopeptidase M) (AP-M) (Microsomal aminopeptidase) (Myeloid plasma membrane glycoprotein CD13) (gp150) (CD antigen CD13)ANPEP APN CD13 PEPN 967 Homo sapiens (Human) 1.11 1.38 1.37 1.10 1.16 0.55 0.79 0.83 0.97 0.98 0.88 1.08 1.23 0.87 0.84 0.92 1.24 1.76 0.98 1.09 0.70

0.95 1.48 0.02 1.36 1.09 2.02 0.99 0.87 1.13 0.88 1.12 1.43 0.00 1.13 1.26 1.61 1.07 0.45 1.21 0.88 1.30 1.18 0.01 1.13 1.04 1.33 P04406 G3P_HUMAN reviewed Glyceraldehyde-3-phosphate dehydrogenase (GAPDH) (EC 1.2.1.12) (Peptidyl-cysteine S-nitrosylase GAPDH) (EC 2.6.99.-)GAPDH GAPD CDABP0047 OK/SW-cl.12335 Homo sapiens (Human) 1.00 0.78 0.86 0.96 1.13 0.84 0.65 1.17 0.89 1.07 1.04 1.04 1.18 1.03 1.29 0.76 1.23 1.48 0.99 1.43 1.18

1.19 2.84 0.00 1.26 2.26 3.57 1.11 0.15 1.16 0.96 1.30 0.96 0.50 1.13 0.85 1.08 0.86 0.24 1.30 0.66 1.12 1.12 0.11 1.16 0.97 1.30 P98088 MUC5A_HUMANreviewed Mucin-5AC (MUC-5AC) (Gastric mucin) (Lewis B blood group antigen) (LeB) (Major airway glycoprotein) (Mucin-5 subtype AC, tracheobronchial) (Tracheobronchial mucin) (TBM) (Fragments)MUC5AC MUC5 5030 Homo sapiens (Human) 0.68 1.03 0.70 0.54 1.10 1.10 0.56 0.96 0.77 0.86 0.71 1.39 2.25 0.72 0.86 0.61 0.70 2.84 1.11 0.96 1.12

1.14 0.90 0.15 1.16 0.77 1.04 1.20 0.00 1.08 1.11 1.30 0.85 0.01 1.11 0.76 0.95 0.98 0.77 1.14 0.87 1.12 0.85 0.00 1.08 0.78 0.92 P09525 ANXA4_HUMANreviewed Annexin A4 (35-beta calcimedin) (Annexin IV) (Annexin-4) (Carbohydrate-binding protein p33/p41) (Chromobindin-4) (Endonexin I) (Lipocortin IV) (P32.5) (PP4-X) (Placental anticoagulant protein II) (PAP-II) (Protein II)ANXA4 ANX4 319 Homo sapiens (Human) 1.33 1.65 1.35 0.79 1.15 1.02 1.11 1.08 0.99 0.98 0.86 1.13 1.05 0.77 0.80 1.28 1.13 0.90 1.20 0.85 0.85

0.88 0.98 0.81 1.23 0.79 1.20 1.21 0.01 1.13 1.07 1.36 1.48 0.00 1.16 1.28 1.71 1.20 0.05 1.20 1.00 1.44 1.68 0.00 1.17 1.43 1.96 P01011 AACT_HUMAN reviewed Alpha-1-antichymotrypsin (ACT) (Cell growth-inhibiting gene 24/25 protein) (Serpin A3) [Cleaved into: Alpha-1-antichymotrypsin His-Pro-less]SERPINA3 AACT GIG24 GIG25423 Homo sapiens (Human) 0.68 0.41 0.44 0.35 0.65 0.75 2.20 1.51 1.13 1.20 2.37 1.65 0.75 1.46 2.33 0.78 0.83 0.98 1.21 1.48 1.68

1.19 1.01 0.87 1.16 0.88 1.17 1.19 0.00 1.08 1.10 1.29 1.24 0.00 1.08 1.15 1.34 0.97 0.76 1.19 0.82 1.16 1.13 0.00 1.08 1.04 1.22 P00558 PGK1_HUMAN reviewed Phosphoglycerate kinase 1 (EC 2.7.2.3) (Cell migration-inducing gene 10 protein) (Primer recognition protein 2) (PRP 2)PGK1 PGKA MIG10 OK/SW-cl.110417 Homo sapiens (Human) 1.72 0.44 1.17 0.45 0.59 1.07 1.20 1.27 1.07 0.97 0.94 1.23 1.65 1.10 0.86 1.27 1.23 1.01 1.19 1.24 1.13

0.88 0.82 0.01 1.16 0.70 0.95 1.11 0.05 1.11 1.00 1.23 0.75 0.00 1.15 0.65 0.87 1.34 0.01 1.23 1.09 1.65 0.75 0.01 1.20 0.63 0.91 P05186 PPBT_HUMAN reviewed Alkaline phosphatase, tissue-nonspecific isozyme (AP-TNAP) (TNSALP) (EC 3.1.3.1) (Alkaline phosphatase liver/bone/kidney isozyme)ALPL 524 Homo sapiens (Human) 1.55 1.21 0.63 0.77 1.55 0.78 1.26 1.31 0.96 1.34 0.63 1.15 1.40 1.01 0.61 1.13 1.08 0.82 1.11 0.75 0.75

0.91 1.11 0.12 1.14 0.97 1.27 1.07 0.10 1.09 0.99 1.16 1.72 0.00 1.09 1.57 1.88 1.20 0.03 1.18 1.02 1.41 2.34 0.00 1.17 2.00 2.74 P19823 ITIH2_HUMAN reviewed Inter-alpha-trypsin inhibitor heavy chain H2 (ITI heavy chain H2) (ITI-HC2) (Inter-alpha-inhibitor heavy chain 2) (Inter-alpha-trypsin inhibitor complex component II) (Serum-derived hyaluronan-associated protein) (SHAP)ITIH2 IGHEP2 946 Homo sapiens (Human) 0.48 0.43 0.55 0.43 0.51 0.80 1.87 1.92 1.18 1.20 1.67 1.40 0.78 1.39 2.24 0.73 0.68 1.11 1.07 1.72 2.34

0.81 2.11 0.00 1.13 1.87 2.38 1.40 0.00 1.10 1.27 1.53 1.10 0.13 1.14 0.97 1.25 0.99 0.94 1.23 0.81 1.22 0.66 0.00 1.20 0.55 0.79 O43490 PROM1_HUMANreviewed Prominin-1 (Antigen AC133) (Prominin-like protein 1) (CD antigen CD133)PROM1 PROML1 MSTP061865 Homo sapiens (Human) 0.97 1.11 0.99 0.95 1.20 0.64 0.59 0.91 0.93 0.99 0.77 0.85 1.45 0.84 0.65 0.95 1.22 2.11 1.40 1.10 0.66

5.03 1.04 0.78 4.67 0.22 4.88 0.97 0.82 4.63 0.21 4.47 1.52 0.18 4.71 0.32 7.18 0.98 0.97 67.73 0.01 66.64 1.35 0.25 4.66 0.29 6.28 P04433 KV309_HUMANreviewed Ig kappa chain V-III region VG (Fragment)115 Homo sapiens (Human) 0.59 0.79 1.32 0.47 0.67 1.08 1.18 1.07 1.72 0.98 2.36 1.24 0.72 1.89 1.97 0.50 0.68 1.04 0.97 1.52 1.35

1.17 0.94 0.33 1.14 0.82 1.07 0.89 0.03 1.12 0.79 0.99 0.86 0.03 1.13 0.76 0.98 1.06 0.39 1.15 0.92 1.22 0.70 0.00 1.19 0.59 0.83 P08758 ANXA5_HUMANreviewed Annexin A5 (Anchorin CII) (Annexin V) (Annexin-5) (Calphobindin I) (CBP-I) (Endonexin II) (Lipocortin V) (Placental anticoagulant protein 4) (PP4) (Placental anticoagulant protein I) (PAP-I) (Thromboplastin inhibitor) (Vascular anticoagulant-alpha) (VAC-alpha)ANXA5 ANX5 ENX2 PP4 320 Homo sapiens (Human) 1.91 1.31 1.34 1.04 1.12 1.01 1.22 1.00 0.93 1.06 0.88 0.95 1.31 1.00 0.70 1.31 1.20 0.94 0.89 0.86 0.70

1.54 0.94 0.51 1.23 0.77 1.15 0.90 0.20 1.20 0.75 1.07 0.86 0.04 1.15 0.75 0.99 0.84 0.16 1.29 0.65 1.09 0.67 0.00 1.18 0.56 0.79 P08107 HSP71_HUMANreviewed Heat shock 70 kDa protein 1A/1B (Heat shock 70 kDa protein 1/2) (HSP70-1/HSP70-2) (HSP70.1/HSP70.2)HSPA1A HSPA1 HSX70; HSPA1B641 Homo sapiens (Human) 1.57 1.12 1.35 0.96 1.14 1.20 0.96 0.94 0.89 0.84 0.73 0.92 1.21 0.82 0.66 1.07 1.02 0.94 0.90 0.86 0.67

0.95 0.86 0.21 1.28 0.67 1.10 0.94 0.42 1.18 0.80 1.11 0.99 0.84 1.17 0.84 1.15 0.74 0.01 1.22 0.60 0.91 0.89 0.19 1.20 0.74 1.07 P22897 MRC1_HUMANreviewed Macrophage mannose receptor 1 (MMR) (C-type lectin domain family 13 member D) (C-type lectin domain family 13 member D-like) (Macrophage mannose receptor 1-like protein 1) (CD antigen CD206)MRC1 CLEC13D CLEC13DL MRC1L11456 Homo sapiens (Human) 1.20 1.54 0.89 1.02 0.97 0.83 1.47 0.75 0.97 0.74 0.78 1.07 1.25 1.02 0.84 1.32 0.70 0.86 0.94 0.99 0.89

2.12 0.59 0.00 1.35 0.44 0.80 1.16 0.01 1.10 1.05 1.27 1.19 0.00 1.10 1.08 1.31 1.19 0.03 1.17 1.02 1.40 3.06 0.00 1.35 2.28 4.13 Q15063 POSTN_HUMANreviewed Periostin (PN) (Osteoblast-specific factor 2) (OSF-2)POSTN OSF2 836 Homo sapiens (Human) 0.25 0.35 0.44 0.26 0.46 1.77 0.73 1.41 1.98 1.19 2.70 1.46 0.41 1.88 1.08 0.75 0.92 0.59 1.16 1.19 3.06

1.25 1.00 0.99 1.18 0.85 1.18 1.09 0.40 1.25 0.87 1.36 1.02 0.80 1.24 0.83 1.27 1.02 0.80 1.22 0.84 1.25 0.95 0.57 1.26 0.75 1.19 P63104 1433Z_HUMANreviewed 14-3-3 protein zeta/delta (Protein kinase C inhibitor protein 1) (KCIP-1)YWHAZ 245 Homo sapiens (Human) 1.31 0.94 1.22 0.87 0.98 1.07 0.93 0.99 1.03 1.02 1.02 0.92 1.47 0.95 0.96 1.17 1.22 1.00 1.09 1.02 0.95

0.93 0.86 0.04 1.16 0.74 1.00 1.07 0.20 1.11 0.96 1.19 1.56 0.00 1.09 1.42 1.70 1.33 0.00 1.13 1.18 1.50 1.60 0.00 1.17 1.37 1.87 P01008 ANT3_HUMAN reviewed Antithrombin-III (ATIII) (Serpin C1)SERPINC1 AT3 PRO0309 464 Homo sapiens (Human) 0.69 0.65 0.55 0.39 0.65 0.83 2.27 1.28 1.34 1.33 2.42 1.64 0.99 1.13 1.94 1.13 1.00 0.86 1.07 1.56 1.60

1.60 0.91 0.34 1.23 0.74 1.12 1.18 0.00 1.09 1.08 1.29 1.51 0.00 1.09 1.38 1.64 1.21 0.11 1.26 0.96 1.52 1.14 0.01 1.09 1.04 1.24 P09960 LKHA4_HUMANreviewed Leukotriene A-4 hydrolase (LTA-4 hydrolase) (EC 3.3.2.6) (Leukotriene A(4) hydrolase)LTA4H LTA4 611 Homo sapiens (Human) 1.16 0.55 0.99 0.59 0.52 1.44 1.37 1.39 1.24 1.21 1.13 1.48 1.61 1.16 1.22 1.03 0.95 0.91 1.18 1.51 1.14

1.24 0.97 0.65 1.13 0.86 1.10 0.99 0.85 1.08 0.92 1.07 1.19 0.00 1.08 1.10 1.28 1.17 0.09 1.21 0.97 1.41 1.00 0.99 1.17 0.85 1.17 Q7L576 CYFP1_HUMANreviewed Cytoplasmic FMR1-interacting protein 1 (Specifically Rac1-associated protein 1) (Sra-1) (p140sra-1)CYFIP1 KIAA0068 1253 Homo sapiens (Human) 0.93 1.22 1.12 1.02 1.01 1.11 1.12 1.27 1.15 1.17 1.10 1.11 0.94 1.01 1.16 1.13 1.11 0.97 0.99 1.19 1.00

1.20 0.71 0.03 1.33 0.54 0.95 0.91 0.09 1.12 0.81 1.02 1.25 0.00 1.12 1.12 1.40 0.95 0.64 1.29 0.73 1.22 0.94 0.50 1.20 0.78 1.13 P06681 CO2_HUMAN reviewed Complement C2 (EC 3.4.21.43) (C3/C5 convertase) [Cleaved into: Complement C2b fragment; Complement C2a fragment]C2 752 Homo sapiens (Human) 1.07 1.00 1.17 0.74 0.62 1.07 1.22 0.74 0.96 0.95 1.52 1.18 1.74 1.37 0.96 1.62 0.80 0.71 0.91 1.25 0.94

4.76 1.62 0.00 1.23 1.32 1.99 0.66 0.03 1.43 0.46 0.94 0.85 0.27 1.40 0.60 1.19 1.45 0.23 1.99 0.73 2.89 0.97 0.72 1.22 0.79 1.19 P02794 FRIH_HUMAN reviewed Ferritin heavy chain (Ferritin H subunit) (EC 1.16.3.1) (Cell proliferation-inducing gene 15 protein) [Cleaved into: Ferritin heavy chain, N-terminally processed]FTH1 FTH FTHL6 OK/SW-cl.84 PIG15183 Homo sapiens (Human) 0.53 0.67 0.86 1.69 0.66 3.21 0.81 1.18 0.84 1.45 0.66 0.86 1.03 0.71 1.30 0.56 1.27 1.62 0.66 0.85 0.97

1.03 1.32 0.00 1.08 1.22 1.43 1.06 0.17 1.08 0.98 1.14 1.00 0.96 1.08 0.92 1.08 0.97 0.56 1.10 0.88 1.07 0.87 0.01 1.10 0.79 0.96 P04083 ANXA1_HUMANreviewed Annexin A1 (Annexin I) (Annexin-1) (Calpactin II) (Calpactin-2) (Chromobindin-9) (Lipocortin I) (Phospholipase A2 inhibitory protein) (p35)ANXA1 ANX1 LPC1 346 Homo sapiens (Human) 1.39 1.00 1.02 1.01 1.43 0.96 0.88 1.25 0.98 0.97 0.86 1.00 1.42 0.96 0.81 1.10 1.28 1.32 1.06 1.00 0.87

1.29 1.34 0.00 1.13 1.19 1.51 0.91 0.04 1.09 0.84 1.00 0.95 0.19 1.08 0.88 1.03 1.02 0.82 1.16 0.88 1.18 0.98 0.60 1.09 0.90 1.07 P06733 ENOA_HUMAN reviewed Alpha-enolase (EC 4.2.1.11) (2-phospho-D-glycerate hydro-lyase) (C-myc promoter-binding protein) (Enolase 1) (MBP-1) (MPB-1) (Non-neural enolase) (NNE) (Phosphopyruvate hydratase) (Plasminogen-binding protein)ENO1 ENO1L1 MBPB1 MPB1434 Homo sapiens (Human) 1.19 1.28 1.07 1.05 1.27 1.17 0.91 1.06 0.97 1.02 0.96 0.96 1.12 1.11 0.84 1.08 1.18 1.34 0.91 0.95 0.98

0.89 0.67 0.00 1.25 0.53 0.83 1.13 0.14 1.18 0.96 1.34 1.17 0.05 1.17 1.00 1.38 0.82 0.04 1.21 0.67 0.99 0.85 0.08 1.20 0.71 1.02 Q9NY47 CA2D2_HUMANreviewed Voltage-dependent calcium channel subunit alpha-2/delta-2 (Voltage-gated calcium channel subunit alpha-2/delta-2) [Cleaved into: Voltage-dependent calcium channel subunit alpha-2-2; Voltage-dependent calcium channel subunit delta-2]CACNA2D2 KIAA0558 1150 Homo sapiens (Human) 1.78 1.69 1.49 1.02 0.98 0.76 1.29 0.77 1.21 0.82 0.90 0.89 0.93 1.00 0.89 1.03 0.86 0.67 1.13 1.17 0.85

1.31 0.91 0.09 1.12 0.81 1.02 0.97 0.59 1.13 0.86 1.09 0.95 0.44 1.16 0.82 1.10 1.05 0.39 1.12 0.93 1.18 0.88 0.02 1.11 0.79 0.97 P50995 ANX11_HUMANreviewed Annexin A11 (56 kDa autoantigen) (Annexin XI) (Annexin-11) (Calcyclin-associated annexin 50) (CAP-50)ANXA11 ANX11 505 Homo sapiens (Human) 0.94 1.46 1.15 0.99 1.38 1.12 1.19 1.04 1.00 1.05 0.85 0.98 1.09 0.72 0.74 1.13 1.08 0.91 0.97 0.95 0.88

1.12 0.53 0.00 1.37 0.39 0.73 0.82 0.04 1.21 0.68 0.99 1.36 0.00 1.21 1.13 1.64 0.94 0.55 1.26 0.74 1.18 0.78 0.02 1.21 0.64 0.95 Q9NZN4 EHD2_HUMAN reviewed EH domain-containing protein 2 (PAST homolog 2)EHD2 PAST2 543 Homo sapiens (Human) 1.17 1.10 2.27 0.79 0.99 0.83 1.30 0.81 1.35 0.94 0.88 0.96 0.82 1.44 1.12 1.55 1.09 0.53 0.82 1.36 0.78

1.46 0.84 0.03 1.17 0.71 0.98 0.94 0.39 1.15 0.82 1.08 1.08 0.26 1.15 0.94 1.25 1.08 0.52 1.27 0.84 1.37 0.91 0.17 1.15 0.79 1.05 P05023 AT1A1_HUMANreviewed Sodium/potassium-transporting ATPase subunit alpha-1 (Na(+)/K(+) ATPase alpha-1 subunit) (EC 3.6.3.9) (Sodium pump subunit alpha-1)ATP1A1 1023 Homo sapiens (Human) 1.12 1.26 1.19 0.94 1.13 1.23 0.87 0.96 1.02 1.08 0.83 1.09 0.71 0.89 1.05 1.03 1.54 0.84 0.94 1.08 0.91

2.65 1.04 0.86 2.23 0.46 2.32 1.18 0.54 2.63 0.45 3.09 0.61 0.52 14.85 0.04 9.13 1.41 0.16 1.95 0.72 2.74 0.91 0.52 1.70 0.54 1.54 P04208 LV106_HUMANreviewed Ig lambda chain V-I region WAH 109 Homo sapiens (Human) 1.32 0.79 1.70 0.56 0.88 0.99 1.40 0.83 2.15 1.41 2.05 1.12 0.65 1.90 1.54 0.95 0.60 1.04 1.18 0.61 0.91

1.05 2.05 0.01 1.55 1.32 3.19 0.87 0.10 1.20 0.72 1.04 0.90 0.18 1.19 0.76 1.07 0.94 0.72 1.52 0.62 1.42 1.21 0.09 1.26 0.96 1.52 P12814 ACTN1_HUMANreviewed Alpha-actinin-1 (Alpha-actinin cytoskeletal isoform) (F-actin cross-linking protein) (Non-muscle alpha-actinin-1)ACTN1 892 Homo sapiens (Human) 0.89 0.89 0.97 1.47 1.10 0.88 0.97 0.91 0.89 0.94 0.93 1.01 1.00 1.15 0.97 0.94 0.96 2.05 0.87 0.90 1.21

3.52 1.80 0.00 1.31 1.38 2.36 0.41 0.00 1.17 0.35 0.48 0.50 0.00 1.17 0.42 0.58 1.08 0.76 1.83 0.59 1.97 0.87 0.10 1.20 0.72 1.04 P02792 FRIL_HUMAN reviewed Ferritin light chain (Ferritin L subunit)FTL 175 Homo sapiens (Human) 0.36 0.67 0.58 2.35 0.59 2.85 1.04 1.09 0.56 1.08 0.64 0.79 1.22 0.66 1.24 0.48 0.72 1.80 0.41 0.50 0.87

1.55 1.09 0.20 1.15 0.95 1.25 0.83 0.01 1.15 0.73 0.95 0.95 0.33 1.12 0.84 1.06 1.01 0.89 1.16 0.87 1.17 1.37 0.00 1.16 1.18 1.59 P78527 PRKDC_HUMANreviewed DNA-dependent protein kinase catalytic subunit (DNA-PK catalytic subunit) (DNA-PKcs) (EC 2.7.11.1) (DNPK1) (p460)PRKDC HYRC HYRC1 4128 Homo sapiens (Human) 0.68 1.53 0.88 1.21 1.41 1.17 0.79 1.01 0.87 1.01 0.87 0.83 0.73 0.80 1.03 1.08 1.41 1.09 0.83 0.95 1.37

1.27 1.41 0.00 1.17 1.20 1.65 0.89 0.01 1.08 0.82 0.96 1.00 0.94 1.10 0.91 1.09 0.80 0.02 1.20 0.67 0.97 0.84 0.00 1.11 0.75 0.93 P29401 TKT_HUMAN reviewed Transketolase (TK) (EC 2.2.1.1)TKT 623 Homo sapiens (Human) 1.32 1.06 1.04 1.43 1.28 1.09 0.82 0.80 0.88 0.80 0.75 0.90 1.17 0.92 0.80 0.93 1.00 1.41 0.89 1.00 0.84

1.24 1.03 0.58 1.14 0.91 1.18 0.97 0.51 1.09 0.89 1.06 0.84 0.02 1.16 0.72 0.97 0.97 0.72 1.23 0.79 1.18 0.84 0.02 1.15 0.73 0.96 P16050 LOX15_HUMANreviewed Arachidonate 15-lipoxygenase (15-LOX) (15-LOX-1) (EC 1.13.11.33) (12/15-lipoxygenase) (Arachidonate 12-lipoxygenase, leukocyte-type) (12-LOX) (EC 1.13.11.31) (Arachidonate omega-6 lipoxygenase)ALOX15 LOG15 662 Homo sapiens (Human) 1.10 0.93 0.70 1.10 1.31 1.12 1.01 1.42 0.79 0.97 0.54 1.20 1.35 0.60 1.44 1.05 1.16 1.03 0.97 0.84 0.84

1.50 2.33 0.00 1.22 1.91 2.85 0.79 0.00 1.11 0.71 0.88 0.93 0.12 1.09 0.86 1.02 1.14 0.19 1.22 0.93 1.38 0.93 0.20 1.12 0.83 1.04 P04040 CATA_HUMAN reviewed Catalase (EC 1.11.1.6)CAT 527 Homo sapiens (Human) 0.71 1.59 0.82 1.34 0.95 1.38 0.95 0.84 0.75 1.14 0.62 0.84 1.18 0.96 0.78 0.85 0.81 2.33 0.79 0.93 0.93

1.06 1.12 0.23 1.27 0.88 1.43 0.91 0.30 1.26 0.73 1.15 0.57 0.01 1.34 0.42 0.76 0.84 0.13 1.31 0.64 1.10 1.26 0.05 1.26 1.00 1.59 P29508 SPB3_HUMAN reviewed Serpin B3 (Protein T4-A) (Squamous cell carcinoma antigen 1) (SCCA-1)SERPINB3 SCCA SCCA1 390 Homo sapiens (Human) 1.68 1.32 1.17 1.37 1.02 0.84 0.53 0.83 0.92 0.84 0.73 0.86 0.60 0.93 0.62 1.22 2.10 1.12 0.91 0.57 1.26

1.03 0.81 0.23 1.46 0.56 1.18 1.09 0.38 1.25 0.87 1.36 1.09 0.26 1.19 0.92 1.30 1.14 0.40 1.43 0.80 1.62 0.85 0.11 1.23 0.70 1.05 O95436 NPT2B_HUMANreviewed Sodium-dependent phosphate transport protein 2B (Sodium-phosphate transport protein 2B) (Na(+)-dependent phosphate cotransporter 2B) (NaPi3b) (Sodium/phosphate cotransporter 2B) (Na(+)/Pi cotransporter 2B) (NaPi-2b) (Solute carrier family 34 member 2)SLC34A2 690 Homo sapiens (Human) 1.21 1.70 1.04 1.08 1.06 0.76 1.18 1.54 1.18 1.14 0.79 0.87 1.38 0.99 0.59 1.00 1.34 0.81 1.09 1.09 0.85

1.65 1.62 0.00 1.18 1.37 1.92 1.16 0.03 1.14 1.02 1.32 1.24 0.00 1.09 1.14 1.36 1.07 0.52 1.24 0.86 1.32 1.32 0.00 1.11 1.18 1.46 P52209 6PGD_HUMAN reviewed 6-phosphogluconate dehydrogenase, decarboxylating (EC 1.1.1.44)PGD PGDH 483 Homo sapiens (Human) 1.03 0.57 0.93 0.84 0.75 1.46 0.97 1.12 0.90 1.07 0.94 1.20 1.33 1.12 1.08 0.97 1.17 1.62 1.16 1.24 1.32

0.65 0.63 0.00 1.18 0.53 0.74 0.99 0.83 1.12 0.88 1.11 1.08 0.21 1.13 0.95 1.22 0.58 0.01 1.50 0.39 0.87 0.69 0.00 1.15 0.60 0.79 P08174 DAF_HUMAN reviewed Complement decay-accelerating factor (CD antigen CD55)CD55 CR DAF 381 Homo sapiens (Human) 1.54 1.76 2.13 1.35 1.02 0.50 1.13 0.60 1.02 0.58 0.85 0.63 0.49 1.11 0.76 1.08 0.85 0.63 0.99 1.08 0.69

1.19 1.50 0.00 1.17 1.28 1.75 1.00 0.99 1.20 0.83 1.20 0.99 0.85 1.16 0.85 1.15 1.35 0.32 1.93 0.70 2.60 1.14 0.05 1.14 1.00 1.30 P15941 MUC1_HUMANreviewed Mucin-1 (MUC-1) (Breast carcinoma-associated antigen DF3) (Cancer antigen 15-3) (CA 15-3) (Carcinoma-associated mucin) (Episialin) (H23AG) (Krebs von den Lungen-6) (KL-6) (PEMT) (Peanut-reactive urinary mucin) (PUM) (Polymorphic epithelial mucin) (PEM) (Tumor-associated epithelial membrane antigen) (EMA) (Tumor-associated mucin) (CD antigen CD227) [Cleaved into: Mucin-1 subunit alpha (MUC1-NT) (MUC1-alpha); Mucin-1 subunit beta (MUC1-beta) (MUC1-CT)]MUC1 PUM 1255 Homo sapiens (Human) 0.87 1.47 0.52 0.74 1.01 1.00 1.41 1.29 1.07 1.35 0.53 1.08 2.06 0.93 0.45 1.18 1.27 1.50 1.00 0.99 1.14

0.68 0.89 0.09 1.15 0.77 1.02 1.47 0.00 1.11 1.32 1.63 1.80 0.00 1.10 1.64 1.99 1.41 0.00 1.21 1.16 1.71 1.55 0.00 1.18 1.31 1.82 P05546 HEP2_HUMAN reviewed Heparin cofactor 2 (Heparin cofactor II) (HC-II) (Protease inhibitor leuserpin-2) (HLS2) (Serpin D1)SERPIND1 HCF2 499 Homo sapiens (Human) 0.87 0.29 0.51 0.39 0.41 0.60 2.57 1.81 1.24 1.41 2.16 1.55 0.91 1.34 2.74 1.03 0.70 0.89 1.47 1.80 1.55

0.67 0.78 0.06 1.31 0.59 1.02 1.62 0.00 1.19 1.36 1.93 0.83 0.05 1.20 0.69 1.00 0.79 0.03 1.22 0.65 0.97 1.19 0.04 1.18 1.01 1.41 O00391 QSOX1_HUMANreviewed Sulfhydryl oxidase 1 (hQSOX) (EC 1.8.3.2) (Quiescin Q6)QSOX1 QSCN6 UNQ2520/PRO6013747 Homo sapiens (Human) 1.91 0.59 1.42 1.17 0.71 0.53 1.15 0.75 1.10 0.79 0.91 1.00 0.75 0.80 1.25 1.53 0.56 0.78 1.62 0.83 1.19

1.21 1.20 0.06 1.21 0.99 1.45 1.27 0.03 1.21 1.05 1.53 1.33 0.01 1.21 1.10 1.61 1.09 0.27 1.21 0.90 1.32 0.94 0.41 1.21 0.78 1.14 P04899 GNAI2_HUMANreviewed Guanine nucleotide-binding protein G(i) subunit alpha-2 (Adenylate cyclase-inhibiting G alpha protein)GNAI2 GNAI2B 355 Homo sapiens (Human) 0.98 1.15 1.14 0.92 1.01 1.00 1.38 1.32 1.18 1.09 1.15 1.11 1.04 0.94 1.23 1.10 1.17 1.20 1.27 1.33 0.94

0.97 0.87 0.26 1.28 0.68 1.12 0.95 0.65 1.27 0.75 1.20 0.88 0.26 1.26 0.70 1.11 0.86 0.10 1.20 0.71 1.03 0.80 0.11 1.31 0.61 1.06 Q9NZM1 MYOF_HUMANreviewed Myoferlin (Fer-1-like protein 3)MYOF FER1L3 KIAA12072061 Homo sapiens (Human) 1.53 1.26 1.63 1.15 1.07 0.83 1.02 0.77 0.99 0.86 1.03 1.02 0.93 0.98 1.03 0.95 1.01 0.87 0.95 0.88 0.80

1.20 1.01 0.84 1.13 0.90 1.14 0.91 0.27 1.19 0.76 1.09 0.81 0.03 1.19 0.68 0.97 1.06 0.43 1.19 0.90 1.26 0.94 0.44 1.19 0.79 1.12 O75369 FLNB_HUMAN reviewed Filamin-B (FLN-B) (ABP-278) (ABP-280 homolog) (Actin-binding-like protein) (Beta-filamin) (Filamin homolog 1) (Fh1) (Filamin-3) (Thyroid autoantigen) (Truncated actin-binding protein) (Truncated ABP)FLNB FLN1L FLN3 TABP TAP2602 Homo sapiens (Human) 1.46 0.90 0.86 1.05 1.32 1.04 0.95 1.14 1.20 1.06 0.91 1.22 0.97 0.98 0.67 1.20 1.21 1.01 0.91 0.81 0.94

2.25 1.90 0.07 2.14 0.89 4.06 0.36 0.18 6.48 0.06 2.33 1.78 0.01 1.42 1.25 2.53 1.11 0.60 1.80 0.62 2.01 2.34 0.02 1.75 1.34 4.09 P02042 HBD_HUMAN reviewed Hemoglobin subunit delta (Delta-globin) (Hemoglobin delta chain)HBD 147 Homo sapiens (Human) 0.23 1.01 0.50 1.06 0.37 1.48 0.38 0.38 0.48 1.11 1.07 1.24 0.11 3.62 3.26 0.31 0.93 1.90 0.36 1.78 2.34

1.28 1.29 0.01 1.20 1.07 1.56 1.09 0.20 1.15 0.95 1.26 1.00 0.93 1.13 0.88 1.13 1.16 0.01 1.11 1.04 1.29 1.64 0.01 1.40 1.17 2.29 P02649 APOE_HUMAN reviewed Apolipoprotein E (Apo-E)APOE 317 Homo sapiens (Human) 0.65 0.41 0.40 0.89 0.91 1.14 1.23 1.68 1.39 1.16 2.07 1.03 0.86 2.00 1.62 0.57 0.75 1.29 1.09 1.00 1.64

2.17 0.62 0.00 1.32 0.47 0.82 0.82 0.02 1.17 0.70 0.97 0.77 0.01 1.18 0.65 0.91 0.98 0.85 1.20 0.82 1.18 1.13 0.05 1.14 1.00 1.29 P09467 F16P1_HUMANreviewed Fructose-1,6-bisphosphatase 1 (FBPase 1) (EC 3.1.3.11) (D-fructose-1,6-bisphosphate 1-phosphohydrolase 1)FBP1 FBP 338 Homo sapiens (Human) 0.69 1.92 0.90 1.59 0.78 1.81 0.93 0.88 0.97 0.98 1.03 1.02 1.08 0.84 0.94 0.81 0.77 0.62 0.82 0.77 1.13

1.58 0.87 0.29 1.32 0.66 1.15 1.11 0.08 1.12 0.98 1.24 0.68 0.00 1.20 0.57 0.82 1.03 0.79 1.24 0.83 1.28 0.82 0.03 1.19 0.69 0.98 P09211 GSTP1_HUMANreviewed Glutathione S-transferase P (EC 2.5.1.18) (GST class-pi) (GSTP1-1)GSTP1 FAEES3 GST3 210 Homo sapiens (Human) 2.08 0.66 1.05 0.92 1.00 1.32 0.94 1.28 0.97 1.03 0.80 0.95 1.87 0.90 0.62 1.17 1.01 0.87 1.11 0.68 0.82

0.91 1.08 0.24 1.14 0.94 1.23 1.01 0.87 1.11 0.91 1.11 1.77 0.00 1.13 1.57 1.99 1.28 0.01 1.19 1.08 1.52 2.31 0.00 1.25 1.85 2.88 P19827 ITIH1_HUMAN reviewed Inter-alpha-trypsin inhibitor heavy chain H1 (ITI heavy chain H1) (ITI-HC1) (Inter-alpha-inhibitor heavy chain 1) (Inter-alpha-trypsin inhibitor complex component III) (Serum-derived hyaluronan-associated protein) (SHAP)ITIH1 IGHEP1 911 Homo sapiens (Human) 0.47 0.47 0.41 0.40 0.50 0.82 1.92 1.99 1.13 1.28 1.72 1.39 0.91 1.30 1.96 0.66 0.71 1.08 1.01 1.77 2.31

2.58 0.55 0.00 1.25 0.44 0.69 0.67 0.00 1.21 0.55 0.81 0.75 0.00 1.14 0.65 0.86 1.16 0.08 1.19 0.98 1.38 0.55 0.00 1.26 0.44 0.70 Q99758 ABCA3_HUMANreviewed ATP-binding cassette sub-family A member 3 (ABC-C transporter) (ATP-binding cassette transporter 3) (ATP-binding cassette 3)ABCA3 ABC3 1704 Homo sapiens (Human) 0.86 1.09 1.32 0.69 0.76 2.18 1.05 1.04 2.13 1.16 1.06 1.12 1.75 1.18 1.03 0.74 1.50 0.55 0.67 0.75 0.55

1.71 0.75 0.01 1.20 0.62 0.89 0.74 0.00 1.19 0.62 0.88 0.98 0.71 1.12 0.88 1.10 1.12 0.30 1.27 0.88 1.43 1.16 0.02 1.12 1.04 1.30 O43866 CD5L_HUMAN reviewed CD5 antigen-like (CT-2) (IgM-associated peptide) (SP-alpha)CD5L API6 UNQ203/PRO229347 Homo sapiens (Human) 0.26 0.54 0.40 0.54 1.10 1.52 1.25 1.66 0.86 1.12 4.28 1.53 0.33 1.95 3.29 0.43 0.70 0.75 0.74 0.98 1.16

1.07 1.15 0.18 1.24 0.92 1.43 1.24 0.01 1.14 1.09 1.40 1.13 0.11 1.17 0.97 1.32 1.11 0.73 1.96 0.57 2.18 0.77 0.16 1.46 0.53 1.13 Q9H223 EHD4_HUMAN reviewed EH domain-containing protein 4 (Hepatocellular carcinoma-associated protein 10/11) (PAST homolog 4)EHD4 HCA10 HCA11 PAST4 FKSG7541 Homo sapiens (Human) 1.17 1.12 1.08 0.79 1.13 0.90 1.16 1.08 1.05 1.11 0.92 0.92 1.34 1.00 0.94 1.17 1.13 1.15 1.24 1.13 0.77

1.63 1.42 0.00 1.18 1.20 1.67 0.95 0.33 1.12 0.84 1.06 0.97 0.63 1.12 0.87 1.09 0.99 0.83 1.15 0.86 1.13 1.21 0.00 1.10 1.09 1.33 P04075 ALDOA_HUMANreviewed Fructose-bisphosphate aldolase A (EC 4.1.2.13) (Lung cancer antigen NY-LU-1) (Muscle-type aldolase)ALDOA ALDA 364 Homo sapiens (Human) 0.81 1.07 0.98 1.07 1.13 1.43 0.77 1.10 0.94 0.99 0.77 1.21 1.15 1.06 0.73 0.89 1.15 1.42 0.95 0.97 1.21

1.42 1.03 0.80 1.33 0.78 1.37 0.99 0.93 1.20 0.83 1.19 1.05 0.72 1.32 0.79 1.39 1.07 0.54 1.25 0.85 1.34 1.02 0.92 1.45 0.70 1.47 P13639 EF2_HUMAN reviewed Elongation factor 2 (EF-2)EEF2 EF2 858 Homo sapiens (Human) 1.22 0.69 1.27 0.85 0.73 1.07 1.01 1.18 1.16 1.07 0.89 1.19 1.29 1.13 0.88 1.12 1.15 1.03 0.99 1.05 1.02

1.39 0.98 0.69 1.15 0.85 1.12 1.14 0.07 1.15 0.99 1.31 1.07 0.30 1.15 0.93 1.23 0.99 0.94 1.44 0.68 1.43 0.99 0.88 1.15 0.86 1.14 P62258 1433E_HUMANreviewed 14-3-3 protein epsilon (14-3-3E)YWHAE 255 Homo sapiens (Human) 1.41 1.05 1.35 0.85 0.98 1.12 0.93 0.91 1.15 0.99 1.14 0.87 1.33 0.89 1.07 1.19 1.05 0.98 1.14 1.07 0.99

1.71 0.96 0.43 1.14 0.84 1.09 0.86 0.03 1.14 0.76 0.97 1.11 0.19 1.19 0.94 1.32 1.19 0.18 1.32 0.90 1.56 1.00 1.00 1.25 0.80 1.25 O60437 PEPL_HUMAN reviewed Periplakin (190 kDa paraneoplastic pemphigus antigen) (195 kDa cornified envelope precursor protein)PPL KIAA0568 1756 Homo sapiens (Human) 1.41 1.34 0.97 0.78 1.09 1.15 1.55 1.08 1.00 1.19 0.98 0.90 1.12 1.01 0.96 1.07 0.96 0.96 0.86 1.11 1.00

0.96 1.06 0.50 1.19 0.89 1.26 1.23 0.00 1.11 1.10 1.36 1.03 0.61 1.11 0.92 1.14 1.10 0.19 1.17 0.95 1.28 0.99 0.91 1.13 0.88 1.13 O94832 MYO1D_HUMANreviewed Unconventional myosin-IdMYO1D KIAA0727 1006 Homo sapiens (Human) 1.17 1.05 1.03 0.78 1.37 0.78 0.92 1.02 1.07 1.10 0.91 1.30 1.28 1.07 0.90 1.20 1.40 1.06 1.23 1.03 0.99

0.75 0.28 0.05 3.73 0.07 1.03 0.14 0.03 3.76 0.04 0.51 2.51 0.11 7.34 0.34 18.44 1.54 0.19 5.23 0.29 8.04 1.29 0.40 10.58 0.12 13.65 P01911 2B1F_HUMAN reviewed HLA class II histocompatibility antigen, DRB1-15 beta chain (DW2.2/DR2.2) (MHC class II antigen DRB1*15)HLA-DRB1 HLA-DRB2 266 Homo sapiens (Human) 0.30 2.26 0.53 1.29 0.95 0.14 0.29 1.84 0.77 1.54 0.68 0.33 0.23 3.32 2.57 1.04 0.38 0.28 0.14 2.51 1.29

1.49 1.05 0.56 1.19 0.89 1.25 0.85 0.01 1.11 0.76 0.95 0.83 0.00 1.08 0.77 0.90 0.93 0.28 1.15 0.81 1.07 1.06 0.12 1.07 0.99 1.13 P53396 ACLY_HUMAN reviewed ATP-citrate synthase (EC 2.3.3.8) (ATP-citrate (pro-S-)-lyase) (ACL) (Citrate cleavage enzyme)ACLY 1101 Homo sapiens (Human) 1.10 1.08 1.24 1.35 1.14 1.35 1.12 0.93 1.04 0.93 0.94 0.96 0.97 1.02 0.80 0.95 0.99 1.05 0.85 0.83 1.06

1.20 0.86 0.03 1.14 0.76 0.98 0.98 0.75 1.17 0.83 1.14 1.04 0.36 1.11 0.94 1.16 0.96 0.74 1.29 0.75 1.24 0.80 0.00 1.13 0.71 0.90 Q13228 SBP1_HUMAN reviewed Selenium-binding protein 1 (56 kDa selenium-binding protein) (SBP56) (SP56)SELENBP1 SBP 472 Homo sapiens (Human) 1.40 1.08 1.01 0.81 1.21 0.98 1.06 1.05 0.93 0.96 0.82 1.04 1.35 0.95 0.80 1.08 1.17 0.86 0.98 1.04 0.80

2.30 0.84 0.00 1.10 0.76 0.93 0.96 0.36 1.11 0.87 1.06 1.07 0.15 1.10 0.97 1.19 1.04 0.56 1.17 0.89 1.21 1.00 0.98 1.18 0.85 1.18 Q07954 LRP1_HUMAN reviewed Prolow-density lipoprotein receptor-related protein 1 (LRP-1) (Alpha-2-macroglobulin receptor) (A2MR) (Apolipoprotein E receptor) (APOER) (CD antigen CD91) [Cleaved into: Low-density lipoprotein receptor-related protein 1 85 kDa subunit (LRP-85); Low-density lipoprotein receptor-related protein 1 515 kDa subunit (LRP-515); Low-density lipoprotein receptor-related protein 1 intracellular domain (LRPICD)]LRP1 A2MR APR 4544 Homo sapiens (Human) 0.98 1.08 0.92 0.85 0.81 1.91 1.31 1.04 1.25 1.04 1.49 1.31 0.95 1.00 1.85 1.02 0.84 0.84 0.96 1.07 1.00

7.59 8.68 0.00 2.06 4.21 17.93 0.50 0.26 4.38 0.11 2.18 0.67 0.17 1.92 0.35 1.30 0.58 0.14 2.25 0.26 1.32 1.05 0.78 1.55 0.68 1.62 P62805 H4_HUMAN reviewed Histone H4 HIST1H4A H4/A H4FA; HIST1H4B H4/I H4FI; HIST1H4C H4/G H4FG; HIST1H4D H4/B H4FB; HIST1H4E H4/J H4FJ; HIST1H4F H4/C H4FC; HIST1H4H H4/H H4FH; HIST1H4I H4/M H4FM; HIST1H4J H4/E H4FE; HIST1H4K H4/D H4FD; HIST1H4L H4/K H4FK; HIST2H4A H4/N H4F2 H4FN HIST2H4; HIST2H4B H4/O H4FO; HIST4H4103 Homo sapiens (Human) 0.19 1.09 0.31 0.63 1.47 0.48 0.23 0.45 0.35 0.58 0.31 0.32 0.37 0.33 0.30 0.24 0.28 8.68 0.50 0.67 1.05

0.98 1.02 0.82 1.27 0.81 1.30 1.38 0.00 1.18 1.17 1.63 1.05 0.45 1.18 0.89 1.25 0.96 0.70 1.34 0.71 1.28 1.44 0.01 1.27 1.14 1.83 P02746 C1QB_HUMAN reviewed Complement C1q subcomponent subunit BC1QB 253 Homo sapiens (Human) 0.76 1.28 1.01 0.49 0.74 0.83 1.19 1.19 1.03 0.96 2.49 1.37 0.54 1.02 3.64 0.86 0.56 1.02 1.38 1.05 1.44

2.04 1.02 0.89 1.61 0.63 1.64 1.46 0.17 2.19 0.67 3.20 0.99 0.96 1.51 0.66 1.50 1.68 0.20 3.32 0.51 5.56 1.57 0.04 1.52 1.04 2.39 P02747 C1QC_HUMAN reviewed Complement C1q subcomponent subunit CC1QC C1QG 245 Homo sapiens (Human) 1.06 1.32 1.22 0.59 0.83 0.80 1.44 1.22 1.59 1.68 1.84 1.69 0.61 1.18 3.11 0.98 0.74 1.02 1.46 0.99 1.57

1.35 1.04 0.72 1.34 0.78 1.39 1.03 0.76 1.29 0.80 1.33 0.88 0.16 1.23 0.72 1.08 1.06 0.53 1.27 0.84 1.35 1.16 0.08 1.20 0.97 1.39 Q7Z406 MYH14_HUMANreviewed Myosin-14 (Myosin heavy chain 14) (Myosin heavy chain, non-muscle IIc) (Non-muscle myosin heavy chain IIc) (NMHC II-C)MYH14 KIAA2034 FP174251995 Homo sapiens (Human) 0.83 0.87 0.84 0.88 1.19 1.07 0.84 1.01 0.90 1.06 0.92 1.06 0.93 0.93 1.07 1.02 1.72 1.04 1.03 0.88 1.16

1.30 0.84 0.01 1.12 0.74 0.94 0.66 0.00 1.12 0.59 0.74 0.76 0.00 1.16 0.65 0.88 0.82 0.00 1.12 0.73 0.92 1.12 0.15 1.17 0.96 1.30 P54136 SYRC_HUMAN reviewed Arginine--tRNA ligase, cytoplasmic (EC 6.1.1.19) (Arginyl-tRNA synthetase) (ArgRS)RARS 660 Homo sapiens (Human) 0.88 1.33 0.81 1.59 1.36 1.19 0.76 0.94 0.85 0.82 0.89 0.76 0.96 0.73 0.88 0.87 1.07 0.84 0.66 0.76 1.12

1.45 0.98 0.83 1.18 0.84 1.16 0.92 0.26 1.17 0.78 1.08 0.85 0.01 1.13 0.75 0.96 0.97 0.68 1.18 0.82 1.14 1.25 0.00 1.15 1.09 1.43 P53618 COPB_HUMAN reviewed Coatomer subunit beta (Beta-coat protein) (Beta-COP)COPB1 COPB MSTP026 953 Homo sapiens (Human) 0.83 0.97 0.80 1.42 0.98 1.28 0.80 0.81 0.84 0.97 1.12 1.08 0.94 0.83 1.06 0.97 1.05 0.98 0.92 0.85 1.25

1.08 1.93 0.00 1.16 1.66 2.24 1.23 0.00 1.09 1.13 1.34 1.14 0.01 1.09 1.05 1.25 1.09 0.32 1.20 0.91 1.31 1.32 0.00 1.11 1.18 1.47 P08133 ANXA6_HUMANreviewed Annexin A6 (67 kDa calelectrin) (Annexin VI) (Annexin-6) (Calphobindin-II) (CPB-II) (Chromobindin-20) (Lipocortin VI) (Protein III) (p68) (p70)ANXA6 ANX6 673 Homo sapiens (Human) 1.39 1.19 0.95 0.72 0.92 0.96 0.95 0.91 0.86 1.09 1.12 0.80 1.25 1.07 0.80 1.05 1.23 1.93 1.23 1.14 1.32

0.97 0.93 0.54 1.27 0.73 1.19 1.17 0.00 1.10 1.06 1.29 1.20 0.00 1.10 1.08 1.32 0.93 0.42 1.20 0.77 1.12 2.07 0.00 1.25 1.66 2.59 P10643 CO7_HUMAN reviewed Complement component C7C7 843 Homo sapiens (Human) 0.45 0.44 0.55 0.41 0.58 0.88 1.06 1.10 1.05 0.93 2.77 1.43 0.61 1.80 2.96 0.59 0.79 0.93 1.17 1.20 2.07

0.76 1.21 0.00 1.10 1.10 1.33 1.33 0.00 1.14 1.17 1.51 1.13 0.01 1.10 1.03 1.24 1.08 0.43 1.22 0.88 1.32 0.74 0.01 1.22 0.61 0.90 P80723 BASP1_HUMANreviewed Brain acid soluble protein 1 (22 kDa neuronal tissue-enriched acidic protein) (Neuronal axonal membrane protein NAP-22)BASP1 NAP22 227 Homo sapiens (Human) 1.03 1.03 1.15 1.02 1.39 0.58 0.43 0.88 1.04 1.08 0.83 0.68 1.16 0.47 0.63 1.21 1.30 1.21 1.33 1.13 0.74

1.31 1.12 0.05 1.12 1.00 1.25 0.81 0.00 1.12 0.73 0.91 0.83 0.01 1.14 0.72 0.95 0.85 0.04 1.17 0.72 0.99 1.19 0.02 1.16 1.03 1.38 Q16851 UGPA_HUMAN reviewed UTP--glucose-1-phosphate uridylyltransferase (EC 2.7.7.9) (UDP-glucose pyrophosphorylase) (UDPGP) (UGPase)UGP2 UGP1 508 Homo sapiens (Human) 0.82 0.91 0.81 1.26 1.15 1.14 0.79 0.88 0.81 0.85 0.81 1.04 0.92 0.97 0.82 0.77 0.89 1.12 0.81 0.83 1.19

1.07 1.00 0.97 1.36 0.74 1.37 1.06 0.46 1.18 0.89 1.25 0.95 0.59 1.22 0.78 1.16 1.07 0.55 1.26 0.85 1.34 0.88 0.14 1.19 0.74 1.05 Q12929 EPS8_HUMAN reviewed Epidermal growth factor receptor kinase substrate 8EPS8 822 Homo sapiens (Human) 0.90 1.19 0.82 0.82 0.94 0.89 1.17 1.23 1.45 1.07 1.06 0.87 1.59 0.83 0.88 1.23 1.12 1.00 1.06 0.95 0.88

1.58 1.10 0.04 1.09 1.00 1.20 0.79 0.00 1.12 0.71 0.88 1.01 0.88 1.13 0.89 1.14 1.10 0.15 1.15 0.96 1.27 1.21 0.00 1.12 1.07 1.35 P49327 FAS_HUMAN reviewed Fatty acid synthase (EC 2.3.1.85) [Includes: [Acyl-carrier-protein] S-acetyltransferase (EC 2.3.1.38); [Acyl-carrier-protein] S-malonyltransferase (EC 2.3.1.39); 3-oxoacyl-[acyl-carrier-protein] synthase (EC 2.3.1.41); 3-oxoacyl-[acyl-carrier-protein] reductase (EC 1.1.1.100); 3-hydroxyacyl-[acyl-carrier-protein] dehydratase (EC 4.2.1.59); Enoyl-[acyl-carrier-protein] reductase (EC 1.3.1.39); Oleoyl-[acyl-carrier-protein] hydrolase (EC 3.1.2.14)]FASN FAS 2511 Homo sapiens (Human) 1.18 0.85 0.68 0.98 1.10 1.40 1.02 1.09 0.90 1.10 1.33 1.19 1.05 1.22 1.36 0.86 1.11 1.10 0.79 1.01 1.21

1.37 0.92 0.38 1.21 0.76 1.12 0.79 0.00 1.15 0.69 0.90 0.79 0.00 1.15 0.69 0.91 0.93 0.39 1.17 0.80 1.10 1.05 0.56 1.19 0.88 1.26 P07814 SYEP_HUMAN reviewed Bifunctional glutamate/proline--tRNA ligase (Bifunctional aminoacyl-tRNA synthetase) (Cell proliferation-inducing gene 32 protein) (Glutamatyl-prolyl-tRNA synthetase) [Includes: Glutamate--tRNA ligase (EC 6.1.1.17) (Glutamyl-tRNA synthetase) (GluRS); Proline--tRNA ligase (EC 6.1.1.15) (Prolyl-tRNA synthetase)]EPRS GLNS PARS QARS QPRS PIG321512 Homo sapiens (Human) 0.92 1.28 0.94 1.66 1.34 1.18 0.86 1.01 0.92 0.93 0.83 0.88 0.91 0.94 0.97 0.96 1.10 0.92 0.79 0.79 1.05

0.75 1.49 0.00 1.20 1.24 1.80 1.50 0.00 1.11 1.35 1.66 1.31 0.00 1.11 1.18 1.45 1.07 0.57 1.31 0.82 1.41 0.88 0.08 1.15 0.77 1.02 Q99828 CIB1_HUMAN reviewed Calcium and integrin-binding protein 1 (CIB) (Calcium- and integrin-binding protein) (CIBP) (Calmyrin) (DNA-PKcs-interacting protein) (Kinase-interacting protein) (KIP) (SNK-interacting protein 2-28) (SIP2-28)CIB1 CIB KIP PRKDCIP 191 Homo sapiens (Human) 1.15 1.41 1.07 0.98 1.09 0.67 0.72 0.84 0.90 1.07 0.73 0.85 1.35 0.89 0.62 1.09 1.21 1.49 1.50 1.31 0.88

1.09 1.06 0.69 1.39 0.76 1.47 0.86 0.27 1.35 0.64 1.16 1.69 0.02 1.53 1.10 2.58 0.73 0.14 1.55 0.47 1.14 1.71 0.02 1.51 1.13 2.59 P04003 C4BPA_HUMANreviewed C4b-binding protein alpha chain (C4bp) (Proline-rich protein) (PRP)C4BPA C4BP 597 Homo sapiens (Human) 0.57 0.56 0.70 0.76 0.44 0.84 1.93 1.09 0.97 0.73 2.70 1.16 0.71 1.38 2.40 0.75 1.29 1.06 0.86 1.69 1.71

1.33 0.91 0.10 1.12 0.81 1.02 1.01 0.88 1.11 0.91 1.12 1.25 0.00 1.11 1.12 1.38 1.01 0.87 1.21 0.84 1.23 1.25 0.00 1.13 1.11 1.42 Q9NQ79 CRAC1_HUMANreviewed Cartilage acidic protein 1 (68 kDa chondrocyte-expressed protein) (CEP-68) (ASPIC)CRTAC1 ASPIC1 CEP68 661 Homo sapiens (Human) 1.48 1.00 1.32 0.69 0.83 1.18 1.90 0.84 1.00 1.01 0.60 0.96 1.20 0.74 1.16 1.57 0.74 0.91 1.01 1.25 1.25

1.27 0.96 0.63 1.21 0.79 1.16 1.17 0.04 1.16 1.01 1.35 1.67 0.00 1.18 1.42 1.97 1.21 0.26 1.44 0.84 1.75 1.79 0.00 1.29 1.39 2.31 O75636 FCN3_HUMAN reviewed Ficolin-3 (Collagen/fibrinogen domain-containing lectin 3 p35) (Collagen/fibrinogen domain-containing protein 3) (Hakata antigen)FCN3 FCNH HAKA1 299 Homo sapiens (Human) 0.34 0.73 0.63 0.46 0.55 1.09 1.90 1.05 0.92 1.21 2.65 1.25 0.45 0.53 3.20 0.69 0.69 0.96 1.17 1.67 1.79

1.11 0.65 0.02 1.42 0.46 0.92 0.95 0.70 1.35 0.70 1.29 1.56 0.01 1.32 1.18 2.06 1.60 0.01 1.36 1.18 2.17 0.99 0.94 1.19 0.84 1.18 P02766 TTHY_HUMAN reviewed Transthyretin (ATTR) (Prealbumin) (TBPA)TTR PALB 147 Homo sapiens (Human) 0.80 0.67 0.99 0.46 0.66 0.91 2.33 1.44 1.17 1.60 1.39 1.75 1.04 0.99 2.61 1.15 0.69 0.65 0.95 1.56 0.99

1.12 1.21 0.00 1.11 1.08 1.35 0.94 0.44 1.18 0.80 1.11 1.28 0.01 1.17 1.09 1.50 1.13 0.55 1.56 0.72 1.76 2.28 0.00 1.32 1.72 3.02 Q14624 ITIH4_HUMAN reviewed Inter-alpha-trypsin inhibitor heavy chain H4 (ITI heavy chain H4) (ITI-HC4) (Inter-alpha-inhibitor heavy chain 4) (Inter-alpha-trypsin inhibitor family heavy chain-related protein) (IHRP) (Plasma kallikrein sensitive glycoprotein 120) (Gp120) (PK-120) [Cleaved into: 70 kDa inter-alpha-trypsin inhibitor heavy chain H4; 35 kDa inter-alpha-trypsin inhibitor heavy chain H4]ITIH4 IHRP ITIHL1 PK120 PRO1851930 Homo sapiens (Human) 0.46 0.47 0.41 0.58 0.60 0.92 2.10 2.14 1.26 1.13 2.19 1.74 0.67 1.16 2.22 0.47 0.73 1.21 0.94 1.28 2.28

0.85 0.76 0.02 1.24 0.61 0.95 0.83 0.03 1.18 0.70 0.98 1.15 0.03 1.12 1.02 1.29 0.90 0.09 1.14 0.78 1.02 0.87 0.16 1.22 0.71 1.07 P02786 TFR1_HUMAN reviewed Transferrin receptor protein 1 (TR) (TfR) (TfR1) (Trfr) (T9) (p90) (CD antigen CD71) [Cleaved into: Transferrin receptor protein 1, serum form (sTfR)]TFRC 760 Homo sapiens (Human) 1.11 1.38 0.87 1.11 1.28 0.64 1.03 1.05 1.87 0.90 1.10 0.81 1.19 1.11 1.29 1.19 0.77 0.76 0.83 1.15 0.87

4.53 6.84 0.00 1.44 4.73 9.87 0.82 0.22 1.44 0.57 1.17 0.81 0.04 1.22 0.66 0.98 0.90 0.66 1.73 0.52 1.56 1.13 0.73 2.30 0.49 2.60 P06702 S10A9_HUMANreviewed Protein S100-A9 (Calgranulin-B) (Calprotectin L1H subunit) (Leukocyte L1 complex heavy chain) (Migration inhibitory factor-related protein 14) (MRP-14) (p14) (S100 calcium-binding protein A9)S100A9 CAGB CFAG MRP14114 Homo sapiens (Human) 0.14 0.42 0.33 0.26 1.56 0.45 0.26 0.36 0.58 0.90 0.55 0.35 0.48 0.87 0.44 0.35 0.81 6.84 0.82 0.81 1.13

1.12 0.87 0.06 1.16 0.75 1.01 1.00 0.96 1.15 0.87 1.16 1.36 0.00 1.15 1.18 1.57 1.37 0.08 1.45 0.95 1.98 0.80 0.03 1.20 0.67 0.97 P01903 DRA_HUMAN reviewed HLA class II histocompatibility antigen, DR alpha chain (MHC class II antigen DRA)HLA-DRA HLA-DRA1 254 Homo sapiens (Human) 0.73 1.15 0.81 1.08 0.74 0.93 1.06 1.50 1.34 1.37 1.29 1.12 1.16 1.12 1.56 0.97 1.30 0.87 1.00 1.36 0.80

1.54 1.06 0.26 1.11 0.95 1.18 0.82 0.00 1.09 0.75 0.90 0.97 0.52 1.12 0.86 1.08 0.92 0.17 1.13 0.82 1.04 1.11 0.04 1.10 1.01 1.22 P53621 COPA_HUMAN reviewed Coatomer subunit alpha (Alpha-coat protein) (Alpha-COP) (HEP-COP) (HEPCOP) [Cleaved into: Xenin (Xenopsin-related peptide); Proxenin]COPA 1224 Homo sapiens (Human) 0.96 1.12 0.89 1.53 1.04 1.39 0.91 0.93 0.80 0.92 0.91 0.93 0.98 0.91 0.98 1.02 1.21 1.06 0.82 0.97 1.11

5.44 0.55 0.00 1.31 0.42 0.73 0.57 0.00 1.20 0.48 0.69 0.83 0.04 1.20 0.69 0.99 1.38 0.02 1.30 1.06 1.79 0.75 0.01 1.20 0.62 0.89 P30838 AL3A1_HUMANreviewed Aldehyde dehydrogenase, dimeric NADP-preferring (EC 1.2.1.5) (ALDHIII) (Aldehyde dehydrogenase 3) (Aldehyde dehydrogenase family 3 member A1)ALDH3A1 ALDH3 453 Homo sapiens (Human) 1.29 0.86 0.61 0.55 0.90 4.25 0.54 2.82 0.50 1.38 0.43 0.80 1.69 0.56 0.50 0.50 0.84 0.55 0.57 0.83 0.75

1.54 1.03 0.73 1.18 0.87 1.21 0.77 0.00 1.12 0.69 0.86 0.67 0.00 1.10 0.61 0.74 0.83 0.00 1.10 0.75 0.92 0.94 0.23 1.11 0.85 1.05 Q9Y265 RUVB1_HUMANreviewed RuvB-like 1 (EC 3.6.4.12) (49 kDa TATA box-binding protein-interacting protein) (49 kDa TBP-interacting protein) (54 kDa erythrocyte cytosolic protein) (ECP-54) (INO80 complex subunit H) (Nuclear matrix protein 238) (NMP 238) (Pontin 52) (TIP49a) (TIP60-associated protein 54-alpha) (TAP54-alpha)RUVBL1 INO80H NMP238 TIP49 TIP49A456 Homo sapiens (Human) 1.24 1.03 0.80 1.26 1.56 1.36 0.86 0.94 0.77 0.83 0.63 1.03 0.91 0.83 0.71 1.09 1.44 1.03 0.77 0.67 0.94

0.71 0.74 0.00 1.18 0.63 0.87 0.69 0.00 1.18 0.58 0.81 0.87 0.05 1.15 0.76 1.00 0.75 0.00 1.19 0.63 0.90 1.13 0.14 1.18 0.96 1.33 P28838 AMPL_HUMAN reviewed Cytosol aminopeptidase (EC 3.4.11.1) (Leucine aminopeptidase 3) (LAP-3) (Leucyl aminopeptidase) (Peptidase S) (Proline aminopeptidase) (EC 3.4.11.5) (Prolyl aminopeptidase)LAP3 LAPEP PEPS 519 Homo sapiens (Human) 0.57 2.03 0.64 2.33 1.78 0.59 0.54 0.69 0.75 0.75 0.92 0.48 0.65 0.75 0.75 0.59 0.81 0.74 0.69 0.87 1.13

0.98 1.08 0.25 1.15 0.94 1.25 1.20 0.00 1.11 1.08 1.33 1.55 0.00 1.14 1.36 1.76 1.15 0.12 1.20 0.96 1.38 0.98 0.73 1.14 0.86 1.11 P08575 PTPRC_HUMANreviewed Receptor-type tyrosine-protein phosphatase C (EC 3.1.3.48) (Leukocyte common antigen) (L-CA) (T200) (CD antigen CD45)PTPRC CD45 1304 Homo sapiens (Human) 0.58 1.00 0.94 0.86 0.82 0.87 1.20 1.70 1.13 1.15 1.19 1.09 0.88 1.12 1.43 0.84 1.13 1.08 1.20 1.55 0.98

0.90 1.02 0.77 1.18 0.87 1.21 1.44 0.01 1.27 1.13 1.83 1.20 0.00 1.10 1.09 1.32 0.94 0.48 1.21 0.78 1.13 0.91 0.43 1.29 0.70 1.18 Q15833 STXB2_HUMANreviewed Syntaxin-binding protein 2 (Protein unc-18 homolog 2) (Unc18-2) (Protein unc-18 homolog B) (Unc-18B)STXBP2 UNC18B 593 Homo sapiens (Human) 1.15 1.12 1.64 0.81 0.96 0.76 1.04 1.00 1.14 0.94 0.91 0.90 1.03 0.95 0.94 0.96 1.02 1.02 1.44 1.20 0.91

4.17 0.97 0.89 6.51 0.15 6.34 0.53 0.10 3.68 0.14 1.94 0.57 0.12 3.84 0.15 2.20 0.72 0.58 182.06 0.00 131.97 0.51 0.11 4.41 0.12 2.23 Q96QR1 SG3A1_HUMANreviewed Secretoglobin family 3A member 1 (Cytokine HIN-1) (High in normal 1) (Pneumo secretory protein 2) (PnSP-2) (Uteroglobin-related protein 2)SCGB3A1 HIN1 PNSP2 UGRP2 UNQ629/PRO1245104 Homo sapiens (Human) 0.61 0.74 0.44 1.70 1.48 0.50 0.58 0.72 0.50 0.72 0.38 1.42 2.45 2.86 0.31 0.47 0.58 0.97 0.53 0.57 0.51

66.31 1.24 0.29 3.78 0.33 4.69 1.54 0.18 4.89 0.31 7.51 0.90 0.49 3.79 0.24 3.40 1.13 0.74 39.78 0.03 45.06 1.27 0.26 3.80 0.33 4.84 P01703 LV105_HUMANreviewed Ig lambda chain V-I region NEWM 103 Homo sapiens (Human) 0.84 0.84 1.50 0.45 0.75 1.65 1.20 1.04 2.24 1.13 2.08 1.36 0.68 1.73 1.42 0.96 0.53 1.24 1.54 0.90 1.27

1.65 0.90 0.49 1.38 0.65 1.24 0.83 0.05 1.20 0.70 1.00 0.65 0.00 1.30 0.50 0.84 0.91 0.28 1.20 0.75 1.09 0.95 0.48 1.16 0.82 1.10 Q9Y230 RUVB2_HUMANreviewed RuvB-like 2 (EC 3.6.4.12) (48 kDa TATA box-binding protein-interacting protein) (48 kDa TBP-interacting protein) (51 kDa erythrocyte cytosolic protein) (ECP-51) (INO80 complex subunit J) (Repressing pontin 52) (Reptin 52) (TIP49b) (TIP60-associated protein 54-beta) (TAP54-beta)RUVBL2 INO80J TIP48 TIP49B CGI-46463 Homo sapiens (Human) 1.30 1.04 0.81 1.22 1.56 1.37 0.87 0.98 0.80 0.91 0.62 1.05 0.96 0.94 0.72 1.06 1.39 0.90 0.83 0.65 0.95

1.18 0.88 0.14 1.19 0.74 1.05 0.81 0.02 1.19 0.68 0.96 0.75 0.00 1.14 0.66 0.86 1.00 0.97 1.27 0.78 1.26 0.91 0.13 1.14 0.79 1.03 Q5T4S7 UBR4_HUMAN reviewed E3 ubiquitin-protein ligase UBR4 (EC 6.3.2.-) (600 kDa retinoblastoma protein-associated factor) (N-recognin-4) (Retinoblastoma-associated factor of 600 kDa) (RBAF600) (p600) (Zinc finger UBR1-type protein 1)UBR4 KIAA0462 KIAA1307 RBAF600 ZUBR15183 Homo sapiens (Human) 1.00 1.28 0.95 1.70 1.23 1.06 0.88 0.87 0.86 1.00 1.17 0.84 0.84 0.86 1.00 0.90 1.00 0.88 0.81 0.75 0.91

1.00 1.12 0.12 1.16 0.97 1.29 1.46 0.00 1.14 1.28 1.66 0.87 0.17 1.24 0.70 1.08 1.01 0.95 1.35 0.75 1.36 1.03 0.64 1.15 0.89 1.19 Q96NY7 CLIC6_HUMAN reviewed Chloride intracellular channel protein 6 (Parchorin)CLIC6 CLIC1L 704 Homo sapiens (Human) 1.24 0.97 1.11 0.77 1.31 0.71 0.79 0.97 0.97 1.01 0.96 0.88 1.46 0.78 0.65 1.44 1.24 1.12 1.46 0.87 1.03

1.07 1.75 0.00 1.36 1.28 2.38 0.98 0.82 1.19 0.83 1.17 0.96 0.66 1.23 0.78 1.18 1.05 0.71 1.37 0.77 1.44 0.89 0.37 1.35 0.66 1.19 P06744 G6PI_HUMAN reviewed Glucose-6-phosphate isomerase (GPI) (EC 5.3.1.9) (Autocrine motility factor) (AMF) (Neuroleukin) (NLK) (Phosphoglucose isomerase) (PGI) (Phosphohexose isomerase) (PHI) (Sperm antigen 36) (SA-36)GPI 558 Homo sapiens (Human) 1.13 0.94 0.98 0.92 0.96 0.87 0.93 0.93 1.02 1.05 0.94 0.95 1.34 1.06 1.29 1.04 0.88 1.75 0.98 0.96 0.89

1.70 0.81 0.48 2.05 0.39 1.65 0.99 0.83 1.17 0.85 1.15 0.77 0.01 1.18 0.65 0.91 1.22 0.16 1.36 0.90 1.66 0.87 0.17 1.26 0.69 1.09 P17931 LEG3_HUMAN reviewed Galectin-3 (Gal-3) (35 kDa lectin) (Carbohydrate-binding protein 35) (CBP 35) (Galactose-specific lectin 3) (Galactoside-binding protein) (GALBP) (IgE-binding protein) (L-31) (Laminin-binding protein) (Lectin L-29) (Mac-2 antigen)LGALS3 MAC2 250 Homo sapiens (Human) 1.25 1.18 0.86 1.17 1.03 1.42 0.95 1.16 0.92 1.22 1.38 1.07 1.55 0.87 0.75 0.93 1.10 0.81 0.99 0.77 0.87

1.08 0.87 0.09 1.18 0.74 1.03 0.69 0.00 1.19 0.58 0.83 0.79 0.01 1.20 0.66 0.94 0.74 0.04 1.33 0.56 0.98 0.91 0.27 1.20 0.76 1.09 P17987 TCPA_HUMAN reviewed T-complex protein 1 subunit alpha (TCP-1-alpha) (CCT-alpha)TCP1 CCT1 CCTA 556 Homo sapiens (Human) 1.32 1.04 0.67 1.72 1.60 0.95 0.86 0.89 0.81 0.74 0.92 0.85 0.95 0.82 0.98 0.78 0.84 0.87 0.69 0.79 0.91

1.09 1.03 0.74 1.21 0.85 1.24 1.23 0.02 1.18 1.05 1.45 1.11 0.21 1.18 0.93 1.31 0.96 0.79 1.39 0.69 1.33 0.75 0.19 1.58 0.48 1.19 Q9UQB8 BAIP2_HUMANreviewed Brain-specific angiogenesis inhibitor 1-associated protein 2 (BAI-associated protein 2) (BAI1-associated protein 2) (Protein BAP2) (Fas ligand-associated factor 3) (FLAF3) (Insulin receptor substrate p53/p58) (IRS-58) (IRSp53/58) (Insulin receptor substrate protein of 53 kDa) (IRSp53) (Insulin receptor substrate p53)BAIAP2 552 Homo sapiens (Human) 1.11 1.23 1.15 0.85 1.25 0.89 1.04 1.08 1.11 0.96 1.02 0.99 1.24 0.92 0.91 1.16 1.17 1.03 1.23 1.11 0.75

3.69 1.16 0.38 3.52 0.33 4.08 1.04 0.78 3.52 0.29 3.65 1.14 0.50 5.13 0.22 5.84 1.16 0.38 3.51 0.33 4.06 1.04 0.82 5.17 0.20 5.36 P31946 1433B_HUMANreviewed 14-3-3 protein beta/alpha (Protein 1054) (Protein kinase C inhibitor protein 1) (KCIP-1) [Cleaved into: 14-3-3 protein beta/alpha, N-terminally processed]YWHAB 246 Homo sapiens (Human) 1.20 0.83 1.11 1.01 1.07 1.05 1.17 1.13 1.11 1.16 1.03 0.82 0.99 1.04 0.98 1.05 1.10 1.16 1.04 1.14 1.04

1.20 2.24 0.01 1.43 1.57 3.19 0.89 0.33 1.50 0.59 1.33 1.17 0.28 1.60 0.73 1.87 1.19 0.49 2.40 0.49 2.85 1.15 0.42 1.81 0.63 2.08 P02763 A1AG1_HUMANreviewed Alpha-1-acid glycoprotein 1 (AGP 1) (Orosomucoid-1) (OMD 1)ORM1 AGP1 201 Homo sapiens (Human) 0.36 0.57 0.44 0.21 1.10 0.82 3.03 1.02 0.98 1.19 3.30 1.16 0.66 1.16 1.80 0.90 0.83 2.24 0.89 1.17 1.15

0.88 0.76 0.01 1.20 0.63 0.91 1.50 0.00 1.21 1.25 1.81 1.26 0.07 1.29 0.98 1.62 0.81 0.13 1.33 0.61 1.08 0.76 0.03 1.27 0.60 0.97 Q8IWA5 CTL2_HUMAN reviewed Choline transporter-like protein 2 (Solute carrier family 44 member 2)SLC44A2 CTL2 PSEC0210 706 Homo sapiens (Human) 1.55 2.37 2.49 1.04 0.95 0.67 1.13 0.60 1.23 0.81 0.94 0.69 0.72 0.75 0.92 1.44 0.96 0.76 1.50 1.26 0.76

1.04 1.51 0.00 1.14 1.33 1.73 0.92 0.09 1.10 0.83 1.01 1.61 0.00 1.10 1.46 1.78 1.36 0.04 1.33 1.02 1.81 1.66 0.00 1.17 1.42 1.95 P04196 HRG_HUMAN reviewed Histidine-rich glycoprotein (Histidine-proline-rich glycoprotein) (HPRG)HRG 525 Homo sapiens (Human) 0.31 0.47 0.60 0.49 0.63 0.92 1.70 1.69 1.30 1.36 1.79 1.64 0.71 0.65 3.76 0.93 0.62 1.51 0.92 1.61 1.66

1.68 7.08 0.00 1.59 4.45 11.26 0.73 0.10 1.47 0.50 1.07 0.96 0.66 1.21 0.80 1.16 0.98 0.90 1.40 0.70 1.37 1.15 0.80 3.45 0.33 3.97 P08311 CATG_HUMAN reviewed Cathepsin G (CG) (EC 3.4.21.20)CTSG 255 Homo sapiens (Human) 0.17 0.22 0.19 0.29 1.19 0.51 0.19 0.28 0.30 0.98 0.50 0.25 0.24 1.29 0.38 0.24 0.41 7.08 0.73 0.96 1.15

0.88 0.67 0.01 1.31 0.51 0.88 1.13 0.08 1.15 0.98 1.29 1.06 0.35 1.15 0.92 1.22 0.73 0.00 1.19 0.62 0.87 0.81 0.01 1.15 0.71 0.93 P27487 DPP4_HUMAN reviewed Dipeptidyl peptidase 4 (EC 3.4.14.5) (ADABP) (Adenosine deaminase complexing protein 2) (ADCP-2) (Dipeptidyl peptidase IV) (DPP IV) (T-cell activation antigen CD26) (TP103) (CD antigen CD26) [Cleaved into: Dipeptidyl peptidase 4 membrane form (Dipeptidyl peptidase IV membrane form); Dipeptidyl peptidase 4 soluble form (Dipeptidyl peptidase IV soluble form)]DPP4 ADCP2 CD26 766 Homo sapiens (Human) 1.60 0.82 1.12 1.11 0.97 0.76 1.45 0.91 1.32 0.73 1.05 0.95 0.80 0.79 0.91 0.92 1.48 0.67 1.13 1.06 0.81

1.13 0.91 0.39 1.26 0.72 1.15 1.04 0.70 1.28 0.82 1.33 1.05 0.60 1.22 0.86 1.28 1.09 0.59 1.40 0.78 1.53 0.93 0.71 1.50 0.62 1.40 Q15582 BGH3_HUMAN reviewed Transforming growth factor-beta-induced protein ig-h3 (Beta ig-h3) (Kerato-epithelin) (RGD-containing collagen-associated protein) (RGD-CAP)TGFBI BIGH3 683 Homo sapiens (Human) 0.66 0.39 1.10 0.78 0.81 0.93 1.24 1.35 1.71 1.09 1.55 1.94 0.73 1.54 1.30 0.91 0.93 0.91 1.04 1.05 0.93

1.06 1.58 0.00 1.12 1.41 1.77 1.12 0.03 1.11 1.02 1.24 1.48 0.00 1.11 1.34 1.64 1.13 0.34 1.31 0.86 1.48 0.89 0.05 1.13 0.79 1.00 P05107 ITB2_HUMAN reviewed Integrin beta-2 (Cell surface adhesion glycoproteins LFA-1/CR3/p150,95 subunit beta) (Complement receptor C3 subunit beta) (CD antigen CD18)ITGB2 CD18 MFI7 769 Homo sapiens (Human) 0.50 0.87 0.88 0.78 0.84 0.95 1.29 1.82 1.50 1.13 1.08 1.26 0.89 1.11 1.12 0.88 1.33 1.58 1.12 1.48 0.89

1.12 1.06 0.59 1.26 0.84 1.33 0.98 0.77 1.19 0.82 1.16 1.33 0.00 1.13 1.18 1.50 1.08 0.32 1.18 0.92 1.27 1.62 0.00 1.14 1.42 1.86 Q9Y3Z3 SAMH1_HUMANreviewed Deoxynucleoside triphosphate triphosphohydrolase SAMHD1 (dNTPase) (EC 3.1.5.-) (Dendritic cell-derived IFNG-induced protein) (DCIP) (Monocyte protein 5) (MOP-5) (SAM domain and HD domain-containing protein 1)SAMHD1 MOP5 626 Homo sapiens (Human) 0.84 0.50 1.05 0.90 0.99 0.95 0.82 1.18 1.04 1.08 0.99 1.08 1.04 1.00 1.07 1.09 1.46 1.06 0.98 1.33 1.62

2.09 0.69 0.02 1.36 0.51 0.93 0.73 0.00 1.16 0.62 0.84 1.01 0.94 1.28 0.79 1.29 0.95 0.54 1.20 0.79 1.15 0.85 0.04 1.16 0.73 0.99 Q12923 PTN13_HUMANreviewed Tyrosine-protein phosphatase non-receptor type 13 (EC 3.1.3.48) (Fas-associated protein-tyrosine phosphatase 1) (FAP-1) (PTP-BAS) (Protein-tyrosine phosphatase 1E) (PTP-E1) (hPTPE1) (Protein-tyrosine phosphatase PTPL1)PTPN13 PNP1 PTP1E PTPL12485 Homo sapiens (Human) 1.61 0.97 0.58 1.11 1.07 1.66 1.78 0.85 0.79 0.95 0.51 0.88 1.42 0.91 0.58 1.18 0.93 0.69 0.73 1.01 0.85

1.32 0.77 0.30 1.94 0.40 1.49 1.29 0.06 1.30 0.99 1.68 0.75 0.06 1.35 0.56 1.02 0.81 0.17 1.44 0.57 1.17 0.61 0.07 1.79 0.34 1.09 Q687X5 STEA4_HUMANreviewed Metalloreductase STEAP4 (EC 1.16.1.-) (Six-transmembrane epithelial antigen of prostate 4) (SixTransMembrane protein of prostate 2) (Tumor necrosis factor, alpha-induced protein 9)STEAP4 STAMP2 TNFAIP9459 Homo sapiens (Human) 1.43 1.56 1.13 1.26 0.91 0.75 1.16 0.85 0.91 0.81 0.67 1.35 1.60 0.87 0.65 1.33 0.89 0.77 1.29 0.75 0.61

1.26 0.90 0.24 1.20 0.75 1.08 1.10 0.04 1.10 1.00 1.21 1.05 0.41 1.13 0.93 1.18 0.95 0.57 1.19 0.80 1.13 0.88 0.05 1.14 0.77 1.00 P50395 GDIB_HUMAN reviewed Rab GDP dissociation inhibitor beta (Rab GDI beta) (Guanosine diphosphate dissociation inhibitor 2) (GDI-2)GDI2 RABGDIB 445 Homo sapiens (Human) 1.17 1.08 1.13 0.83 1.10 1.09 1.01 1.06 0.97 0.95 1.02 0.97 1.28 1.01 0.93 1.14 1.18 0.90 1.10 1.05 0.88

0.79 1.60 0.00 1.16 1.38 1.86 1.52 0.00 1.17 1.31 1.78 1.09 0.14 1.13 0.97 1.23 1.00 0.98 1.32 0.76 1.31 1.15 0.03 1.13 1.02 1.29 O14745 NHRF1_HUMANreviewed Na(+)/H(+) exchange regulatory cofactor NHE-RF1 (NHERF-1) (Ezrin-radixin-moesin-binding phosphoprotein 50) (EBP50) (Regulatory cofactor of Na(+)/H(+) exchanger) (Sodium-hydrogen exchanger regulatory factor 1) (Solute carrier family 9 isoform A3 regulatory factor 1)SLC9A3R1 NHERF NHERF1358 Homo sapiens (Human) 1.24 1.04 0.97 0.87 1.32 0.67 0.79 0.92 0.95 1.00 0.79 0.77 1.36 0.73 0.56 1.22 1.32 1.60 1.52 1.09 1.15

1.75 5.61 0.00 1.42 3.94 7.97 0.68 0.07 1.56 0.44 1.06 0.67 0.06 1.52 0.44 1.01 0.73 0.22 1.77 0.41 1.29 0.93 0.65 1.45 0.64 1.35 P05109 S10A8_HUMANreviewed Protein S100-A8 (Calgranulin-A) (Calprotectin L1L subunit) (Cystic fibrosis antigen) (CFAG) (Leukocyte L1 complex light chain) (Migration inhibitory factor-related protein 8) (MRP-8) (p8) (S100 calcium-binding protein A8) (Urinary stone protein band A) [Cleaved into: Protein S100-A8, N-terminally processed]S100A8 CAGA CFAG MRP8 93 Homo sapiens (Human) 0.16 0.44 0.36 0.27 0.99 0.64 0.25 0.33 0.64 0.73 0.56 0.36 0.50 0.96 0.42 0.37 0.87 5.61 0.68 0.67 0.93

1.11 0.88 0.18 1.21 0.73 1.07 0.68 0.00 1.17 0.58 0.80 0.69 0.00 1.25 0.56 0.87 0.78 0.04 1.26 0.62 0.98 0.85 0.11 1.23 0.69 1.04 P40227 TCPZ_HUMAN reviewed T-complex protein 1 subunit zeta (TCP-1-zeta) (Acute morphine dependence-related protein 2) (CCT-zeta-1) (HTR3) (Tcp20)CCT6A CCT6 CCTZ 531 Homo sapiens (Human) 1.04 0.93 0.86 1.96 1.84 0.97 0.65 0.75 0.91 0.78 0.84 0.87 0.85 0.74 0.67 0.88 0.83 0.88 0.68 0.69 0.85

1.20 0.84 0.13 1.26 0.67 1.06 0.89 0.05 1.12 0.80 1.00 1.27 0.00 1.17 1.09 1.48 1.21 0.03 1.18 1.02 1.43 2.40 0.00 1.33 1.80 3.20 P00734 THRB_HUMAN reviewed Prothrombin (EC 3.4.21.5) (Coagulation factor II) [Cleaved into: Activation peptide fragment 1; Activation peptide fragment 2; Thrombin light chain; Thrombin heavy chain]F2 622 Homo sapiens (Human) 0.43 0.38 0.50 0.46 0.52 1.04 1.97 1.63 1.16 1.21 1.82 1.55 1.00 1.44 1.89 0.61 1.11 0.84 0.89 1.27 2.40

1.25 1.16 0.04 1.15 1.01 1.33 1.10 0.07 1.10 0.99 1.21 1.01 0.85 1.10 0.91 1.11 1.22 0.02 1.18 1.03 1.45 2.63 0.00 1.25 2.10 3.29 P23381 SYWC_HUMAN reviewed Tryptophan--tRNA ligase, cytoplasmic (EC 6.1.1.2) (Interferon-induced protein 53) (IFP53) (Tryptophanyl-tRNA synthetase) (TrpRS) (hWRS) [Cleaved into: T1-TrpRS; T2-TrpRS]WARS IFI53 WRS 471 Homo sapiens (Human) 0.65 0.39 0.70 0.75 0.73 1.13 0.95 1.21 0.90 1.22 1.42 0.88 1.08 1.21 1.30 0.77 1.02 1.16 1.10 1.01 2.63

1.49 1.32 0.03 1.27 1.04 1.67 1.45 0.00 1.13 1.28 1.63 1.23 0.00 1.13 1.09 1.38 0.97 0.78 1.24 0.79 1.20 0.81 0.01 1.15 0.70 0.93 Q6UXY8 TMC5_HUMANreviewed Transmembrane channel-like protein 5TMC5 UNQ8238/PRO336041006 Homo sapiens (Human) 1.25 1.27 1.17 0.93 1.29 0.89 0.88 0.85 0.91 0.97 0.76 1.08 1.17 1.09 0.60 0.98 1.07 1.32 1.45 1.23 0.81

1.21 0.70 0.01 1.24 0.56 0.87 1.14 0.13 1.19 0.96 1.35 1.31 0.01 1.21 1.08 1.58 1.01 0.94 1.36 0.74 1.37 0.96 0.66 1.24 0.77 1.19 Q9BW04 SARG_HUMAN reviewed Specifically androgen-regulated gene proteinSARG C1orf116 601 Homo sapiens (Human) 1.64 1.36 1.89 0.83 1.14 0.94 1.11 0.66 1.03 1.01 0.83 0.75 0.93 0.82 0.82 1.23 0.82 0.70 1.14 1.31 0.96

1.06 1.03 0.61 1.11 0.92 1.14 1.17 0.01 1.11 1.05 1.30 1.11 0.09 1.13 0.98 1.25 0.99 0.90 1.21 0.81 1.20 1.12 0.29 1.25 0.89 1.39 O43795 MYO1B_HUMANreviewed Unconventional myosin-Ib (MYH-1c) (Myosin I alpha) (MMI-alpha) (MMIa)MYO1B 1136 Homo sapiens (Human) 1.00 0.99 0.95 0.81 0.94 0.92 0.87 1.02 1.23 0.99 1.20 1.07 1.15 1.14 0.92 1.13 1.27 1.03 1.17 1.11 1.12

0.97 1.55 0.00 1.28 1.21 1.99 1.17 0.02 1.13 1.04 1.32 1.35 0.00 1.14 1.18 1.53 0.91 0.23 1.17 0.78 1.07 1.05 0.34 1.11 0.94 1.17 P00338 LDHA_HUMAN reviewed L-lactate dehydrogenase A chain (LDH-A) (EC 1.1.1.27) (Cell proliferation-inducing gene 19 protein) (LDH muscle subunit) (LDH-M) (Renal carcinoma antigen NY-REN-59)LDHA PIG19 332 Homo sapiens (Human) 1.11 0.78 0.81 0.97 0.98 0.85 0.86 0.96 0.88 0.91 0.97 1.00 1.31 1.02 0.97 0.99 0.95 1.55 1.17 1.35 1.05

1.07 7.40 0.00 1.39 5.32 10.29 0.54 0.27 3.26 0.17 1.76 0.67 0.00 1.28 0.53 0.86 1.00 0.97 1.34 0.74 1.33 1.25 0.36 1.70 0.74 2.13 P11678 PERE_HUMAN reviewed Eosinophil peroxidase (EPO) (EC 1.11.1.7) [Cleaved into: Eosinophil peroxidase light chain; Eosinophil peroxidase heavy chain]EPX EPER EPO EPP 715 Homo sapiens (Human) 0.08 0.29 0.57 0.51 0.49 0.48 0.14 0.81 1.12 1.00 0.52 0.31 0.48 1.48 2.24 0.46 1.22 7.40 0.54 0.67 1.25

1.91 1.06 0.43 1.18 0.90 1.25 0.88 0.14 1.21 0.72 1.06 0.87 0.15 1.22 0.72 1.06 0.95 0.64 1.26 0.76 1.20 1.13 0.44 1.41 0.80 1.59 P22314 UBA1_HUMAN reviewed Ubiquitin-like modifier-activating enzyme 1 (Protein A1S9) (Ubiquitin-activating enzyme E1)UBA1 A1S9T UBE1 1058 Homo sapiens (Human) 1.53 0.77 1.16 1.02 1.09 1.36 1.00 1.12 1.07 0.95 0.84 1.04 1.44 0.94 0.78 1.05 1.20 1.06 0.88 0.87 1.13

1.09 0.80 0.04 1.22 0.66 0.98 1.19 0.45 1.77 0.67 2.10 1.20 0.31 1.54 0.78 1.84 0.91 0.26 1.22 0.75 1.11 0.77 0.21 1.63 0.47 1.26 P50148 GNAQ_HUMANreviewed Guanine nucleotide-binding protein G(q) subunit alpha (Guanine nucleotide-binding protein alpha-q)GNAQ GAQ 359 Homo sapiens (Human) 1.36 1.47 1.49 0.98 1.09 0.90 1.13 0.90 1.18 0.91 1.03 0.97 1.20 0.86 0.93 1.22 1.13 0.80 1.19 1.20 0.77

1.32 1.15 0.61 2.18 0.53 2.50 1.18 0.12 1.27 0.93 1.50 1.07 0.43 1.27 0.84 1.36 0.76 0.07 1.37 0.55 1.04 0.82 0.09 1.30 0.63 1.07 P62879 GBB2_HUMAN reviewed Guanine nucleotide-binding protein G(I)/G(S)/G(T) subunit beta-2 (G protein subunit beta-2) (Transducin beta chain 2)GNB2 340 Homo sapiens (Human) 0.97 1.11 1.24 0.99 1.14 0.87 0.93 0.82 1.04 0.76 1.15 0.95 0.97 0.84 0.95 1.34 1.18 1.15 1.18 1.07 0.82

0.61 2.48 0.00 1.41 1.75 3.50 1.57 0.00 1.20 1.31 1.88 1.05 0.58 1.22 0.86 1.28 1.15 0.35 1.38 0.83 1.60 1.57 0.21 2.13 0.74 3.34 Q99102 MUC4_HUMANreviewed Mucin-4 (MUC-4) (Ascites sialoglycoprotein) (ASGP) (Pancreatic adenocarcinoma mucin) (Testis mucin) (Tracheobronchial mucin) [Cleaved into: Mucin-4 alpha chain (Ascites sialoglycoprotein 1) (ASGP-1); Mucin-4 beta chain (Ascites sialoglycoprotein 2) (ASGP-2)]MUC4 2169 Homo sapiens (Human) 0.59 0.83 0.49 0.59 1.15 0.49 0.52 0.90 0.71 1.15 0.87 1.08 2.13 0.94 0.48 0.93 0.93 2.48 1.57 1.05 1.57

0.85 0.92 0.61 1.46 0.63 1.33 0.88 0.44 1.45 0.61 1.27 1.18 0.20 1.32 0.90 1.56 1.16 0.34 1.39 0.83 1.60 2.66 0.00 1.50 1.78 3.98 P02765 FETUA_HUMANreviewed Alpha-2-HS-glycoprotein (Alpha-2-Z-globulin) (Ba-alpha-2-glycoprotein) (Fetuin-A) [Cleaved into: Alpha-2-HS-glycoprotein chain A; Alpha-2-HS-glycoprotein chain B]AHSG FETUA PRO2743 367 Homo sapiens (Human) 0.62 0.48 0.43 0.33 0.48 0.70 2.53 1.73 1.25 1.16 1.77 1.47 0.59 1.62 2.93 0.69 0.87 0.92 0.88 1.18 2.66

1.09 1.35 0.02 1.26 1.07 1.70 1.14 0.06 1.15 0.99 1.31 1.21 0.02 1.15 1.05 1.40 1.00 0.99 1.20 0.83 1.20 1.01 0.89 1.20 0.84 1.21 O75083 WDR1_HUMANreviewed WD repeat-containing protein 1 (Actin-interacting protein 1) (AIP1) (NORI-1)WDR1 606 Homo sapiens (Human) 1.61 0.74 1.19 0.64 0.99 0.86 1.02 1.03 1.01 1.00 1.02 1.26 1.35 1.11 0.96 1.22 1.01 1.35 1.14 1.21 1.01

1.13 0.84 0.14 1.27 0.66 1.07 0.63 0.00 1.25 0.51 0.79 0.65 0.00 1.27 0.51 0.83 0.71 0.01 1.28 0.56 0.91 0.83 0.01 1.13 0.73 0.94 P50991 TCPD_HUMAN reviewed T-complex protein 1 subunit delta (TCP-1-delta) (CCT-delta) (Stimulator of TAR RNA-binding)CCT4 CCTD SRB 539 Homo sapiens (Human) 1.38 1.04 0.73 1.90 2.11 0.95 0.74 0.78 0.77 0.71 0.73 0.69 0.95 0.67 0.70 0.85 0.88 0.84 0.63 0.65 0.83

0.95 0.68 0.01 1.27 0.53 0.86 0.75 0.02 1.25 0.60 0.94 0.89 0.26 1.25 0.71 1.11 0.89 0.38 1.35 0.66 1.20 0.96 0.65 1.24 0.78 1.18 Q99536 VAT1_HUMAN reviewed Synaptic vesicle membrane protein VAT-1 homolog (EC 1.-.-.-)VAT1 393 Homo sapiens (Human) 0.62 0.75 0.75 2.15 1.06 0.72 0.64 0.96 0.91 0.89 1.01 0.94 0.97 0.65 1.01 0.76 0.73 0.68 0.75 0.89 0.96

1.23 0.90 0.59 1.53 0.59 1.37 0.59 0.18 2.26 0.26 1.33 0.76 0.04 1.29 0.59 0.99 0.87 0.37 1.41 0.62 1.22 1.04 0.80 1.36 0.76 1.41 Q13200 PSMD2_HUMANreviewed 26S proteasome non-ATPase regulatory subunit 2 (26S proteasome regulatory subunit RPN1) (26S proteasome regulatory subunit S2) (26S proteasome subunit p97) (Protein 55.11) (Tumor necrosis factor type 1 receptor-associated protein 2)PSMD2 TRAP2 908 Homo sapiens (Human) 0.94 1.22 0.73 1.95 1.30 0.99 0.66 0.72 0.82 0.87 0.96 0.90 0.88 0.84 1.04 0.81 0.87 0.90 0.59 0.76 1.04

0.99 0.98 0.84 1.21 0.81 1.19 1.02 0.70 1.15 0.89 1.18 1.09 0.18 1.14 0.95 1.24 1.03 0.82 1.40 0.74 1.45 0.90 0.14 1.15 0.78 1.04 Q96TA1 NIBL1_HUMAN reviewed Niban-like protein 1 (Meg-3) (Melanoma invasion by ERK) (MINERVA) (Protein FAM129B)FAM129B C9orf88 746 Homo sapiens (Human) 1.26 0.99 1.23 0.86 1.11 0.83 1.21 1.09 1.17 1.03 1.06 0.98 1.07 1.12 0.98 1.13 1.18 0.98 1.02 1.09 0.90

1.12 1.10 0.20 1.18 0.93 1.30 1.16 0.07 1.18 0.98 1.37 1.61 0.01 1.30 1.24 2.08 0.89 0.35 1.34 0.66 1.19 1.33 0.01 1.22 1.09 1.62 O75882 ATRN_HUMAN reviewed Attractin (DPPT-L) (Mahogany homolog)ATRN KIAA0548 MGCA 1429 Homo sapiens (Human) 0.70 1.11 1.09 0.56 0.98 0.95 1.24 1.09 1.11 0.89 1.34 1.26 1.09 1.30 1.34 1.13 0.81 1.10 1.16 1.61 1.33

2.93 0.84 0.30 1.71 0.49 1.44 0.80 0.13 1.45 0.55 1.17 0.85 0.21 1.46 0.58 1.24 1.25 0.56 4.13 0.30 5.17 1.01 0.94 1.45 0.69 1.47 O75874 IDHC_HUMAN reviewed Isocitrate dehydrogenase [NADP] cytoplasmic (IDH) (EC 1.1.1.42) (Cytosolic NADP-isocitrate dehydrogenase) (IDP) (NADP(+)-specific ICDH) (Oxalosuccinate decarboxylase)IDH1 PICD 414 Homo sapiens (Human) 1.25 1.15 1.22 0.98 1.03 1.50 0.85 0.92 0.92 1.25 0.84 0.98 1.64 1.03 0.80 0.94 1.00 0.84 0.80 0.85 1.01

1.24 0.78 0.11 1.38 0.56 1.07 0.64 0.00 1.22 0.52 0.78 0.67 0.00 1.20 0.56 0.80 0.68 0.00 1.19 0.57 0.81 0.96 0.57 1.18 0.81 1.13 P50990 TCPQ_HUMAN reviewed T-complex protein 1 subunit theta (TCP-1-theta) (CCT-theta) (Renal carcinoma antigen NY-REN-15)CCT8 C21orf112 CCTQ KIAA0002548 Homo sapiens (Human) 1.17 1.06 0.66 1.80 1.92 1.07 0.76 0.88 0.93 0.68 0.65 0.74 0.92 0.77 0.58 0.85 0.75 0.78 0.64 0.67 0.96

0.91 0.94 0.42 1.22 0.77 1.15 0.98 0.74 1.22 0.80 1.19 1.02 0.89 1.49 0.69 1.53 0.92 0.44 1.30 0.71 1.20 1.05 0.82 1.85 0.57 1.95 P17858 K6PL_HUMAN reviewed 6-phosphofructokinase, liver type (EC 2.7.1.11) (Phosphofructo-1-kinase isozyme B) (PFK-B) (Phosphofructokinase 1) (Phosphohexokinase)PFKL 780 Homo sapiens (Human) 0.76 0.92 0.85 1.95 0.99 0.71 0.82 0.93 0.85 0.92 1.07 0.87 0.91 0.82 1.07 0.81 0.82 0.94 0.98 1.02 1.05

1.30 1.26 0.09 1.33 0.94 1.67 1.04 0.60 1.26 0.83 1.32 0.92 0.35 1.26 0.73 1.17 0.95 0.62 1.32 0.72 1.26 0.87 0.15 1.26 0.69 1.10 P60174 TPIS_HUMAN reviewed Triosephosphate isomerase (TIM) (EC 5.3.1.1) (Triose-phosphate isomerase)TPI1 TPI 286 Homo sapiens (Human) 1.28 0.91 1.09 0.89 1.19 0.92 0.90 1.01 0.88 0.95 0.83 1.19 1.31 0.98 0.76 0.93 1.32 1.26 1.04 0.92 0.87

0.91 0.80 0.29 1.60 0.50 1.27 1.07 0.26 1.13 0.94 1.21 1.35 0.01 1.22 1.11 1.66 0.87 0.26 1.30 0.67 1.13 0.85 0.14 1.27 0.67 1.07 Q9P265 DIP2B_HUMANreviewed Disco-interacting protein 2 homolog B (DIP2 homolog B)DIP2B KIAA1463 1576 Homo sapiens (Human) 1.84 1.61 2.14 1.08 0.95 0.78 0.97 0.66 1.07 0.87 1.14 0.71 0.62 1.01 0.89 1.10 0.81 0.80 1.07 1.35 0.85

1.28 1.06 0.57 1.46 0.73 1.55 1.33 0.16 1.76 0.76 2.35 1.14 0.27 1.46 0.78 1.67 1.38 0.11 1.62 0.85 2.23 0.78 0.10 1.46 0.53 1.13 P29992 GNA11_HUMANreviewed Guanine nucleotide-binding protein subunit alpha-11 (G alpha-11) (G-protein subunit alpha-11) (Guanine nucleotide-binding protein G(y) subunit alpha)GNA11 GA11 359 Homo sapiens (Human) 1.41 1.30 1.24 0.92 1.20 0.82 0.91 0.90 1.22 1.38 1.12 0.97 1.28 0.81 1.02 1.25 1.14 1.06 1.33 1.14 0.78

2.03 2.73 0.07 4.16 0.66 11.36 2.52 0.10 5.94 0.42 14.94 0.48 0.17 13.46 0.04 6.49 0.71 0.25 6.12 0.12 4.34 0.48 0.28 74.43 0.01 36.09 P13761 2B17_HUMAN reviewed HLA class II histocompatibility antigen, DRB1-7 beta chain (MHC class II antigen DRB1*7) (DR-7) (DR7)HLA-DRB1 266 Homo sapiens (Human) 0.23 0.25 0.44 2.64 0.29 0.52 0.20 0.31 0.77 0.71 0.76 0.37 4.12 0.41 0.71 0.37 0.35 2.73 2.52 0.48 0.48

1.10 1.20 0.01 1.13 1.06 1.36 1.24 0.00 1.09 1.13 1.35 1.60 0.00 1.09 1.47 1.75 1.30 0.01 1.21 1.07 1.57 1.69 0.00 1.14 1.49 1.93 P07358 CO8B_HUMAN reviewed Complement component C8 beta chain (Complement component 8 subunit beta)C8B 591 Homo sapiens (Human) 0.51 0.37 0.61 0.44 0.55 1.01 1.67 1.82 1.38 1.30 2.11 1.29 0.90 1.21 2.64 0.73 0.90 1.20 1.24 1.60 1.69

0.93 0.97 0.84 1.35 0.72 1.32 1.01 0.92 1.16 0.87 1.17 1.14 0.07 1.16 0.99 1.33 1.18 0.28 1.42 0.84 1.68 1.37 0.00 1.16 1.18 1.58 P01019 ANGT_HUMAN reviewed Angiotensinogen (Serpin A8) [Cleaved into: Angiotensin-1 (Angiotensin 1-10) (Angiotensin I) (Ang I); Angiotensin-2 (Angiotensin 1-8) (Angiotensin II) (Ang II); Angiotensin-3 (Angiotensin 2-8) (Angiotensin III) (Ang III) (Des-Asp[1]-angiotensin II); Angiotensin-4 (Angiotensin 3-8) (Angiotensin IV) (Ang IV); Angiotensin 1-9; Angiotensin 1-7; Angiotensin 1-5; Angiotensin 1-4]AGT SERPINA8 485 Homo sapiens (Human) 2.23 0.69 0.62 0.47 0.64 0.77 1.70 1.03 1.13 1.18 1.73 1.23 0.97 1.10 2.25 1.13 0.85 0.97 1.01 1.14 1.37

0.96 1.04 0.61 1.18 0.88 1.23 1.17 0.01 1.10 1.06 1.29 1.66 0.00 1.13 1.47 1.86 1.12 0.58 1.54 0.73 1.72 2.92 0.00 1.29 2.27 3.77 P02748 CO9_HUMAN reviewed Complement component C9 [Cleaved into: Complement component C9a; Complement component C9b]C9 559 Homo sapiens (Human) 0.53 0.29 0.32 0.30 0.48 0.84 1.68 1.68 1.11 1.12 2.58 1.55 0.63 1.16 2.57 0.42 0.79 1.04 1.17 1.66 2.92

1.64 0.61 0.00 1.21 0.50 0.74 1.11 0.09 1.13 0.98 1.25 0.65 0.00 1.12 0.58 0.73 1.11 0.21 1.19 0.93 1.31 0.58 0.00 1.17 0.49 0.68 P09210 GSTA2_HUMANreviewed Glutathione S-transferase A2 (EC 2.5.1.18) (GST HA subunit 2) (GST class-alpha member 2) (GST-gamma) (GSTA2-2) (GTH2)GSTA2 GST2 222 Homo sapiens (Human) 1.55 1.06 0.92 0.87 1.21 1.38 0.75 1.68 0.90 1.11 0.59 1.07 1.78 0.65 0.51 1.15 1.49 0.61 1.11 0.65 0.58

1.32 1.16 0.50 1.60 0.72 1.85 0.80 0.01 1.15 0.70 0.92 0.89 0.10 1.16 0.76 1.03 1.03 0.80 1.25 0.82 1.28 2.08 0.00 1.32 1.57 2.75 P19971 TYPH_HUMAN reviewed Thymidine phosphorylase (TP) (EC 2.4.2.4) (Gliostatin) (Platelet-derived endothelial cell growth factor) (PD-ECGF) (TdRPase)TYMP ECGF1 482 Homo sapiens (Human) 0.70 0.45 0.91 0.90 0.73 1.15 0.75 1.29 1.00 1.03 1.34 0.89 1.13 1.07 0.83 0.84 1.23 1.16 0.80 0.89 2.08

1.40 0.49 0.04 1.98 0.25 0.96 0.57 0.03 1.62 0.35 0.92 0.57 0.03 1.60 0.36 0.92 0.76 0.04 1.29 0.59 0.98 0.71 0.17 1.75 0.41 1.25 P36578 RL4_HUMAN reviewed 60S ribosomal protein L4 (60S ribosomal protein L1)RPL4 RPL1 427 Homo sapiens (Human) 0.52 0.61 0.66 2.93 1.08 1.12 0.60 1.01 0.75 0.76 0.71 0.70 0.79 0.53 0.58 1.05 0.97 0.49 0.57 0.57 0.71

1.81 1.03 0.76 1.22 0.84 1.25 0.65 0.00 1.23 0.53 0.80 0.70 0.00 1.20 0.59 0.85 0.75 0.00 1.13 0.66 0.85 1.44 0.00 1.15 1.25 1.66 Q01518 CAP1_HUMAN reviewed Adenylyl cyclase-associated protein 1 (CAP 1)CAP1 CAP 475 Homo sapiens (Human) 0.60 1.06 0.78 1.93 1.06 1.53 0.58 0.72 0.81 0.75 0.95 0.75 1.09 0.96 0.73 0.67 0.83 1.03 0.65 0.70 1.44

1.10 0.90 0.34 1.27 0.71 1.14 1.09 0.12 1.11 0.98 1.21 1.14 0.02 1.11 1.02 1.27 0.99 0.86 1.11 0.89 1.10 0.88 0.12 1.19 0.74 1.04 P07195 LDHB_HUMAN reviewed L-lactate dehydrogenase B chain (LDH-B) (EC 1.1.1.27) (LDH heart subunit) (LDH-H) (Renal carcinoma antigen NY-REN-46)LDHB 334 Homo sapiens (Human) 1.55 0.90 0.96 0.98 1.04 0.95 0.92 1.03 0.75 0.99 0.71 1.07 1.34 0.94 0.74 1.13 1.10 0.90 1.09 1.14 0.88

1.24 0.80 0.01 1.16 0.70 0.93 1.11 0.09 1.14 0.98 1.27 1.43 0.00 1.19 1.20 1.69 1.04 0.48 1.14 0.92 1.18 0.97 0.60 1.15 0.84 1.11 P25311 ZA2G_HUMAN reviewed Zinc-alpha-2-glycoprotein (Zn-alpha-2-GP) (Zn-alpha-2-glycoprotein)AZGP1 ZAG ZNGP1 298 Homo sapiens (Human) 0.59 0.93 1.17 0.55 0.87 1.07 3.38 0.83 1.19 1.04 2.22 0.78 0.96 0.79 1.81 1.33 0.80 0.80 1.11 1.43 0.97

1.00 1.32 0.00 1.11 1.19 1.46 0.86 0.05 1.15 0.75 1.00 1.31 0.00 1.11 1.19 1.46 1.09 0.30 1.20 0.91 1.30 1.25 0.01 1.16 1.08 1.44 P43652 AFAM_HUMANreviewed Afamin (Alpha-albumin) (Alpha-Alb)AFM ALB2 ALBA 599 Homo sapiens (Human) 0.56 0.77 0.56 0.34 0.74 0.86 1.75 1.39 1.29 1.09 1.45 1.78 1.22 1.34 1.87 1.01 0.82 1.32 0.86 1.31 1.25

1.23 0.89 0.57 1.61 0.55 1.43 1.15 0.06 1.16 1.00 1.33 1.21 0.02 1.16 1.04 1.40 0.75 0.01 1.19 0.62 0.89 1.05 0.44 1.16 0.91 1.21 P62158 CALM_HUMANreviewed Calmodulin (CaM)CALM1 CALM CAM CAM1; CALM2 CAM2 CAMB; CALM3 CALML2 CAM3 CAMC CAMIII149 Homo sapiens (Human) 1.02 1.10 1.27 0.96 1.12 0.99 0.90 0.97 1.11 0.75 0.94 0.60 1.12 0.91 0.86 1.07 1.25 0.89 1.15 1.21 1.05

0.92 1.15 0.07 1.16 0.98 1.34 0.91 0.40 1.29 0.70 1.16 1.31 0.00 1.17 1.12 1.53 1.05 0.62 1.23 0.85 1.29 2.32 0.00 1.12 2.07 2.59 P01042 KNG1_HUMAN reviewed Kininogen-1 (Alpha-2-thiol proteinase inhibitor) (Fitzgerald factor) (High molecular weight kininogen) (HMWK) (Williams-Fitzgerald-Flaujeac factor) [Cleaved into: Kininogen-1 heavy chain; T-kinin (Ile-Ser-Bradykinin); Bradykinin (Kallidin I); Lysyl-bradykinin (Kallidin II); Kininogen-1 light chain; Low molecular weight growth-promoting factor]KNG1 BDK KNG 644 Homo sapiens (Human) 0.40 0.35 0.38 0.40 0.47 0.80 2.11 1.48 1.17 1.05 2.43 1.73 0.61 1.42 2.45 0.74 0.70 1.15 0.91 1.31 2.32

3.00 1.28 0.05 1.28 1.00 1.63 0.82 0.05 1.21 0.68 0.99 1.13 0.15 1.20 0.94 1.36 1.22 0.22 1.41 0.86 1.73 1.54 0.01 1.34 1.15 2.06 P04217 A1BG_HUMAN reviewed Alpha-1B-glycoprotein (Alpha-1-B glycoprotein)A1BG 495 Homo sapiens (Human) 0.73 0.71 0.51 0.43 0.81 0.81 2.03 1.13 1.19 1.22 2.92 1.47 0.83 1.12 2.13 0.82 0.84 1.28 0.82 1.13 1.54

1.06 1.15 0.08 1.18 0.98 1.36 0.99 0.85 1.14 0.87 1.12 1.11 0.20 1.19 0.93 1.32 0.94 0.50 1.24 0.75 1.16 0.96 0.51 1.15 0.83 1.10 P17655 CAN2_HUMAN reviewed Calpain-2 catalytic subunit (EC 3.4.22.53) (Calcium-activated neutral proteinase 2) (CANP 2) (Calpain M-type) (Calpain large polypeptide L2) (Calpain-2 large subunit) (Millimolar-calpain) (M-calpain)CAPN2 CANPL2 700 Homo sapiens (Human) 1.11 0.64 1.14 0.95 0.85 0.94 1.05 1.26 1.19 0.94 1.16 1.23 1.22 1.09 1.11 1.21 1.27 1.15 0.99 1.11 0.96

0.88 0.97 0.51 1.11 0.87 1.08 1.77 0.00 1.10 1.60 1.95 1.18 0.00 1.10 1.07 1.31 0.98 0.62 1.11 0.88 1.09 1.50 0.00 1.10 1.36 1.65 P24821 TENA_HUMAN reviewed Tenascin (TN) (Cytotactin) (GMEM) (GP 150-225) (Glioma-associated-extracellular matrix antigen) (Hexabrachion) (JI) (Myotendinous antigen) (Neuronectin) (Tenascin-C) (TN-C)TNC HXB 2201 Homo sapiens (Human) 0.73 1.02 1.95 0.65 0.60 0.75 1.99 0.99 1.40 0.98 2.47 0.56 0.84 1.16 1.03 0.76 0.55 0.97 1.77 1.18 1.50

1.26 0.99 0.85 1.22 0.81 1.20 1.16 0.10 1.20 0.96 1.39 1.07 0.37 1.21 0.89 1.29 1.08 0.68 1.57 0.68 1.69 0.94 0.53 1.27 0.74 1.19 P37802 TAGL2_HUMANreviewed Transgelin-2 (Epididymis tissue protein Li 7e) (SM22-alpha homolog)TAGLN2 KIAA0120 CDABP0035199 Homo sapiens (Human) 1.52 0.63 1.06 0.69 0.92 1.04 1.07 1.32 1.09 1.08 1.00 1.34 1.77 1.30 1.23 1.39 0.96 0.99 1.16 1.07 0.94

1.10 1.05 0.66 1.30 0.81 1.36 1.16 0.07 1.18 0.99 1.37 1.09 0.25 1.18 0.92 1.28 0.94 0.44 1.23 0.76 1.15 0.72 0.01 1.26 0.58 0.91 Q5JWF2 GNAS1_HUMANreviewed Guanine nucleotide-binding protein G(s) subunit alpha isoforms XLas (Adenylate cyclase-stimulating G alpha protein) (Extra large alphas protein) (XLalphas)GNAS GNAS1 1037 Homo sapiens (Human) 1.45 1.33 1.15 0.92 1.17 0.88 1.23 1.02 1.11 0.94 0.72 0.96 1.29 0.86 0.90 1.34 1.35 1.05 1.16 1.09 0.72

1.54 0.68 0.09 1.60 0.43 1.09 1.25 0.11 1.35 0.93 1.68 0.79 0.02 1.20 0.66 0.95 0.97 0.80 1.40 0.69 1.35 0.83 0.05 1.20 0.69 1.00 P30626 SORCN_HUMANreviewed Sorcin (22 kDa protein) (CP-22) (CP22) (V19)SRI 198 Homo sapiens (Human) 1.43 1.20 1.06 0.84 1.02 1.28 1.18 1.38 1.19 0.97 1.09 1.24 1.29 0.88 0.81 1.28 1.21 0.68 1.25 0.79 0.83

1.54 0.78 0.18 1.52 0.51 1.18 0.67 0.03 1.40 0.48 0.94 0.67 0.03 1.42 0.47 0.95 1.02 0.92 1.63 0.63 1.66 1.00 0.98 1.28 0.78 1.29 Q9ULA0 DNPEP_HUMANreviewed Aspartyl aminopeptidase (EC 3.4.11.21)DNPEP ASPEP DAP 475 Homo sapiens (Human) 1.03 1.55 0.84 1.83 1.25 1.23 0.79 0.93 0.82 1.02 0.89 0.80 0.91 0.87 0.94 0.79 0.81 0.78 0.67 0.67 1.00

1.09 1.24 0.03 1.21 1.03 1.50 0.85 0.00 1.10 0.77 0.93 0.94 0.40 1.16 0.82 1.09 0.82 0.00 1.11 0.73 0.91 1.33 0.00 1.15 1.16 1.53 P61158 ARP3_HUMAN reviewed Actin-related protein 3 (Actin-like protein 3)ACTR3 ARP3 418 Homo sapiens (Human) 0.87 0.99 0.84 1.74 1.32 0.97 0.94 0.86 0.95 0.82 1.02 0.94 1.03 0.98 0.86 0.88 0.81 1.24 0.85 0.94 1.33

1.06 0.81 0.01 1.16 0.70 0.94 1.01 0.89 1.23 0.82 1.25 0.92 0.20 1.16 0.79 1.06 0.82 0.12 1.31 0.62 1.08 1.10 0.19 1.16 0.94 1.27 O96009 NAPSA_HUMANreviewed Napsin-A (EC 3.4.23.-) (Aspartyl protease 4) (ASP4) (Asp 4) (Napsin-1) (TA01/TA02)NAPSA NAP1 NAPA 420 Homo sapiens (Human) 0.77 0.88 0.77 1.05 0.83 0.88 1.26 1.18 1.24 0.82 0.90 1.70 1.34 1.89 1.20 1.02 1.10 0.81 1.01 0.92 1.10

0.94 0.96 0.54 1.13 0.85 1.09 0.82 0.01 1.16 0.71 0.95 0.98 0.72 1.13 0.87 1.11 0.97 0.78 1.25 0.78 1.21 1.54 0.00 1.13 1.36 1.74 P12956 XRCC6_HUMANreviewed X-ray repair cross-complementing protein 6 (EC 3.6.4.-) (EC 4.2.99.-) (5'-deoxyribose-5-phosphate lyase Ku70) (5'-dRP lyase Ku70) (70 kDa subunit of Ku antigen) (ATP-dependent DNA helicase 2 subunit 1) (ATP-dependent DNA helicase II 70 kDa subunit) (CTC box-binding factor 75 kDa subunit) (CTC75) (CTCBF) (DNA repair protein XRCC6) (Lupus Ku autoantigen protein p70) (Ku70) (Thyroid-lupus autoantigen) (TLAA) (X-ray repair complementing defective repair in Chinese hamster cells 6)XRCC6 G22P1 609 Homo sapiens (Human) 0.74 1.49 0.75 1.28 1.47 0.80 0.74 1.20 0.83 0.97 0.98 0.71 0.74 0.85 1.06 0.85 1.29 0.96 0.82 0.98 1.54

1.20 1.40 0.00 1.16 1.20 1.62 0.86 0.03 1.14 0.76 0.98 1.18 0.02 1.14 1.03 1.35 1.16 0.17 1.26 0.92 1.46 1.90 0.00 1.21 1.56 2.30 P04004 VTNC_HUMAN reviewed Vitronectin (VN) (S-protein) (Serum-spreading factor) (V75) [Cleaved into: Vitronectin V65 subunit; Vitronectin V10 subunit; Somatomedin-B]VTN 478 Homo sapiens (Human) 0.70 0.59 0.60 0.54 0.68 0.98 1.77 1.30 0.99 1.16 1.81 1.77 0.89 1.46 2.00 0.72 0.69 1.40 0.86 1.18 1.90

1.17 0.67 0.02 1.38 0.49 0.92 0.70 0.05 1.42 0.49 1.00 0.76 0.03 1.28 0.60 0.97 0.73 0.02 1.29 0.56 0.94 0.93 0.62 1.37 0.68 1.28 P38606 VATA_HUMAN reviewed V-type proton ATPase catalytic subunit A (V-ATPase subunit A) (EC 3.6.3.14) (V-ATPase 69 kDa subunit) (Vacuolar ATPase isoform VA68) (Vacuolar proton pump subunit alpha)ATP6V1A ATP6A1 ATP6V1A1 VPP2617 Homo sapiens (Human) 0.53 0.93 0.90 2.21 0.98 0.87 0.50 0.47 0.86 0.73 0.92 0.56 0.64 0.59 0.82 0.87 0.83 0.67 0.70 0.76 0.93

1.20 0.78 0.11 1.38 0.57 1.08 1.15 0.05 1.15 1.00 1.32 0.87 0.20 1.25 0.70 1.09 0.97 0.75 1.28 0.75 1.24 0.86 0.28 1.37 0.62 1.17 P12277 KCRB_HUMAN reviewed Creatine kinase B-type (EC 2.7.3.2) (B-CK) (Creatine kinase B chain)CKB CKBB 381 Homo sapiens (Human) 1.90 0.42 1.35 0.61 0.89 1.04 0.95 0.96 0.79 0.97 0.99 1.75 1.59 0.97 0.67 0.98 1.51 0.78 1.15 0.87 0.86

1.63 0.73 0.09 1.48 0.49 1.07 0.57 0.00 1.23 0.47 0.71 0.65 0.00 1.18 0.55 0.76 0.79 0.41 1.97 0.40 1.55 0.91 0.41 1.32 0.69 1.20 P15880 RS2_HUMAN reviewed 40S ribosomal protein S2 (40S ribosomal protein S4) (Protein LLRep3)RPS2 RPS4 293 Homo sapiens (Human) 0.50 0.72 0.72 2.32 1.25 1.37 0.60 0.97 0.82 0.79 0.81 0.63 0.82 0.70 0.84 0.96 0.98 0.73 0.57 0.65 0.91

1.12 0.90 0.18 1.19 0.76 1.07 1.11 0.19 1.19 0.93 1.32 1.03 0.71 1.25 0.83 1.30 0.99 0.94 1.39 0.71 1.38 0.63 0.02 1.43 0.44 0.90 P16070 CD44_HUMAN reviewed CD44 antigen (CDw44) (Epican) (Extracellular matrix receptor III) (ECMR-III) (GP90 lymphocyte homing/adhesion receptor) (HUTCH-I) (Heparan sulfate proteoglycan) (Hermes antigen) (Hyaluronate receptor) (Phagocytic glycoprotein 1) (PGP-1) (Phagocytic glycoprotein I) (PGP-I) (CD antigen CD44)CD44 LHR MDU2 MDU3 MIC4742 Homo sapiens (Human) 1.01 1.38 1.09 0.90 0.90 0.94 1.62 1.26 1.25 0.99 0.96 0.94 1.13 0.85 1.06 1.69 0.97 0.90 1.11 1.03 0.63

1.40 0.91 0.41 1.30 0.70 1.18 0.81 0.03 1.18 0.69 0.96 0.91 0.32 1.25 0.72 1.13 0.93 0.65 1.49 0.62 1.38 1.04 0.51 1.15 0.90 1.20 Q99832 TCPH_HUMAN reviewed T-complex protein 1 subunit eta (TCP-1-eta) (CCT-eta) (HIV-1 Nef-interacting protein)CCT7 CCTH NIP7-1 543 Homo sapiens (Human) 1.13 0.95 0.81 1.81 1.67 1.17 0.68 0.75 0.83 0.93 0.78 0.73 0.89 0.70 0.75 0.89 0.82 0.91 0.81 0.91 1.04

0.57 1.23 0.05 1.23 1.00 1.50 1.29 0.01 1.19 1.08 1.54 0.93 0.23 1.14 0.82 1.06 0.90 0.33 1.28 0.70 1.15 0.85 0.28 1.38 0.62 1.17 P21589 5NTD_HUMAN reviewed 5'-nucleotidase (5'-NT) (EC 3.1.3.5) (Ecto-5'-nucleotidase) (CD antigen CD73)NT5E NT5 NTE 574 Homo sapiens (Human) 1.19 1.70 1.46 1.25 0.96 0.48 1.26 0.63 0.97 0.90 0.65 0.91 0.92 0.93 0.60 1.60 0.69 1.23 1.29 0.93 0.85

1.19 1.01 0.76 1.10 0.93 1.11 0.87 0.17 1.22 0.72 1.07 1.04 0.56 1.17 0.89 1.22 1.29 0.01 1.20 1.07 1.54 1.09 0.21 1.16 0.94 1.27 Q15149 PLEC_HUMAN reviewed Plectin (PCN) (PLTN) (Hemidesmosomal protein 1) (HD1) (Plectin-1)PLEC PLEC1 4684 Homo sapiens (Human) 0.82 1.08 1.09 1.95 0.96 1.04 0.78 1.24 0.95 1.29 0.90 1.07 0.87 1.01 0.90 0.70 0.99 1.01 0.87 1.04 1.09

1.10 1.19 0.53 1.90 0.62 2.25 1.43 0.18 1.79 0.79 2.56 0.85 0.09 1.22 0.69 1.04 1.04 0.79 1.49 0.70 1.56 0.85 0.07 1.19 0.72 1.02 P13861 KAP2_HUMAN reviewed cAMP-dependent protein kinase type II-alpha regulatory subunitPRKAR2A PKR2 PRKAR2 404 Homo sapiens (Human) 1.04 1.20 0.83 1.03 0.90 0.89 1.07 0.91 0.99 1.04 0.97 0.97 1.03 0.78 1.07 1.55 0.99 1.19 1.43 0.85 0.85

1.25 0.56 0.01 1.50 0.37 0.84 0.44 0.00 1.55 0.29 0.69 0.50 0.01 1.48 0.34 0.74 0.68 0.05 1.47 0.46 1.00 0.91 0.56 1.48 0.61 1.34 P18124 RL7_HUMAN reviewed 60S ribosomal protein L7RPL7 248 Homo sapiens (Human) 0.48 0.61 0.77 2.85 1.44 1.02 0.45 0.89 0.80 0.68 0.76 0.36 0.64 0.51 0.61 0.71 0.84 0.56 0.44 0.50 0.91

1.25 1.05 0.65 1.30 0.81 1.37 1.19 0.02 1.14 1.04 1.36 1.06 0.38 1.15 0.92 1.21 1.11 0.13 1.16 0.96 1.28 1.24 0.01 1.16 1.07 1.43 P30740 ILEU_HUMAN reviewed Leukocyte elastase inhibitor (LEI) (Monocyte/neutrophil elastase inhibitor) (EI) (M/NEI) (Peptidase inhibitor 2) (PI-2) (Serpin B1)SERPINB1 ELANH2 MNEI PI2379 Homo sapiens (Human) 1.24 0.65 1.07 0.87 0.88 1.07 0.98 1.12 1.15 1.11 1.08 1.08 1.23 1.19 1.21 1.13 1.18 1.05 1.19 1.06 1.24

1.10 0.95 0.36 1.15 0.82 1.08 1.34 0.00 1.15 1.17 1.53 1.23 0.01 1.15 1.07 1.41 1.16 0.49 1.61 0.72 1.86 0.98 0.68 1.15 0.85 1.12 P40925 MDHC_HUMANreviewed Malate dehydrogenase, cytoplasmic (EC 1.1.1.37) (Cytosolic malate dehydrogenase) (Diiodophenylpyruvate reductase) (EC 1.1.1.96)MDH1 MDHA 334 Homo sapiens (Human) 1.85 0.53 1.11 0.68 0.73 0.96 0.91 1.25 0.93 1.16 1.06 1.08 1.79 0.94 1.12 1.07 1.22 0.95 1.34 1.23 0.98

1.37 1.52 0.00 1.16 1.31 1.76 1.20 0.01 1.14 1.06 1.36 1.31 0.00 1.15 1.14 1.51 0.95 0.67 1.31 0.72 1.25 1.34 0.00 1.13 1.18 1.52 P52790 HXK3_HUMAN reviewed Hexokinase-3 (EC 2.7.1.1) (Hexokinase type III) (HK III)HK3 923 Homo sapiens (Human) 0.85 0.51 1.05 1.06 0.66 1.18 1.09 0.93 1.20 0.95 1.21 0.95 1.07 1.04 1.09 1.11 0.79 1.52 1.20 1.31 1.34

1.11 0.76 0.05 1.30 0.59 0.99 0.62 0.01 1.33 0.47 0.83 0.64 0.06 1.63 0.39 1.04 0.63 0.01 1.35 0.47 0.85 0.80 0.07 1.29 0.62 1.03 P49368 TCPG_HUMAN reviewed T-complex protein 1 subunit gamma (TCP-1-gamma) (CCT-gamma) (hTRiC5)CCT3 CCTG TRIC5 545 Homo sapiens (Human) 1.13 0.95 0.85 1.88 1.84 0.91 0.73 0.77 0.93 0.63 0.78 0.69 0.89 0.71 0.89 0.90 0.75 0.76 0.62 0.64 0.80

1.44 0.87 0.33 1.41 0.62 1.23 0.95 0.51 1.22 0.78 1.16 1.18 0.20 1.35 0.88 1.59 1.07 0.40 1.23 0.87 1.32 1.22 0.09 1.28 0.95 1.56 P61160 ARP2_HUMAN reviewed Actin-related protein 2 (Actin-like protein 2)ACTR2 ARP2 394 Homo sapiens (Human) 0.67 0.88 0.87 1.59 1.24 1.11 0.70 0.78 0.90 1.07 1.17 0.72 0.93 0.84 1.01 0.82 0.84 0.87 0.95 1.18 1.22

1.09 1.03 0.60 1.17 0.88 1.21 1.26 0.01 1.17 1.07 1.47 1.16 0.06 1.17 0.99 1.35 1.17 0.49 1.70 0.69 1.98 0.99 0.93 1.48 0.67 1.46 P62873 GBB1_HUMAN reviewed Guanine nucleotide-binding protein G(I)/G(S)/G(T) subunit beta-1 (Transducin beta chain 1)GNB1 340 Homo sapiens (Human) 0.86 1.21 1.28 0.85 0.85 0.93 1.13 1.02 1.03 1.17 1.23 1.16 1.02 1.06 1.12 1.19 0.95 1.03 1.26 1.16 0.99

1450000000000000.00 0.62 0.20 7.21 0.09 4.50 2.73 0.19 48.01 0.06 131.14 0.41 0.41 5195.52 0.00 2132.57 0.79 0.57 41.59 0.02 32.80 0.32 0.34 5854.25 0.00 1858.40 P13760 2B14_HUMAN reviewed HLA class II histocompatibility antigen, DRB1-4 beta chain (MHC class II antigen DRB1*4) (DR-4) (DR4)HLA-DRB1 266 Homo sapiens (Human) 2.97 0.56 0.50 0.47 2.11 0.75 1.30 0.40 3.55 0.79 2.80 0.47 0.29 0.43 0.72 2.86 0.37 0.62 2.73 0.41 0.32

6.89 0.64 0.24 9.43 0.07 6.05 0.89 0.72 21.71 0.04 19.33 0.90 0.72 17.37 0.05 15.65 1.07 0.63 3.66 0.29 3.91 0.72 0.39 18.78 0.04 13.58 P61981 1433G_HUMANreviewed 14-3-3 protein gamma (Protein kinase C inhibitor protein 1) (KCIP-1) [Cleaved into: 14-3-3 protein gamma, N-terminally processed]YWHAG 247 Homo sapiens (Human) 1.44 0.89 1.16 0.67 0.87 0.96 0.97 0.90 1.16 1.07 1.37 0.98 1.28 0.98 1.63 1.17 0.86 0.64 0.89 0.90 0.72

0.80 0.53 0.00 1.35 0.39 0.71 1.15 0.05 1.15 1.00 1.31 1.19 0.06 1.21 0.99 1.45 0.76 0.15 1.50 0.50 1.13 0.78 0.02 1.22 0.63 0.95 P10301 RRAS_HUMAN reviewed Ras-related protein R-Ras (p23)RRAS 218 Homo sapiens (Human) 1.69 1.47 2.24 1.05 0.87 0.68 1.26 0.78 1.07 0.76 0.81 1.08 0.74 1.18 1.01 1.35 0.87 0.53 1.15 1.19 0.78

0.74 0.58 0.00 1.16 0.50 0.68 0.43 0.00 1.24 0.35 0.54 0.53 0.00 1.24 0.43 0.65 0.59 0.01 1.43 0.41 0.84 0.81 0.02 1.17 0.69 0.95 P20618 PSB1_HUMAN reviewed Proteasome subunit beta type-1 (EC 3.4.25.1) (Macropain subunit C5) (Multicatalytic endopeptidase complex subunit C5) (Proteasome component C5) (Proteasome gamma chain)PSMB1 PSC5 241 Homo sapiens (Human) 0.32 2.25 0.52 2.99 2.07 0.66 0.39 0.46 0.76 0.59 0.73 0.39 0.55 0.46 0.70 0.59 0.56 0.58 0.43 0.53 0.81

1.04 1.24 0.07 1.27 0.98 1.58 1.14 0.04 1.12 1.01 1.28 1.51 0.00 1.13 1.34 1.69 1.16 0.05 1.16 1.00 1.34 1.15 0.04 1.13 1.01 1.30 Q86UX7 URP2_HUMAN reviewed Fermitin family homolog 3 (Kindlin-3) (MIG2-like protein) (Unc-112-related protein 2)FERMT3 KIND3 MIG2B URP2667 Homo sapiens (Human) 0.76 0.62 0.82 0.73 0.64 0.91 1.38 1.51 1.24 1.16 1.14 1.34 0.99 1.20 1.35 0.90 0.95 1.24 1.14 1.51 1.15

3.32 1.84 0.27 5.79 0.32 10.65 1.42 0.07 1.52 0.93 2.15 0.78 0.20 1.77 0.44 1.38 0.94 0.60 1.52 0.62 1.43 0.93 0.87 5.05 0.18 4.70 O60635 TSN1_HUMAN reviewed Tetraspanin-1 (Tspan-1) (Tetraspan NET-1) (Tetraspanin TM4-C)TSPAN1 241 Homo sapiens (Human) 1.26 1.51 0.80 0.82 1.33 0.76 0.93 0.50 0.74 0.94 1.45 1.25 1.87 0.56 0.55 1.61 1.23 1.84 1.42 0.78 0.93

1.35 0.61 0.03 1.51 0.40 0.91 1.12 0.19 1.22 0.92 1.36 1.10 0.26 1.22 0.90 1.34 0.87 0.50 1.67 0.52 1.46 0.82 0.30 1.57 0.52 1.30 P62937 PPIA_HUMAN reviewed Peptidyl-prolyl cis-trans isomerase A (PPIase A) (EC 5.2.1.8) (Cyclophilin A) (Cyclosporin A-binding protein) (Rotamase A) [Cleaved into: Peptidyl-prolyl cis-trans isomerase A, N-terminally processed]PPIA CYPA 165 Homo sapiens (Human) 1.36 1.06 1.78 0.82 0.91 1.11 1.05 0.92 1.14 0.87 0.89 0.87 1.16 1.07 0.77 1.21 1.11 0.61 1.12 1.10 0.82

1.11 1.11 0.59 1.58 0.71 1.76 1.48 0.00 1.18 1.25 1.74 0.92 0.22 1.17 0.79 1.07 0.98 0.93 1.57 0.63 1.54 0.63 0.02 1.44 0.44 0.91 Q53GD3 CTL4_HUMAN reviewed Choline transporter-like protein 4 (Solute carrier family 44 member 4)SLC44A4 C6orf29 CTL4 NG22 UNQ441/PRO874710 Homo sapiens (Human) 1.56 1.47 1.08 0.97 1.09 0.77 0.95 0.87 1.00 0.98 0.80 0.96 1.39 0.66 0.69 1.34 1.09 1.11 1.48 0.92 0.63

1.17 1.07 0.41 1.21 0.88 1.29 1.34 0.01 1.21 1.10 1.62 1.55 0.00 1.24 1.25 1.92 1.54 0.04 1.50 1.02 2.32 1.21 0.11 1.30 0.93 1.58 P36955 PEDF_HUMAN reviewed Pigment epithelium-derived factor (PEDF) (Cell proliferation-inducing gene 35 protein) (EPC-1) (Serpin F1)SERPINF1 PEDF PIG35 418 Homo sapiens (Human) 0.91 0.42 0.73 0.46 0.50 0.97 1.14 1.29 1.07 1.54 2.21 1.58 1.25 1.40 2.48 0.99 1.03 1.07 1.34 1.55 1.21

1.46 1.42 0.00 1.18 1.20 1.68 0.92 0.85 2.57 0.36 2.37 0.89 0.20 1.22 0.73 1.08 0.97 0.94 2.44 0.40 2.36 0.89 0.80 2.70 0.33 2.41 Q92598 HS105_HUMANreviewed Heat shock protein 105 kDa (Antigen NY-CO-25) (Heat shock 110 kDa protein)HSPH1 HSP105 HSP110 KIAA0201858 Homo sapiens (Human) 1.67 0.71 1.09 0.76 1.06 1.22 0.94 1.07 1.02 0.97 1.06 1.03 1.22 0.99 0.91 1.23 1.31 1.42 0.92 0.89 0.89

1.36 0.87 0.01 1.11 0.78 0.96 0.97 0.68 1.15 0.85 1.12 1.11 0.02 1.10 1.02 1.22 1.23 0.03 1.20 1.02 1.47 1.09 0.07 1.10 0.99 1.19 Q92817 EVPL_HUMAN reviewed Envoplakin (210 kDa cornified envelope precursor protein) (210 kDa paraneoplastic pemphigus antigen) (p210)EVPL 2033 Homo sapiens (Human) 1.28 1.13 1.07 0.80 1.07 1.21 1.52 1.08 0.94 1.23 0.70 0.88 1.09 0.93 0.68 1.26 1.00 0.87 0.97 1.11 1.09

0.71 0.54 0.01 1.47 0.36 0.79 0.54 0.00 1.27 0.42 0.69 0.49 0.01 1.37 0.36 0.67 0.70 0.07 1.51 0.47 1.06 1.32 0.04 1.27 1.04 1.68 P02749 APOH_HUMANreviewed Beta-2-glycoprotein 1 (APC inhibitor) (Activated protein C-binding protein) (Anticardiolipin cofactor) (Apolipoprotein H) (Apo-H) (Beta-2-glycoprotein I) (B2GPI) (Beta(2)GPI)APOH B2G1 345 Homo sapiens (Human) 0.38 0.36 0.29 0.23 0.63 0.55 1.49 0.94 0.54 0.70 1.73 9.47 0.65 1.09 1.67 0.63 0.51 0.54 0.54 0.49 1.32

0.87 0.67 0.05 1.48 0.45 0.99 1.08 0.27 1.17 0.93 1.26 1.08 0.31 1.19 0.91 1.28 0.78 0.15 1.44 0.54 1.12 0.76 0.20 1.59 0.48 1.21 Q5VW32 BROX_HUMAN reviewed BRO1 domain-containing protein BROX (BRO1 domain- and CAAX motif-containing protein)BROX BROFTI C1orf58 411 Homo sapiens (Human) 1.95 1.63 2.28 1.14 0.81 0.65 0.96 0.55 1.04 0.78 1.04 0.62 0.76 0.86 0.77 0.99 0.75 0.67 1.08 1.08 0.76

1.20 0.93 0.40 1.20 0.78 1.12 0.70 0.00 1.21 0.58 0.84 0.86 0.24 1.31 0.66 1.13 0.98 0.87 1.26 0.78 1.24 0.96 0.62 1.23 0.78 1.17 P78371 TCPB_HUMAN reviewed T-complex protein 1 subunit beta (TCP-1-beta) (CCT-beta)CCT2 99D8.1 CCTB 535 Homo sapiens (Human) 1.31 1.07 0.77 1.66 1.84 1.06 0.76 0.87 0.82 0.98 0.79 0.91 0.99 0.84 0.76 0.81 0.79 0.93 0.70 0.86 0.96

2.67 0.58 0.00 1.26 0.46 0.73 0.98 0.70 1.14 0.86 1.11 0.72 0.00 1.19 0.61 0.85 0.95 0.69 1.32 0.72 1.26 1.33 0.00 1.12 1.19 1.49 Q04828 AK1C1_HUMANreviewed Aldo-keto reductase family 1 member C1 (EC 1.1.1.-) (20-alpha-hydroxysteroid dehydrogenase) (20-alpha-HSD) (EC 1.1.1.149) (Chlordecone reductase homolog HAKRC) (Dihydrodiol dehydrogenase 1/2) (DD1/DD2) (High-affinity hepatic bile acid-binding protein) (HBAB) (Indanol dehydrogenase) (EC 1.1.1.112) (Trans-1,2-dihydrobenzene-1,2-diol dehydrogenase) (EC 1.3.1.20)AKR1C1 DDH DDH1 323 Homo sapiens (Human) 1.33 0.59 0.90 0.79 0.76 2.20 0.52 1.40 0.74 0.95 0.69 1.08 1.53 1.29 0.49 1.13 1.39 0.58 0.98 0.72 1.33

1.38 0.76 0.01 1.17 0.65 0.89 0.82 0.03 1.17 0.70 0.97 1.02 0.73 1.17 0.87 1.20 0.87 0.23 1.31 0.66 1.14 0.95 0.46 1.17 0.81 1.12 Q9HC35 EMAL4_HUMANreviewed Echinoderm microtubule-associated protein-like 4 (EMAP-4) (Restrictedly overexpressed proliferation-associated protein) (Ropp 120)EML4 C2orf2 EMAPL4 981 Homo sapiens (Human) 0.89 1.00 1.21 1.70 0.86 1.18 0.89 0.87 0.86 0.87 1.36 0.88 1.32 0.95 0.89 0.99 0.92 0.76 0.82 1.02 0.95

1.38 0.89 0.41 1.39 0.64 1.23 1.19 0.03 1.15 1.03 1.37 1.13 0.09 1.15 0.98 1.30 1.14 0.16 1.22 0.93 1.40 1.16 0.04 1.15 1.01 1.34 P14550 AK1A1_HUMANreviewed Alcohol dehydrogenase [NADP(+)] (EC 1.1.1.2) (Aldehyde reductase) (Aldo-keto reductase family 1 member A1)AKR1A1 ALDR1 ALR 325 Homo sapiens (Human) 1.38 0.70 1.21 0.68 0.81 1.20 1.04 1.08 1.09 1.14 1.04 0.82 1.49 1.04 0.85 1.13 1.28 0.89 1.19 1.13 1.16

2.27 0.97 0.76 1.28 0.75 1.24 0.95 0.41 1.15 0.83 1.09 0.90 0.12 1.15 0.78 1.04 1.10 0.35 1.25 0.88 1.37 1.11 0.20 1.20 0.93 1.34 P16152 CBR1_HUMAN reviewed Carbonyl reductase [NADPH] 1 (EC 1.1.1.184) (15-hydroxyprostaglandin dehydrogenase [NADP(+)]) (EC 1.1.1.197) (NADPH-dependent carbonyl reductase 1) (Prostaglandin 9-ketoreductase) (Prostaglandin-E(2) 9-reductase) (EC 1.1.1.189)CBR1 CBR CRN 277 Homo sapiens (Human) 1.38 0.63 1.13 0.72 0.98 1.75 0.74 1.24 0.93 1.10 0.82 0.92 1.46 0.65 1.01 1.47 1.21 0.97 0.95 0.90 1.11

1.47 0.98 0.72 1.14 0.86 1.12 0.83 0.03 1.17 0.71 0.97 0.88 0.16 1.22 0.72 1.07 0.86 0.08 1.19 0.72 1.02 1.08 0.36 1.21 0.89 1.30 P27708 PYR1_HUMAN reviewed CAD protein [Includes: Glutamine-dependent carbamoyl-phosphate synthase (EC 6.3.5.5); Aspartate carbamoyltransferase (EC 2.1.3.2); Dihydroorotase (EC 3.5.2.3)]CAD 2225 Homo sapiens (Human) 1.23 1.69 1.04 2.09 0.93 1.20 1.09 0.81 0.86 0.86 1.20 0.94 0.81 0.94 0.93 0.85 0.74 0.98 0.83 0.88 1.08

1.37 1.08 0.79 1.96 0.55 2.11 1.09 0.60 1.49 0.73 1.62 0.79 0.01 1.19 0.66 0.93 0.86 0.29 1.38 0.63 1.19 0.70 0.03 1.37 0.51 0.95 P35237 SPB6_HUMAN reviewed Serpin B6 (Cytoplasmic antiproteinase) (CAP) (Peptidase inhibitor 6) (PI-6) (Placental thrombin inhibitor)SERPINB6 PI6 PTI 376 Homo sapiens (Human) 1.66 0.75 1.05 0.96 0.83 1.06 1.14 1.21 0.93 0.86 0.85 1.15 1.33 1.05 0.65 1.30 1.12 1.08 1.09 0.79 0.70

1.89 1.14 0.34 1.45 0.79 1.65 1.27 0.11 1.40 0.91 1.77 1.47 0.04 1.41 1.04 2.07 0.94 0.49 1.31 0.72 1.22 1.00 1.00 1.31 0.76 1.31 P61626 LYSC_HUMAN reviewed Lysozyme C (EC 3.2.1.17) (1,4-beta-N-acetylmuramidase C)LYZ LZM 148 Homo sapiens (Human) 0.44 1.09 1.18 0.74 1.10 1.26 1.10 0.64 1.01 0.94 1.30 0.97 1.36 0.97 1.54 1.09 0.75 1.14 1.27 1.47 1.00

1.01 0.60 0.23 2.98 0.20 1.78 1.09 0.32 1.27 0.86 1.39 0.97 0.79 1.34 0.73 1.30 0.81 0.25 1.61 0.50 1.30 0.79 0.15 1.48 0.53 1.17 O75351 VPS4B_HUMANreviewed Vacuolar protein sorting-associated protein 4B (EC 3.6.4.6) (Cell migration-inducing gene 1 protein) (Suppressor of K(+) transport growth defect 1) (Protein SKD1)VPS4B SKD1 VPS42 MIG1 444 Homo sapiens (Human) 1.68 1.38 2.32 1.42 0.85 0.78 1.03 0.71 1.12 0.81 1.11 0.72 0.89 0.98 0.73 1.15 0.95 0.60 1.09 0.97 0.79

1.27 1.03 0.84 1.47 0.70 1.51 1.17 0.11 1.24 0.94 1.44 1.18 0.25 1.41 0.84 1.67 0.92 0.68 1.65 0.56 1.52 0.96 0.84 1.79 0.53 1.71 P08754 GNAI3_HUMANreviewed Guanine nucleotide-binding protein G(k) subunit alpha (G(i) alpha-3)GNAI3 354 Homo sapiens (Human) 1.20 1.26 1.41 0.90 0.98 0.91 1.03 1.04 0.97 0.92 0.82 1.27 1.10 1.08 0.78 1.02 1.22 1.03 1.17 1.18 0.96

1.41 0.73 0.00 1.14 0.63 0.83 1.38 0.00 1.14 1.21 1.58 0.71 0.00 1.14 0.62 0.81 0.86 0.15 1.25 0.68 1.07 0.59 0.00 1.16 0.51 0.68 Q13938 CAYP1_HUMANreviewed Calcyphosin (Calcyphosine)CAPS 189 Homo sapiens (Human) 2.50 0.83 1.25 0.77 0.73 1.24 0.82 0.97 1.03 0.86 0.87 1.03 2.38 0.63 0.70 1.59 1.11 0.73 1.38 0.71 0.59

1.32 1.24 0.11 1.32 0.94 1.63 0.95 0.54 1.20 0.80 1.14 1.02 0.82 1.27 0.81 1.30 0.80 0.02 1.20 0.67 0.96 1.09 0.40 1.27 0.86 1.39 P07737 PROF1_HUMANreviewed Profilin-1 (Epididymis tissue protein Li 184a) (Profilin I)PFN1 140 Homo sapiens (Human) 1.12 0.76 1.03 1.08 0.89 1.03 0.99 1.14 0.94 0.80 0.93 0.84 1.08 1.01 1.07 0.88 1.02 1.24 0.95 1.02 1.09

1.00 1.05 0.49 1.19 0.88 1.25 0.70 0.01 1.25 0.56 0.87 0.81 0.05 1.23 0.66 1.00 0.82 0.04 1.21 0.67 0.99 0.89 0.42 1.41 0.63 1.25 P60660 MYL6_HUMAN reviewed Myosin light polypeptide 6 (17 kDa myosin light chain) (LC17) (Myosin light chain 3) (MLC-3) (Myosin light chain alkali 3) (Myosin light chain A3) (Smooth muscle and nonmuscle myosin light chain alkali 6)MYL6 151 Homo sapiens (Human) 0.79 0.93 0.80 2.11 1.87 0.80 0.83 1.20 0.79 0.82 0.75 1.12 0.89 0.93 0.70 0.86 0.99 1.05 0.70 0.81 0.89

1.12 1.16 0.16 1.24 0.93 1.44 0.94 0.41 1.17 0.80 1.10 0.97 0.75 1.23 0.79 1.19 1.05 0.48 1.17 0.90 1.23 1.11 0.18 1.17 0.94 1.30 Q86VP6 CAND1_HUMANreviewed Cullin-associated NEDD8-dissociated protein 1 (Cullin-associated and neddylation-dissociated protein 1) (TBP-interacting protein of 120 kDa A) (TBP-interacting protein 120A) (p120 CAND1)CAND1 KIAA0829 TIP120 TIP120A1230 Homo sapiens (Human) 1.22 0.64 1.01 1.03 1.06 0.92 0.89 1.04 0.92 1.05 0.81 1.10 1.08 1.03 0.89 1.14 1.17 1.16 0.94 0.97 1.11

0.91 0.87 0.03 1.14 0.76 0.99 1.19 0.01 1.13 1.05 1.34 1.13 0.12 1.17 0.96 1.32 0.89 0.07 1.13 0.79 1.01 0.86 0.03 1.14 0.75 0.98 P30041 PRDX6_HUMANreviewed Peroxiredoxin-6 (EC 1.11.1.15) (1-Cys peroxiredoxin) (1-Cys PRX) (24 kDa protein) (Acidic calcium-independent phospholipase A2) (aiPLA2) (EC 3.1.1.-) (Antioxidant protein 2) (Liver 2D page spot 40) (Non-selenium glutathione peroxidase) (NSGPx) (EC 1.11.1.9) (Red blood cells page spot 12)PRDX6 AOP2 KIAA0106 224 Homo sapiens (Human) 2.09 0.54 1.31 0.82 0.76 0.79 1.02 1.14 1.00 0.89 0.76 1.26 1.41 0.87 0.68 1.39 1.16 0.87 1.19 1.13 0.86

1.16 1.34 0.04 1.32 1.01 1.76 1.39 0.00 1.15 1.21 1.60 0.92 0.32 1.22 0.75 1.11 0.83 0.07 1.23 0.68 1.02 0.94 0.61 1.29 0.73 1.22 O00299 CLIC1_HUMAN reviewed Chloride intracellular channel protein 1 (Chloride channel ABP) (Nuclear chloride ion channel 27) (NCC27) (Regulatory nuclear chloride ion channel protein) (hRNCC)CLIC1 G6 NCC27 241 Homo sapiens (Human) 1.21 0.91 1.08 0.86 1.35 0.79 0.91 1.04 1.05 0.83 1.03 0.93 1.34 0.93 0.79 1.16 1.21 1.34 1.39 0.92 0.94

2.59 0.86 0.12 1.22 0.70 1.05 0.74 0.39 2.05 0.36 1.53 0.87 0.14 1.21 0.72 1.05 0.98 0.94 2.11 0.46 2.06 1.03 0.71 1.18 0.87 1.22 Q9UKK3 PARP4_HUMANreviewed Poly [ADP-ribose] polymerase 4 (PARP-4) (EC 2.4.2.30) (193 kDa vault protein) (ADP-ribosyltransferase diphtheria toxin-like 4) (ARTD4) (PARP-related/IalphaI-related H5/proline-rich) (PH5P) (Vault poly(ADP-ribose) polymerase) (VPARP)PARP4 ADPRTL1 KIAA0177 PARPL1724 Homo sapiens (Human) 0.97 1.61 0.94 1.53 1.49 1.17 0.69 0.86 0.74 0.98 0.82 0.69 0.68 0.69 0.88 0.85 1.25 0.86 0.74 0.87 1.03

1.06 1.69 0.00 1.26 1.34 2.12 0.92 0.27 1.17 0.79 1.08 1.07 0.42 1.20 0.89 1.28 0.95 0.69 1.36 0.70 1.29 0.80 0.14 1.37 0.58 1.10 P12429 ANXA3_HUMANreviewed Annexin A3 (35-alpha calcimedin) (Annexin III) (Annexin-3) (Inositol 1,2-cyclic phosphate 2-phosphohydrolase) (Lipocortin III) (Placental anticoagulant protein III) (PAP-III)ANXA3 ANX3 323 Homo sapiens (Human) 1.25 1.48 1.88 0.85 1.49 0.76 1.02 0.71 0.99 0.95 0.85 0.75 0.77 1.12 0.95 1.09 1.04 1.69 0.92 1.07 0.80

1.34 1.32 0.01 1.22 1.08 1.60 1.10 0.12 1.14 0.97 1.25 1.17 0.08 1.19 0.98 1.39 0.92 0.58 1.39 0.66 1.28 1.09 0.14 1.14 0.96 1.24 P13489 RINI_HUMAN reviewed Ribonuclease inhibitor (Placental ribonuclease inhibitor) (Placental RNase inhibitor) (Ribonuclease/angiogenin inhibitor 1) (RAI)RNH1 PRI RNH 461 Homo sapiens (Human) 1.02 0.68 1.17 1.06 0.81 1.17 0.92 0.97 0.98 0.92 0.96 1.28 1.20 1.07 0.92 1.16 1.17 1.32 1.10 1.17 1.09

1.20 0.64 0.02 1.37 0.47 0.89 0.51 0.00 1.37 0.37 0.70 0.58 0.01 1.45 0.40 0.84 0.69 0.06 1.49 0.46 1.03 0.87 0.06 1.16 0.75 1.01 P28066 PSA5_HUMAN reviewed Proteasome subunit alpha type-5 (EC 3.4.25.1) (Macropain zeta chain) (Multicatalytic endopeptidase complex zeta chain) (Proteasome zeta chain)PSMA5 241 Homo sapiens (Human) 0.62 1.92 0.61 2.67 1.54 0.88 0.48 0.54 0.62 0.69 0.64 0.48 0.72 0.57 0.65 0.61 0.59 0.64 0.51 0.58 0.87

1.10 1.07 0.47 1.23 0.87 1.31 0.95 0.34 1.14 0.83 1.08 1.00 0.97 1.18 0.85 1.17 1.04 0.59 1.19 0.88 1.24 1.06 0.34 1.14 0.93 1.21 P30153 2AAA_HUMAN reviewed Serine/threonine-protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform (Medium tumor antigen-associated 61 kDa protein) (PP2A subunit A isoform PR65-alpha) (PP2A subunit A isoform R1-alpha)PPP2R1A 589 Homo sapiens (Human) 1.02 0.70 1.12 0.90 0.97 0.95 0.94 1.01 0.94 1.04 1.15 1.19 1.22 1.03 2.48 0.94 1.00 1.07 0.95 1.00 1.06

1.29 0.67 0.03 1.40 0.48 0.94 0.56 0.02 1.53 0.36 0.85 0.49 0.00 1.20 0.41 0.59 0.53 0.00 1.33 0.40 0.71 0.91 0.21 1.20 0.76 1.09 P60900 PSA6_HUMAN reviewed Proteasome subunit alpha type-6 (EC 3.4.25.1) (27 kDa prosomal protein) (PROS-27) (p27K) (Macropain iota chain) (Multicatalytic endopeptidase complex iota chain) (Proteasome iota chain)PSMA6 PROS27 246 Homo sapiens (Human) 0.45 1.98 0.67 2.69 1.63 1.07 0.47 0.56 0.63 0.53 0.57 0.53 0.73 0.65 0.50 0.61 0.69 0.67 0.56 0.49 0.91

1.21 0.91 0.28 1.20 0.76 1.10 0.66 0.00 1.15 0.57 0.76 0.78 0.00 1.14 0.68 0.88 0.81 0.07 1.26 0.64 1.02 1.03 0.76 1.28 0.81 1.33 P17980 PRS6A_HUMANreviewed 26S protease regulatory subunit 6A (26S proteasome AAA-ATPase subunit RPT5) (Proteasome 26S subunit ATPase 3) (Proteasome subunit P50) (Tat-binding protein 1) (TBP-1)PSMC3 TBP1 439 Homo sapiens (Human) 0.87 1.17 0.75 1.87 1.40 1.07 0.62 0.70 0.78 0.81 0.89 0.75 0.93 0.77 0.79 0.82 0.91 0.91 0.66 0.78 1.03

1.36 0.97 0.74 1.26 0.77 1.21 1.03 0.59 1.13 0.91 1.16 0.94 0.51 1.22 0.77 1.15 1.01 0.82 1.13 0.90 1.14 1.19 0.01 1.13 1.05 1.34 Q96KP4 CNDP2_HUMANreviewed Cytosolic non-specific dipeptidase (EC 3.4.13.18) (CNDP dipeptidase 2) (Glutamate carboxypeptidase-like protein 1) (Peptidase A)CNDP2 CN2 CPGL PEPA 475 Homo sapiens (Human) 1.22 0.97 1.13 0.64 1.17 1.20 1.11 1.01 1.16 1.01 0.94 1.18 1.35 1.23 0.77 1.14 1.12 0.97 1.03 0.94 1.19

1.30 0.89 0.51 1.51 0.59 1.33 0.74 0.06 1.38 0.53 1.02 0.72 0.00 1.14 0.63 0.82 0.91 0.31 1.22 0.75 1.11 0.94 0.44 1.19 0.79 1.12 Q14152 EIF3A_HUMAN reviewed Eukaryotic translation initiation factor 3 subunit A (eIF3a) (Eukaryotic translation initiation factor 3 subunit 10) (eIF-3-theta) (eIF3 p167) (eIF3 p180) (eIF3 p185)EIF3A EIF3S10 KIAA01391382 Homo sapiens (Human) 0.81 1.44 1.10 1.52 1.11 1.04 0.97 0.84 0.87 0.91 0.85 0.93 0.87 0.97 0.72 1.10 1.09 0.89 0.74 0.72 0.94

1.08 1.03 0.63 1.13 0.91 1.15 0.96 0.54 1.18 0.81 1.13 0.98 0.75 1.17 0.84 1.14 1.10 0.24 1.18 0.93 1.30 1.01 0.86 1.13 0.90 1.14 Q92616 GCN1L_HUMANreviewed Translational activator GCN1 (HsGCN1) (GCN1-like protein 1)GCN1L1 KIAA0219 2671 Homo sapiens (Human) 0.82 0.84 0.95 1.08 1.20 0.96 1.09 1.22 1.10 1.10 1.22 1.32 0.95 1.35 1.42 1.03 1.08 1.03 0.96 0.98 1.01

1.32 1.11 0.40 1.32 0.84 1.47 1.04 0.69 1.25 0.83 1.30 1.32 0.00 1.16 1.14 1.54 1.21 0.11 1.28 0.94 1.56 1.78 0.00 1.17 1.53 2.07 P07357 CO8A_HUMAN reviewed Complement component C8 alpha chain (Complement component 8 subunit alpha)C8A 584 Homo sapiens (Human) 0.57 0.65 0.49 0.36 0.50 1.09 1.57 1.61 1.32 1.21 1.95 1.31 0.77 1.25 2.67 0.66 0.81 1.11 1.04 1.32 1.78

1.06 0.92 0.29 1.22 0.75 1.12 1.21 0.20 1.41 0.86 1.70 0.96 0.58 1.21 0.79 1.16 0.99 0.89 1.27 0.78 1.26 1.00 0.97 1.34 0.75 1.34 Q8N392 RHG18_HUMANreviewed Rho GTPase-activating protein 18 (MacGAP) (Rho-type GTPase-activating protein 18)ARHGAP18 663 Homo sapiens (Human) 1.37 0.56 1.05 0.96 0.95 0.83 1.06 1.30 1.14 0.99 0.99 1.37 1.49 0.99 0.94 1.19 1.24 0.92 1.21 0.96 1.00

1.32 1.03 0.63 1.20 0.86 1.24 1.08 0.32 1.20 0.90 1.29 0.89 0.30 1.33 0.67 1.18 1.04 0.73 1.35 0.77 1.40 0.89 0.31 1.32 0.67 1.18 O60701 UGDH_HUMANreviewed UDP-glucose 6-dehydrogenase (UDP-Glc dehydrogenase) (UDP-GlcDH) (UDPGDH) (EC 1.1.1.22)UGDH 494 Homo sapiens (Human) 1.60 0.50 1.11 0.64 0.98 1.02 0.97 1.33 1.04 1.04 0.97 1.26 1.25 0.91 0.78 1.47 1.42 1.03 1.08 0.89 0.89

1.28 1.10 0.39 1.29 0.85 1.42 1.00 0.97 1.32 0.76 1.32 1.21 0.20 1.39 0.87 1.68 1.23 0.03 1.19 1.03 1.46 0.88 0.12 1.19 0.74 1.05 P15924 DESP_HUMAN reviewed Desmoplakin (DP) (250/210 kDa paraneoplastic pemphigus antigen)DSP 2871 Homo sapiens (Human) 0.77 1.44 0.89 0.63 0.78 1.08 1.25 1.21 1.64 1.23 1.78 0.98 0.71 1.38 1.32 1.36 0.98 1.10 1.00 1.21 0.88

1.62 0.67 0.03 1.43 0.47 0.95 0.74 0.09 1.45 0.51 1.07 0.68 0.01 1.27 0.53 0.86 0.89 0.19 1.24 0.72 1.09 0.99 0.85 1.23 0.80 1.21 P39023 RL3_HUMAN reviewed 60S ribosomal protein L3 (HIV-1 TAR RNA-binding protein B) (TARBP-B)RPL3 OK/SW-cl.32 403 Homo sapiens (Human) 0.54 0.61 0.68 2.48 1.20 1.32 0.56 0.88 0.86 0.89 0.84 0.56 0.68 0.59 0.81 0.94 0.93 0.67 0.74 0.68 0.99

1.71 1.00 0.98 1.63 0.61 1.62 0.79 0.05 1.27 0.62 1.00 0.88 0.24 1.31 0.68 1.16 0.95 0.55 1.27 0.75 1.21 1.16 0.34 1.50 0.77 1.74 P47897 SYQ_HUMAN reviewed Glutamine--tRNA ligase (EC 6.1.1.18) (Glutaminyl-tRNA synthetase) (GlnRS)QARS 775 Homo sapiens (Human) 0.86 0.92 0.59 0.61 1.47 1.16 0.81 0.94 0.86 0.95 1.09 0.89 0.92 0.89 1.30 0.85 0.76 1.00 0.79 0.88 1.16

1.42 1.03 0.80 1.34 0.77 1.38 1.11 0.26 1.24 0.89 1.37 0.89 0.23 1.27 0.70 1.13 1.22 0.39 1.79 0.68 2.20 0.86 0.49 1.73 0.50 1.49 P31949 S10AB_HUMANreviewed Protein S100-A11 (Calgizzarin) (Metastatic lymph node gene 70 protein) (MLN 70) (Protein S100-C) (S100 calcium-binding protein A11) [Cleaved into: Protein S100-A11, N-terminally processed]S100A11 MLN70 S100C 105 Homo sapiens (Human) 1.27 1.08 1.13 0.86 1.37 1.02 0.84 1.04 0.82 1.22 0.71 0.83 1.28 0.78 0.70 1.10 1.30 1.03 1.11 0.89 0.86

1.18 1.18 0.03 1.16 1.02 1.36 1.26 0.00 1.12 1.13 1.42 1.18 0.01 1.12 1.05 1.32 0.82 0.04 1.20 0.69 0.98 0.93 0.42 1.20 0.78 1.12 P23528 COF1_HUMAN reviewed Cofilin-1 (18 kDa phosphoprotein) (p18) (Cofilin, non-muscle isoform)CFL1 CFL 166 Homo sapiens (Human) 1.11 1.02 1.44 0.73 0.95 1.02 0.90 0.97 0.94 0.82 0.98 1.14 1.47 1.19 1.02 1.11 0.95 1.18 1.26 1.18 0.93

1.01 0.77 0.04 1.27 0.61 0.98 1.33 0.00 1.13 1.18 1.51 0.81 0.01 1.14 0.71 0.92 0.86 0.07 1.19 0.72 1.02 0.67 0.00 1.15 0.58 0.76 P30044 PRDX5_HUMANreviewed Peroxiredoxin-5, mitochondrial (EC 1.11.1.15) (Alu corepressor 1) (Antioxidant enzyme B166) (AOEB166) (Liver tissue 2D-page spot 71B) (PLP) (Peroxiredoxin V) (Prx-V) (Peroxisomal antioxidant enzyme) (TPx type VI) (Thioredoxin peroxidase PMP20) (Thioredoxin reductase)PRDX5 ACR1 SBBI10 214 Homo sapiens (Human) 1.77 0.77 0.92 0.84 1.03 0.88 0.75 1.02 0.89 0.86 0.72 1.29 1.50 0.78 0.60 1.31 1.49 0.77 1.33 0.81 0.67

1.88 0.94 0.43 1.20 0.78 1.12 1.07 0.29 1.14 0.94 1.21 0.92 0.20 1.14 0.81 1.05 1.00 1.00 1.13 0.89 1.13 1.19 0.14 1.28 0.93 1.53 Q06830 PRDX1_HUMANreviewed Peroxiredoxin-1 (EC 1.11.1.15) (Natural killer cell-enhancing factor A) (NKEF-A) (Proliferation-associated gene protein) (PAG) (Thioredoxin peroxidase 2) (Thioredoxin-dependent peroxide reductase 2)PRDX1 PAGA PAGB TDPX2199 Homo sapiens (Human) 1.12 0.62 1.03 0.94 0.96 1.65 0.81 1.21 1.15 1.00 0.91 0.97 1.21 0.83 0.85 1.22 1.32 0.94 1.07 0.92 1.19

0.76 0.51 0.00 1.19 0.43 0.61 1.26 0.00 1.13 1.12 1.43 1.08 0.19 1.13 0.95 1.22 0.66 0.00 1.14 0.58 0.75 0.74 0.00 1.13 0.65 0.83 P53990 IST1_HUMAN reviewed IST1 homolog (hIST1) (Putative MAPK-activating protein PM28)IST1 KIAA0174 364 Homo sapiens (Human) 1.93 1.55 2.54 1.39 0.77 0.64 1.03 0.57 1.12 0.66 1.11 0.62 0.70 0.90 0.82 0.98 0.74 0.51 1.26 1.08 0.74

1.05 0.98 0.80 1.24 0.78 1.21 1.12 0.11 1.16 0.97 1.29 1.14 0.04 1.14 1.01 1.30 0.79 0.25 1.53 0.52 1.22 0.82 0.09 1.26 0.65 1.04 P61586 RHOA_HUMANreviewed Transforming protein RhoA (Rho cDNA clone 12) (h12)RHOA ARH12 ARHA RHO12193 Homo sapiens (Human) 1.12 1.29 1.23 1.04 1.12 0.87 1.06 1.03 1.08 0.79 0.93 0.94 1.18 0.98 0.94 1.29 1.21 0.98 1.12 1.14 0.82

1.34 0.42 0.01 1.71 0.24 0.72 0.54 0.01 1.48 0.36 0.79 0.41 0.10 3.03 0.14 1.25 1.45 0.00 1.20 1.20 1.74 2.70 0.00 1.22 2.21 3.31 P01880 IGHD_HUMAN reviewed Ig delta chain C regionIGHD 384 Homo sapiens (Human) 0.41 0.28 0.74 0.50 1.09 1.15 0.86 3.46 1.09 1.45 4.53 0.47 0.51 1.18 1.66 0.71 1.08 0.42 0.54 0.41 2.70

0.86 3.02 0.00 1.35 2.24 4.06 0.83 0.01 1.14 0.73 0.95 1.26 0.01 1.15 1.10 1.44 1.21 0.07 1.24 0.98 1.50 0.84 0.36 1.55 0.54 1.29 P11215 ITAM_HUMAN reviewed Integrin alpha-M (CD11 antigen-like family member B) (CR-3 alpha chain) (Cell surface glycoprotein MAC-1 subunit alpha) (Leukocyte adhesion receptor MO1) (Neutrophil adherence receptor) (CD antigen CD11b)ITGAM CD11B CR3A 1152 Homo sapiens (Human) 0.43 0.66 0.77 0.38 1.32 0.64 1.21 1.89 1.50 1.21 0.98 1.06 0.63 1.30 1.20 0.83 1.21 3.02 0.83 1.26 0.84

1.11 1.15 0.40 1.46 0.79 1.68 0.81 0.01 1.15 0.71 0.93 0.94 0.31 1.15 0.81 1.08 1.03 0.78 1.29 0.80 1.33 1.49 0.01 1.29 1.15 1.92 P13010 XRCC5_HUMANreviewed X-ray repair cross-complementing protein 5 (EC 3.6.4.-) (86 kDa subunit of Ku antigen) (ATP-dependent DNA helicase 2 subunit 2) (ATP-dependent DNA helicase II 80 kDa subunit) (CTC box-binding factor 85 kDa subunit) (CTC85) (CTCBF) (DNA repair protein XRCC5) (Ku80) (Ku86) (Lupus Ku autoantigen protein p86) (Nuclear factor IV) (Thyroid-lupus autoantigen) (TLAA) (X-ray repair complementing defective repair in Chinese hamster cells 5 (double-strand-break rejoining))XRCC5 G22P2 732 Homo sapiens (Human) 0.78 1.27 0.87 1.14 1.56 0.88 0.72 1.10 0.77 1.03 0.79 0.78 0.70 0.90 1.16 0.99 1.20 1.15 0.81 0.94 1.49

1.42 0.70 0.00 1.18 0.59 0.82 1.02 0.83 1.21 0.84 1.23 1.19 0.08 1.23 0.97 1.47 0.76 0.22 1.65 0.46 1.26 0.70 0.00 1.18 0.59 0.83 P21926 CD9_HUMAN reviewed CD9 antigen (5H9 antigen) (Cell growth-inhibiting gene 2 protein) (Leukocyte antigen MIC3) (Motility-related protein) (MRP-1) (Tetraspanin-29) (Tspan-29) (p24) (CD antigen CD9)CD9 MIC3 TSPAN29 GIG2 228 Homo sapiens (Human) 1.50 2.11 1.46 0.98 0.91 0.91 1.36 0.98 1.05 0.76 0.67 1.13 1.69 0.81 0.55 1.22 1.10 0.70 1.02 1.19 0.70

1.37 0.91 0.16 1.15 0.79 1.05 0.68 0.00 1.16 0.59 0.79 0.79 0.01 1.17 0.68 0.93 0.81 0.02 1.20 0.67 0.97 1.05 0.74 1.35 0.77 1.42 P14868 SYDC_HUMAN reviewed Aspartate--tRNA ligase, cytoplasmic (EC 6.1.1.12) (Aspartyl-tRNA synthetase) (AspRS) (Cell proliferation-inducing gene 40 protein)DARS PIG40 501 Homo sapiens (Human) 1.03 1.36 0.86 1.64 1.38 1.19 0.92 0.92 0.87 0.81 0.86 1.02 0.94 0.95 0.84 0.92 1.14 0.91 0.68 0.79 1.05

1.40 1.15 0.02 1.12 1.03 1.29 1.01 0.83 1.12 0.90 1.13 0.98 0.80 1.17 0.84 1.15 1.03 0.60 1.14 0.90 1.18 1.34 0.01 1.20 1.11 1.61 P07384 CAN1_HUMAN reviewed Calpain-1 catalytic subunit (EC 3.4.22.52) (Calcium-activated neutral proteinase 1) (CANP 1) (Calpain mu-type) (Calpain-1 large subunit) (Cell proliferation-inducing gene 30 protein) (Micromolar-calpain) (muCANP)CAPN1 CANPL1 PIG30 714 Homo sapiens (Human) 1.09 0.86 0.94 0.96 1.02 1.13 1.22 1.17 1.18 1.03 1.16 1.43 1.07 1.32 1.09 1.07 1.18 1.15 1.01 0.98 1.34

1.83 1.29 0.01 1.19 1.08 1.54 1.24 0.03 1.21 1.02 1.50 1.26 0.07 1.28 0.98 1.61 1.14 0.56 1.60 0.71 1.82 0.91 0.46 1.30 0.70 1.19 Q8TE68 ES8L1_HUMANreviewed Epidermal growth factor receptor kinase substrate 8-like protein 1 (EPS8-like protein 1) (Epidermal growth factor receptor pathway substrate 8-related protein 1) (EPS8-related protein 1)EPS8L1 DRC3 EPS8R1 PP10566723 Homo sapiens (Human) 0.98 1.14 1.72 1.09 1.41 0.91 0.88 0.92 1.03 1.14 0.70 0.84 1.12 1.06 0.73 1.11 1.00 1.29 1.24 1.26 0.91

0.82 1.13 0.13 1.20 0.95 1.35 1.32 0.01 1.19 1.10 1.57 1.70 0.00 1.20 1.42 2.03 1.01 0.94 1.55 0.65 1.58 1.79 0.00 1.19 1.50 2.14 Q96PD5 PGRP2_HUMANreviewed N-acetylmuramoyl-L-alanine amidase (EC 3.5.1.28) (Peptidoglycan recognition protein 2) (Peptidoglycan recognition protein long) (PGRP-L)PGLYRP2 PGLYRPL PGRPL UNQ3103/PRO10102576 Homo sapiens (Human) 0.37 0.45 0.64 0.44 0.45 0.65 1.77 1.48 1.45 1.01 1.48 1.70 0.71 1.04 2.59 0.92 1.05 1.13 1.32 1.70 1.79

1.28 1.19 0.04 1.18 1.01 1.41 1.05 0.46 1.18 0.89 1.25 1.28 0.01 1.18 1.09 1.51 0.91 0.26 1.22 0.75 1.10 1.74 0.00 1.23 1.41 2.14 P05156 CFAI_HUMAN reviewed Complement factor I (EC 3.4.21.45) (C3B/C4B inactivator) [Cleaved into: Complement factor I heavy chain; Complement factor I light chain]CFI IF 583 Homo sapiens (Human) 0.57 0.55 0.66 0.55 0.67 1.08 1.93 1.41 1.30 0.91 2.02 1.71 1.08 1.31 1.73 0.79 0.86 1.19 1.05 1.28 1.74

1.02 0.77 0.30 1.87 0.41 1.43 1.29 0.02 1.20 1.08 1.55 1.46 0.00 1.20 1.21 1.75 0.76 0.03 1.25 0.60 0.95 0.68 0.02 1.33 0.51 0.90 Q9Y624 JAM1_HUMAN reviewed Junctional adhesion molecule A (JAM-A) (Junctional adhesion molecule 1) (JAM-1) (Platelet F11 receptor) (Platelet adhesion molecule 1) (PAM-1) (CD antigen CD321)F11R JAM1 JCAM UNQ264/PRO301299 Homo sapiens (Human) 1.64 1.67 2.18 1.24 0.93 0.70 1.07 0.68 0.97 0.76 0.74 0.65 0.67 0.79 0.64 0.98 1.12 0.77 1.29 1.46 0.68

1.90 0.82 0.34 1.59 0.52 1.31 1.01 0.98 1.71 0.59 1.72 1.02 0.95 1.77 0.58 1.79 0.91 0.74 1.91 0.48 1.74 0.74 0.20 1.65 0.45 1.22 P11216 PYGB_HUMAN reviewed Glycogen phosphorylase, brain form (EC 2.4.1.1)PYGB 843 Homo sapiens (Human) 1.18 0.62 1.01 1.07 0.69 1.08 1.05 0.93 0.76 0.91 0.65 1.07 1.20 0.94 1.09 1.23 0.98 0.82 1.01 1.02 0.74

1.59 0.88 0.08 1.16 0.76 1.02 1.09 0.17 1.14 0.95 1.25 0.95 0.59 1.25 0.76 1.18 1.04 0.55 1.16 0.90 1.20 1.10 0.43 1.32 0.84 1.46 P20073 ANXA7_HUMANreviewed Annexin A7 (Annexin VII) (Annexin-7) (Synexin)ANXA7 ANX7 SNX OK/SW-cl.95488 Homo sapiens (Human) 1.33 1.37 1.01 0.94 1.06 1.33 0.99 1.24 0.95 1.04 0.79 1.08 1.11 0.84 0.71 1.12 1.35 0.88 1.09 0.95 1.10

1.40 0.82 0.19 1.43 0.57 1.17 1.40 0.01 1.22 1.15 1.71 1.25 0.04 1.21 1.03 1.51 1.25 0.05 1.26 0.99 1.58 0.98 0.77 1.21 0.81 1.19 P12821 ACE_HUMAN reviewed Angiotensin-converting enzyme (ACE) (EC 3.2.1.-) (EC 3.4.15.1) (Dipeptidyl carboxypeptidase I) (Kininase II) (CD antigen CD143) [Cleaved into: Angiotensin-converting enzyme, soluble form]ACE DCP DCP1 1306 Homo sapiens (Human) 0.85 1.19 0.94 0.79 0.75 1.16 1.34 1.40 1.11 1.25 1.09 1.39 1.16 1.02 0.99 1.08 1.01 0.82 1.40 1.25 0.98

1.16 1.19 0.20 1.41 0.85 1.69 1.22 0.21 1.50 0.82 1.83 1.14 0.36 1.47 0.77 1.68 0.97 0.89 1.90 0.51 1.85 0.96 0.70 1.31 0.74 1.26 P07948 LYN_HUMAN reviewed Tyrosine-protein kinase Lyn (EC 2.7.10.2) (Lck/Yes-related novel protein tyrosine kinase) (V-yes-1 Yamaguchi sarcoma viral related oncogene homolog) (p53Lyn) (p56Lyn)LYN JTK8 512 Homo sapiens (Human) 0.92 1.16 0.97 0.85 1.16 0.68 0.97 1.19 0.98 0.97 1.18 1.13 1.23 1.08 1.05 1.04 1.30 1.19 1.22 1.14 0.96

4.58 0.93 0.62 4.01 0.23 3.72 1.06 0.74 5.37 0.20 5.69 1.26 0.29 4.02 0.31 5.05 1.40 0.30 8.65 0.16 12.11 1.03 0.83 4.03 0.26 4.16 P19652 A1AG2_HUMANreviewed Alpha-1-acid glycoprotein 2 (AGP 2) (Orosomucoid-2) (OMD 2)ORM2 AGP2 201 Homo sapiens (Human) 0.37 0.62 0.76 0.37 0.80 0.93 3.24 1.30 1.42 1.40 3.03 1.25 0.87 1.21 2.27 1.10 0.91 0.93 1.06 1.26 1.03

1.33 0.91 0.33 1.24 0.74 1.13 1.06 0.48 1.23 0.87 1.30 1.11 0.16 1.18 0.95 1.31 0.89 0.37 1.36 0.65 1.21 0.67 0.01 1.25 0.54 0.84 Q16555 DPYL2_HUMANreviewed Dihydropyrimidinase-related protein 2 (DRP-2) (Collapsin response mediator protein 2) (CRMP-2) (N2A3) (Unc-33-like phosphoprotein 2) (ULIP-2)DPYSL2 CRMP2 ULIP2 572 Homo sapiens (Human) 1.03 1.06 0.98 1.79 1.25 1.01 0.88 0.92 1.26 0.89 0.85 1.04 1.02 1.09 0.83 1.10 0.87 0.91 1.06 1.11 0.67

1.73 0.54 0.06 2.00 0.27 1.08 0.81 0.16 1.54 0.52 1.24 0.75 0.23 2.09 0.36 1.56 0.67 0.38 4.64 0.14 3.11 0.76 0.22 1.99 0.38 1.50 P08962 CD63_HUMAN reviewed CD63 antigen (Granulophysin) (Lysosomal-associated membrane protein 3) (LAMP-3) (Melanoma-associated antigen ME491) (OMA81H) (Ocular melanoma-associated antigen) (Tetraspanin-30) (Tspan-30) (CD antigen CD63)CD63 MLA1 TSPAN30 238 Homo sapiens (Human) 1.00 2.11 1.15 1.20 0.82 1.10 1.09 0.75 1.51 0.67 1.08 1.04 1.67 1.19 0.84 1.16 1.08 0.54 0.81 0.75 0.76

1.79 0.90 0.30 1.28 0.70 1.15 0.76 0.07 1.37 0.55 1.04 0.81 0.09 1.31 0.61 1.06 0.82 0.07 1.25 0.66 1.03 0.94 0.80 1.85 0.51 1.75 Q9Y678 COPG1_HUMANreviewed Coatomer subunit gamma-1 (Gamma-1-coat protein) (Gamma-1-COP)COPG1 COPG 874 Homo sapiens (Human) 1.92 2.73 0.72 1.24 1.02 1.23 1.05 0.94 0.70 0.82 1.50 1.13 1.00 1.07 1.46 0.85 0.74 0.90 0.76 0.81 0.94

1.11 0.82 0.41 2.28 0.36 1.87 0.99 0.90 1.43 0.69 1.42 0.91 0.37 1.43 0.63 1.30 1.01 0.95 2.33 0.44 2.36 0.83 0.28 1.72 0.48 1.43 P51148 RAB5C_HUMANreviewed Ras-related protein Rab-5C (L1880) (RAB5L)RAB5C RABL 216 Homo sapiens (Human) 1.11 1.39 1.22 0.99 0.83 0.77 1.00 1.02 1.21 1.01 1.07 0.95 1.08 0.99 1.09 1.09 0.94 0.82 0.99 0.91 0.83

274000000000000.00 0.59 0.14 4.25 0.14 2.52 0.73 0.93 2410000000000000.00 0.00 1760000000000000.00 1.41 0.24 5.77 0.24 8.16 0.67 0.42 48.50 0.01 32.62 0.51 0.78 25915787264.00 0.00 13149425780.00 Q53TN4 CYBR1_HUMANreviewed Cytochrome b reductase 1 (EC 1.-.-.-) (Duodenal cytochrome b) (Ferric-chelate reductase 3)CYBRD1 DCYTB FRRS3 286 Homo sapiens (Human) 3.10 1.05 4.23 1.14 1.02 0.61 1.28 0.40 0.86 0.67 0.78 0.90 0.53 1.12 1.01 0.48 0.31 0.59 0.73 1.41 0.51

9.24 0.88 0.68 3.21 0.27 2.82 1.42 0.05 1.44 0.99 2.04 1.14 0.26 1.44 0.79 1.65 1.14 0.26 1.44 0.79 1.64 1.13 0.28 1.44 0.79 1.63 P61006 RAB8A_HUMANreviewed Ras-related protein Rab-8A (Oncogene c-mel)RAB8A MEL RAB8 207 Homo sapiens (Human) 0.90 1.41 1.29 0.98 0.83 1.26 1.07 0.82 1.12 1.14 1.10 0.80 0.75 0.99 0.89 1.15 1.06 0.88 1.42 1.14 1.13

4.10 0.57 0.49 977.18 0.00 560.79 1.08 0.82 26.69 0.04 28.73 1.13 0.49 4.56 0.25 5.17 0.93 0.79 16.19 0.06 14.99 0.73 0.44 30.27 0.02 21.95 P63000 RAC1_HUMAN reviewed Ras-related C3 botulinum toxin substrate 1 (Cell migration-inducing gene 5 protein) (Ras-like protein TC25) (p21-Rac1)RAC1 TC25 MIG5 192 Homo sapiens (Human) 1.11 1.36 1.40 1.05 0.91 0.69 1.16 1.07 1.31 0.93 1.18 1.02 1.10 1.04 1.21 1.24 1.21 0.57 1.08 1.13 0.73

Measurements, ratio, p-val, EF, CIMeasurements, ratio, p-val, EF, CI Measurements, ratio, p-val, EF, CI Measurements, ratio, p-val, EF, CI Measurements, ratio, p-val, EF, CI
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0.83 1.37 0.10 1.48 0.93 2.02 1.62 0.00 1.15 1.41 1.87 1.14 0.06 1.15 0.99 1.32 0.84 0.14 1.28 0.65 1.08 0.78 0.01 1.15 0.68 0.90 Q7Z404 TMC4_HUMANreviewed Transmembrane channel-like protein 4TMC4 712 Homo sapiens (Human) 1.07 1.35 0.96 1.10 1.11 0.65 0.64 0.70 0.95 0.84 0.77 0.79 1.26 0.72 0.67 1.28 1.15 1.37 1.62 1.14 0.78

1.65 0.96 0.56 1.18 0.81 1.13 1.21 0.01 1.13 1.08 1.37 0.76 0.00 1.15 0.66 0.87 0.98 0.91 1.41 0.70 1.38 0.64 0.00 1.19 0.54 0.76 Q9BW30 TPPP3_HUMANreviewed Tubulin polymerization-promoting protein family member 3 (TPPP/p20)TPPP3 CGI-38 176 Homo sapiens (Human) 1.80 0.59 1.06 0.60 0.99 1.42 1.08 1.14 1.08 0.98 0.74 1.22 1.67 0.81 0.48 1.41 1.02 0.96 1.21 0.76 0.64

1.28 1.34 0.16 1.55 0.86 2.08 0.92 0.18 1.14 0.81 1.05 1.10 0.30 1.22 0.90 1.35 1.01 0.86 1.21 0.84 1.22 1.49 0.00 1.16 1.28 1.73 P60842 IF4A1_HUMAN reviewed Eukaryotic initiation factor 4A-I (eIF-4A-I) (eIF4A-I) (EC 3.6.4.13) (ATP-dependent RNA helicase eIF4A-1)EIF4A1 DDX2A EIF4A 406 Homo sapiens (Human) 1.00 0.52 1.01 0.89 0.75 1.06 0.99 1.37 0.96 1.01 0.82 1.06 1.46 1.18 0.78 1.22 1.36 1.34 0.92 1.10 1.49

1.20 1.05 0.55 1.22 0.86 1.29 0.75 0.03 1.29 0.58 0.97 1.05 0.68 1.29 0.81 1.35 0.85 0.28 1.38 0.62 1.17 1.17 0.05 1.17 1.00 1.38 P23396 RS3_HUMAN reviewed 40S ribosomal protein S3RPS3 OK/SW-cl.26 243 Homo sapiens (Human) 0.77 1.00 1.01 1.38 1.42 0.95 0.62 0.95 1.03 0.85 1.06 0.83 0.85 0.76 1.10 0.91 1.05 1.05 0.75 1.05 1.17

0.76 0.83 0.24 1.42 0.58 1.17 1.68 0.00 1.14 1.47 1.91 1.28 0.00 1.14 1.13 1.46 1.06 0.64 1.31 0.81 1.38 1.62 0.00 1.15 1.41 1.88 P55058 PLTP_HUMAN reviewed Phospholipid transfer protein (Lipid transfer protein II)PLTP 493 Homo sapiens (Human) 0.44 0.41 0.64 0.57 0.85 0.67 1.89 1.42 1.26 1.06 1.27 2.10 0.68 1.52 2.66 0.84 0.73 0.83 1.68 1.28 1.62

1.40 1.08 0.39 1.20 0.90 1.30 0.75 0.00 1.17 0.64 0.87 0.87 0.15 1.22 0.71 1.06 0.92 0.16 1.13 0.81 1.04 1.09 0.50 1.32 0.83 1.44 Q13813 SPTN1_HUMANreviewed Spectrin alpha chain, non-erythrocytic 1 (Alpha-II spectrin) (Fodrin alpha chain) (Spectrin, non-erythroid alpha subunit)SPTAN1 NEAS SPTA2 2472 Homo sapiens (Human) 0.97 1.40 0.94 1.05 1.33 1.17 0.88 0.96 1.22 0.92 0.99 1.11 0.86 1.03 0.96 1.01 1.20 1.08 0.75 0.87 1.09

1.18 1.08 0.22 1.15 0.94 1.24 0.74 0.01 1.24 0.60 0.91 0.92 0.18 1.15 0.80 1.05 1.01 0.91 1.27 0.80 1.28 1.42 0.00 1.18 1.20 1.68 Q63HN8 RN213_HUMANreviewed E3 ubiquitin-protein ligase RNF213 (EC 6.3.2.-) (ALK lymphoma oligomerization partner on chromosome 17) (Mysterin) (RING finger protein 213)RNF213 ALO17 C17orf27 KIAA1554 KIAA1618 MYSTR5207 Homo sapiens (Human) 0.72 1.22 0.79 1.53 0.90 1.03 0.68 0.87 0.68 1.01 1.18 0.64 1.17 0.95 1.00 0.75 0.79 1.08 0.74 0.92 1.42

1.19 1.21 0.23 1.43 0.85 1.74 0.74 0.03 1.31 0.56 0.96 0.87 0.16 1.23 0.71 1.08 0.94 0.72 1.48 0.64 1.40 1.03 0.94 2.66 0.39 2.75 P35998 PRS7_HUMAN reviewed 26S protease regulatory subunit 7 (26S proteasome AAA-ATPase subunit RPT1) (Proteasome 26S subunit ATPase 2) (Protein MSS1)PSMC2 MSS1 433 Homo sapiens (Human) 0.91 1.19 0.76 1.45 1.34 0.95 0.80 0.83 0.97 0.94 0.97 0.91 1.00 0.88 0.90 0.81 0.82 1.21 0.74 0.87 1.03

1.43 0.64 0.10 1.95 0.33 1.26 0.44 0.04 2.07 0.21 0.90 0.50 0.09 2.66 0.19 1.32 0.65 0.04 1.49 0.43 0.96 0.67 0.11 1.87 0.36 1.25 P50914 RL14_HUMAN reviewed 60S ribosomal protein L14 (CAG-ISL 7)RPL14 215 Homo sapiens (Human) 0.49 0.65 0.59 3.26 1.67 1.00 0.53 0.98 0.71 0.65 0.75 0.51 0.68 0.55 0.82 0.88 0.97 0.64 0.44 0.50 0.67

1.35 0.66 0.00 1.18 0.56 0.78 0.67 0.03 1.41 0.47 0.94 0.86 0.17 1.27 0.68 1.09 0.87 0.36 1.43 0.61 1.24 1.00 0.99 1.16 0.86 1.16 P55884 EIF3B_HUMAN reviewed Eukaryotic translation initiation factor 3 subunit B (eIF3b) (Eukaryotic translation initiation factor 3 subunit 9) (Prt1 homolog) (hPrt1) (eIF-3-eta) (eIF3 p110) (eIF3 p116)EIF3B EIF3S9 814 Homo sapiens (Human) 0.69 1.70 0.77 1.72 1.12 1.15 0.75 0.75 0.76 0.87 0.77 0.76 0.79 0.77 0.82 0.82 0.85 0.66 0.67 0.86 1.00

1.33 0.71 0.11 1.62 0.44 1.15 0.53 0.02 1.58 0.33 0.83 0.57 0.01 1.41 0.40 0.81 0.66 0.05 1.49 0.44 0.99 0.97 0.72 1.31 0.74 1.26 P25787 PSA2_HUMAN reviewed Proteasome subunit alpha type-2 (EC 3.4.25.1) (Macropain subunit C3) (Multicatalytic endopeptidase complex subunit C3) (Proteasome component C3)PSMA2 HC3 PSC3 234 Homo sapiens (Human) 0.65 1.79 0.59 2.49 1.67 1.02 0.61 0.62 0.83 0.66 0.89 0.66 0.79 1.04 0.89 0.66 0.71 0.71 0.53 0.57 0.97

1.97 1.06 0.64 1.32 0.80 1.40 0.86 0.18 1.28 0.67 1.10 1.04 0.48 1.15 0.91 1.20 0.77 0.08 1.34 0.58 1.04 1.49 0.01 1.27 1.18 1.89 P61978 HNRPK_HUMANreviewed Heterogeneous nuclear ribonucleoprotein K (hnRNP K) (Transformation up-regulated nuclear protein) (TUNP)HNRNPK HNRPK 463 Homo sapiens (Human) 0.87 0.61 1.00 1.09 0.72 1.50 0.80 1.07 0.97 0.77 0.86 1.07 0.94 0.84 0.82 1.00 1.60 1.06 0.86 1.04 1.49

1.17 0.59 0.20 2.49 0.24 1.48 0.58 0.07 1.83 0.32 1.06 0.56 0.07 1.93 0.29 1.07 0.62 0.10 1.81 0.34 1.13 0.60 0.06 1.71 0.35 1.03 Q13561 DCTN2_HUMANreviewed Dynactin subunit 2 (50 kDa dynein-associated polypeptide) (Dynactin complex 50 kDa subunit) (DCTN-50) (p50 dynamitin)DCTN2 DCTN50 401 Homo sapiens (Human) 0.63 1.95 0.60 3.04 1.81 0.65 0.80 0.80 0.72 0.62 0.87 0.74 0.56 1.08 0.79 0.64 0.55 0.59 0.58 0.56 0.60

1.16 0.89 0.17 1.20 0.74 1.07 0.71 0.01 1.24 0.58 0.88 0.77 0.03 1.26 0.61 0.97 0.72 0.00 1.22 0.59 0.88 0.99 0.98 1.51 0.66 1.50 P48643 TCPE_HUMAN reviewed T-complex protein 1 subunit epsilon (TCP-1-epsilon) (CCT-epsilon)CCT5 CCTE KIAA0098 541 Homo sapiens (Human) 1.10 1.39 0.80 2.00 1.60 1.03 0.92 0.88 0.84 0.72 0.81 0.97 0.94 0.81 0.65 0.91 0.80 0.89 0.71 0.77 0.99

1.31 0.85 0.29 1.43 0.59 1.21 0.67 0.05 1.47 0.46 0.99 0.75 0.00 1.15 0.65 0.86 0.91 0.17 1.16 0.78 1.06 0.98 0.76 1.17 0.83 1.15 P62191 PRS4_HUMAN reviewed 26S protease regulatory subunit 4 (P26s4) (26S proteasome AAA-ATPase subunit RPT2) (Proteasome 26S subunit ATPase 1)PSMC1 440 Homo sapiens (Human) 1.04 1.27 0.68 2.32 1.48 1.10 0.62 0.76 0.68 0.91 0.82 0.85 0.93 0.96 0.83 0.79 0.77 0.85 0.67 0.75 0.98

1.61 0.68 0.02 1.34 0.51 0.91 0.59 0.00 1.32 0.45 0.78 0.69 0.01 1.27 0.54 0.87 0.91 0.31 1.25 0.73 1.13 1.07 0.33 1.18 0.91 1.27 P27635 RL10_HUMAN reviewed 60S ribosomal protein L10 (Laminin receptor homolog) (Protein QM) (Tumor suppressor QM)RPL10 DXS648E QM 214 Homo sapiens (Human) 0.56 0.59 0.70 2.58 1.29 1.37 0.57 1.04 0.83 0.91 0.78 0.71 0.76 0.72 0.72 1.03 1.04 0.68 0.59 0.69 1.07

0.88 0.71 0.01 1.23 0.58 0.88 1.20 0.01 1.14 1.05 1.36 1.09 0.16 1.14 0.96 1.24 0.85 0.16 1.28 0.66 1.09 0.82 0.01 1.14 0.72 0.94 Q99816 TS101_HUMANreviewed Tumor susceptibility gene 101 protein (ESCRT-I complex subunit TSG101)TSG101 390 Homo sapiens (Human) 1.67 1.66 2.22 1.21 0.97 0.74 1.06 0.70 1.02 0.85 0.86 0.70 0.99 0.85 0.55 1.29 0.95 0.71 1.20 1.09 0.82

2.02 0.91 0.34 1.27 0.72 1.16 1.07 0.39 1.20 0.89 1.28 1.19 0.05 1.20 1.00 1.43 0.98 0.79 1.24 0.79 1.21 0.98 0.87 1.42 0.69 1.39 Q9ULV4 COR1C_HUMANreviewed Coronin-1C (Coronin-3) (hCRNN4)CORO1C CRN2 CRNN4 474 Homo sapiens (Human) 0.94 0.65 1.15 1.23 0.64 1.51 1.03 0.96 0.87 0.98 1.03 1.01 1.54 1.06 0.83 1.02 0.89 0.91 1.07 1.19 0.98

1.35 0.71 0.01 1.26 0.57 0.90 1.23 0.14 1.35 0.91 1.66 1.38 0.00 1.19 1.17 1.64 1.06 0.63 1.36 0.78 1.45 0.97 0.74 1.22 0.80 1.18 P14384 CBPM_HUMANreviewed Carboxypeptidase M (CPM) (EC 3.4.17.12)CPM 443 Homo sapiens (Human) 1.20 1.00 1.25 0.79 0.84 1.08 1.14 1.33 1.51 1.06 1.14 1.07 0.90 1.01 0.95 1.00 1.16 0.71 1.23 1.38 0.97

0.92 0.55 0.04 1.71 0.32 0.94 1.20 0.05 1.20 1.00 1.45 0.95 0.51 1.20 0.79 1.15 0.75 0.11 1.48 0.51 1.11 0.74 0.14 1.56 0.48 1.16 Q9UN37 VPS4A_HUMANreviewed Vacuolar protein sorting-associated protein 4A (EC 3.6.4.6) (Protein SKD2) (VPS4-1) (hVPS4)VPS4A VPS4 437 Homo sapiens (Human) 1.98 1.37 2.46 1.15 0.75 0.65 0.91 0.57 1.04 0.75 1.06 0.62 0.74 0.98 0.80 0.88 0.66 0.55 1.20 0.95 0.74

0.91 0.56 0.07 1.99 0.28 1.11 0.46 0.03 1.89 0.24 0.86 0.46 0.03 1.83 0.25 0.84 0.62 0.05 1.64 0.38 1.02 0.73 0.06 1.39 0.52 1.02 P49721 PSB2_HUMAN reviewed Proteasome subunit beta type-2 (EC 3.4.25.1) (Macropain subunit C7-I) (Multicatalytic endopeptidase complex subunit C7-I) (Proteasome component C7-I)PSMB2 201 Homo sapiens (Human) 0.55 2.48 0.47 3.36 2.19 0.61 0.38 0.48 0.58 0.62 0.57 0.48 0.77 0.47 0.42 0.58 0.53 0.56 0.46 0.46 0.73

1.42 1.01 0.91 1.20 0.84 1.21 0.88 0.11 1.19 0.74 1.04 0.80 0.10 1.33 0.60 1.06 1.12 0.33 1.30 0.86 1.46 1.31 0.06 1.34 0.98 1.76 Q06210 GFPT1_HUMANreviewed Glutamine--fructose-6-phosphate aminotransferase [isomerizing] 1 (EC 2.6.1.16) (D-fructose-6-phosphate amidotransferase 1) (Glutamine:fructose-6-phosphate amidotransferase 1) (GFAT 1) (GFAT1) (Hexosephosphate aminotransferase 1)GFPT1 GFAT GFPT 699 Homo sapiens (Human) 0.99 0.84 1.00 1.16 1.21 1.24 0.94 1.04 0.99 1.12 0.87 1.06 1.04 1.05 1.09 1.14 1.20 1.01 0.88 0.80 1.31

1.43 0.80 0.12 1.38 0.58 1.09 0.81 0.41 1.81 0.45 1.47 0.93 0.56 1.37 0.68 1.27 0.81 0.14 1.37 0.59 1.11 1.07 0.47 1.24 0.86 1.33 P21281 VATB2_HUMANreviewed V-type proton ATPase subunit B, brain isoform (V-ATPase subunit B 2) (Endomembrane proton pump 58 kDa subunit) (HO57) (Vacuolar proton pump subunit B 2)ATP6V1B2 ATP6B2 VPP3 511 Homo sapiens (Human) 0.68 0.98 0.78 2.18 1.06 1.04 0.84 0.94 0.81 0.81 0.97 1.14 1.04 1.18 0.82 0.81 0.77 0.80 0.81 0.93 1.07

1.30 0.92 0.45 1.29 0.71 1.19 0.76 0.09 1.39 0.55 1.06 1.06 0.51 1.23 0.86 1.30 0.98 0.86 1.41 0.69 1.38 1.07 0.43 1.22 0.88 1.30 P31939 PUR9_HUMAN reviewed Bifunctional purine biosynthesis protein PURH [Includes: Phosphoribosylaminoimidazolecarboxamide formyltransferase (EC 2.1.2.3) (5-aminoimidazole-4-carboxamide ribonucleotide formyltransferase) (AICAR transformylase); IMP cyclohydrolase (EC 3.5.4.10) (ATIC) (IMP synthase) (Inosinicase)]ATIC PURH OK/SW-cl.86 592 Homo sapiens (Human) 1.39 0.85 1.01 0.95 0.97 1.05 1.02 1.08 1.03 0.98 1.23 1.35 1.23 1.16 1.19 0.93 1.11 0.92 0.76 1.06 1.07

1.27 0.88 0.07 1.15 0.76 1.01 0.80 0.10 1.33 0.60 1.06 0.93 0.45 1.24 0.75 1.15 0.82 0.08 1.26 0.65 1.03 1.19 0.02 1.15 1.03 1.37 P62333 PRS10_HUMANreviewed 26S protease regulatory subunit 10B (26S proteasome AAA-ATPase subunit RPT4) (Proteasome 26S subunit ATPase 6) (Proteasome subunit p42)PSMC6 SUG2 389 Homo sapiens (Human) 0.86 1.19 0.92 1.97 1.30 1.10 0.62 0.69 0.91 0.82 1.06 0.80 0.86 0.78 1.13 0.93 0.98 0.88 0.80 0.93 1.19

1.09 0.76 0.08 1.42 0.54 1.08 0.83 0.45 2.31 0.36 1.92 0.69 0.06 1.49 0.46 1.02 0.76 0.30 2.31 0.33 1.76 0.64 0.06 1.67 0.38 1.07 Q709C8 VP13C_HUMANreviewed Vacuolar protein sorting-associated protein 13CVPS13C KIAA1421 3753 Homo sapiens (Human) 0.99 1.03 0.81 1.65 1.44 0.64 0.70 0.85 0.75 0.76 0.93 0.86 0.72 0.80 0.82 0.81 0.78 0.76 0.83 0.69 0.64

1.87 0.75 0.15 1.74 0.43 1.30 1.07 0.54 1.48 0.72 1.58 1.06 0.57 1.48 0.72 1.58 1.12 0.81 5.60 0.20 6.27 1.01 0.95 1.48 0.68 1.49 P14923 PLAK_HUMAN reviewed Junction plakoglobin (Catenin gamma) (Desmoplakin III) (Desmoplakin-3)JUP CTNNG DP3 745 Homo sapiens (Human) 0.63 1.76 0.89 0.69 1.11 1.26 0.83 0.91 1.40 1.12 1.76 0.68 0.57 1.46 1.29 1.00 1.77 0.75 1.07 1.06 1.01

3.44 0.90 0.48 3.51 0.26 3.16 1.05 0.69 3.51 0.30 3.70 0.96 0.74 3.51 0.27 3.36 1.16 0.45 5.07 0.23 5.88 0.78 0.24 3.51 0.22 2.75 Q9NQ84 GPC5C_HUMANreviewed G-protein coupled receptor family C group 5 member C (Retinoic acid-induced gene 3 protein) (RAIG-3)GPRC5C RAIG3 PSEC0087 441 Homo sapiens (Human) 1.16 1.35 1.24 0.92 1.00 0.98 1.14 0.89 1.03 1.16 0.65 0.94 1.80 0.83 0.68 1.35 1.12 0.90 1.05 0.96 0.78

1.12 0.98 0.85 1.30 0.76 1.28 1.13 0.24 1.30 0.87 1.47 1.21 0.10 1.30 0.93 1.57 0.96 0.64 1.30 0.74 1.24 0.94 0.51 1.30 0.72 1.22 P60953 CDC42_HUMANreviewed Cell division control protein 42 homolog (G25K GTP-binding protein)CDC42 191 Homo sapiens (Human) 0.99 1.22 1.16 1.06 1.10 0.86 1.05 1.11 1.16 0.96 0.83 1.07 1.21 1.14 0.94 1.21 1.23 0.98 1.13 1.21 0.94

1.47 1.14 0.16 1.22 0.94 1.40 1.35 0.03 1.29 1.05 1.73 1.58 0.00 1.20 1.31 1.89 0.91 0.64 1.55 0.59 1.42 2.35 0.00 1.33 1.77 3.14 P02760 AMBP_HUMANreviewed Protein AMBP [Cleaved into: Alpha-1-microglobulin (Protein HC) (Alpha-1 microglycoprotein) (Complex-forming glycoprotein heterogeneous in charge); Inter-alpha-trypsin inhibitor light chain (ITI-LC) (Bikunin) (EDC1) (HI-30) (Uronic-acid-rich protein); Trypstatin]AMBP HCP ITIL 352 Homo sapiens (Human) 0.31 0.42 0.41 0.34 0.48 1.02 1.88 1.74 1.29 0.91 2.28 1.53 0.74 1.54 2.32 0.69 0.63 1.14 1.35 1.58 2.35

0.72 0.44 0.00 1.30 0.34 0.57 0.44 0.00 1.35 0.32 0.59 2.34 0.00 1.14 2.06 2.67 0.76 0.02 1.24 0.61 0.94 1.32 0.00 1.12 1.18 1.47 P19440 GGT1_HUMAN reviewed Gamma-glutamyltranspeptidase 1 (GGT 1) (EC 2.3.2.2) (Gamma-glutamyltransferase 1) (Glutathione hydrolase 1) (EC 3.4.19.13) (Leukotriene-C4 hydrolase) (EC 3.4.19.14) (CD antigen CD224) [Cleaved into: Gamma-glutamyltranspeptidase 1 heavy chain; Gamma-glutamyltranspeptidase 1 light chain]GGT1 GGT 569 Homo sapiens (Human) 0.47 2.15 3.45 1.50 1.10 0.59 0.81 0.87 1.59 0.76 0.98 0.99 0.52 0.50 0.55 0.52 0.45 0.44 0.44 2.34 1.32

1.39 1.01 0.94 1.43 0.70 1.44 1.50 0.13 2.03 0.74 3.04 1.33 0.08 1.43 0.93 1.91 0.67 0.31 3.67 0.18 2.44 0.85 0.19 1.43 0.59 1.22 P13987 CD59_HUMAN reviewed CD59 glycoprotein (1F5 antigen) (20 kDa homologous restriction factor) (HRF-20) (HRF20) (MAC-inhibitory protein) (MAC-IP) (MEM43 antigen) (Membrane attack complex inhibition factor) (MACIF) (Membrane inhibitor of reactive lysis) (MIRL) (Protectin) (CD antigen CD59)CD59 MIC11 MIN1 MIN2 MIN3 MSK21128 Homo sapiens (Human) 1.04 1.38 1.48 0.94 0.97 0.90 0.98 0.71 0.83 0.67 0.95 0.99 1.04 0.86 0.67 1.37 1.17 1.01 1.50 1.33 0.85

1.57 0.81 0.03 1.19 0.68 0.97 1.43 0.00 1.17 1.22 1.68 1.03 0.77 1.27 0.81 1.31 0.75 0.05 1.33 0.57 1.00 0.84 0.19 1.35 0.62 1.13 P60981 DEST_HUMAN reviewed Destrin (Actin-depolymerizing factor) (ADF)DSTN ACTDP DSN 165 Homo sapiens (Human) 1.50 0.99 1.43 0.93 1.12 1.05 0.91 1.11 0.97 0.75 0.66 0.87 1.15 0.71 0.69 1.29 1.32 0.81 1.43 1.03 0.84

1.50 1.21 0.06 1.22 0.99 1.47 0.87 0.36 1.41 0.62 1.23 0.90 0.41 1.36 0.66 1.22 1.09 0.67 1.67 0.65 1.83 1.38 0.03 1.30 1.06 1.80 P26641 EF1G_HUMAN reviewed Elongation factor 1-gamma (EF-1-gamma) (eEF-1B gamma)EEF1G EF1G PRO1608 437 Homo sapiens (Human) 1.14 0.76 0.93 1.49 1.02 1.21 0.83 1.12 1.10 1.09 0.94 1.14 1.44 1.24 0.83 1.06 1.15 1.21 0.87 0.90 1.38

1.25 0.89 0.13 1.18 0.75 1.05 1.07 0.33 1.16 0.91 1.24 1.06 0.37 1.17 0.91 1.24 0.97 0.70 1.18 0.83 1.15 0.93 0.30 1.18 0.78 1.10 Q15599 NHRF2_HUMANreviewed Na(+)/H(+) exchange regulatory cofactor NHE-RF2 (NHERF-2) (NHE3 kinase A regulatory protein E3KARP) (SRY-interacting protein 1) (SIP-1) (Sodium-hydrogen exchanger regulatory factor 2) (Solute carrier family 9 isoform A3 regulatory factor 2) (Tyrosine kinase activator protein 1) (TKA-1)SLC9A3R2 NHERF2 337 Homo sapiens (Human) 1.30 1.55 1.80 0.89 1.12 0.92 0.96 1.04 1.37 0.97 0.88 0.74 1.06 0.91 0.70 1.12 0.95 0.89 1.07 1.06 0.93

1.05 0.78 0.23 1.63 0.48 1.28 0.44 0.00 1.41 0.31 0.62 0.50 0.00 1.39 0.36 0.69 0.63 0.01 1.34 0.47 0.84 0.79 0.02 1.20 0.66 0.95 P25786 PSA1_HUMAN reviewed Proteasome subunit alpha type-1 (EC 3.4.25.1) (30 kDa prosomal protein) (PROS-30) (Macropain subunit C2) (Multicatalytic endopeptidase complex subunit C2) (Proteasome component C2) (Proteasome nu chain)PSMA1 HC2 NU PROS30 PSC2263 Homo sapiens (Human) 0.73 2.03 0.64 2.60 1.70 0.87 0.62 0.66 0.70 0.63 0.55 0.67 0.85 0.77 0.68 0.73 0.70 0.78 0.44 0.50 0.79

1.00 1.68 0.00 1.20 1.40 2.01 1.21 0.01 1.14 1.06 1.38 1.43 0.00 1.16 1.23 1.66 1.15 0.30 1.34 0.86 1.54 1.28 0.04 1.27 1.01 1.63 P43490 NAMPT_HUMANreviewed Nicotinamide phosphoribosyltransferase (NAmPRTase) (Nampt) (EC 2.4.2.12) (Pre-B-cell colony-enhancing factor 1) (Pre-B cell-enhancing factor) (Visfatin)NAMPT PBEF PBEF1 491 Homo sapiens (Human) 0.95 0.60 1.12 0.74 0.97 0.84 1.14 1.13 0.99 1.15 0.95 1.15 1.56 1.21 0.88 1.00 0.98 1.68 1.21 1.43 1.28

1.22 0.92 0.47 1.32 0.70 1.22 1.04 0.63 1.20 0.86 1.24 0.83 0.06 1.22 0.68 1.02 0.99 0.90 1.33 0.74 1.31 0.91 0.38 1.30 0.70 1.18 Q96CX2 KCD12_HUMANreviewed BTB/POZ domain-containing protein KCTD12 (Pfetin) (Predominantly fetal expressed T1 domain)KCTD12 C13orf2 KIAA1778 PFET1325 Homo sapiens (Human) 1.35 0.78 1.19 1.16 1.23 0.89 1.19 1.13 1.23 0.99 0.94 1.18 1.01 1.13 0.83 1.29 1.03 0.92 1.04 0.83 0.91

1.11 0.69 0.00 1.17 0.58 0.80 0.44 0.00 1.31 0.34 0.58 0.46 0.00 1.46 0.32 0.67 0.60 0.01 1.35 0.44 0.80 0.86 0.08 1.19 0.72 1.02 P25788 PSA3_HUMAN reviewed Proteasome subunit alpha type-3 (EC 3.4.25.1) (Macropain subunit C8) (Multicatalytic endopeptidase complex subunit C8) (Proteasome component C8)PSMA3 HC8 PSC8 255 Homo sapiens (Human) 0.67 2.15 0.57 2.66 1.79 0.93 0.53 0.61 0.73 0.60 0.68 0.64 0.83 0.69 0.61 0.66 0.71 0.69 0.44 0.46 0.86

1.28 1.04 0.54 1.14 0.91 1.18 1.15 0.04 1.14 1.01 1.31 1.16 0.03 1.14 1.02 1.32 1.04 0.75 1.29 0.81 1.33 1.13 0.06 1.14 0.99 1.29 P29350 PTN6_HUMAN reviewed Tyrosine-protein phosphatase non-receptor type 6 (EC 3.1.3.48) (Hematopoietic cell protein-tyrosine phosphatase) (Protein-tyrosine phosphatase 1C) (PTP-1C) (Protein-tyrosine phosphatase SHP-1) (SH-PTP1)PTPN6 HCP PTP1C 595 Homo sapiens (Human) 0.88 0.57 1.07 1.07 0.74 1.08 0.97 1.33 1.04 1.04 1.09 0.99 1.26 1.02 1.08 1.02 0.99 1.04 1.15 1.16 1.13

1.36 1.14 0.33 1.35 0.84 1.53 1.35 0.00 1.17 1.15 1.58 0.93 0.43 1.24 0.74 1.15 0.83 0.18 1.34 0.62 1.12 0.85 0.11 1.23 0.69 1.05 Q99497 PARK7_HUMANreviewed Protein DJ-1 (EC 3.4.-.-) (Oncogene DJ1) (Parkinson disease protein 7)PARK7 189 Homo sapiens (Human) 1.32 0.96 1.25 0.76 1.09 1.16 1.06 1.07 1.01 0.83 1.08 1.08 1.52 0.96 0.79 1.18 1.09 1.14 1.35 0.93 0.85

1.78 0.52 0.25 3.87 0.13 2.00 1.01 0.98 2.81 0.36 2.85 0.69 0.32 2.51 0.27 1.72 0.79 0.56 2.82 0.28 2.22 0.68 0.32 2.59 0.26 1.76 P00326 ADH1G_HUMANreviewed Alcohol dehydrogenase 1C (EC 1.1.1.1) (Alcohol dehydrogenase subunit gamma)ADH1C ADH3 375 Homo sapiens (Human) 1.11 0.76 0.82 0.58 0.89 0.97 0.53 1.38 0.92 0.79 0.80 1.55 1.67 0.82 1.31 1.41 1.17 0.52 1.01 0.69 0.68

1.35 1.20 0.24 1.45 0.83 1.74 0.64 0.01 1.29 0.49 0.82 0.72 0.08 1.48 0.48 1.06 0.89 0.26 1.28 0.70 1.14 1.01 0.93 1.40 0.72 1.42 P41252 SYIC_HUMAN reviewed Isoleucine--tRNA ligase, cytoplasmic (EC 6.1.1.5) (Isoleucyl-tRNA synthetase) (IRS) (IleRS)IARS 1262 Homo sapiens (Human) 0.99 1.27 0.93 1.62 1.41 1.05 0.86 1.00 0.87 0.89 0.86 0.84 0.86 0.86 0.94 0.91 1.23 1.20 0.64 0.72 1.01

1.00 1.02 0.93 1.84 0.56 1.88 1.19 0.07 1.22 0.97 1.46 1.03 0.76 1.25 0.82 1.28 0.92 0.45 1.33 0.69 1.22 0.82 0.09 1.28 0.64 1.05 P51149 RAB7A_HUMANreviewed Ras-related protein Rab-7aRAB7A RAB7 207 Homo sapiens (Human) 0.83 1.31 0.95 0.90 1.06 0.76 0.93 1.00 1.04 0.92 1.01 0.85 1.00 0.85 1.01 0.83 0.92 1.02 1.19 1.03 0.82

1.32 0.77 0.32 2.34 0.33 1.81 1.40 0.07 1.52 0.92 2.13 0.86 0.24 1.50 0.57 1.28 0.97 0.76 1.50 0.64 1.45 0.71 0.29 2.76 0.26 1.97 P61026 RAB10_HUMANreviewed Ras-related protein Rab-10RAB10 200 Homo sapiens (Human) 1.28 1.81 1.22 1.20 1.17 0.72 0.99 0.97 0.85 0.97 0.84 0.75 1.15 0.90 0.78 1.03 1.13 0.77 1.40 0.86 0.71

1.17 1.14 0.54 1.70 0.67 1.95 0.97 0.75 1.23 0.79 1.20 0.79 0.18 1.47 0.54 1.16 1.12 0.54 1.53 0.73 1.71 0.90 0.42 1.36 0.66 1.23 Q8NCM8 DYHC2_HUMANreviewed Cytoplasmic dynein 2 heavy chain 1 (Cytoplasmic dynein 2 heavy chain) (Dynein cytoplasmic heavy chain 2) (Dynein heavy chain 11) (hDHC11) (Dynein heavy chain isotype 1B)DYNC2H1 DHC1B DHC2 DNCH2 DYH1B KIAA19974307 Homo sapiens (Human) 1.26 0.88 0.99 1.05 1.31 0.99 0.90 1.11 1.14 1.12 1.04 0.91 0.97 0.82 1.30 1.19 1.11 1.14 0.97 0.79 0.90

1.20 1.07 0.32 1.16 0.92 1.24 1.15 0.12 1.21 0.95 1.40 1.20 0.03 1.16 1.03 1.39 0.89 0.30 1.28 0.70 1.14 1.00 0.94 1.16 0.86 1.17 Q9H4A4 AMPB_HUMANreviewed Aminopeptidase B (AP-B) (EC 3.4.11.6) (Arginine aminopeptidase) (Arginyl aminopeptidase)RNPEP APB 650 Homo sapiens (Human) 1.32 0.75 1.20 0.86 0.98 1.01 1.06 1.19 0.73 0.89 0.99 1.30 1.18 1.11 0.95 1.14 1.09 1.07 1.15 1.20 1.00

1.54 1.17 0.21 1.37 0.85 1.60 1.08 0.63 1.59 0.68 1.72 0.90 0.26 1.28 0.70 1.15 1.17 0.27 1.44 0.81 1.68 0.87 0.18 1.28 0.68 1.12 Q14254 FLOT2_HUMANreviewed Flotillin-2 (Epidermal surface antigen) (ESA) (Membrane component chromosome 17 surface marker 1)FLOT2 ESA1 M17S1 428 Homo sapiens (Human) 1.42 1.29 0.95 1.04 1.18 1.10 0.87 1.02 1.04 1.17 1.06 1.01 1.00 0.90 0.68 1.10 1.19 1.17 1.08 0.90 0.87

1.21 1.24 0.17 1.39 0.89 1.73 0.96 0.76 1.40 0.68 1.34 1.07 0.48 1.26 0.85 1.35 1.39 0.30 2.02 0.69 2.80 0.99 0.92 1.26 0.79 1.24 Q96QK1 VPS35_HUMANreviewed Vacuolar protein sorting-associated protein 35 (hVPS35) (Maternal-embryonic 3) (Vesicle protein sorting 35)VPS35 MEM3 TCCCTA00141796 Homo sapiens (Human) 1.39 0.56 1.00 0.79 0.93 0.88 1.06 1.09 0.98 1.39 1.13 1.23 1.39 1.03 1.01 1.19 1.01 1.24 0.96 1.07 0.99

9.81 0.71 0.59 355.42 0.00 252.60 0.88 0.77 65.32 0.01 57.57 0.82 0.70 142.12 0.01 116.25 0.79 0.66 134.97 0.01 107.06 0.87 0.82 403.49 0.00 351.60 Q9UG01 IF172_HUMAN reviewed Intraflagellar transport protein 172 homologIFT172 KIAA1179 1749 Homo sapiens (Human) 1.24 0.86 1.09 0.96 0.83 0.98 1.14 1.05 1.05 0.79 0.93 1.12 0.94 0.88 0.86 1.15 1.22 0.71 0.88 0.82 0.87

1.05 1.10 0.33 1.24 0.89 1.36 1.11 0.23 1.21 0.92 1.34 1.39 0.00 1.16 1.20 1.61 1.19 0.06 1.21 0.99 1.44 0.83 0.42 1.67 0.50 1.39 P08195 4F2_HUMAN reviewed 4F2 cell-surface antigen heavy chain (4F2hc) (4F2 heavy chain antigen) (Lymphocyte activation antigen 4F2 large subunit) (Solute carrier family 3 member 2) (CD antigen CD98)SLC3A2 MDU1 630 Homo sapiens (Human) 0.75 1.20 1.25 0.81 0.74 0.87 1.32 1.62 1.40 1.19 1.06 1.23 1.01 0.95 1.72 1.07 1.17 1.10 1.11 1.39 0.83

1.33 1.50 0.07 1.62 0.93 2.44 1.07 0.54 1.34 0.80 1.43 0.91 0.33 1.30 0.70 1.18 1.01 0.90 1.37 0.74 1.39 1.14 0.55 1.83 0.62 2.08 P18206 VINC_HUMAN reviewed Vinculin (Metavinculin) (MV)VCL 1134 Homo sapiens (Human) 1.09 0.89 0.88 0.93 1.02 1.03 1.20 1.05 0.95 1.01 0.88 1.16 1.35 0.89 0.80 1.17 1.18 1.50 1.07 0.91 1.14

1.71 1.04 0.89 2.01 0.52 2.09 1.03 0.93 2.31 0.45 2.37 0.88 0.30 1.36 0.65 1.19 0.78 0.58 3.07 0.26 2.40 1.09 0.62 1.53 0.71 1.66 O43242 PSMD3_HUMANreviewed 26S proteasome non-ATPase regulatory subunit 3 (26S proteasome regulatory subunit RPN3) (26S proteasome regulatory subunit S3) (Proteasome subunit p58)PSMD3 534 Homo sapiens (Human) 0.91 1.36 0.61 2.05 1.41 1.19 0.65 0.81 0.87 0.78 0.89 0.69 0.98 0.87 0.77 0.83 0.80 1.04 1.03 0.88 1.09

1.75 1.19 0.05 1.20 1.00 1.43 0.89 0.21 1.24 0.72 1.11 0.98 0.87 1.31 0.75 1.28 0.92 0.42 1.32 0.70 1.21 1.30 0.01 1.20 1.09 1.56 P22392 NDKB_HUMAN reviewed Nucleoside diphosphate kinase B (NDK B) (NDP kinase B) (EC 2.7.4.6) (C-myc purine-binding transcription factor PUF) (Histidine protein kinase NDKB) (EC 2.7.13.3) (nm23-H2)NME2 NM23B 152 Homo sapiens (Human) 0.84 0.77 0.95 1.71 0.98 1.47 0.73 0.70 1.06 0.92 1.06 0.77 1.22 0.81 0.82 1.10 0.92 1.19 0.89 0.98 1.30

1.35 0.98 0.81 1.20 0.82 1.18 1.10 0.24 1.20 0.91 1.32 1.02 0.84 1.28 0.80 1.31 1.01 0.96 1.41 0.72 1.42 1.45 0.02 1.32 1.10 1.92 P40121 CAPG_HUMAN reviewed Macrophage-capping protein (Actin regulatory protein CAP-G)CAPG AFCP MCP 348 Homo sapiens (Human) 1.04 0.52 1.08 1.06 0.58 1.12 1.02 1.02 1.36 1.01 1.52 1.01 1.29 0.97 1.23 1.11 0.89 0.98 1.10 1.02 1.45

1.26 1.08 0.34 1.22 0.89 1.31 0.94 0.52 1.28 0.73 1.20 1.08 0.32 1.22 0.89 1.32 0.97 0.81 1.44 0.67 1.39 1.27 0.03 1.22 1.04 1.54 Q15365 PCBP1_HUMANreviewed Poly(rC)-binding protein 1 (Alpha-CP1) (Heterogeneous nuclear ribonucleoprotein E1) (hnRNP E1) (Nucleic acid-binding protein SUB2.3)PCBP1 356 Homo sapiens (Human) 1.28 0.87 1.11 0.93 1.01 1.04 1.03 1.25 0.98 0.97 1.13 1.29 1.11 1.09 1.09 0.91 1.07 1.08 0.94 1.08 1.27

1.09 1.16 0.65 2.54 0.46 2.94 1.62 0.01 1.28 1.27 2.08 1.20 0.20 1.42 0.85 1.70 0.94 0.48 1.28 0.74 1.20 0.97 0.72 1.28 0.76 1.24 Q16348 S15A2_HUMANreviewed Solute carrier family 15 member 2 (Kidney H(+)/peptide cotransporter) (Oligopeptide transporter, kidney isoform) (Peptide transporter 2)SLC15A2 PEPT2 729 Homo sapiens (Human) 1.58 1.45 1.65 1.06 0.92 0.75 1.08 0.74 1.15 0.94 0.89 1.21 0.99 0.95 0.86 1.43 1.18 1.16 1.62 1.20 0.97

0.64 0.59 0.25 2.98 0.20 1.75 1.16 0.08 1.20 0.97 1.39 0.93 0.33 1.20 0.78 1.11 0.75 0.03 1.27 0.59 0.96 0.72 0.01 1.22 0.59 0.89 Q7LBR1 CHM1B_HUMANreviewed Charged multivesicular body protein 1b (CHMP1.5) (Chromatin-modifying protein 1b) (CHMP1b) (Vacuolar protein sorting-associated protein 46-2) (Vps46-2) (hVps46-2)CHMP1B C18orf2 199 Homo sapiens (Human) 2.21 1.63 2.57 1.31 0.85 0.52 1.14 0.66 1.03 0.75 0.89 0.65 0.74 0.96 0.56 1.06 0.72 0.59 1.16 0.93 0.72

5.42 1.13 0.50 4.50 0.25 5.08 1.03 0.85 4.44 0.23 4.56 1.15 0.45 4.48 0.26 5.14 1.32 0.26 4.46 0.29 5.87 0.85 0.61 18.13 0.05 15.41 P20702 ITAX_HUMAN reviewed Integrin alpha-X (CD11 antigen-like family member C) (Leu M5) (Leukocyte adhesion glycoprotein p150,95 alpha chain) (Leukocyte adhesion receptor p150,95) (CD antigen CD11c)ITGAX CD11C 1163 Homo sapiens (Human) 0.67 0.84 1.00 0.87 0.78 1.21 1.02 1.73 1.61 1.32 1.14 1.15 0.85 1.04 1.06 0.81 1.55 1.13 1.03 1.15 0.85

1.42 1.43 0.11 1.73 0.83 2.48 0.94 0.55 1.48 0.63 1.39 1.08 0.47 1.47 0.74 1.59 1.09 0.48 1.54 0.71 1.68 1.50 0.04 1.42 1.06 2.13 Q14974 IMB1_HUMAN reviewed Importin subunit beta-1 (Importin-90) (Karyopherin subunit beta-1) (Nuclear factor p97) (Pore targeting complex 97 kDa subunit) (PTAC97)KPNB1 NTF97 876 Homo sapiens (Human) 0.92 1.97 0.93 1.17 0.94 1.00 0.88 0.86 0.78 1.09 0.98 0.98 0.89 1.00 0.94 0.95 1.25 1.43 0.94 1.08 1.50

30.39 0.72 0.19 3.57 0.20 2.57 1.15 0.50 5.82 0.20 6.68 0.81 0.34 4.90 0.17 3.97 0.96 0.85 7.64 0.13 7.36 1.33 0.38 12.08 0.11 16.08 O95716 RAB3D_HUMANreviewed Ras-related protein Rab-3DRAB3D GOV RAB16 219 Homo sapiens (Human) 1.48 1.91 1.07 0.94 0.74 1.60 0.92 0.79 0.79 0.96 0.88 1.18 1.91 1.39 0.84 1.03 1.09 0.72 1.15 0.81 1.33

1.40 1.28 0.18 1.56 0.82 1.99 1.12 0.31 1.34 0.83 1.50 1.14 0.24 1.34 0.85 1.53 0.96 0.79 1.63 0.59 1.56 1.10 0.36 1.34 0.82 1.48 P04632 CPNS1_HUMANreviewed Calpain small subunit 1 (CSS1) (Calcium-activated neutral proteinase small subunit) (CANP small subunit) (Calcium-dependent protease small subunit) (CDPS) (Calcium-dependent protease small subunit 1) (Calpain regulatory subunit)CAPNS1 CAPN4 CAPNS 268 Homo sapiens (Human) 1.12 0.76 0.91 0.77 1.18 1.04 1.52 1.04 1.18 0.96 1.07 1.55 1.13 1.19 1.02 1.03 1.00 1.28 1.12 1.14 1.10

6.84 1.25 0.30 4.25 0.29 5.31 0.85 0.38 4.19 0.20 3.54 0.85 0.45 6.06 0.14 5.12 0.92 0.61 4.65 0.20 4.27 1.19 0.37 4.25 0.28 5.06 Q9UBF2 COPG2_HUMANreviewed Coatomer subunit gamma-2 (Gamma-2-coat protein) (Gamma-2-COP)COPG2 871 Homo sapiens (Human) 0.96 1.11 1.02 1.00 1.32 1.62 0.83 1.01 0.95 0.92 0.80 1.01 1.11 1.00 1.01 1.02 1.17 1.25 0.85 0.85 1.19

0.91 1.07 0.70 1.62 0.66 1.73 0.71 0.07 1.46 0.49 1.04 0.83 0.08 1.24 0.67 1.03 0.86 0.34 1.47 0.59 1.26 0.90 0.27 1.25 0.72 1.13 P19105 ML12A_HUMANreviewed Myosin regulatory light chain 12A (MLC-2B) (Myosin RLC) (Myosin regulatory light chain 2, nonsarcomeric) (Myosin regulatory light chain MRLC3)MYL12A MLCB MRLC3 RLC171 Homo sapiens (Human) 0.54 1.04 0.76 2.07 1.71 0.70 0.52 1.24 0.82 0.86 0.81 0.96 0.75 0.71 0.80 0.66 0.92 1.07 0.71 0.83 0.90

1.18 0.82 0.06 1.24 0.66 1.01 0.93 0.25 1.15 0.81 1.07 0.91 0.30 1.22 0.75 1.11 0.92 0.54 1.35 0.68 1.24 0.96 0.61 1.20 0.80 1.15 P16671 CD36_HUMAN reviewed Platelet glycoprotein 4 (Fatty acid translocase) (FAT) (Glycoprotein IIIb) (GPIIIB) (Leukocyte differentiation antigen CD36) (PAS IV) (PAS-4) (Platelet collagen receptor) (Platelet glycoprotein IV) (GPIV) (Thrombospondin receptor) (CD antigen CD36)CD36 GP3B GP4 472 Homo sapiens (Human) 1.41 1.16 1.10 0.68 0.90 1.02 1.72 0.87 0.92 0.92 0.95 0.82 2.28 1.03 0.83 0.91 0.85 0.82 0.93 0.91 0.96

1.24 1.01 0.91 1.20 0.84 1.21 1.20 0.05 1.21 1.00 1.45 1.08 0.31 1.21 0.90 1.30 1.02 0.81 1.25 0.82 1.28 0.83 0.29 1.52 0.55 1.26 Q8N5I2 ARRD1_HUMANreviewed Arrestin domain-containing protein 1ARRDC1 433 Homo sapiens (Human) 1.62 1.29 1.57 0.95 1.12 0.82 1.27 0.76 1.12 1.02 0.88 0.87 1.12 0.86 0.75 1.37 0.96 1.01 1.20 1.08 0.83

1.26 0.95 0.73 1.56 0.61 1.48 1.21 0.09 1.28 0.95 1.55 1.32 0.04 1.28 1.03 1.69 1.14 0.44 1.62 0.71 1.85 0.77 0.31 2.01 0.38 1.54 Q9H4G4 GAPR1_HUMANreviewed Golgi-associated plant pathogenesis-related protein 1 (GAPR-1) (Golgi-associated PR-1 protein) (Glioma pathogenesis-related protein 2) (GliPR 2)GLIPR2 C9orf19 GAPR1 154 Homo sapiens (Human) 0.86 1.01 1.37 0.99 0.93 0.98 1.04 1.47 1.62 1.14 1.11 1.17 1.03 1.08 1.13 1.19 1.28 0.95 1.21 1.32 0.77

2.14 0.95 0.77 1.50 0.63 1.43 0.70 0.39 2.47 0.28 1.74 0.77 0.12 1.42 0.55 1.09 0.83 0.12 1.30 0.64 1.07 0.83 0.24 1.41 0.59 1.17 P62701 RS4X_HUMAN reviewed 40S ribosomal protein S4, X isoform (SCR10) (Single copy abundant mRNA protein)RPS4X CCG2 RPS4 SCAR 263 Homo sapiens (Human) 0.79 0.92 0.92 1.94 1.34 1.22 0.87 0.91 0.98 0.83 1.16 0.84 1.05 0.78 0.94 0.83 0.83 0.95 0.70 0.77 0.83

1.36 0.44 0.01 1.69 0.26 0.75 0.49 0.03 1.86 0.27 0.92 0.52 0.02 1.61 0.32 0.83 0.75 0.22 1.69 0.44 1.27 0.61 0.01 1.37 0.45 0.84 Q02878 RL6_HUMAN reviewed 60S ribosomal protein L6 (Neoplasm-related protein C140) (Tax-responsive enhancer element-binding protein 107) (TaxREB107)RPL6 TXREB1 288 Homo sapiens (Human) 0.47 0.64 0.44 3.74 1.48 1.15 0.43 0.84 0.64 0.75 0.54 0.53 0.63 0.43 0.42 0.81 0.78 0.44 0.49 0.52 0.61

1.19 1.07 0.35 1.19 0.90 1.27 0.66 0.00 1.21 0.54 0.80 0.89 0.16 1.19 0.75 1.06 0.78 0.06 1.30 0.60 1.01 1.22 0.03 1.19 1.03 1.45 P28062 PSB8_HUMAN reviewed Proteasome subunit beta type-8 (EC 3.4.25.1) (Low molecular mass protein 7) (Macropain subunit C13) (Multicatalytic endopeptidase complex subunit C13) (Proteasome component C13) (Proteasome subunit beta-5i) (Really interesting new gene 10 protein)PSMB8 LMP7 PSMB5i RING10 Y2276 Homo sapiens (Human) 0.64 1.39 0.91 2.01 1.37 1.00 0.71 0.75 1.04 0.78 0.93 0.80 0.75 0.80 1.06 0.78 1.00 1.07 0.66 0.89 1.22

1.47 0.90 0.27 1.22 0.73 1.10 0.68 0.00 1.21 0.56 0.83 0.76 0.55 2.65 0.29 2.02 0.84 0.31 1.43 0.59 1.20 1.08 0.40 1.22 0.89 1.31 P56192 SYMC_HUMAN reviewed Methionine--tRNA ligase, cytoplasmic (EC 6.1.1.10) (Methionyl-tRNA synthetase) (MetRS)MARS 900 Homo sapiens (Human) 0.81 0.97 1.49 1.30 1.32 1.29 0.83 0.76 0.95 0.84 1.08 0.70 0.64 1.45 1.62 0.83 1.06 0.90 0.68 0.76 1.08

1.35 0.93 0.36 1.21 0.77 1.12 0.80 0.30 1.64 0.49 1.32 0.80 0.15 1.39 0.58 1.12 0.90 0.53 1.48 0.61 1.34 1.07 0.57 1.32 0.81 1.41 Q9UNM6 PSD13_HUMANreviewed 26S proteasome non-ATPase regulatory subunit 13 (26S proteasome regulatory subunit RPN9) (26S proteasome regulatory subunit S11) (26S proteasome regulatory subunit p40.5)PSMD13 376 Homo sapiens (Human) 0.88 1.23 0.68 2.53 1.49 1.04 0.53 0.57 0.80 0.90 0.88 0.64 0.88 0.60 0.73 0.85 0.80 0.93 0.80 0.80 1.07

1.72 0.92 0.60 1.52 0.61 1.41 1.16 0.14 1.26 0.92 1.46 0.92 0.47 1.38 0.67 1.27 1.15 0.16 1.26 0.91 1.45 0.81 0.19 1.51 0.53 1.21 P00568 KAD1_HUMAN reviewed Adenylate kinase isoenzyme 1 (AK 1) (EC 2.7.4.3) (EC 2.7.4.6) (ATP-AMP transphosphorylase 1) (ATP:AMP phosphotransferase) (Adenylate monophosphate kinase) (Myokinase)AK1 194 Homo sapiens (Human) 1.71 0.89 1.13 1.01 0.93 1.36 1.04 0.99 0.99 1.15 0.62 0.90 1.74 0.75 0.65 1.24 1.31 0.92 1.16 0.92 0.81

2.34 0.84 0.21 1.37 0.61 1.15 0.84 0.13 1.28 0.66 1.07 1.19 0.31 1.48 0.81 1.76 1.03 0.75 1.25 0.82 1.29 1.04 0.60 1.19 0.87 1.24 P09758 TACD2_HUMANreviewed Tumor-associated calcium signal transducer 2 (Cell surface glycoprotein Trop-2) (Membrane component chromosome 1 surface marker 1) (Pancreatic carcinoma marker protein GA733-1)TACSTD2 GA733-1 M1S1 TROP2323 Homo sapiens (Human) 1.07 1.65 1.26 1.01 1.38 1.32 0.73 0.98 1.01 1.03 1.00 1.03 0.70 0.89 1.04 0.95 1.57 0.84 0.84 1.19 1.04

1.06 0.82 0.49 2.30 0.35 1.88 1.14 0.26 1.34 0.85 1.53 1.55 0.02 1.34 1.15 2.08 0.57 0.18 2.73 0.21 1.57 0.83 0.21 1.45 0.57 1.21 P15328 FOLR1_HUMANreviewed Folate receptor alpha (FR-alpha) (Adult folate-binding protein) (FBP) (Folate receptor 1) (Folate receptor, adult) (KB cells FBP) (Ovarian tumor-associated antigen MOv18)FOLR1 FOLR 257 Homo sapiens (Human) 0.86 1.36 1.24 0.68 0.79 0.52 1.47 0.84 1.14 0.57 0.99 0.99 1.07 1.44 1.16 1.32 1.06 0.82 1.14 1.55 0.83

0.86 0.90 0.56 1.50 0.60 1.36 1.27 0.06 1.28 0.99 1.63 1.20 0.26 1.44 0.84 1.74 1.07 0.66 1.42 0.75 1.52 1.92 0.05 1.91 1.01 3.67 P29622 KAIN_HUMAN reviewed Kallistatin (Kallikrein inhibitor) (Peptidase inhibitor 4) (PI-4) (Serpin A4)SERPINA4 KST PI4 427 Homo sapiens (Human) 0.79 0.45 0.58 0.58 0.50 0.59 1.56 1.66 1.11 1.07 1.32 1.33 0.84 1.17 1.91 1.23 0.73 0.90 1.27 1.20 1.92

1.04 1.08 0.42 1.28 0.85 1.39 0.40 0.00 1.30 0.31 0.52 0.30 0.00 1.44 0.21 0.43 0.50 0.02 1.63 0.31 0.82 0.46 0.01 1.55 0.30 0.71 O75531 BAF_HUMAN reviewed Barrier-to-autointegration factor (Breakpoint cluster region protein 1) [Cleaved into: Barrier-to-autointegration factor, N-terminally processed]BANF1 BAF BCRG1 89 Homo sapiens (Human) 1.25 3.89 1.20 1.95 2.37 0.87 0.37 0.37 0.27 0.50 0.12 0.57 1.65 0.40 0.10 0.62 0.23 1.08 0.40 0.30 0.46

1.36 1.12 0.12 1.17 0.96 1.30 0.92 0.19 1.16 0.79 1.07 0.67 0.13 1.77 0.38 1.19 0.89 0.12 1.16 0.77 1.04 0.75 0.52 2.95 0.25 2.21 Q96RY7 IF140_HUMAN reviewed Intraflagellar transport protein 140 homolog (WD and tetratricopeptide repeats protein 2)IFT140 KIAA0590 WDTC21462 Homo sapiens (Human) 1.36 0.93 1.07 0.86 1.45 1.12 1.30 1.18 0.90 0.89 0.84 1.20 1.04 1.07 0.94 1.26 1.08 1.12 0.92 0.67 0.75

1.18 1.58 0.11 1.92 0.82 3.04 1.20 0.09 1.26 0.95 1.50 1.38 0.02 1.26 1.10 1.73 1.19 0.30 1.56 0.77 1.85 0.63 0.02 1.40 0.45 0.88 P04839 CY24B_HUMANreviewed Cytochrome b-245 heavy chain (EC 1.-.-.-) (CGD91-phox) (Cytochrome b(558) subunit beta) (Cytochrome b558 subunit beta) (Heme-binding membrane glycoprotein gp91phox) (NADPH oxidase 2) (Neutrophil cytochrome b 91 kDa polypeptide) (Superoxide-generating NADPH oxidase heavy chain subunit) (gp91-1) (gp91-phox) (p22 phagocyte B-cytochrome)CYBB NOX2 570 Homo sapiens (Human) 0.53 0.61 0.65 0.77 0.60 0.72 1.45 2.39 1.63 1.19 1.06 1.53 0.84 1.02 1.85 0.81 1.25 1.58 1.20 1.38 0.63

0.98 0.80 0.11 1.35 0.59 1.08 0.73 0.04 1.34 0.55 0.98 0.88 0.36 1.39 0.64 1.23 0.81 0.09 1.30 0.62 1.05 1.14 0.26 1.32 0.87 1.50 P05388 RLA0_HUMAN reviewed 60S acidic ribosomal protein P0 (60S ribosomal protein L10E)RPLP0 317 Homo sapiens (Human) 0.78 0.48 0.64 3.11 1.08 0.69 0.63 0.91 0.67 0.81 0.71 0.81 0.68 0.82 0.62 0.73 0.95 0.80 0.73 0.88 1.14

1.83 1.01 0.89 1.19 0.85 1.20 0.81 0.06 1.25 0.64 1.01 0.91 0.37 1.27 0.72 1.16 0.74 0.09 1.44 0.51 1.07 1.04 0.72 1.25 0.83 1.30 P35606 COPB2_HUMANreviewed Coatomer subunit beta' (Beta'-coat protein) (Beta'-COP) (p102)COPB2 906 Homo sapiens (Human) 1.06 1.15 0.95 1.52 0.99 1.41 1.07 0.96 0.82 0.74 0.65 1.14 0.95 1.12 1.02 1.04 1.08 1.01 0.81 0.91 1.04

1.14 1.03 0.70 1.20 0.85 1.23 0.95 0.46 1.20 0.79 1.14 0.97 0.82 1.46 0.66 1.41 1.10 0.64 1.66 0.66 1.82 1.38 0.08 1.48 0.94 2.04 Q06323 PSME1_HUMANreviewed Proteasome activator complex subunit 1 (11S regulator complex subunit alpha) (REG-alpha) (Activator of multicatalytic protease subunit 1) (Interferon gamma up-regulated I-5111 protein) (IGUP I-5111) (Proteasome activator 28 subunit alpha) (PA28a) (PA28alpha)PSME1 IFI5111 249 Homo sapiens (Human) 1.05 0.48 0.66 1.17 0.83 0.95 1.02 1.23 0.88 1.10 1.05 1.11 1.28 1.21 0.78 1.04 1.22 1.03 0.95 0.97 1.38

0.88 0.52 0.02 1.62 0.32 0.85 1.48 0.03 1.37 1.08 2.02 1.08 0.48 1.31 0.82 1.41 0.94 0.62 1.36 0.69 1.28 0.65 0.05 1.51 0.43 0.99 Q99685 MGLL_HUMAN reviewed Monoglyceride lipase (MGL) (EC 3.1.1.23) (HU-K5) (Lysophospholipase homolog) (Lysophospholipase-like) (Monoacylglycerol lipase) (MAGL)MGLL 303 Homo sapiens (Human) 1.34 2.04 1.98 1.39 1.13 0.55 0.81 0.59 0.89 0.94 1.00 0.60 0.70 0.76 1.04 1.33 1.22 0.52 1.48 1.08 0.65

1.41 1.02 0.75 1.20 0.85 1.23 1.04 0.58 1.20 0.87 1.25 0.94 0.44 1.21 0.78 1.14 0.94 0.37 1.20 0.78 1.12 1.19 0.06 1.20 0.99 1.43 P32119 PRDX2_HUMANreviewed Peroxiredoxin-2 (EC 1.11.1.15) (Natural killer cell-enhancing factor B) (NKEF-B) (PRP) (Thiol-specific antioxidant protein) (TSA) (Thioredoxin peroxidase 1) (Thioredoxin-dependent peroxide reductase 1)PRDX2 NKEFB TDPX1 198 Homo sapiens (Human) 1.09 0.84 0.82 1.50 0.83 1.17 0.83 1.02 0.91 0.94 0.86 0.89 1.19 1.08 0.90 0.97 1.17 1.02 1.04 0.94 1.19

1.82 0.69 0.04 1.41 0.49 0.97 0.63 0.01 1.27 0.50 0.80 0.56 0.01 1.38 0.40 0.77 0.89 0.45 1.52 0.59 1.36 0.95 0.55 1.27 0.75 1.20 P62249 RS16_HUMAN reviewed 40S ribosomal protein S16RPS16 146 Homo sapiens (Human) 0.63 0.87 1.52 2.28 1.20 1.40 0.59 0.92 0.85 0.89 0.83 0.73 0.84 0.61 0.70 1.04 1.04 0.69 0.63 0.56 0.95

2.14 0.79 0.29 1.82 0.43 1.43 1.11 0.38 1.37 0.81 1.52 0.95 0.63 1.33 0.72 1.27 1.09 0.30 1.25 0.87 1.36 1.00 0.98 1.25 0.80 1.25 Q00839 HNRPU_HUMANreviewed Heterogeneous nuclear ribonucleoprotein U (hnRNP U) (Scaffold attachment factor A) (SAF-A) (p120) (pp120)HNRNPU HNRPU SAFA U21.1825 Homo sapiens (Human) 0.57 0.79 0.91 2.03 0.66 1.57 0.98 1.26 1.11 1.09 1.03 1.08 1.07 0.95 0.67 1.57 1.35 0.79 1.11 0.95 1.00

1.25 1.24 0.06 1.26 0.98 1.57 1.19 0.05 1.19 1.00 1.42 1.20 0.04 1.19 1.01 1.43 1.20 0.04 1.19 1.01 1.43 1.39 0.01 1.19 1.17 1.66 P11586 C1TC_HUMAN reviewed C-1-tetrahydrofolate synthase, cytoplasmic (C1-THF synthase) [Cleaved into: C-1-tetrahydrofolate synthase, cytoplasmic, N-terminally processed] [Includes: Methylenetetrahydrofolate dehydrogenase (EC 1.5.1.5); Methenyltetrahydrofolate cyclohydrolase (EC 3.5.4.9); Formyltetrahydrofolate synthetase (EC 6.3.4.3)]MTHFD1 MTHFC MTHFD 935 Homo sapiens (Human) 1.28 0.54 1.13 0.80 0.90 1.05 1.02 1.05 1.01 1.20 1.19 1.06 1.11 1.13 1.07 0.92 0.86 1.24 1.19 1.20 1.39

1.27 0.99 0.92 1.39 0.71 1.37 1.11 0.19 1.21 0.92 1.35 1.12 0.16 1.21 0.93 1.36 1.13 0.23 1.27 0.89 1.43 0.93 0.52 1.31 0.71 1.23 P36871 PGM1_HUMANreviewed Phosphoglucomutase-1 (PGM 1) (EC 5.4.2.2) (Glucose phosphomutase 1)PGM1 562 Homo sapiens (Human) 1.51 0.80 1.11 0.73 0.89 1.05 1.11 0.99 0.89 1.13 0.68 1.01 1.33 1.20 0.78 1.42 1.46 0.99 1.11 1.12 0.93

1.49 0.95 0.71 1.60 0.60 1.52 0.84 0.28 1.67 0.50 1.40 0.87 0.34 1.65 0.53 1.43 0.92 0.47 1.51 0.61 1.39 1.15 0.23 1.42 0.81 1.63 P48444 COPD_HUMAN reviewed Coatomer subunit delta (Archain) (Delta-coat protein) (Delta-COP)ARCN1 COPD 511 Homo sapiens (Human) 0.98 1.45 0.93 1.38 1.04 1.05 1.04 0.93 0.92 0.92 1.22 1.04 1.05 1.03 1.09 0.94 0.86 0.95 0.84 0.87 1.15

1.14 1.90 0.02 1.57 1.21 2.98 1.21 0.09 1.27 0.95 1.53 1.24 0.07 1.27 0.97 1.58 1.85 0.23 3.66 0.51 6.77 1.58 0.02 1.40 1.13 2.20 P52566 GDIR2_HUMANreviewed Rho GDP-dissociation inhibitor 2 (Rho GDI 2) (Ly-GDI) (Rho-GDI beta)ARHGDIB GDIA2 GDID4 RAP1GN1201 Homo sapiens (Human) 0.82 0.60 0.81 0.98 0.88 0.89 1.29 1.07 1.16 1.85 1.14 0.69 1.07 0.98 1.05 1.02 0.94 1.90 1.21 1.24 1.58

0.99 0.84 0.35 1.57 0.54 1.32 1.19 0.05 1.19 1.00 1.42 0.99 0.88 1.19 0.83 1.18 0.95 0.51 1.20 0.79 1.15 0.79 0.02 1.19 0.67 0.95 P61764 STXB1_HUMANreviewed Syntaxin-binding protein 1 (MUNC18-1) (N-Sec1) (Protein unc-18 homolog 1) (Unc18-1) (Protein unc-18 homolog A) (Unc-18A) (p67)STXBP1 UNC18A 594 Homo sapiens (Human) 1.42 1.10 1.26 0.96 0.93 0.80 1.23 1.09 1.01 0.95 0.88 1.25 1.07 1.04 0.87 1.37 1.07 0.84 1.19 0.99 0.79

1.30 0.81 0.17 1.42 0.57 1.15 0.62 0.06 1.68 0.37 1.04 0.73 0.17 1.70 0.43 1.24 0.75 0.08 1.41 0.53 1.05 0.80 0.23 1.55 0.52 1.24 Q14203 DCTN1_HUMANreviewed Dynactin subunit 1 (150 kDa dynein-associated polypeptide) (DAP-150) (DP-150) (p135) (p150-glued)DCTN1 1278 Homo sapiens (Human) 0.62 1.81 0.60 3.04 1.63 0.70 0.69 0.67 0.67 0.75 0.66 0.77 0.71 0.72 0.59 0.77 0.82 0.81 0.62 0.73 0.80

29.22 0.55 0.13 4.95 0.11 2.73 1.36 0.20 3.57 0.38 4.87 1.02 0.90 3.56 0.29 3.62 0.74 0.25 5.00 0.15 3.70 0.71 0.18 3.56 0.20 2.52 Q9UBI6 GBG12_HUMANreviewed Guanine nucleotide-binding protein G(I)/G(S)/G(O) subunit gamma-12GNG12 72 Homo sapiens (Human) 1.10 1.32 1.43 0.92 1.08 0.78 0.91 0.95 1.16 0.74 0.95 0.89 1.05 0.95 0.93 1.30 0.99 0.55 1.36 1.02 0.71

2.02 0.87 0.15 1.26 0.69 1.10 0.81 0.41 2.03 0.40 1.64 0.82 0.31 1.68 0.49 1.38 0.94 0.81 2.11 0.45 1.99 0.70 0.13 1.75 0.40 1.22 O94973 AP2A2_HUMANreviewed AP-2 complex subunit alpha-2 (100 kDa coated vesicle protein C) (Adapter-related protein complex 2 subunit alpha-2) (Adaptor protein complex AP-2 subunit alpha-2) (Alpha-adaptin C) (Alpha2-adaptin) (Clathrin assembly protein complex 2 alpha-C large chain) (Huntingtin yeast partner J) (Huntingtin-interacting protein 9) (HIP-9) (Huntingtin-interacting protein J) (Plasma membrane adaptor HA2/AP2 adaptin alpha C subunit)AP2A2 ADTAB CLAPA2 HIP9 HYPJ KIAA0899939 Homo sapiens (Human) 1.17 1.20 1.43 1.17 0.78 0.87 0.94 0.74 0.95 0.94 0.97 1.00 0.99 0.90 1.16 1.17 1.14 0.87 0.81 0.82 0.70

2.02 0.56 0.24 4.51 0.12 2.51 0.77 0.19 1.78 0.43 1.36 0.73 0.08 1.50 0.49 1.10 0.75 0.08 1.43 0.53 1.08 0.64 0.18 2.64 0.24 1.68 P26373 RL13_HUMAN reviewed 60S ribosomal protein L13 (Breast basic conserved protein 1)RPL13 BBC1 OK/SW-cl.46 211 Homo sapiens (Human) 0.42 0.57 0.83 2.77 0.83 1.23 0.59 0.71 0.75 0.75 0.58 0.34 0.85 0.39 0.87 1.05 0.86 0.56 0.77 0.73 0.64

1.26 1.15 0.23 1.42 0.81 1.63 1.13 0.27 1.42 0.80 1.60 1.08 0.43 1.42 0.77 1.53 1.01 0.93 1.42 0.71 1.43 1.02 0.82 1.42 0.72 1.45 P54920 SNAA_HUMAN reviewed Alpha-soluble NSF attachment protein (SNAP-alpha) (N-ethylmaleimide-sensitive factor attachment protein alpha)NAPA SNAPA 295 Homo sapiens (Human) 1.32 1.12 1.64 0.94 1.02 0.89 1.13 0.99 1.03 1.01 0.89 0.94 1.00 1.02 1.05 1.29 1.01 1.15 1.13 1.08 1.02

5.00 1.02 0.91 8.87 0.12 9.09 1.38 0.21 3.90 0.35 5.37 1.17 0.39 3.87 0.30 4.51 0.97 0.94 62.29 0.02 60.53 0.98 0.91 5.51 0.18 5.40 P63244 GBLP_HUMAN reviewed Guanine nucleotide-binding protein subunit beta-2-like 1 (Cell proliferation-inducing gene 21 protein) (Guanine nucleotide-binding protein subunit beta-like protein 12.3) (Human lung cancer oncogene 7 protein) (HLC-7) (Receptor for activated C kinase) (Receptor of activated protein kinase C 1) (RACK1) [Cleaved into: Guanine nucleotide-binding protein subunit beta-2-like 1, N-terminally processed]GNB2L1 HLC7 PIG21 317 Homo sapiens (Human) 1.14 0.55 1.16 0.51 0.60 0.97 0.95 1.21 1.15 0.97 1.29 1.36 1.12 1.24 1.36 0.93 1.14 1.02 1.38 1.17 0.98

1.07 0.94 0.74 1.64 0.57 1.54 0.85 0.09 1.23 0.69 1.04 0.88 0.27 1.32 0.66 1.16 0.88 0.20 1.26 0.70 1.11 1.07 0.42 1.25 0.86 1.34 Q01813 K6PP_HUMAN reviewed 6-phosphofructokinase type C (EC 2.7.1.11) (6-phosphofructokinase, platelet type) (Phosphofructo-1-kinase isozyme C) (PFK-C) (Phosphofructokinase 1) (Phosphohexokinase)PFKP PFKF 784 Homo sapiens (Human) 0.87 0.72 0.68 1.06 1.28 0.78 0.92 1.12 0.97 0.88 1.06 1.25 1.01 1.16 1.67 1.13 1.18 0.94 0.85 0.88 1.07

15.69 0.96 0.90 32.97 0.03 31.58 1.43 0.31 10.81 0.13 15.45 1.15 0.66 17.86 0.06 20.47 0.71 0.19 3.66 0.19 2.60 1.72 0.12 3.69 0.46 6.34 Q12805 FBLN3_HUMANreviewed EGF-containing fibulin-like extracellular matrix protein 1 (Extracellular protein S1-5) (Fibrillin-like protein) (Fibulin-3) (FIBL-3)EFEMP1 FBLN3 FBNL 493 Homo sapiens (Human) 0.75 0.46 0.94 1.33 0.56 0.75 1.20 1.08 1.02 0.71 0.99 0.90 1.05 1.04 1.39 1.23 0.66 0.96 1.43 1.15 1.72

0.82 0.75 0.10 1.47 0.51 1.10 1.16 0.19 1.33 0.87 1.55 1.09 0.39 1.31 0.83 1.42 1.05 0.82 1.79 0.59 1.87 1.92 0.00 1.31 1.46 2.51 P00748 FA12_HUMAN reviewed Coagulation factor XII (EC 3.4.21.38) (Hageman factor) (HAF) [Cleaved into: Coagulation factor XIIa heavy chain; Beta-factor XIIa part 1; Beta-factor XIIa part 2; Coagulation factor XIIa light chain]F12 615 Homo sapiens (Human) 0.78 0.52 0.53 0.37 0.44 0.62 1.85 1.39 1.43 1.05 1.16 1.66 0.70 1.24 3.02 0.92 0.77 0.75 1.16 1.09 1.92

4.42 0.73 0.15 1.80 0.41 1.32 0.69 0.14 1.90 0.36 1.32 1.41 0.05 1.44 0.98 2.04 0.90 0.35 1.44 0.63 1.30 1.67 0.04 1.61 1.04 2.68 P10809 CH60_HUMAN reviewed 60 kDa heat shock protein, mitochondrial (60 kDa chaperonin) (Chaperonin 60) (CPN60) (Heat shock protein 60) (HSP-60) (Hsp60) (HuCHA60) (Mitochondrial matrix protein P1) (P60 lymphocyte protein)HSPD1 HSP60 573 Homo sapiens (Human) 0.85 1.04 0.96 1.87 0.93 1.77 0.62 0.92 0.67 0.90 0.85 0.77 0.78 0.87 1.05 0.56 0.89 0.73 0.69 1.41 1.67

4.30 1.23 0.51 15.43 0.08 19.01 1.13 0.55 6.04 0.19 6.81 0.90 0.83 132.91 0.01 119.72 1.12 0.74 28.70 0.04 32.16 0.75 0.67 510.51 0.00 384.63 P30043 BLVRB_HUMANreviewed Flavin reductase (NADPH) (FR) (EC 1.5.1.30) (Biliverdin reductase B) (BVR-B) (EC 1.3.1.24) (Biliverdin-IX beta-reductase) (Green heme-binding protein) (GHBP) (NADPH-dependent diaphorase) (NADPH-flavin reductase) (FLR)BLVRB FLR 206 Homo sapiens (Human) 1.71 0.79 0.89 0.81 0.63 1.17 1.05 1.10 1.10 1.12 1.01 1.11 1.50 1.10 1.07 1.36 1.12 1.23 1.13 0.90 0.75

2.15 0.87 0.33 1.42 0.61 1.24 0.91 0.28 1.22 0.75 1.12 1.04 0.66 1.25 0.83 1.30 1.81 0.11 2.24 0.81 4.05 1.78 0.01 1.35 1.32 2.41 Q00796 DHSO_HUMAN reviewed Sorbitol dehydrogenase (EC 1.1.1.14) (L-iditol 2-dehydrogenase)SORD 357 Homo sapiens (Human) 1.17 0.67 0.94 0.82 0.67 1.67 0.62 0.92 1.84 1.81 1.04 1.47 1.06 1.22 0.77 1.01 2.18 0.87 0.91 1.04 1.78

2.91 1.20 0.36 4.24 0.28 5.08 1.18 0.38 4.30 0.27 5.09 1.15 0.44 4.28 0.27 4.92 1.21 0.48 9.75 0.12 11.81 0.64 0.26 11.84 0.05 7.57 Q14344 GNA13_HUMANreviewed Guanine nucleotide-binding protein subunit alpha-13 (G alpha-13) (G-protein subunit alpha-13)GNA13 377 Homo sapiens (Human) 1.24 1.22 1.02 0.80 1.28 0.69 1.10 1.18 1.16 1.21 1.00 1.05 1.22 0.94 1.13 1.02 1.07 1.20 1.18 1.15 0.64

3.11 1.13 0.28 1.35 0.84 1.52 0.87 0.72 3.14 0.28 2.73 0.88 0.70 2.55 0.35 2.25 1.15 0.73 3.26 0.35 3.75 0.98 0.94 2.54 0.39 2.48 Q8IZ83 A16A1_HUMANreviewed Aldehyde dehydrogenase family 16 member A1ALDH16A1 802 Homo sapiens (Human) 0.76 1.74 0.62 2.29 1.54 0.92 0.98 0.89 0.71 1.15 0.79 0.88 0.66 1.12 1.12 0.68 0.70 1.13 0.87 0.88 0.98

21.49 1.27 0.44 11.96 0.11 15.16 1.43 0.43 36.62 0.04 52.46 1.46 0.37 24.39 0.06 35.67 1.00 0.97 3.65 0.27 3.63 1.42 0.18 3.67 0.39 5.22 P01824 HV206_HUMANreviewed Ig heavy chain V-II region WAH 129 Homo sapiens (Human) 0.59 0.54 1.09 0.68 0.61 1.31 1.29 1.08 1.59 1.00 1.91 1.70 0.78 1.89 1.86 0.48 0.64 1.27 1.43 1.46 1.42

1.93 0.82 0.20 1.59 0.51 1.30 0.61 0.03 1.50 0.40 0.91 0.60 0.06 1.74 0.34 1.04 0.79 0.33 2.22 0.36 1.75 0.77 0.54 4.78 0.16 3.67 P61247 RS3A_HUMAN reviewed 40S ribosomal protein S3a (v-fos transformation effector protein) (Fte-1)RPS3A FTE1 MFTL 264 Homo sapiens (Human) 0.56 1.09 0.86 2.02 1.29 1.26 0.71 1.05 0.84 0.79 0.87 0.92 0.84 0.64 0.91 0.88 0.88 0.82 0.61 0.60 0.77

1.13 0.94 0.89 3.77 0.25 3.54 1.03 0.73 1.28 0.81 1.31 1.04 0.68 1.27 0.81 1.32 0.86 0.23 1.39 0.62 1.19 0.90 0.28 1.30 0.69 1.17 Q9H190 SDCB2_HUMANreviewed Syntenin-2 (Syndecan-binding protein 2)SDCBP2 SITAC18 292 Homo sapiens (Human) 1.94 2.25 2.12 1.52 1.07 0.65 1.22 0.57 0.81 0.86 0.80 0.48 0.38 0.89 0.80 1.19 0.61 0.94 1.03 1.04 0.90

7.94 1.01 0.94 3.69 0.27 3.73 0.97 0.81 3.69 0.26 3.57 1.04 0.76 3.68 0.28 3.84 0.81 0.29 3.70 0.22 3.01 0.76 0.23 3.70 0.20 2.80 P11684 UTER_HUMAN reviewed Uteroglobin (Clara cell phospholipid-binding protein) (CCPBP) (Clara cells 10 kDa secretory protein) (CC10) (Secretoglobin family 1A member 1) (Urinary protein 1) (UP-1) (UP1) (Urine protein 1)SCGB1A1 CC10 CCSP UGB 91 Homo sapiens (Human) 0.67 1.26 2.30 0.60 1.40 0.85 1.47 0.79 0.89 0.81 1.10 1.56 1.05 0.84 0.72 1.30 1.06 1.01 0.97 1.04 0.76

5.74 0.56 0.27 26.55 0.02 14.96 0.81 0.71 231.63 0.00 188.11 0.64 0.51 362.07 0.00 232.40 0.61 0.45 195.00 0.00 119.92 0.63 0.22 8.64 0.07 5.41 P61020 RAB5B_HUMANreviewed Ras-related protein Rab-5BRAB5B 215 Homo sapiens (Human) 1.25 1.30 1.30 1.15 0.79 0.48 0.94 0.91 1.05 0.61 1.57 0.98 0.98 0.90 1.07 1.20 0.94 0.56 0.81 0.64 0.63

24.86 1.10 0.62 5.86 0.19 6.45 1.11 0.57 5.23 0.21 5.82 1.15 0.42 3.98 0.29 4.57 1.16 0.82 477.01 0.00 551.19 1.02 0.88 4.01 0.25 4.10 Q9Y2A7 NCKP1_HUMANreviewed Nck-associated protein 1 (NAP 1) (Membrane-associated protein HEM-2) (p125Nap1)NCKAP1 HEM2 KIAA0587 NAP11128 Homo sapiens (Human) 1.00 1.01 1.13 0.79 1.40 1.06 1.06 0.97 1.14 1.16 0.95 1.30 1.03 1.11 1.13 1.21 1.27 1.10 1.11 1.15 1.02

1.23 1.01 0.98 2.18 0.46 2.19 0.60 0.06 1.73 0.35 1.03 1.06 0.58 1.44 0.73 1.52 0.91 0.74 2.73 0.33 2.50 2.03 0.04 1.87 1.09 3.80 P02652 APOA2_HUMANreviewed Apolipoprotein A-II (Apo-AII) (ApoA-II) (Apolipoprotein A2) [Cleaved into: Truncated apolipoprotein A-II (Apolipoprotein A-II(1-76))]APOA2 100 Homo sapiens (Human) 0.31 0.32 0.44 0.77 0.48 0.62 2.20 2.17 0.90 0.91 1.41 1.12 0.49 1.60 2.03 0.60 0.56 1.01 0.60 1.06 2.03

0.91 2.34 0.00 1.27 1.85 2.96 1.06 0.64 1.33 0.80 1.41 1.42 0.00 1.14 1.24 1.63 1.02 0.89 1.31 0.78 1.33 2.00 0.00 1.23 1.62 2.47 P31146 COR1A_HUMANreviewed Coronin-1A (Coronin-like protein A) (Clipin-A) (Coronin-like protein p57) (Tryptophan aspartate-containing coat protein) (TACO)CORO1A CORO1 461 Homo sapiens (Human) 0.56 0.51 0.67 0.66 1.06 0.71 0.80 1.12 0.88 1.02 1.11 0.94 0.84 1.28 1.10 0.58 1.04 2.34 1.06 1.42 2.00

1.30 0.80 0.21 1.48 0.54 1.18 1.00 0.99 1.20 0.83 1.20 1.10 0.37 1.27 0.87 1.40 1.32 0.44 2.25 0.59 2.98 0.87 0.74 2.60 0.34 2.26 O95833 CLIC3_HUMAN reviewed Chloride intracellular channel protein 3CLIC3 236 Homo sapiens (Human) 1.08 1.24 1.72 0.65 1.07 1.12 1.49 0.80 1.04 1.32 1.18 0.96 1.46 0.95 0.79 1.24 0.92 0.80 1.00 1.10 0.87

0.88 0.95 0.54 1.19 0.80 1.13 0.94 0.39 1.17 0.80 1.10 1.59 0.00 1.15 1.39 1.83 1.08 0.31 1.18 0.92 1.27 2.53 0.00 1.25 2.03 3.15 P18428 LBP_HUMAN reviewed Lipopolysaccharide-binding protein (LBP)LBP 481 Homo sapiens (Human) 0.61 0.32 0.21 0.32 0.70 0.58 1.50 1.33 0.89 1.08 2.15 1.77 0.44 1.53 2.90 0.49 0.59 0.95 0.94 1.59 2.53

0.91 0.59 0.01 1.31 0.45 0.77 0.37 0.00 1.60 0.23 0.60 0.40 0.00 1.49 0.27 0.59 0.47 0.05 2.10 0.22 0.99 0.76 0.02 1.21 0.63 0.92 P25789 PSA4_HUMAN reviewed Proteasome subunit alpha type-4 (EC 3.4.25.1) (Macropain subunit C9) (Multicatalytic endopeptidase complex subunit C9) (Proteasome component C9) (Proteasome subunit L)PSMA4 HC9 PSC9 261 Homo sapiens (Human) 0.52 2.00 0.46 2.73 1.94 0.75 0.47 0.57 0.62 0.47 0.70 0.60 0.75 0.63 0.63 0.62 0.55 0.59 0.37 0.40 0.76

2.37 0.76 0.04 1.29 0.59 0.99 1.39 0.03 1.32 1.05 1.83 1.47 0.05 1.47 1.00 2.17 1.24 0.33 1.72 0.72 2.14 1.08 0.34 1.21 0.89 1.30 P01920 DQB1_HUMAN reviewed HLA class II histocompatibility antigen, DQ beta 1 chain (MHC class II antigen DQB1)HLA-DQB1 HLA-DQB 261 Homo sapiens (Human) 0.78 0.97 1.36 0.62 0.82 1.65 0.57 1.62 1.59 1.24 1.00 1.49 0.86 0.92 1.67 1.29 0.77 0.76 1.39 1.47 1.08

1.33 1.10 0.66 1.90 0.58 2.10 0.92 0.41 1.30 0.71 1.20 0.95 0.53 1.29 0.74 1.22 0.79 0.26 1.73 0.46 1.36 1.25 0.31 1.79 0.70 2.25 P59998 ARPC4_HUMANreviewed Actin-related protein 2/3 complex subunit 4 (Arp2/3 complex 20 kDa subunit) (p20-ARC)ARPC4 ARC20 168 Homo sapiens (Human) 0.86 1.11 0.86 2.05 1.35 1.04 0.64 0.78 0.77 0.79 0.84 0.79 1.00 0.82 0.66 0.90 0.77 1.10 0.92 0.95 1.25

1.43 0.68 0.01 1.28 0.53 0.87 0.57 0.00 1.24 0.46 0.70 0.60 0.01 1.38 0.44 0.83 0.70 0.00 1.19 0.59 0.83 0.91 0.41 1.32 0.69 1.20 Q99460 PSMD1_HUMANreviewed 26S proteasome non-ATPase regulatory subunit 1 (26S proteasome regulatory subunit RPN2) (26S proteasome regulatory subunit S1) (26S proteasome subunit p112)PSMD1 953 Homo sapiens (Human) 0.84 1.24 0.58 2.51 1.47 1.15 0.90 0.80 0.66 0.70 1.12 0.97 0.83 0.91 0.78 0.77 0.81 0.68 0.57 0.60 0.91

1.62 0.72 0.01 1.22 0.59 0.88 0.64 0.01 1.33 0.48 0.85 0.78 0.03 1.23 0.64 0.96 0.83 0.21 1.39 0.59 1.15 0.70 0.01 1.27 0.56 0.89 P04792 HSPB1_HUMANreviewed Heat shock protein beta-1 (HspB1) (28 kDa heat shock protein) (Estrogen-regulated 24 kDa protein) (Heat shock 27 kDa protein) (HSP 27) (Stress-responsive protein 27) (SRP27)HSPB1 HSP27 HSP28 205 Homo sapiens (Human) 0.98 0.76 1.07 2.04 1.10 1.23 1.26 0.90 1.01 0.83 1.03 1.21 0.85 1.05 0.92 0.87 0.93 0.72 0.64 0.78 0.70

1.48 1.35 0.15 1.65 0.82 2.22 0.64 0.14 2.06 0.31 1.31 0.75 0.12 1.53 0.49 1.14 0.85 0.32 1.53 0.56 1.31 1.11 0.25 1.26 0.88 1.40 Q02543 RL18A_HUMANreviewed 60S ribosomal protein L18aRPL18A 176 Homo sapiens (Human) 0.62 0.80 0.67 2.57 1.42 1.18 0.61 1.01 0.72 0.85 0.67 0.72 0.66 0.74 0.69 0.90 0.91 1.35 0.64 0.75 1.11

1.19 1.12 0.24 1.25 0.90 1.40 1.13 0.31 1.33 0.85 1.50 1.15 0.08 1.18 0.98 1.35 0.98 0.84 1.23 0.80 1.21 0.92 0.25 1.17 0.78 1.08 P09543 CN37_HUMAN reviewed 2',3'-cyclic-nucleotide 3'-phosphodiesterase (CNP) (CNPase) (EC 3.1.4.37)CNP 421 Homo sapiens (Human) 1.06 1.17 1.09 0.93 1.03 0.93 1.00 1.02 1.07 0.98 0.98 1.00 1.08 0.98 0.98 1.19 1.18 1.12 1.13 1.15 0.92

2.30 1.03 0.80 1.34 0.77 1.39 0.72 0.15 1.63 0.44 1.18 0.85 0.07 1.20 0.71 1.02 0.95 0.47 1.20 0.79 1.14 1.32 0.04 1.29 1.02 1.70 P13798 ACPH_HUMAN reviewed Acylamino-acid-releasing enzyme (AARE) (EC 3.4.19.1) (Acyl-peptide hydrolase) (APH) (Acylaminoacyl-peptidase) (Oxidized protein hydrolase) (OPH)APEH D3F15S2 D3S48E DNF15S2732 Homo sapiens (Human) 1.03 1.65 0.81 1.54 1.20 1.60 0.73 0.83 0.77 0.95 0.76 0.88 0.93 1.02 0.60 0.69 1.10 1.03 0.72 0.85 1.32

0.95 1.04 0.61 1.18 0.87 1.23 1.05 0.52 1.22 0.87 1.28 0.99 0.95 1.30 0.76 1.29 0.89 0.11 1.17 0.76 1.04 1.08 0.40 1.25 0.87 1.35 Q15907 RB11B_HUMANreviewed Ras-related protein Rab-11B (GTP-binding protein YPT3)RAB11B YPT3 218 Homo sapiens (Human) 1.18 1.20 1.13 1.16 1.37 0.80 0.91 0.96 0.97 0.89 0.94 0.80 1.01 0.87 0.85 1.01 1.05 1.04 1.05 0.99 1.08

1.57 0.97 0.89 2.07 0.47 2.00 1.01 0.94 1.30 0.77 1.31 0.80 0.08 1.30 0.61 1.05 0.81 0.19 1.48 0.55 1.20 0.85 0.14 1.30 0.65 1.10 O75340 PDCD6_HUMANreviewed Programmed cell death protein 6 (Apoptosis-linked gene 2 protein) (Probable calcium-binding protein ALG-2)PDCD6 ALG2 191 Homo sapiens (Human) 1.07 1.53 0.86 0.94 1.24 1.20 1.27 0.97 0.78 0.81 1.02 1.02 1.25 0.86 0.81 0.97 1.06 0.97 1.01 0.80 0.85

1.12 1.07 0.85 3.08 0.35 3.30 1.00 1.00 1.54 0.65 1.54 1.33 0.23 1.82 0.73 2.42 1.50 0.17 2.04 0.73 3.06 1.68 0.19 2.64 0.63 4.44 P02654 APOC1_HUMANreviewed Apolipoprotein C-I (Apolipoprotein C1) [Cleaved into: Truncated apolipoprotein C-I]APOC1 83 Homo sapiens (Human) 0.55 0.97 0.36 1.41 0.86 0.87 1.75 1.74 1.23 1.50 0.76 1.13 1.11 1.46 2.21 0.60 0.77 1.07 1.00 1.33 1.68

1.20 0.98 0.88 1.50 0.65 1.46 1.00 0.99 1.25 0.80 1.25 1.01 0.91 1.31 0.77 1.32 0.80 0.09 1.32 0.61 1.05 1.14 0.19 1.25 0.91 1.44 O15144 ARPC2_HUMANreviewed Actin-related protein 2/3 complex subunit 2 (Arp2/3 complex 34 kDa subunit) (p34-ARC)ARPC2 ARC34 PRO2446 300 Homo sapiens (Human) 0.72 0.98 0.79 1.59 1.13 1.01 0.74 0.87 0.96 0.80 0.94 0.91 0.96 0.93 0.90 0.91 0.82 0.98 1.00 1.01 1.14

0.88 0.57 0.01 1.32 0.43 0.75 1.24 0.05 1.26 0.99 1.56 1.03 0.69 1.25 0.82 1.29 0.75 0.03 1.25 0.60 0.94 0.80 0.05 1.25 0.64 1.00 O43633 CHM2A_HUMANreviewed Charged multivesicular body protein 2a (Chromatin-modifying protein 2a) (CHMP2a) (Putative breast adenocarcinoma marker BC-2) (Vacuolar protein sorting-associated protein 2-1) (Vps2-1) (hVps2-1)CHMP2A BC2 CHMP2 222 Homo sapiens (Human) 1.85 1.52 2.37 1.42 0.83 0.65 1.05 0.52 1.10 0.75 1.27 0.65 0.79 0.80 0.76 1.13 0.70 0.57 1.24 1.03 0.80

1.46 1.22 0.14 1.44 0.85 1.76 1.12 0.32 1.44 0.78 1.61 1.19 0.17 1.44 0.83 1.71 0.96 0.71 1.51 0.64 1.45 1.14 0.25 1.44 0.80 1.64 P47756 CAPZB_HUMANreviewed F-actin-capping protein subunit beta (CapZ beta)CAPZB 277 Homo sapiens (Human) 0.95 1.03 0.85 1.37 0.98 1.01 0.84 0.95 0.81 0.96 0.84 0.93 1.02 1.00 0.68 0.82 0.93 1.22 1.12 1.19 1.14

0.69 0.65 0.06 1.58 0.41 1.03 0.94 0.59 1.30 0.73 1.22 1.14 0.14 1.21 0.94 1.38 0.77 0.18 1.52 0.51 1.17 0.78 0.07 1.33 0.58 1.03 Q9HBH0 RHOF_HUMAN reviewed Rho-related GTP-binding protein RhoF (Rho family GTPase Rif) (Rho in filopodia)RHOF ARHF RIF 211 Homo sapiens (Human) 1.67 1.66 2.38 1.29 0.76 0.56 1.01 0.48 1.07 0.77 0.96 0.57 0.64 0.94 0.99 1.13 0.76 0.65 0.94 1.14 0.78

1.30 0.97 0.81 1.38 0.71 1.34 0.69 0.02 1.31 0.53 0.90 0.78 0.15 1.49 0.53 1.17 0.91 0.51 1.46 0.62 1.34 1.00 0.98 1.36 0.74 1.37 O00232 PSD12_HUMANreviewed 26S proteasome non-ATPase regulatory subunit 12 (26S proteasome regulatory subunit RPN5) (26S proteasome regulatory subunit p55)PSMD12 456 Homo sapiens (Human) 0.95 1.32 0.66 1.83 1.32 0.95 0.76 0.69 0.72 0.91 1.13 0.66 0.90 0.85 1.06 0.86 0.77 0.97 0.69 0.78 1.00

1.41 1.20 0.10 1.28 0.94 1.54 0.99 0.92 1.46 0.68 1.44 1.47 0.13 1.78 0.82 2.62 0.99 0.97 1.67 0.59 1.66 1.68 0.02 1.47 1.15 2.46 P07360 CO8G_HUMAN reviewed Complement component C8 gamma chainC8G 202 Homo sapiens (Human) 0.54 0.54 0.55 0.40 0.60 1.08 1.53 1.58 1.26 0.99 2.35 1.41 0.76 1.40 3.29 0.64 0.90 1.20 0.99 1.47 1.68

2.02 2.60 0.07 3.90 0.67 10.15 0.88 0.45 3.87 0.23 3.42 1.60 0.14 3.88 0.41 6.19 1.00 0.98 3.90 0.26 3.91 1.90 0.11 3.90 0.49 7.41 P15153 RAC2_HUMAN reviewed Ras-related C3 botulinum toxin substrate 2 (GX) (Small G protein) (p21-Rac2)RAC2 192 Homo sapiens (Human) 0.40 0.69 0.74 1.59 1.19 0.52 0.68 1.14 0.89 1.00 0.87 0.71 0.57 1.04 0.98 0.63 0.98 2.60 0.88 1.60 1.90

2.82 0.65 0.12 2.04 0.32 1.33 1.01 0.98 3.00 0.34 3.01 0.89 0.78 4.64 0.19 4.13 0.64 0.08 1.83 0.35 1.16 0.63 0.04 1.51 0.42 0.94 P40199 CEAM6_HUMANreviewed Carcinoembryonic antigen-related cell adhesion molecule 6 (Non-specific crossreacting antigen) (Normal cross-reacting antigen) (CD antigen CD66c)CEACAM6 NCA 344 Homo sapiens (Human) 1.77 2.35 2.40 1.15 0.90 0.82 1.08 0.57 1.21 0.64 1.21 0.55 0.75 0.89 1.05 1.08 0.79 0.65 1.01 0.89 0.63

1.30 0.89 0.43 1.42 0.63 1.28 0.68 0.00 1.21 0.56 0.82 0.85 0.08 1.21 0.71 1.03 0.85 0.08 1.21 0.71 1.03 1.00 0.96 1.21 0.82 1.20 P43686 PRS6B_HUMANreviewed 26S protease regulatory subunit 6B (26S proteasome AAA-ATPase subunit RPT3) (MB67-interacting protein) (MIP224) (Proteasome 26S subunit ATPase 4) (Tat-binding protein 7) (TBP-7)PSMC4 MIP224 TBP7 418 Homo sapiens (Human) 0.86 1.17 0.68 2.17 1.19 1.06 0.62 0.68 0.87 0.85 0.80 0.74 0.80 0.78 0.94 0.88 0.91 0.89 0.68 0.85 1.00

2.77 0.87 0.45 1.90 0.46 1.65 0.53 0.12 2.78 0.19 1.48 0.67 0.14 2.09 0.32 1.40 0.77 0.40 2.90 0.27 2.23 0.99 0.92 1.64 0.60 1.62 P62195 PRS8_HUMAN reviewed 26S protease regulatory subunit 8 (26S proteasome AAA-ATPase subunit RPT6) (Proteasome 26S subunit ATPase 5) (Proteasome subunit p45) (Thyroid hormone receptor-interacting protein 1) (TRIP1) (p45/SUG)PSMC5 SUG1 406 Homo sapiens (Human) 0.84 1.13 0.69 1.91 1.81 1.08 0.59 0.71 0.66 0.77 0.93 0.84 0.91 0.74 0.91 0.86 0.83 0.87 0.53 0.67 0.99

1.31 0.62 0.20 2.93 0.21 1.82 0.51 0.09 2.53 0.20 1.28 0.59 0.15 2.78 0.21 1.63 0.65 0.23 3.05 0.21 1.97 0.93 0.69 2.02 0.46 1.87 Q07020 RL18_HUMAN reviewed 60S ribosomal protein L18RPL18 188 Homo sapiens (Human) 0.57 0.69 0.87 2.41 1.37 0.89 0.68 0.86 0.68 0.65 0.63 0.74 0.73 0.71 0.54 0.84 0.95 0.62 0.51 0.59 0.93

0.83 0.56 0.00 1.31 0.43 0.73 1.31 0.02 1.21 1.08 1.58 1.05 0.50 1.21 0.87 1.27 0.66 0.00 1.21 0.54 0.79 0.80 0.03 1.21 0.66 0.97 Q4VNC1 AT134_HUMANreviewed Probable cation-transporting ATPase 13A4 (EC 3.6.3.-) (P5-ATPase isoform 4)ATP13A4 UNQ3052/PRO98711196 Homo sapiens (Human) 1.04 1.62 1.72 1.37 0.90 0.67 1.16 0.68 0.92 0.66 1.12 0.88 0.58 0.92 0.95 1.08 0.86 0.56 1.31 1.05 0.80

1.17 1.02 0.78 1.27 0.81 1.30 1.11 0.27 1.27 0.87 1.40 1.52 0.01 1.27 1.20 1.93 0.84 0.32 1.62 0.52 1.35 0.89 0.33 1.37 0.65 1.22 Q92485 ASM3B_HUMANreviewed Acid sphingomyelinase-like phosphodiesterase 3b (ASM-like phosphodiesterase 3b) (EC 3.1.4.-)SMPDL3B ASML3B 455 Homo sapiens (Human) 1.46 1.29 1.66 1.01 0.82 0.92 1.26 0.88 0.97 0.84 1.48 0.77 0.80 0.75 1.00 1.28 1.09 1.02 1.11 1.52 0.89

1.64 1.03 0.92 3.28 0.31 3.38 0.85 0.49 2.33 0.37 1.98 0.93 0.77 2.46 0.38 2.30 0.73 0.08 1.51 0.48 1.10 1.10 0.81 4.41 0.25 4.84 P18085 ARF4_HUMAN reviewed ADP-ribosylation factor 4ARF4 ARF2 180 Homo sapiens (Human) 1.19 1.16 1.19 1.13 1.03 0.71 1.06 1.11 0.91 0.73 0.74 1.16 1.24 1.42 0.86 1.20 1.40 1.03 0.85 0.93 1.10

1.50 1.15 0.29 1.42 0.81 1.63 1.08 0.40 1.26 0.85 1.36 1.20 0.14 1.33 0.90 1.60 1.13 0.37 1.45 0.78 1.64 0.98 0.90 1.43 0.69 1.40 P50570 DYN2_HUMAN reviewed Dynamin-2 (EC 3.6.5.5)DNM2 DYN2 870 Homo sapiens (Human) 1.16 0.71 0.93 0.96 1.06 1.16 0.95 1.02 1.12 1.13 1.15 0.99 1.10 0.98 1.24 1.11 1.08 1.15 1.08 1.20 0.98

3.12 1.01 0.91 1.62 0.63 1.64 0.79 0.53 3.92 0.20 3.08 0.77 0.43 3.18 0.24 2.44 1.25 0.62 5.38 0.23 6.75 0.77 0.33 2.34 0.33 1.81 Q01082 SPTB2_HUMANreviewed Spectrin beta chain, non-erythrocytic 1 (Beta-II spectrin) (Fodrin beta chain) (Spectrin, non-erythroid beta chain 1)SPTBN1 SPTB2 2364 Homo sapiens (Human) 0.99 1.63 1.07 1.17 1.70 1.19 0.83 0.84 0.95 1.25 0.88 0.91 0.76 0.79 0.84 0.93 1.14 1.01 0.79 0.77 0.77

1.02 0.43 0.03 1.86 0.23 0.80 1.18 0.21 1.47 0.80 1.73 0.89 0.31 1.47 0.60 1.30 0.67 0.21 2.59 0.26 1.74 0.87 0.48 1.96 0.45 1.72 Q03135 CAV1_HUMAN reviewed Caveolin-1 CAV1 CAV 178 Homo sapiens (Human) 1.23 2.12 2.62 1.64 1.01 0.69 0.84 0.35 0.86 0.67 0.83 0.40 0.56 0.58 0.80 1.20 0.66 0.43 1.18 0.89 0.87

1.51 0.55 0.04 1.75 0.31 0.96 0.87 0.35 1.49 0.59 1.30 0.62 0.01 1.33 0.47 0.83 0.91 0.38 1.35 0.67 1.23 0.86 0.29 1.44 0.60 1.25 Q13510 ASAH1_HUMANreviewed Acid ceramidase (AC) (ACDase) (Acid CDase) (EC 3.5.1.23) (Acylsphingosine deacylase) (N-acylsphingosine amidohydrolase) (Putative 32 kDa heart protein) (PHP32) [Cleaved into: Acid ceramidase subunit alpha; Acid ceramidase subunit beta]ASAH1 ASAH HSD-33 HSD33395 Homo sapiens (Human) 0.98 1.03 0.76 2.28 1.28 1.15 0.62 0.77 0.74 0.91 0.57 0.78 1.50 0.60 0.63 0.65 0.66 0.55 0.87 0.62 0.86

203.32 0.61 0.21 8.78 0.07 5.33 0.87 0.77 120.12 0.01 104.07 0.92 0.87 231.91 0.00 212.66 1.02 0.98 1658.15 0.00 1690.38 0.65 0.53 471.09 0.00 304.19 Q7L7X3 TAOK1_HUMANreviewed Serine/threonine-protein kinase TAO1 (EC 2.7.11.1) (Kinase from chicken homolog B) (hKFC-B) (MARK Kinase) (MARKK) (Prostate-derived sterile 20-like kinase 2) (PSK-2) (PSK2) (Prostate-derived STE20-like kinase 2) (Thousand and one amino acid protein kinase 1) (TAOK1) (hTAOK1)TAOK1 KIAA1361 MAP3K16 MARKK1001 Homo sapiens (Human) 1.35 1.27 1.42 0.94 1.06 0.89 1.25 0.83 1.08 1.02 1.04 0.93 1.30 0.85 1.05 1.24 1.03 0.61 0.87 0.92 0.65

277.22 2.00 0.41 683.79 0.00 1370.63 0.93 0.61 3.51 0.27 3.28 1.04 0.78 3.51 0.30 3.64 0.73 0.52 63.48 0.01 46.65 1.31 0.22 3.51 0.37 4.60 O00764 PDXK_HUMAN reviewed Pyridoxal kinase (EC 2.7.1.35) (Pyridoxine kinase)PDXK C21orf124 C21orf97 PKH PNK PRED79312 Homo sapiens (Human) 1.39 0.71 1.16 0.72 1.15 0.60 1.08 1.07 1.02 0.73 0.89 1.41 1.15 1.19 0.85 0.94 1.05 2.00 0.93 1.04 1.31

1.35 1.19 0.15 1.31 0.91 1.56 1.02 0.90 1.36 0.75 1.38 1.01 0.95 1.73 0.58 1.76 1.21 0.49 2.01 0.60 2.44 1.09 0.50 1.38 0.79 1.51 O43747 AP1G1_HUMANreviewed AP-1 complex subunit gamma-1 (Adapter-related protein complex 1 subunit gamma-1) (Adaptor protein complex AP-1 subunit gamma-1) (Clathrin assembly protein complex 1 gamma-1 large chain) (Gamma1-adaptin) (Golgi adaptor HA1/AP1 adaptin subunit gamma-1)AP1G1 ADTG CLAPG1 822 Homo sapiens (Human) 0.85 0.76 0.89 1.09 1.11 1.00 1.15 1.04 1.03 1.21 1.08 0.97 1.06 0.82 1.26 1.28 1.14 1.19 1.02 1.01 1.09

1.24 1.28 0.03 1.23 1.04 1.57 1.09 0.31 1.23 0.89 1.35 1.38 0.02 1.26 1.09 1.74 1.22 0.36 1.72 0.71 2.10 1.59 0.00 1.23 1.29 1.97 P13671 CO6_HUMAN reviewed Complement component C6C6 934 Homo sapiens (Human) 0.43 0.69 0.52 0.33 0.73 0.96 1.70 1.41 0.91 1.22 2.25 1.76 0.81 1.56 2.31 0.70 0.69 1.28 1.09 1.38 1.59

2.00 1.12 0.53 1.68 0.67 1.89 1.07 0.62 1.44 0.74 1.54 1.20 0.13 1.33 0.90 1.60 1.40 0.40 2.96 0.47 4.13 2.00 0.13 2.90 0.69 5.81 P42224 STAT1_HUMANreviewed Signal transducer and activator of transcription 1-alpha/beta (Transcription factor ISGF-3 components p91/p84)STAT1 750 Homo sapiens (Human) 0.80 0.64 0.69 0.71 0.78 0.99 1.05 1.13 0.97 1.40 1.98 1.09 0.98 1.32 1.21 0.89 1.05 1.12 1.07 1.20 2.00

1.65 1.15 0.23 1.42 0.81 1.64 1.25 0.36 2.27 0.55 2.85 1.24 0.43 2.58 0.48 3.20 1.34 0.37 3.06 0.44 4.12 0.83 0.52 2.90 0.28 2.40 P60033 CD81_HUMAN reviewed CD81 antigen (26 kDa cell surface protein TAPA-1) (Target of the antiproliferative antibody 1) (Tetraspanin-28) (Tspan-28) (CD antigen CD81)CD81 TAPA1 TSPAN28 236 Homo sapiens (Human) 1.16 1.72 1.59 0.93 0.77 1.01 1.33 1.13 1.55 1.34 1.23 1.12 1.10 0.99 1.19 1.20 1.01 1.15 1.25 1.24 0.83

0.95 0.83 0.65 3.26 0.25 2.70 1.30 0.04 1.28 1.02 1.67 1.05 0.70 1.42 0.74 1.49 0.77 0.12 1.47 0.52 1.13 0.83 0.38 1.76 0.47 1.47 Q8IX04 UEVLD_HUMANreviewed Ubiquitin-conjugating enzyme E2 variant 3 (UEV-3) (EV and lactate/malate dehydrogenase domain-containing protein)UEVLD UEV3 471 Homo sapiens (Human) 2.11 1.43 2.62 1.27 0.80 0.60 1.06 0.57 1.17 0.77 0.92 0.54 0.66 0.90 0.76 1.00 0.87 0.83 1.30 1.05 0.83

0.94 1.01 0.90 1.29 0.78 1.31 1.02 0.84 1.29 0.79 1.32 0.77 0.19 1.64 0.47 1.26 0.91 0.31 1.29 0.70 1.17 0.85 0.16 1.32 0.64 1.12 Q96FN4 CPNE2_HUMANreviewed Copine-2 (Copine II)CPNE2 548 Homo sapiens (Human) 1.50 1.52 1.05 0.97 0.95 0.73 1.12 0.95 1.10 0.91 0.94 1.28 1.08 1.22 0.59 1.06 1.28 1.01 1.02 0.77 0.85

3.51 0.81 0.71 242.40 0.00 196.89 1.36 0.20 3.51 0.39 4.78 0.98 0.89 3.52 0.28 3.46 1.16 0.38 3.52 0.33 4.07 0.75 0.68 838.94 0.00 629.54 Q9Y376 CAB39_HUMANreviewed Calcium-binding protein 39 (MO25alpha) (Protein Mo25)CAB39 MO25 CGI-66 341 Homo sapiens (Human) 1.47 1.11 1.30 0.92 1.32 1.00 1.17 1.04 1.05 1.16 1.00 0.79 1.31 0.98 1.00 1.20 1.11 0.81 1.36 0.98 0.75

86.17 0.68 0.18 4.18 0.16 2.86 0.60 0.22 10.20 0.06 6.17 1.08 0.57 3.53 0.31 3.82 0.93 0.58 3.54 0.26 3.28 0.52 0.66 1246498.75 0.00 642507.19 P40394 ADH7_HUMAN reviewed Alcohol dehydrogenase class 4 mu/sigma chain (EC 1.1.1.1) (Alcohol dehydrogenase class IV mu/sigma chain) (Gastric alcohol dehydrogenase) (Retinol dehydrogenase)ADH7 386 Homo sapiens (Human) 1.00 0.42 1.02 0.63 0.72 2.81 0.55 2.05 0.90 0.93 0.72 1.47 1.80 1.06 1.41 0.90 1.15 0.68 0.60 1.08 0.52

1.52 1.05 0.85 2.90 0.36 3.05 1.01 0.93 1.46 0.69 1.47 1.00 0.97 1.47 0.68 1.46 1.21 0.47 2.55 0.48 3.10 0.86 0.38 1.82 0.47 1.56 Q92608 DOCK2_HUMANreviewed Dedicator of cytokinesis protein 2DOCK2 KIAA0209 1830 Homo sapiens (Human) 0.62 0.84 0.80 1.59 0.85 0.87 0.88 0.97 0.88 1.21 1.11 0.87 1.01 0.95 0.98 0.82 0.75 1.05 1.01 1.00 0.86

1.30 1.05 0.78 1.59 0.66 1.67 1.10 0.26 1.25 0.88 1.38 1.08 0.47 1.34 0.80 1.45 1.15 0.17 1.28 0.90 1.47 1.03 0.84 1.46 0.70 1.50 Q9H9H4 VP37B_HUMANreviewed Vacuolar protein sorting-associated protein 37B (hVps37B) (ESCRT-I complex subunit VPS37B)VPS37B 285 Homo sapiens (Human) 1.40 1.38 1.59 0.95 1.07 0.88 1.16 0.76 0.99 1.15 1.15 0.86 1.07 0.96 1.05 1.04 0.83 1.05 1.10 1.08 1.03

39.96 1.21 0.30 3.52 0.34 4.27 1.18 0.35 3.52 0.33 4.14 1.27 0.25 3.52 0.36 4.47 1.15 0.39 3.51 0.33 4.05 0.70 0.47 64.36 0.01 44.79 Q9UHR4 BI2L1_HUMAN reviewed Brain-specific angiogenesis inhibitor 1-associated protein 2-like protein 1 (BAI1-associated protein 2-like protein 1) (Insulin receptor tyrosine kinase substrate)BAIAP2L1 IRTKS 511 Homo sapiens (Human) 1.01 1.13 1.10 0.84 1.15 0.90 0.97 1.17 1.20 1.15 0.81 0.88 1.02 1.32 0.85 1.25 1.24 1.21 1.18 1.27 0.70

6.30 0.87 0.39 3.59 0.24 3.10 1.52 0.36 29.08 0.05 44.31 1.03 0.91 20.60 0.05 21.27 1.42 0.18 3.62 0.39 5.15 1.65 0.33 38.87 0.04 63.95 P01708 LV205_HUMANreviewed Ig lambda chain V-II region BUR 109 Homo sapiens (Human) 0.52 0.61 1.35 0.58 0.49 1.53 1.74 1.32 2.84 1.42 1.41 1.52 0.66 1.45 2.11 0.57 0.83 0.87 1.52 1.03 1.65

1.30 0.93 0.55 1.58 0.59 1.46 1.12 0.30 1.42 0.79 1.59 1.11 0.34 1.42 0.78 1.57 0.90 0.33 1.43 0.63 1.28 1.03 0.82 1.65 0.62 1.71 Q9BUL8 PDC10_HUMANreviewed Programmed cell death protein 10 (Cerebral cavernous malformations 3 protein) (TF-1 cell apoptosis-related protein 15)PDCD10 CCM3 TFAR15 212 Homo sapiens (Human) 1.11 1.06 1.20 0.90 1.20 0.92 1.12 0.90 0.97 0.90 1.09 0.75 1.25 0.81 0.73 1.01 1.01 0.93 1.12 1.11 1.03

1.60 0.73 0.01 1.22 0.60 0.89 0.60 0.00 1.24 0.48 0.74 0.56 0.00 1.18 0.48 0.66 0.78 0.25 1.65 0.47 1.28 0.82 0.02 1.18 0.69 0.96 P46781 RS9_HUMAN reviewed 40S ribosomal protein S9RPS9 194 Homo sapiens (Human) 0.60 0.76 0.62 2.65 1.47 1.19 0.71 1.14 0.66 0.78 0.64 0.75 0.90 0.78 0.52 1.00 1.02 0.73 0.60 0.56 0.82

0.89 1.16 0.22 1.33 0.88 1.54 0.67 0.03 1.41 0.47 0.94 1.71 0.00 1.23 1.39 2.11 1.42 0.01 1.23 1.16 1.75 2.19 0.00 1.23 1.78 2.69 P27169 PON1_HUMAN reviewed Serum paraoxonase/arylesterase 1 (PON 1) (EC 3.1.1.2) (EC 3.1.1.81) (EC 3.1.8.1) (Aromatic esterase 1) (A-esterase 1) (K-45) (Serum aryldialkylphosphatase 1)PON1 PON 355 Homo sapiens (Human) 0.35 0.44 0.43 0.66 0.58 0.53 2.12 1.71 0.84 1.42 1.52 1.22 0.83 2.09 4.58 0.67 0.67 1.16 0.67 1.71 2.19

0.92 0.86 0.35 1.44 0.60 1.25 0.49 0.03 1.83 0.27 0.89 0.49 0.01 1.50 0.33 0.73 0.52 0.01 1.50 0.35 0.79 0.87 0.50 1.62 0.54 1.41 P49720 PSB3_HUMAN reviewed Proteasome subunit beta type-3 (EC 3.4.25.1) (Proteasome chain 13) (Proteasome component C10-II) (Proteasome theta chain)PSMB3 205 Homo sapiens (Human) 0.56 1.91 0.65 2.13 2.02 0.60 0.46 0.61 0.81 0.52 0.89 0.80 0.79 0.73 1.09 0.69 0.77 0.86 0.49 0.49 0.87

1.42 1.75 0.02 1.43 1.22 2.49 0.52 0.32 5.73 0.09 2.97 1.17 0.18 1.33 0.88 1.56 0.83 0.20 1.44 0.58 1.20 1.25 0.15 1.45 0.87 1.81 Q9NP55 BPIA1_HUMANreviewed BPI fold-containing family A member 1 (Lung-specific protein X) (Nasopharyngeal carcinoma-related protein) (Palate lung and nasal epithelium clone protein) (Secretory protein in upper respiratory tracts) (Tracheal epithelium-enriched protein) (Von Ebner protein Hl)BPIFA1 LUNX NASG PLUNC SPURT UNQ787/PRO1606256 Homo sapiens (Human) 0.62 0.55 0.71 0.93 2.13 0.31 0.60 1.27 2.11 0.83 0.81 0.87 1.51 0.60 0.49 0.27 1.06 1.75 0.52 1.17 1.25

1.13 0.94 0.45 1.19 0.79 1.12 0.81 0.07 1.27 0.64 1.03 0.86 0.09 1.20 0.71 1.03 0.77 0.01 1.18 0.66 0.91 1.00 0.94 1.17 0.86 1.18 O00231 PSD11_HUMANreviewed 26S proteasome non-ATPase regulatory subunit 11 (26S proteasome regulatory subunit RPN6) (26S proteasome regulatory subunit S9) (26S proteasome regulatory subunit p44.5)PSMD11 422 Homo sapiens (Human) 0.96 1.20 0.72 1.80 1.36 0.97 0.72 0.75 0.80 0.77 0.76 0.89 0.94 0.81 0.71 0.87 1.02 0.94 0.81 0.86 1.00

1.37 1.03 0.78 1.26 0.81 1.30 1.20 0.01 1.14 1.06 1.36 1.48 0.00 1.17 1.26 1.73 1.30 0.03 1.26 1.03 1.63 0.93 0.42 1.23 0.76 1.14 P20701 ITAL_HUMAN reviewed Integrin alpha-L (CD11 antigen-like family member A) (Leukocyte adhesion glycoprotein LFA-1 alpha chain) (LFA-1A) (Leukocyte function-associated molecule 1 alpha chain) (CD antigen CD11a)ITGAL CD11A 1170 Homo sapiens (Human) 0.57 0.87 0.85 0.75 0.83 1.15 1.50 1.83 1.28 1.30 1.03 1.18 1.18 1.04 1.17 0.90 1.15 1.03 1.20 1.48 0.93

1.14 0.90 0.39 1.35 0.67 1.22 0.68 0.03 1.37 0.49 0.93 0.75 0.33 2.03 0.37 1.53 0.69 0.01 1.25 0.55 0.86 1.10 0.79 2.50 0.44 2.75 Q15008 PSMD6_HUMANreviewed 26S proteasome non-ATPase regulatory subunit 6 (26S proteasome regulatory subunit RPN7) (26S proteasome regulatory subunit S10) (Breast cancer-associated protein SGA-113M) (Phosphonoformate immuno-associated protein 4) (Proteasome regulatory particle subunit p44S10) (p42A)PSMD6 KIAA0107 PFAAP4389 Homo sapiens (Human) 0.99 1.40 0.62 2.17 1.53 0.91 0.58 0.76 0.68 0.69 0.88 0.78 0.91 0.74 0.91 0.76 0.80 0.90 0.68 0.75 1.10

1.24 1.12 0.34 1.33 0.85 1.49 1.12 0.17 1.21 0.93 1.35 0.92 0.28 1.19 0.78 1.09 1.31 0.01 1.18 1.11 1.55 1.03 0.66 1.19 0.87 1.23 Q3LXA3 DHAK_HUMAN reviewed Bifunctional ATP-dependent dihydroxyacetone kinase/FAD-AMP lyase (cyclizing) [Includes: ATP-dependent dihydroxyacetone kinase (DHA kinase) (EC 2.7.1.28) (EC 2.7.1.29) (Glycerone kinase) (Triokinase) (Triose kinase); FAD-AMP lyase (cyclizing) (EC 4.6.1.15) (FAD-AMP lyase (cyclic FMN forming)) (FMN cyclase)]DAK 575 Homo sapiens (Human) 1.49 0.71 1.06 0.86 0.87 1.04 1.28 1.16 1.18 1.31 0.88 1.30 1.13 1.25 1.06 1.29 1.33 1.12 1.12 0.92 1.03

1.80 1.64 0.05 1.63 1.00 2.67 1.04 0.61 1.24 0.84 1.29 1.12 0.28 1.29 0.87 1.45 1.02 0.94 1.64 0.62 1.66 1.15 0.65 2.20 0.52 2.54 O00160 MYO1F_HUMANreviewed Unconventional myosin-If (Myosin-Ie)MYO1F 1098 Homo sapiens (Human) 0.65 0.57 0.92 1.09 1.11 1.28 1.04 1.04 0.83 1.02 1.31 0.93 1.25 0.81 1.38 0.98 0.88 1.64 1.04 1.12 1.15

4.53 0.71 0.22 4.73 0.15 3.37 0.73 0.20 3.71 0.20 2.71 0.81 0.30 3.79 0.21 3.08 0.92 0.59 3.72 0.25 3.43 0.66 0.31 17.56 0.04 11.56 O15118 NPC1_HUMAN reviewed Niemann-Pick C1 proteinNPC1 1278 Homo sapiens (Human) 1.00 2.57 2.01 0.94 0.91 1.20 0.99 0.65 1.40 0.92 0.78 0.84 1.56 0.99 0.77 0.99 0.94 0.71 0.73 0.81 0.66

2.64 1.09 0.45 1.49 0.73 1.63 0.77 0.23 1.90 0.41 1.47 0.98 0.83 1.50 0.65 1.46 0.97 0.77 1.49 0.65 1.44 1.45 0.09 1.69 0.86 2.45 P11940 PABP1_HUMANreviewed Polyadenylate-binding protein 1 (PABP-1) (Poly(A)-binding protein 1)PABPC1 PAB1 PABP1 PABPC2636 Homo sapiens (Human) 0.75 0.93 0.87 1.40 0.78 1.76 0.82 1.16 0.97 0.97 1.26 1.01 1.25 1.02 0.95 1.02 1.37 1.09 0.77 0.98 1.45

2.87 0.69 0.15 2.04 0.34 1.40 1.05 0.67 1.49 0.70 1.56 0.88 0.32 1.49 0.59 1.32 1.19 0.49 2.47 0.48 2.95 0.95 0.63 1.53 0.62 1.45 P30085 KCY_HUMAN reviewed UMP-CMP kinase (EC 2.7.4.14) (Deoxycytidylate kinase) (CK) (dCMP kinase) (Nucleoside-diphosphate kinase) (EC 2.7.4.6) (Uridine monophosphate/cytidine monophosphate kinase) (UMP/CMP kinase) (UMP/CMPK)CMPK1 CMK CMPK UCK UMK UMPK196 Homo sapiens (Human) 1.01 0.58 0.94 0.66 1.12 1.23 0.91 1.66 0.89 1.19 0.82 1.22 1.52 1.03 0.77 0.94 1.95 0.69 1.05 0.88 0.95

3.77 1.06 0.65 3.54 0.30 3.76 0.67 0.16 3.53 0.19 2.38 0.82 0.52 15.48 0.05 12.65 0.78 0.44 12.59 0.06 9.86 1.29 0.28 4.69 0.27 6.05 P46782 RS5_HUMAN reviewed 40S ribosomal protein S5 [Cleaved into: 40S ribosomal protein S5, N-terminally processed]RPS5 204 Homo sapiens (Human) 0.59 0.67 0.63 2.29 1.53 1.07 0.62 0.84 0.63 0.78 0.55 0.90 0.93 1.11 0.54 0.85 0.86 1.06 0.67 0.82 1.29

1.16 1.00 0.97 1.35 0.74 1.36 1.05 0.63 1.31 0.80 1.38 1.01 0.91 1.23 0.82 1.24 0.88 0.30 1.34 0.66 1.18 1.07 0.43 1.23 0.87 1.31 P62140 PP1B_HUMAN reviewed Serine/threonine-protein phosphatase PP1-beta catalytic subunit (PP-1B) (PPP1CD) (EC 3.1.3.16) (EC 3.1.3.53)PPP1CB 327 Homo sapiens (Human) 1.04 0.98 1.09 0.97 1.08 0.95 0.93 1.16 0.85 0.88 0.96 0.90 1.08 0.96 1.04 1.29 1.22 1.00 1.05 1.01 1.07

1.43 0.96 0.72 1.45 0.66 1.40 1.28 0.10 1.45 0.88 1.85 1.19 0.27 1.63 0.73 1.94 1.17 0.28 1.57 0.74 1.83 1.13 0.43 1.72 0.66 1.95 Q9Y6E0 STK24_HUMANreviewed Serine/threonine-protein kinase 24 (EC 2.7.11.1) (Mammalian STE20-like protein kinase 3) (MST-3) (STE20-like kinase MST3) [Cleaved into: Serine/threonine-protein kinase 24 36 kDa subunit (Mammalian STE20-like protein kinase 3 N-terminal) (MST3/N); Serine/threonine-protein kinase 24 12 kDa subunit (Mammalian STE20-like protein kinase 3 C-terminal) (MST3/C)]STK24 MST3 STK3 443 Homo sapiens (Human) 1.01 0.96 1.25 0.80 1.13 0.96 1.01 1.12 1.03 1.17 1.16 1.26 1.34 1.02 1.16 1.22 1.08 0.96 1.28 1.19 1.13

1.93 0.94 0.55 1.44 0.65 1.36 1.28 0.11 1.47 0.87 1.88 0.92 0.43 1.44 0.64 1.33 1.12 0.45 1.67 0.67 1.86 0.88 0.39 1.64 0.54 1.45 O14908 GIPC1_HUMANreviewed PDZ domain-containing protein GIPC1 (GAIP C-terminus-interacting protein) (RGS-GAIP-interacting protein) (RGS19-interacting protein 1) (Tax interaction protein 2) (TIP-2)GIPC1 C19orf3 GIPC RGS19IP1333 Homo sapiens (Human) 1.33 1.48 2.01 0.96 1.23 0.98 1.05 0.96 1.12 1.12 1.06 0.95 0.99 1.01 0.77 1.20 1.08 0.94 1.28 0.92 0.88

112.22 1.60 0.33 31.59 0.05 50.48 1.36 0.21 3.73 0.36 5.07 0.99 0.96 4.96 0.20 4.92 1.25 0.50 17.97 0.07 22.48 0.84 0.71 102.36 0.01 85.61 O15484 CAN5_HUMAN reviewed Calpain-5 (EC 3.4.22.-) (Calpain htra-3) (New calpain 3) (nCL-3)CAPN5 NCL3 640 Homo sapiens (Human) 1.10 1.07 0.93 0.85 1.30 0.69 0.71 1.04 0.78 1.25 0.77 1.16 1.37 0.76 0.69 1.10 1.45 1.60 1.36 0.99 0.84

54.72 0.73 0.52 68.26 0.01 49.80 1.40 0.18 3.53 0.40 4.94 1.27 0.25 3.53 0.36 4.47 0.76 0.22 3.53 0.21 2.67 0.74 0.25 4.83 0.15 3.56 O75558 STX11_HUMANreviewed Syntaxin-11 STX11 287 Homo sapiens (Human) 1.34 1.67 1.94 1.07 0.82 0.64 1.02 0.98 1.26 0.76 1.11 0.78 0.73 0.87 1.13 1.06 1.26 0.73 1.40 1.27 0.74

3.42 0.99 0.96 1.63 0.61 1.62 0.80 0.26 1.89 0.42 1.50 0.84 0.37 1.91 0.44 1.61 1.00 0.97 1.56 0.64 1.57 1.14 0.36 1.63 0.70 1.86 P15104 GLNA_HUMAN reviewed Glutamine synthetase (GS) (EC 6.3.1.2) (Glutamate decarboxylase) (EC 4.1.1.15) (Glutamate--ammonia ligase)GLUL GLNS 373 Homo sapiens (Human) 0.71 1.18 1.10 1.46 0.76 1.97 1.03 0.99 1.16 1.00 1.62 0.96 0.81 1.25 1.17 0.97 1.12 0.99 0.80 0.84 1.14

2.49 1.06 0.81 2.41 0.44 2.55 1.09 0.45 1.48 0.74 1.61 1.09 0.46 1.48 0.73 1.61 0.84 0.30 1.72 0.49 1.45 0.77 0.10 1.48 0.52 1.14 Q12913 PTPRJ_HUMANreviewed Receptor-type tyrosine-protein phosphatase eta (Protein-tyrosine phosphatase eta) (R-PTP-eta) (EC 3.1.3.48) (Density-enhanced phosphatase 1) (DEP-1) (HPTP eta) (Protein-tyrosine phosphatase receptor type J) (R-PTP-J) (CD antigen CD148)PTPRJ DEP1 1337 Homo sapiens (Human) 1.75 1.56 1.71 1.21 1.18 0.65 1.08 0.87 1.07 0.84 0.99 0.73 0.86 0.87 0.95 0.95 0.83 1.06 1.09 1.09 0.77

1.92 0.86 0.14 1.28 0.67 1.10 0.92 0.44 1.36 0.67 1.25 0.82 0.08 1.27 0.64 1.04 1.00 1.00 1.60 0.62 1.61 0.88 0.33 1.42 0.62 1.25 Q7Z6Z7 HUWE1_HUMANreviewed E3 ubiquitin-protein ligase HUWE1 (EC 6.3.2.-) (ARF-binding protein 1) (ARF-BP1) (HECT, UBA and WWE domain-containing protein 1) (Homologous to E6AP carboxyl terminus homologous protein 9) (HectH9) (Large structure of UREB1) (LASU1) (Mcl-1 ubiquitin ligase E3) (Mule) (Upstream regulatory element-binding protein 1) (URE-B1) (URE-binding protein 1)HUWE1 KIAA0312 KIAA1578 UREB1 HSPC2724374 Homo sapiens (Human) 0.87 1.46 0.81 1.36 1.05 1.21 1.03 1.02 0.97 1.00 0.96 0.90 1.10 0.90 1.06 0.96 0.95 0.86 0.92 0.82 0.88

1.23 0.89 0.46 1.50 0.59 1.33 0.92 0.53 1.41 0.65 1.30 0.85 0.23 1.37 0.62 1.16 0.89 0.19 1.22 0.73 1.09 0.94 0.60 1.35 0.69 1.27 Q92499 DDX1_HUMAN reviewed ATP-dependent RNA helicase DDX1 (EC 3.6.4.13) (DEAD box protein 1) (DEAD box protein retinoblastoma) (DBP-RB)DDX1 740 Homo sapiens (Human) 0.95 0.59 1.04 1.42 0.99 1.00 0.71 1.43 1.17 0.89 1.15 0.92 0.94 0.75 1.08 1.00 1.07 0.89 0.92 0.85 0.94

1.48 0.95 0.71 1.55 0.61 1.47 1.04 0.67 1.32 0.79 1.38 0.98 0.85 1.27 0.78 1.25 1.11 0.43 1.46 0.76 1.62 1.13 0.21 1.27 0.89 1.43 Q96FW1 OTUB1_HUMANreviewed Ubiquitin thioesterase OTUB1 (EC 3.4.19.12) (Deubiquitinating enzyme OTUB1) (OTU domain-containing ubiquitin aldehyde-binding protein 1) (Otubain-1) (hOTU1) (Ubiquitin-specific-processing protease OTUB1)OTUB1 OTB1 OTU1 HSPC263271 Homo sapiens (Human) 1.36 0.50 1.03 0.79 0.75 1.13 1.01 1.39 0.93 1.11 0.95 0.92 1.36 0.95 0.94 1.03 1.28 0.95 1.04 0.98 1.13

1.15 1.08 0.36 1.25 0.86 1.35 1.12 0.25 1.29 0.87 1.45 1.18 0.10 1.25 0.95 1.48 0.89 0.36 1.40 0.64 1.25 0.94 0.70 1.62 0.58 1.52 Q9UKS6 PACN3_HUMANreviewed Protein kinase C and casein kinase substrate in neurons protein 3 (SH3 domain-containing protein 6511)PACSIN3 424 Homo sapiens (Human) 1.61 1.35 1.92 0.94 0.99 0.76 0.84 0.50 0.99 0.89 1.16 0.66 0.75 1.12 1.10 1.05 0.89 1.08 1.12 1.18 0.94

11.13 0.60 0.38 92.74 0.01 55.29 1.10 0.66 7.57 0.15 8.32 0.89 0.48 4.15 0.21 3.68 0.92 0.61 4.94 0.19 4.52 0.85 0.40 4.21 0.20 3.60 Q9UM54 MYO6_HUMANreviewed Unconventional myosin-VI (Unconventional myosin-6)MYO6 KIAA0389 1294 Homo sapiens (Human) 1.63 1.32 2.24 1.17 1.22 0.70 0.88 0.78 0.95 0.92 1.11 0.81 0.83 0.82 0.81 1.10 1.13 0.60 1.10 0.89 0.85

1.26 0.67 0.11 1.90 0.35 1.27 1.24 0.15 1.48 0.83 1.83 1.04 0.72 1.48 0.70 1.54 0.95 0.63 1.48 0.64 1.40 0.81 0.24 1.70 0.48 1.38 Q9Y6W3 CAN7_HUMAN reviewed Calpain-7 (EC 3.4.22.-) (PalB homolog) (PalBH)CAPN7 PALBH 813 Homo sapiens (Human) 1.75 1.31 2.53 0.96 0.96 0.80 0.99 0.77 1.05 0.95 1.21 0.85 0.92 0.93 0.70 1.10 0.86 0.67 1.24 1.04 0.81

1.57 1.22 0.29 1.63 0.75 1.99 0.99 0.92 1.27 0.78 1.26 0.81 0.07 1.27 0.64 1.03 0.88 0.40 1.49 0.59 1.32 1.02 0.94 2.09 0.49 2.13 O75955 FLOT1_HUMANreviewed Flotillin-1 FLOT1 427 Homo sapiens (Human) 1.35 1.43 1.41 0.97 1.34 1.09 0.89 0.89 1.45 0.88 1.35 0.91 1.01 0.88 0.92 1.20 1.24 1.22 0.99 0.81 1.02

3.51 1.25 0.27 3.51 0.36 4.38 0.97 0.79 3.51 0.28 3.40 0.89 0.46 3.51 0.25 3.14 1.21 0.30 3.51 0.35 4.25 1.28 0.24 3.51 0.36 4.49 O95433 AHSA1_HUMANreviewed Activator of 90 kDa heat shock protein ATPase homolog 1 (AHA1) (p38)AHSA1 C14orf3 HSPC322 338 Homo sapiens (Human) 2.14 0.64 1.02 0.86 0.88 0.91 1.09 1.26 1.05 1.21 0.92 1.11 1.33 1.03 0.84 1.26 1.26 1.25 0.97 0.89 1.28

8.44 0.59 0.12 3.61 0.16 2.15 1.00 1.00 3.68 0.27 3.68 0.93 0.59 3.68 0.25 3.41 0.90 0.48 3.66 0.24 3.28 0.77 0.28 4.64 0.17 3.58 P06703 S10A6_HUMANreviewed Protein S100-A6 (Calcyclin) (Growth factor-inducible protein 2A9) (MLN 4) (Prolactin receptor-associated protein) (PRA) (S100 calcium-binding protein A6)S100A6 CACY 90 Homo sapiens (Human) 1.32 1.60 1.23 0.85 1.42 1.12 1.09 1.31 0.82 0.90 0.58 0.99 1.66 1.18 0.49 1.02 1.13 0.59 1.00 0.93 0.77

1.05 0.95 0.91 6.83 0.14 6.47 0.79 0.35 2.33 0.34 1.83 1.17 0.34 1.71 0.68 2.00 1.22 0.16 1.47 0.83 1.79 2.02 0.28 7.84 0.26 15.82 P09871 C1S_HUMAN reviewed Complement C1s subcomponent (EC 3.4.21.42) (C1 esterase) (Complement component 1 subcomponent s) [Cleaved into: Complement C1s subcomponent heavy chain; Complement C1s subcomponent light chain]C1S 688 Homo sapiens (Human) 0.26 0.41 0.46 0.38 0.46 0.66 1.66 1.28 1.03 1.22 5.19 1.31 0.62 1.11 3.25 0.58 0.67 0.95 0.79 1.17 2.02

2.43 1.04 0.73 1.36 0.76 1.41 0.78 0.09 1.37 0.57 1.07 0.76 0.09 1.43 0.53 1.09 1.06 0.86 2.63 0.40 2.79 0.74 0.62 5.86 0.13 4.31 P13716 HEM2_HUMANreviewed Delta-aminolevulinic acid dehydratase (ALADH) (EC 4.2.1.24) (Porphobilinogen synthase)ALAD 330 Homo sapiens (Human) 1.07 1.55 1.09 1.22 0.83 1.32 0.98 0.92 1.00 1.06 1.42 0.95 0.82 1.18 1.33 1.14 0.90 1.04 0.78 0.76 0.74

9.74 0.91 0.52 3.58 0.25 3.26 1.06 0.65 3.56 0.30 3.79 1.02 0.90 5.65 0.18 5.77 1.25 0.57 35.34 0.04 44.20 0.71 0.18 3.55 0.20 2.54 P30086 PEBP1_HUMANreviewed Phosphatidylethanolamine-binding protein 1 (PEBP-1) (HCNPpp) (Neuropolypeptide h3) (Prostatic-binding protein) (Raf kinase inhibitor protein) (RKIP) [Cleaved into: Hippocampal cholinergic neurostimulating peptide (HCNP)]PEBP1 PBP PEBP 187 Homo sapiens (Human) 1.74 1.31 1.32 0.88 1.35 0.88 1.27 0.90 1.18 1.25 0.98 0.83 1.26 0.85 0.99 1.23 1.12 0.91 1.06 1.02 0.71

2.87 0.72 0.19 3.55 0.20 2.54 0.35 0.18 54.81 0.01 19.03 0.42 0.09 4.40 0.10 1.85 0.55 0.31 53.28 0.01 29.54 0.67 0.16 3.56 0.19 2.39 P40429 RL13A_HUMANreviewed 60S ribosomal protein L13a (23 kDa highly basic protein)RPL13A 203 Homo sapiens (Human) 0.50 0.56 0.65 2.32 1.65 0.81 0.65 1.07 0.82 0.55 1.00 0.61 0.73 0.61 0.91 0.78 0.72 0.72 0.35 0.42 0.67

17.20 1.51 0.16 3.72 0.41 5.61 0.95 0.74 4.83 0.20 4.58 1.12 0.47 3.72 0.30 4.18 1.50 0.30 13.61 0.11 20.41 1.22 0.30 3.69 0.33 4.51 P53634 CATC_HUMAN reviewed Dipeptidyl peptidase 1 (EC 3.4.14.1) (Cathepsin C) (Cathepsin J) (Dipeptidyl peptidase I) (DPP-I) (DPPI) (Dipeptidyl transferase) [Cleaved into: Dipeptidyl peptidase 1 exclusion domain chain (Dipeptidyl peptidase I exclusion domain chain); Dipeptidyl peptidase 1 heavy chain (Dipeptidyl peptidase I heavy chain); Dipeptidyl peptidase 1 light chain (Dipeptidyl peptidase I light chain)]CTSC CPPI 463 Homo sapiens (Human) 0.79 1.06 1.02 0.81 1.61 2.02 1.05 0.88 1.22 1.50 1.15 1.19 1.65 1.44 1.09 1.11 0.95 1.51 0.95 1.12 1.22

6.12 0.94 0.67 4.18 0.22 3.91 0.90 0.53 4.26 0.21 3.84 0.92 0.74 10.92 0.08 10.07 0.92 0.61 4.20 0.22 3.88 0.94 0.86 25.55 0.04 24.08 Q96IU4 ABHEB_HUMANreviewed Alpha/beta hydrolase domain-containing protein 14B (Abhydrolase domain-containing protein 14B) (EC 3.-.-.-) (CCG1-interacting factor B)ABHD14B CIB 210 Homo sapiens (Human) 1.83 0.73 1.10 0.96 0.79 1.43 0.98 1.46 0.84 0.92 0.57 1.04 1.50 0.95 0.66 0.94 1.41 0.94 0.90 0.92 0.94

2.34 0.57 0.28 28.28 0.02 16.22 1.14 0.43 3.67 0.31 4.17 0.99 0.94 3.69 0.27 3.65 0.63 0.18 5.73 0.11 3.60 0.71 0.18 3.64 0.19 2.57 Q9Y5K6 CD2AP_HUMANreviewed CD2-associated protein (Adapter protein CMS) (Cas ligand with multiple SH3 domains)CD2AP 639 Homo sapiens (Human) 1.31 1.45 1.81 1.27 1.03 0.63 1.06 0.67 1.28 0.63 1.30 0.80 0.74 0.90 0.99 1.13 1.07 0.57 1.14 0.99 0.71

11.19 1.09 0.78 21.76 0.05 23.74 0.93 0.60 3.85 0.24 3.56 0.98 0.88 3.81 0.26 3.74 0.93 0.60 3.85 0.24 3.57 1.18 0.37 3.84 0.31 4.51 O95782 AP2A1_HUMANreviewed AP-2 complex subunit alpha-1 (100 kDa coated vesicle protein A) (Adapter-related protein complex 2 subunit alpha-1) (Adaptor protein complex AP-2 subunit alpha-1) (Alpha-adaptin A) (Alpha1-adaptin) (Clathrin assembly protein complex 2 alpha-A large chain) (Plasma membrane adaptor HA2/AP2 adaptin alpha A subunit)AP2A1 ADTAA CLAPA1 977 Homo sapiens (Human) 0.90 1.14 1.18 1.39 0.98 1.09 0.79 0.88 0.82 0.93 0.95 0.89 0.92 0.79 0.87 1.09 1.24 1.09 0.93 0.98 1.18

6.15 1.00 0.99 4.86 0.21 4.88 1.04 0.84 5.60 0.19 5.80 1.27 0.30 4.87 0.26 6.20 1.12 0.82 127.25 0.01 142.14 1.41 0.22 4.87 0.29 6.86 P08185 CBG_HUMAN reviewed Corticosteroid-binding globulin (CBG) (Serpin A6) (Transcortin)SERPINA6 CBG 405 Homo sapiens (Human) 1.47 0.43 0.68 0.61 0.68 0.82 1.86 1.41 1.05 1.12 1.69 1.24 0.94 1.20 1.92 0.97 0.84 1.00 1.04 1.27 1.41

15.28 0.71 0.34 13.52 0.05 9.59 1.14 0.42 3.64 0.31 4.15 0.98 0.87 3.63 0.27 3.55 1.05 0.89 25.44 0.04 26.64 0.61 0.32 33.49 0.02 20.26 P11233 RALA_HUMAN reviewed Ras-related protein Ral-ARALA RAL 206 Homo sapiens (Human) 1.23 1.31 1.54 1.05 1.08 0.68 1.12 0.93 0.91 1.05 0.67 1.08 0.88 0.98 1.01 1.37 1.04 0.71 1.14 0.98 0.61

2.70 0.96 0.90 32.13 0.03 30.74 1.31 0.30 5.98 0.22 7.84 0.78 0.27 4.17 0.19 3.25 1.01 0.99 666.02 0.00 670.21 0.64 0.17 4.89 0.13 3.14 P29966 MARCS_HUMANreviewed Myristoylated alanine-rich C-kinase substrate (MARCKS) (Protein kinase C substrate, 80 kDa protein, light chain) (80K-L protein) (PKCSL)MARCKS MACS PRKCSL 332 Homo sapiens (Human) 1.63 1.17 1.21 0.99 1.59 0.67 0.77 1.04 1.09 1.01 0.98 0.96 0.96 0.71 0.74 1.28 1.40 0.96 1.31 0.78 0.64

1.06 0.84 0.23 1.54 0.55 1.30 1.04 0.88 2.68 0.39 2.79 1.04 0.89 3.41 0.31 3.56 0.85 0.61 3.16 0.27 2.70 0.86 0.57 2.57 0.33 2.22 P48509 CD151_HUMANreviewed CD151 antigen (GP27) (Membrane glycoprotein SFA-1) (Platelet-endothelial tetraspan antigen 3) (PETA-3) (Tetraspanin-24) (Tspan-24) (CD antigen CD151)CD151 TSPAN24 253 Homo sapiens (Human) 1.00 1.40 1.15 0.64 0.74 0.68 1.09 0.86 1.74 0.85 1.44 0.99 0.78 1.41 1.14 0.99 0.99 0.84 1.04 1.04 0.86

1.16 1.23 0.50 2.95 0.42 3.61 1.11 0.31 1.42 0.79 1.58 1.17 0.20 1.42 0.82 1.65 0.99 0.88 1.42 0.70 1.40 0.82 0.23 1.65 0.50 1.35 P61225 RAP2B_HUMANreviewed Ras-related protein Rap-2bRAP2B 183 Homo sapiens (Human) 1.15 1.13 1.09 1.48 0.96 0.82 0.94 0.73 1.30 0.99 0.95 0.76 0.81 0.67 1.98 1.13 0.91 1.23 1.11 1.17 0.82

2.04 0.74 0.05 1.34 0.55 0.99 0.77 0.04 1.27 0.61 0.97 0.77 0.06 1.34 0.57 1.02 1.03 0.79 1.35 0.76 1.39 1.24 0.19 1.48 0.83 1.83 P62269 RS18_HUMAN reviewed 40S ribosomal protein S18 (Ke-3) (Ke3)RPS18 D6S218E 152 Homo sapiens (Human) 0.65 0.48 0.70 2.44 1.28 1.24 0.71 1.03 0.90 1.03 0.80 0.64 1.10 0.79 0.74 0.98 0.91 0.74 0.77 0.77 1.24

2.15 1.54 0.20 2.64 0.58 4.06 1.11 0.41 1.57 0.71 1.75 1.02 0.86 1.58 0.65 1.61 0.97 0.82 1.66 0.58 1.61 1.12 0.41 1.62 0.69 1.82 Q08211 DHX9_HUMAN reviewed ATP-dependent RNA helicase A (RHA) (EC 3.6.4.13) (DEAH box protein 9) (Leukophysin) (LKP) (Nuclear DNA helicase II) (NDH II)DHX9 DDX9 LKP NDH2 1270 Homo sapiens (Human) 0.64 0.64 0.89 1.07 0.56 1.19 0.88 0.96 1.02 0.97 1.51 0.94 0.89 0.99 1.57 0.82 1.05 1.54 1.11 1.02 1.12

8.60 0.89 0.46 3.52 0.25 3.14 1.42 0.18 3.53 0.40 5.00 1.03 0.90 7.55 0.14 7.74 1.56 0.40 58.18 0.03 90.51 0.92 0.82 37.81 0.02 34.74 O15400 STX7_HUMAN reviewed Syntaxin-7 STX7 261 Homo sapiens (Human) 1.31 1.53 2.00 1.12 1.01 0.93 0.98 1.01 1.16 1.56 1.34 1.11 0.95 1.02 1.37 1.21 0.93 0.89 1.42 1.03 0.92

3.39 1.10 0.53 3.93 0.28 4.33 0.76 0.24 3.94 0.19 2.99 0.71 0.22 4.77 0.15 3.38 0.92 0.61 4.48 0.21 4.12 0.87 0.42 3.91 0.22 3.41 Q86Y56 HEAT2_HUMANreviewed HEAT repeat-containing protein 2HEATR2 855 Homo sapiens (Human) 1.35 0.62 0.95 0.93 1.71 0.86 1.00 1.29 0.85 0.92 0.57 0.97 0.89 1.43 0.68 1.11 1.58 1.10 0.76 0.71 0.87

2.43 0.87 0.25 1.46 0.59 1.27 1.35 0.08 1.48 0.91 2.00 1.27 0.16 1.60 0.79 2.04 1.11 0.51 1.77 0.63 1.97 0.80 0.20 1.69 0.47 1.34 P81605 DCD_HUMAN reviewed Dermcidin (EC 3.4.-.-) (Preproteolysin) [Cleaved into: Survival-promoting peptide; DCD-1]DCD AIDD DSEP 110 Homo sapiens (Human) 0.67 2.09 0.83 0.47 0.65 1.53 1.15 1.00 1.36 1.11 2.40 0.79 0.67 0.98 1.34 1.21 0.94 0.87 1.35 1.27 0.80

1.41 0.71 0.02 1.30 0.55 0.92 1.00 0.95 1.27 0.78 1.26 1.26 0.06 1.27 0.99 1.60 0.90 0.24 1.27 0.70 1.14 0.69 0.02 1.27 0.54 0.87 P60903 S10AA_HUMANreviewed Protein S100-A10 (Calpactin I light chain) (Calpactin-1 light chain) (Cellular ligand of annexin II) (S100 calcium-binding protein A10) (p10 protein) (p11)S100A10 ANX2LG CAL1L CLP1197 Homo sapiens (Human) 1.33 1.33 1.80 0.75 1.18 1.11 1.12 0.81 1.10 0.90 0.83 0.98 0.84 0.91 0.97 1.24 1.11 0.71 1.00 1.26 0.69

1.80 1.03 0.76 1.28 0.80 1.32 1.03 0.65 1.21 0.86 1.25 1.05 0.52 1.21 0.87 1.27 0.89 0.65 1.98 0.45 1.75 1.01 0.88 1.21 0.84 1.22 P78417 GSTO1_HUMANreviewed Glutathione S-transferase omega-1 (GSTO-1) (EC 2.5.1.18) (Glutathione S-transferase omega 1-1) (GSTO 1-1) (Glutathione-dependent dehydroascorbate reductase) (EC 1.8.5.1) (Monomethylarsonic acid reductase) (MMA(V) reductase) (EC 1.20.4.2) (S-(Phenacyl)glutathione reductase) (SPG-R)GSTO1 GSTTLP28 241 Homo sapiens (Human) 1.12 1.01 1.06 1.16 0.98 1.41 1.04 1.00 0.90 0.89 0.87 0.96 1.47 0.87 0.86 1.04 0.99 1.03 1.03 1.05 1.01

1.53 1.55 0.01 1.33 1.17 2.06 0.92 0.32 1.21 0.76 1.11 0.95 0.38 1.14 0.83 1.08 0.95 0.63 1.27 0.75 1.20 1.29 0.05 1.29 1.00 1.66 P11413 G6PD_HUMAN reviewed Glucose-6-phosphate 1-dehydrogenase (G6PD) (EC 1.1.1.49)G6PD 515 Homo sapiens (Human) 1.00 0.67 1.30 1.18 0.91 1.18 0.95 0.94 0.76 0.95 0.83 0.85 1.45 1.08 1.25 1.00 0.97 1.55 0.92 0.95 1.29

1.12 1.17 0.15 1.27 0.92 1.49 1.03 0.66 1.19 0.87 1.23 1.05 0.52 1.19 0.88 1.25 1.11 0.56 1.50 0.74 1.66 1.92 0.02 1.65 1.16 3.18 Q9UL46 PSME2_HUMANreviewed Proteasome activator complex subunit 2 (11S regulator complex subunit beta) (REG-beta) (Activator of multicatalytic protease subunit 2) (Proteasome activator 28 subunit beta) (PA28b) (PA28beta)PSME2 239 Homo sapiens (Human) 0.86 0.58 0.77 1.00 0.88 0.91 0.83 1.12 1.02 1.11 1.27 0.96 1.13 1.21 0.90 0.99 1.14 1.17 1.03 1.05 1.92

1.17 1.16 0.05 1.16 1.00 1.35 1.01 0.91 1.16 0.87 1.17 1.44 0.00 1.16 1.24 1.67 0.97 0.70 1.23 0.79 1.19 0.93 0.51 1.31 0.71 1.22 P05556 ITB1_HUMAN reviewed Integrin beta-1 (Fibronectin receptor subunit beta) (Glycoprotein IIa) (GPIIA) (VLA-4 subunit beta) (CD antigen CD29)ITGB1 FNRB MDF2 MSK12798 Homo sapiens (Human) 0.91 1.40 1.10 0.92 0.96 1.00 1.16 1.33 1.10 0.97 1.31 1.06 0.99 1.04 1.43 1.00 1.20 1.16 1.01 1.44 0.93

1.28 1.07 0.79 2.64 0.41 2.84 0.78 0.12 1.53 0.51 1.19 0.81 0.12 1.42 0.57 1.15 0.87 0.46 1.87 0.47 1.64 1.25 0.12 1.42 0.88 1.78 O15145 ARPC3_HUMANreviewed Actin-related protein 2/3 complex subunit 3 (Arp2/3 complex 21 kDa subunit) (p21-ARC)ARPC3 ARC21 178 Homo sapiens (Human) 0.73 1.11 0.72 2.11 1.57 0.90 0.69 0.78 0.75 0.87 1.00 0.93 0.97 0.90 0.79 0.91 0.78 1.07 0.78 0.81 1.25

1.05 1.54 0.02 1.39 1.11 2.14 1.35 0.03 1.27 1.06 1.72 0.82 0.06 1.24 0.66 1.01 1.18 0.15 1.28 0.92 1.51 1.14 0.16 1.24 0.92 1.42 P36269 GGT5_HUMAN reviewed Gamma-glutamyltransferase 5 (GGT 5) (EC 2.3.2.2) (Gamma-glutamyl transpeptidase-related enzyme) (GGT-rel) (Gamma-glutamyltransferase-like activity 1) (Gamma-glutamyltranspeptidase 5) (Glutathione hydrolase 5) (EC 3.4.19.13) (Leukotriene-C4 hydrolase) (EC 3.4.19.14) [Cleaved into: Gamma-glutamyltransferase 5 heavy chain; Gamma-glutamyltransferase 5 light chain]GGT5 GGTLA1 586 Homo sapiens (Human) 1.18 1.44 1.55 1.39 0.82 0.65 1.06 0.66 1.11 1.18 1.11 0.76 1.02 1.08 1.04 0.93 1.52 1.54 1.35 0.82 1.14

1.72 0.70 0.04 1.40 0.50 0.98 0.53 0.02 1.59 0.33 0.84 0.66 0.04 1.44 0.46 0.95 0.78 0.35 2.00 0.39 1.57 0.95 0.59 1.29 0.74 1.23 Q13409 DC1I2_HUMANreviewed Cytoplasmic dynein 1 intermediate chain 2 (Cytoplasmic dynein intermediate chain 2) (Dynein intermediate chain 2, cytosolic) (DH IC-2)DYNC1I2 DNCI2 DNCIC2 638 Homo sapiens (Human) 0.85 1.22 1.08 1.45 1.30 1.26 0.67 0.83 0.88 0.78 1.47 0.62 0.90 0.75 0.64 0.71 0.83 0.70 0.53 0.66 0.95

1.22 0.94 0.46 1.23 0.76 1.16 0.93 0.37 1.20 0.78 1.12 1.07 0.35 1.18 0.91 1.26 1.03 0.75 1.25 0.83 1.28 1.15 0.08 1.18 0.97 1.35 Q9UHD8 SEPT9_HUMANreviewed Septin-9 (MLL septin-like fusion protein MSF-A) (MLL septin-like fusion protein) (Ovarian/Breast septin) (Ov/Br septin) (Septin D1)SEPT9 KIAA0991 MSF 586 Homo sapiens (Human) 1.03 0.96 0.86 1.24 1.09 0.92 0.87 1.11 0.85 1.03 1.05 1.20 1.09 0.98 0.88 0.95 1.30 0.94 0.93 1.07 1.15

1.12 1.62 0.00 1.23 1.32 1.98 1.01 0.91 1.19 0.85 1.20 1.10 0.23 1.19 0.92 1.30 0.83 0.11 1.27 0.65 1.06 1.20 0.04 1.19 1.01 1.42 Q9UJ70 NAGK_HUMAN reviewed N-acetyl-D-glucosamine kinase (N-acetylglucosamine kinase) (EC 2.7.1.59) (GlcNAc kinase)NAGK 344 Homo sapiens (Human) 1.25 0.67 1.21 1.00 0.85 0.90 1.05 0.96 0.92 0.83 1.12 1.01 1.30 0.96 1.09 1.01 1.03 1.62 1.01 1.10 1.20

1.50 1.18 0.11 1.26 0.94 1.48 0.93 0.40 1.26 0.74 1.17 1.12 0.22 1.26 0.89 1.41 1.17 0.24 1.40 0.84 1.63 1.44 0.05 1.45 0.99 2.10 P04275 VWF_HUMAN reviewed von Willebrand factor (vWF) [Cleaved into: von Willebrand antigen 2 (von Willebrand antigen II)]VWF F8VWF 2813 Homo sapiens (Human) 0.45 1.01 0.52 0.54 0.63 1.19 1.57 0.78 0.69 1.17 2.14 0.81 0.51 1.59 3.45 0.60 0.57 1.18 0.93 1.12 1.44

0.98 1.00 0.99 3.43 0.29 3.42 0.65 0.32 3.11 0.21 2.03 0.58 0.17 2.63 0.22 1.52 0.65 0.12 1.86 0.35 1.22 0.82 0.25 1.56 0.53 1.28 P28070 PSB4_HUMAN reviewed Proteasome subunit beta type-4 (EC 3.4.25.1) (26 kDa prosomal protein) (HsBPROS26) (PROS-26) (Macropain beta chain) (Multicatalytic endopeptidase complex beta chain) (Proteasome beta chain) (Proteasome chain 3) (HsN3)PSMB4 PROS26 264 Homo sapiens (Human) 0.66 2.28 0.67 2.77 1.63 0.77 0.31 0.55 0.74 0.65 0.68 0.36 0.69 0.48 0.68 0.62 0.60 1.00 0.65 0.58 0.82

1.36 0.92 0.36 1.26 0.73 1.17 0.99 0.95 1.57 0.63 1.56 1.07 0.69 1.60 0.67 1.71 0.98 0.79 1.26 0.78 1.23 1.21 0.10 1.29 0.93 1.56 P52565 GDIR1_HUMANreviewed Rho GDP-dissociation inhibitor 1 (Rho GDI 1) (Rho-GDI alpha)ARHGDIA GDIA1 204 Homo sapiens (Human) 0.97 0.79 1.06 1.11 1.06 1.08 0.86 1.31 1.19 0.98 1.12 0.77 0.69 1.06 1.07 1.01 1.24 0.92 0.99 1.07 1.21

1.08 1.02 0.82 1.42 0.72 1.45 1.33 0.08 1.43 0.93 1.89 1.30 0.09 1.42 0.91 1.85 0.68 0.10 1.78 0.38 1.21 0.86 0.28 1.53 0.56 1.32 Q08722 CD47_HUMAN reviewed Leukocyte surface antigen CD47 (Antigenic surface determinant protein OA3) (Integrin-associated protein) (IAP) (Protein MER6) (CD antigen CD47)CD47 MER6 323 Homo sapiens (Human) 1.16 1.44 1.31 1.04 0.96 0.76 0.98 0.92 1.22 0.68 0.88 0.89 0.80 0.81 0.96 1.27 1.34 1.02 1.33 1.30 0.86

1.75 0.94 0.78 1.75 0.54 1.65 1.22 0.10 1.29 0.94 1.57 1.25 0.08 1.30 0.96 1.63 1.14 0.33 1.39 0.82 1.59 1.01 0.89 1.20 0.84 1.22 Q9BZQ8 NIBAN_HUMANreviewed Protein Niban (Cell growth-inhibiting gene 39 protein) (Protein FAM129A)FAM129A C1orf24 NIBAN GIG39928 Homo sapiens (Human) 1.07 1.05 1.17 0.87 1.00 1.20 1.09 1.07 0.86 1.14 0.71 1.14 1.25 1.25 0.97 1.06 1.27 0.94 1.22 1.25 1.01

1.50 1.20 0.15 1.42 0.85 1.70 1.04 0.70 1.42 0.73 1.47 1.06 0.54 1.42 0.75 1.50 1.41 0.12 1.75 0.80 2.47 1.06 0.52 1.42 0.75 1.51 O14980 XPO1_HUMAN reviewed Exportin-1 (Exp1) (Chromosome region maintenance 1 protein homolog)XPO1 CRM1 1071 Homo sapiens (Human) 1.37 1.11 1.00 1.14 1.26 0.96 0.84 1.01 1.09 1.41 1.30 0.93 1.01 0.92 1.08 1.17 1.15 1.20 1.04 1.06 1.06

2.07 1.07 0.34 1.21 0.89 1.30 1.16 0.09 1.21 0.96 1.40 1.18 0.07 1.21 0.98 1.43 1.15 0.12 1.21 0.95 1.39 1.14 0.24 1.30 0.88 1.48 P04080 CYTB_HUMAN reviewed Cystatin-B (CPI-B) (Liver thiol proteinase inhibitor) (Stefin-B)CSTB CST6 STFB 98 Homo sapiens (Human) 0.96 1.07 1.10 1.12 0.93 1.43 1.12 1.25 1.21 1.15 1.17 0.98 1.20 0.86 1.06 0.95 1.15 1.07 1.16 1.18 1.14

1.41 1.27 0.13 1.51 0.84 1.91 1.18 0.18 1.43 0.83 1.69 1.16 0.22 1.43 0.81 1.66 1.21 0.46 2.46 0.49 2.98 1.10 0.36 1.43 0.77 1.58 Q9NUQ9 FA49B_HUMANreviewed Protein FAM49B (L1)FAM49B BM-009 324 Homo sapiens (Human) 1.01 0.87 1.04 0.83 0.74 0.99 1.10 1.12 1.21 1.21 1.13 0.80 1.06 1.04 1.06 0.96 1.03 1.27 1.18 1.16 1.10

1.58 1.12 0.82 6.37 0.18 7.12 1.08 0.78 2.62 0.41 2.82 0.80 0.43 2.57 0.31 2.07 2.22 0.38 22.26 0.10 49.37 0.93 0.64 1.76 0.53 1.64 O60664 PLIN3_HUMAN reviewed Perilipin-3 (47 kDa mannose 6-phosphate receptor-binding protein) (47 kDa MPR-binding protein) (Cargo selection protein TIP47) (Mannose-6-phosphate receptor-binding protein 1) (Placental protein 17) (PP17)PLIN3 M6PRBP1 TIP47 434 Homo sapiens (Human) 1.35 0.93 0.87 1.49 1.44 1.10 0.83 1.22 1.08 2.22 1.00 1.06 0.79 1.12 0.84 0.78 0.93 1.12 1.08 0.80 0.93

2.13 1.68 0.13 3.75 0.45 6.28 0.99 0.95 3.77 0.26 3.74 1.29 0.25 3.77 0.34 4.85 1.09 0.57 3.80 0.29 4.13 0.59 0.13 3.79 0.16 2.24 P08473 NEP_HUMAN reviewed Neprilysin (EC 3.4.24.11) (Atriopeptidase) (Common acute lymphocytic leukemia antigen) (CALLA) (Enkephalinase) (Neutral endopeptidase 24.11) (NEP) (Neutral endopeptidase) (Skin fibroblast elastase) (SFE) (CD antigen CD10)MME EPN 750 Homo sapiens (Human) 0.64 1.73 1.06 0.97 0.79 0.57 1.58 0.92 1.04 1.09 0.99 0.97 0.94 0.92 1.44 1.18 1.07 1.68 0.99 1.29 0.59

1.45 1.19 0.06 1.20 0.99 1.44 1.01 0.90 1.20 0.84 1.21 1.26 0.04 1.25 1.01 1.58 1.18 0.18 1.32 0.89 1.55 1.67 0.00 1.26 1.33 2.10 P08571 CD14_HUMAN reviewed Monocyte differentiation antigen CD14 (Myeloid cell-specific leucine-rich glycoprotein) (CD antigen CD14) [Cleaved into: Monocyte differentiation antigen CD14, urinary form; Monocyte differentiation antigen CD14, membrane-bound form]CD14 375 Homo sapiens (Human) 0.98 0.82 0.69 0.80 0.79 0.86 1.62 1.34 1.29 1.18 1.36 1.38 0.96 1.67 1.45 0.85 1.02 1.19 1.01 1.26 1.67

4.34 1.61 0.44 143.19 0.01 229.94 1.11 0.52 3.84 0.29 4.25 1.00 0.99 5.15 0.19 5.17 1.02 0.94 15.02 0.07 15.32 1.15 0.42 3.83 0.30 4.39 P18669 PGAM1_HUMANreviewed Phosphoglycerate mutase 1 (EC 3.1.3.13) (EC 5.4.2.11) (EC 5.4.2.4) (BPG-dependent PGAM 1) (Phosphoglycerate mutase isozyme B) (PGAM-B)PGAM1 PGAMA CDABP0006254 Homo sapiens (Human) 1.22 0.84 1.05 0.73 0.77 1.13 0.78 0.96 1.10 1.02 1.55 0.85 1.20 1.07 1.50 1.03 1.13 1.61 1.11 1.00 1.15

8.67 0.99 0.97 16.28 0.06 16.13 0.90 0.50 3.66 0.25 3.30 0.95 0.69 3.63 0.26 3.44 1.19 0.77 353.99 0.00 421.16 1.19 0.50 9.08 0.13 10.81 P30711 GSTT1_HUMANreviewed Glutathione S-transferase theta-1 (EC 2.5.1.18) (GST class-theta-1) (Glutathione transferase T1-1)GSTT1 240 Homo sapiens (Human) 0.94 0.95 0.57 1.15 0.96 0.84 0.94 1.53 0.97 1.19 1.34 1.25 1.69 1.07 1.11 1.64 0.78 0.99 0.90 0.95 1.19

3.65 0.87 0.40 3.53 0.25 3.08 0.70 0.17 3.52 0.20 2.45 0.78 0.24 3.53 0.22 2.76 0.93 0.67 5.14 0.18 4.78 0.93 0.66 4.91 0.19 4.56 P51665 PSMD7_HUMANreviewed 26S proteasome non-ATPase regulatory subunit 7 (26S proteasome regulatory subunit RPN8) (26S proteasome regulatory subunit S12) (Mov34 protein homolog) (Proteasome subunit p40)PSMD7 MOV34L 324 Homo sapiens (Human) 0.92 1.13 0.62 2.35 1.74 1.03 0.75 0.82 0.75 0.93 0.83 0.86 0.96 0.87 0.77 0.82 0.78 0.87 0.70 0.78 0.93

1.45 0.97 0.90 1.86 0.52 1.81 1.02 0.80 1.30 0.78 1.34 1.21 0.11 1.31 0.92 1.58 1.09 0.59 1.62 0.68 1.77 0.94 0.65 1.49 0.63 1.40 P84095 RHOG_HUMANreviewed Rho-related GTP-binding protein RhoGRHOG ARHG 191 Homo sapiens (Human) 1.01 1.44 1.28 1.06 0.97 0.91 1.05 1.19 1.14 1.09 0.87 0.80 0.91 0.95 0.94 1.04 1.19 0.97 1.02 1.21 0.94

1.61 1.42 0.16 1.96 0.72 2.77 1.20 0.16 1.43 0.84 1.71 1.46 0.04 1.43 1.03 2.09 1.66 0.03 1.43 1.16 2.37 1.08 0.46 1.43 0.76 1.54 B0I1T2 MYO1G_HUMANreviewed Unconventional myosin-Ig [Cleaved into: Minor histocompatibility antigen HA-2 (mHag HA-2)]MYO1G HA2 1018 Homo sapiens (Human) 0.51 0.71 0.54 0.47 0.83 1.13 1.42 2.10 1.39 1.66 1.12 1.11 0.79 1.47 1.37 0.84 1.64 1.42 1.20 1.46 1.08

30.62 0.81 0.30 3.92 0.21 3.19 0.94 0.80 13.44 0.07 12.57 1.07 0.70 5.89 0.18 6.33 1.23 0.65 77.90 0.02 95.96 1.90 0.27 41.78 0.05 79.24 P00736 C1R_HUMAN reviewed Complement C1r subcomponent (EC 3.4.21.41) (Complement component 1 subcomponent r) [Cleaved into: Complement C1r subcomponent heavy chain; Complement C1r subcomponent light chain]C1R 705 Homo sapiens (Human) 0.46 0.51 0.62 0.46 0.52 0.68 1.53 1.22 1.08 1.23 4.08 1.43 0.63 1.44 3.28 0.70 0.81 0.81 0.94 1.07 1.90

158.51 0.40 0.15 15.95 0.02 6.32 0.40 0.18 30.60 0.01 12.13 0.39 0.14 15.41 0.03 5.99 0.39 0.23 99.05 0.00 38.22 0.53 0.13 5.31 0.10 2.84 P05387 RLA2_HUMAN reviewed 60S acidic ribosomal protein P2 (Renal carcinoma antigen NY-REN-44)RPLP2 D11S2243E RPP2 115 Homo sapiens (Human) 0.23 0.30 0.57 3.59 1.55 0.34 0.28 0.29 0.67 0.39 0.69 0.41 0.24 0.32 0.71 0.55 0.55 0.40 0.40 0.39 0.53

1.49 1.08 0.68 1.98 0.55 2.13 1.14 0.29 1.47 0.77 1.67 1.32 0.09 1.47 0.90 1.93 1.19 0.25 1.61 0.74 1.93 1.35 0.08 1.47 0.92 1.98 P08637 FCG3A_HUMANreviewed Low affinity immunoglobulin gamma Fc region receptor III-A (CD16a antigen) (Fc-gamma RIII-alpha) (Fc-gamma RIII) (Fc-gamma RIIIa) (FcRIII) (FcRIIIa) (FcR-10) (IgG Fc receptor III-2) (CD antigen CD16a)FCGR3A CD16A FCG3 FCGR3 IGFR3254 Homo sapiens (Human) 0.54 0.59 0.64 0.58 0.79 1.02 1.67 1.84 1.38 1.19 1.84 1.25 1.49 1.49 1.79 0.75 1.26 1.08 1.14 1.32 1.35

1.53 1.47 0.06 1.52 0.97 2.25 0.99 0.96 1.45 0.68 1.45 1.11 0.36 1.46 0.76 1.61 1.26 0.17 1.60 0.79 2.01 0.82 0.37 2.07 0.40 1.71 P50552 VASP_HUMAN reviewed Vasodilator-stimulated phosphoprotein (VASP)VASP 380 Homo sapiens (Human) 0.84 0.89 1.07 1.29 0.97 1.06 1.15 1.31 1.05 1.26 0.84 1.22 1.23 1.20 0.82 1.18 1.12 1.47 0.99 1.11 0.82

3.79 0.54 0.28 41.32 0.01 22.38 0.58 0.38 121.51 0.00 70.15 0.46 0.12 6.96 0.07 3.18 0.78 0.24 3.53 0.22 2.75 0.64 0.46 149.18 0.00 96.05 P62424 RL7A_HUMAN reviewed 60S ribosomal protein L7a (PLA-X polypeptide) (Surfeit locus protein 3)RPL7A SURF-3 SURF3 266 Homo sapiens (Human) 0.64 0.69 0.85 2.63 1.18 1.07 0.64 0.80 0.91 0.78 0.85 0.60 0.93 0.51 0.81 0.96 0.85 0.54 0.58 0.46 0.64

2.00 0.71 0.12 1.77 0.40 1.26 0.83 0.17 1.45 0.57 1.21 0.58 0.06 1.82 0.32 1.05 0.76 0.10 1.49 0.51 1.13 0.81 0.14 1.45 0.56 1.18 P62829 RL23_HUMAN reviewed 60S ribosomal protein L23 (60S ribosomal protein L17)RPL23 140 Homo sapiens (Human) 0.67 1.10 0.85 2.17 1.11 1.25 0.67 1.03 0.78 0.76 0.83 0.76 0.89 0.69 0.65 1.01 0.92 0.71 0.83 0.58 0.81

1.14 0.84 0.18 1.43 0.59 1.21 1.25 0.12 1.43 0.87 1.78 1.25 0.25 1.82 0.69 2.28 0.75 0.19 1.89 0.40 1.42 1.06 0.75 1.87 0.56 1.97 P98196 AT11A_HUMANreviewed Probable phospholipid-transporting ATPase IH (EC 3.6.3.1) (ATPase IS) (ATPase class VI type 11A)ATP11A ATPIH ATPIS KIAA10211134 Homo sapiens (Human) 1.47 1.57 1.92 1.31 0.84 0.80 1.03 0.85 1.16 0.75 0.99 0.85 0.85 0.89 0.93 1.04 0.88 0.84 1.25 1.25 1.06

1.98 1.24 0.08 1.30 0.95 1.62 0.94 0.48 1.30 0.72 1.22 1.10 0.33 1.30 0.84 1.44 1.04 0.65 1.30 0.80 1.36 1.59 0.04 1.51 1.05 2.40 Q13838 DX39B_HUMANreviewed Spliceosome RNA helicase DDX39B (EC 3.6.4.13) (56 kDa U2AF65-associated protein) (ATP-dependent RNA helicase p47) (DEAD box protein UAP56) (HLA-B-associated transcript 1 protein)DDX39B BAT1 UAP56 428 Homo sapiens (Human) 1.56 0.44 0.95 0.84 0.79 1.00 0.99 1.32 1.01 1.04 0.72 1.10 1.09 1.06 0.64 1.31 1.51 1.24 0.94 1.10 1.59

1.24 1.01 0.92 1.36 0.75 1.37 0.86 0.09 1.21 0.72 1.04 0.86 0.16 1.28 0.67 1.10 1.07 0.37 1.21 0.89 1.29 1.01 0.95 1.52 0.66 1.54 Q5VYK3 ECM29_HUMANreviewed Proteasome-associated protein ECM29 homolog (Ecm29)ECM29 KIAA0368 1845 Homo sapiens (Human) 1.03 0.86 0.79 1.21 1.29 0.80 0.87 0.93 0.73 1.07 1.38 1.14 1.15 1.04 1.76 0.95 0.91 1.01 0.86 0.86 1.01

1.05 1.04 0.66 1.28 0.81 1.33 1.39 0.03 1.31 1.06 1.83 1.08 0.42 1.28 0.84 1.37 1.02 0.85 1.43 0.71 1.47 0.79 0.19 1.59 0.50 1.25 Q6P6B1 CH047_HUMANreviewed Uncharacterized protein C8orf47C8orf47 374 Homo sapiens (Human) 1.81 1.08 1.37 1.04 1.26 0.82 0.70 0.90 0.95 1.02 1.06 0.99 1.00 0.71 0.50 1.18 1.62 1.04 1.39 1.08 0.79

1.54 0.77 0.41 2.99 0.26 2.31 1.25 0.15 1.52 0.82 1.90 0.86 0.35 1.68 0.51 1.45 1.06 0.52 1.42 0.75 1.51 0.91 0.36 1.42 0.64 1.29 Q9NR45 SIAS_HUMAN reviewed Sialic acid synthase (N-acetylneuraminate synthase) (EC 2.5.1.56) (N-acetylneuraminate-9-phosphate synthase) (EC 2.5.1.57) (N-acetylneuraminic acid phosphate synthase) (N-acetylneuraminic acid synthase)NANS SAS 359 Homo sapiens (Human) 1.16 0.40 1.05 0.75 0.65 1.08 1.02 1.20 1.20 1.06 1.04 1.13 1.40 0.90 0.94 1.34 1.26 0.77 1.25 0.86 0.91

7.89 0.95 0.70 3.80 0.25 3.60 0.96 0.86 9.52 0.10 9.16 0.77 0.38 9.92 0.08 7.63 0.98 0.89 5.26 0.19 5.13 0.83 0.56 17.91 0.05 14.85 Q9NRD9 DUOX1_HUMANreviewed Dual oxidase 1 (EC 1.11.1.-) (EC 1.6.3.1) (Large NOX 1) (Long NOX 1) (NADPH thyroid oxidase 1) (Thyroid oxidase 1)DUOX1 DUOX LNOX1 THOX11551 Homo sapiens (Human) 2.11 1.03 0.89 0.83 1.58 1.20 0.74 0.80 0.76 0.98 1.06 0.85 1.12 0.71 0.75 1.09 1.23 0.95 0.96 0.77 0.83

1.55 1.25 0.15 1.52 0.82 1.90 1.12 0.33 1.45 0.77 1.62 0.99 0.88 1.45 0.68 1.42 1.12 0.58 2.15 0.52 2.41 1.20 0.28 1.72 0.70 2.08 Q9UN76 S6A14_HUMANreviewed Sodium- and chloride-dependent neutral and basic amino acid transporter B(0+) (Amino acid transporter ATB0+) (Solute carrier family 6 member 14)SLC6A14 642 Homo sapiens (Human) 1.37 1.85 1.07 0.98 0.99 1.07 1.53 0.81 1.32 1.12 1.06 1.69 1.94 0.75 1.08 0.92 1.26 1.25 1.12 0.99 1.20

10.02 1.10 0.55 4.08 0.27 4.49 0.91 0.56 4.07 0.22 3.71 1.65 0.14 4.16 0.40 6.86 1.21 0.40 5.78 0.21 6.98 0.52 0.17 9.85 0.05 5.15 P16284 PECA1_HUMANreviewed Platelet endothelial cell adhesion molecule (PECAM-1) (EndoCAM) (GPIIA') (PECA1) (CD antigen CD31)PECAM1 738 Homo sapiens (Human) 0.59 1.31 1.07 1.16 0.95 1.06 1.05 1.69 1.34 1.21 0.78 0.93 1.09 0.65 1.03 0.79 1.21 1.10 0.91 1.65 0.52

1.63 0.79 0.12 1.41 0.56 1.11 0.80 0.06 1.27 0.63 1.02 0.86 0.13 1.27 0.67 1.09 1.01 0.96 1.70 0.59 1.71 0.97 0.76 1.36 0.71 1.32 P26640 SYVC_HUMAN reviewed Valine--tRNA ligase (EC 6.1.1.9) (Protein G7a) (Valyl-tRNA synthetase) (ValRS)VARS G7A VARS2 1264 Homo sapiens (Human) 1.02 1.00 1.12 1.45 1.01 1.23 0.79 0.89 1.01 1.01 1.05 0.98 1.11 0.89 0.87 1.06 0.96 0.79 0.80 0.86 0.97

1.45 0.73 0.06 1.42 0.51 1.03 1.29 0.09 1.42 0.91 1.83 1.06 0.55 1.42 0.75 1.50 0.78 0.16 1.61 0.49 1.26 0.72 0.05 1.42 0.51 1.01 P51674 GPM6A_HUMANreviewed Neuronal membrane glycoprotein M6-a (M6a)GPM6A M6A 278 Homo sapiens (Human) 1.49 2.43 2.02 0.88 1.01 0.69 1.78 0.53 1.26 0.78 0.87 0.99 0.88 1.14 0.69 1.61 0.86 0.73 1.29 1.06 0.72

35.15 0.96 0.77 3.52 0.27 3.39 0.96 0.74 3.51 0.27 3.37 0.93 0.68 5.73 0.16 5.32 0.99 0.97 3.51 0.28 3.50 1.06 0.79 9.82 0.11 10.45 Q92973 TNPO1_HUMANreviewed Transportin-1 (Importin beta-2) (Karyopherin beta-2) (M9 region interaction protein) (MIP)TNPO1 KPNB2 MIP1 TRN 898 Homo sapiens (Human) 1.02 0.63 0.94 0.99 0.76 0.99 0.89 1.04 0.99 0.99 1.26 1.01 1.19 0.89 1.19 1.12 1.08 0.96 0.96 0.93 1.06

0.99 0.56 0.05 1.80 0.31 1.01 1.07 0.51 1.44 0.74 1.54 1.00 0.96 1.44 0.70 1.44 0.61 0.07 1.79 0.34 1.09 0.74 0.14 1.74 0.43 1.29 Q9H7P6 MB12B_HUMANreviewed Multivesicular body subunit 12B (ESCRT-I complex subunit MVB12B) (Protein FAM125B)MVB12B C9orf28 FAM125B319 Homo sapiens (Human) 1.48 1.50 2.57 1.52 1.26 0.56 0.91 0.67 0.77 0.61 0.76 0.68 0.72 0.86 0.57 1.18 0.77 0.56 1.07 1.00 0.74

1.49 1.01 0.92 1.45 0.70 1.46 1.03 0.78 1.54 0.67 1.59 1.18 0.19 1.44 0.82 1.70 1.00 1.00 1.72 0.58 1.72 1.26 0.11 1.45 0.87 1.83 P02750 A2GL_HUMAN reviewed Leucine-rich alpha-2-glycoprotein (LRG)LRG1 LRG 347 Homo sapiens (Human) 0.82 0.90 1.05 0.63 0.88 1.02 2.28 0.90 1.30 1.00 2.38 1.29 0.91 1.21 1.69 0.98 0.84 1.01 1.03 1.18 1.26

3.40 0.90 0.47 3.55 0.25 3.18 1.13 0.44 3.54 0.32 4.00 1.56 0.14 3.55 0.44 5.54 1.39 0.19 3.57 0.39 4.95 0.72 0.29 7.75 0.09 5.54 P30273 FCERG_HUMANreviewed High affinity immunoglobulin epsilon receptor subunit gamma (Fc receptor gamma-chain) (FcRgamma) (Fc-epsilon RI-gamma) (IgE Fc receptor subunit gamma) (FceRI gamma)FCER1G 86 Homo sapiens (Human) 0.45 0.94 0.86 0.74 0.58 0.96 1.43 2.32 1.39 1.39 0.98 1.28 1.09 0.89 1.47 0.77 1.39 0.90 1.13 1.56 0.72

2.06 0.97 0.77 1.42 0.69 1.38 1.13 0.26 1.42 0.80 1.61 1.22 0.27 1.74 0.70 2.12 1.08 0.42 1.42 0.77 1.54 2.80 0.01 1.69 1.65 4.73 P49788 TIG1_HUMAN reviewed Retinoic acid receptor responder protein 1 (RAR-responsive protein TIG1) (Tazarotene-induced gene 1 protein)RARRES1 TIG1 294 Homo sapiens (Human) 1.13 0.45 0.68 0.92 0.88 0.72 0.52 0.51 0.81 1.08 1.97 0.87 1.38 1.20 0.71 0.84 1.12 0.97 1.13 1.22 2.80

4.29 0.97 0.95 103.61 0.01 100.76 0.96 0.90 23.49 0.04 22.60 1.14 0.59 9.50 0.12 10.87 1.03 0.94 56.45 0.02 58.32 1.03 0.91 19.60 0.05 20.27 Q16181 SEPT7_HUMANreviewed Septin-7 (CDC10 protein homolog)SEPT7 CDC10 437 Homo sapiens (Human) 1.00 0.80 1.15 0.87 0.78 0.74 0.90 0.89 1.08 1.03 1.06 0.99 0.91 0.78 0.92 0.87 0.98 0.97 0.96 1.14 1.03

5.39 0.80 0.27 3.69 0.22 2.94 0.74 0.45 25.78 0.03 19.15 0.67 0.25 8.00 0.08 5.39 1.00 0.99 3.68 0.27 3.67 0.92 0.79 19.90 0.05 18.37 Q9P2J5 SYLC_HUMAN reviewed Leucine--tRNA ligase, cytoplasmic (EC 6.1.1.4) (Leucyl-tRNA synthetase) (LeuRS)LARS KIAA1352 1176 Homo sapiens (Human) 0.99 1.28 0.73 1.74 1.69 1.47 0.87 1.06 0.71 1.00 0.57 0.89 1.08 0.86 0.60 1.01 1.16 0.80 0.74 0.67 0.92

0.96 2.12 0.00 1.28 1.66 2.71 1.10 0.30 1.26 0.87 1.38 1.00 0.96 1.31 0.76 1.30 0.84 0.62 2.65 0.32 2.24 1.18 0.12 1.27 0.93 1.50 P80188 NGAL_HUMAN reviewed Neutrophil gelatinase-associated lipocalin (NGAL) (25 kDa alpha-2-microglobulin-related subunit of MMP-9) (Lipocalin-2) (Oncogene 24p3) (Siderocalin LCN2) (p25)LCN2 HNL NGAL 198 Homo sapiens (Human) 0.68 0.58 0.73 0.78 1.06 0.67 0.45 0.61 0.88 0.84 0.92 1.01 1.65 1.67 0.58 1.03 1.01 2.12 1.10 1.00 1.18

1.90 1.02 0.85 1.36 0.75 1.39 0.93 0.59 1.44 0.65 1.34 0.83 0.12 1.31 0.64 1.09 1.09 0.47 1.39 0.79 1.51 1.11 0.46 1.50 0.74 1.67 O95336 6PGL_HUMAN reviewed 6-phosphogluconolactonase (6PGL) (EC 3.1.1.31)PGLS 258 Homo sapiens (Human) 1.33 0.65 1.20 1.33 0.84 1.07 0.90 1.33 0.94 1.09 0.95 0.91 1.24 0.88 0.70 1.15 1.55 1.02 0.93 0.83 1.11

1.20 1.08 0.51 1.36 0.79 1.46 1.24 0.06 1.26 0.98 1.56 1.08 0.61 1.53 0.70 1.65 1.19 0.39 1.72 0.69 2.05 1.08 0.50 1.37 0.79 1.48 O00161 SNP23_HUMANreviewed Synaptosomal-associated protein 23 (SNAP-23) (Vesicle-membrane fusion protein SNAP-23)SNAP23 211 Homo sapiens (Human) 1.03 1.23 1.11 0.94 1.10 0.94 0.88 1.16 1.08 1.19 1.18 1.05 0.90 0.93 1.04 1.01 0.98 1.08 1.24 1.08 1.08

1.42 0.73 0.02 1.26 0.58 0.92 0.69 0.02 1.28 0.54 0.88 0.70 0.02 1.26 0.56 0.88 0.73 0.02 1.26 0.58 0.92 0.96 0.64 1.26 0.77 1.21 P18077 RL35A_HUMANreviewed 60S ribosomal protein L35a (Cell growth-inhibiting gene 33 protein)RPL35A GIG33 110 Homo sapiens (Human) 0.39 0.59 0.51 3.24 1.39 1.13 0.53 0.64 0.67 0.73 0.63 0.62 0.70 0.52 0.54 0.81 0.81 0.73 0.69 0.70 0.96

2.19 0.75 0.26 2.16 0.35 1.63 0.60 0.10 2.09 0.29 1.25 0.68 0.17 2.19 0.31 1.48 0.85 0.20 1.46 0.58 1.24 1.10 0.59 1.92 0.57 2.11 P61313 RL15_HUMAN reviewed 60S ribosomal protein L15RPL15 EC45 TCBAP0781 204 Homo sapiens (Human) 0.65 0.77 0.60 2.50 1.52 1.26 0.59 1.05 0.67 0.85 0.72 0.61 0.71 0.83 0.62 0.94 1.18 0.75 0.60 0.68 1.10

2.96 0.87 0.40 1.58 0.55 1.37 0.74 0.12 1.58 0.47 1.16 1.38 0.04 1.33 1.04 1.84 1.16 0.53 1.96 0.59 2.28 1.56 0.21 2.42 0.65 3.79 P08697 A2AP_HUMAN reviewed Alpha-2-antiplasmin (Alpha-2-AP) (Alpha-2-plasmin inhibitor) (Alpha-2-PI) (Serpin F2)SERPINF2 AAP PLI 491 Homo sapiens (Human) 0.45 0.42 0.46 0.35 0.64 0.87 2.32 1.76 0.97 1.16 2.29 1.79 0.75 1.32 2.72 0.71 0.73 0.87 0.74 1.38 1.56

6.70 1.15 0.57 9.51 0.12 10.96 1.05 0.80 7.52 0.14 7.92 1.23 0.61 40.78 0.03 50.05 0.90 0.61 6.81 0.13 6.13 0.75 0.26 5.14 0.15 3.84 P26447 S10A4_HUMANreviewed Protein S100-A4 (Calvasculin) (Metastasin) (Placental calcium-binding protein) (Protein Mts1) (S100 calcium-binding protein A4)S100A4 CAPL MTS1 101 Homo sapiens (Human) 0.60 0.83 1.42 1.01 0.89 1.38 1.01 1.27 1.35 0.90 0.98 1.04 1.07 1.23 1.29 1.05 1.13 1.15 1.05 1.23 0.75

1.74 1.35 0.02 1.26 1.07 1.70 0.89 0.16 1.21 0.73 1.08 0.77 0.08 1.38 0.56 1.06 0.88 0.14 1.21 0.73 1.07 0.90 0.41 1.38 0.65 1.24 P37837 TALDO_HUMANreviewed Transaldolase (EC 2.2.1.2)TALDO1 TAL TALDO TALDOR337 Homo sapiens (Human) 0.96 1.10 1.10 0.77 1.17 1.44 0.88 1.01 0.95 0.88 0.90 0.92 1.11 1.28 0.87 0.86 0.92 1.35 0.89 0.77 0.90

1.40 0.82 0.28 1.58 0.52 1.29 0.62 0.02 1.40 0.44 0.86 0.67 0.00 1.21 0.55 0.81 0.89 0.38 1.39 0.64 1.24 0.99 0.93 1.36 0.73 1.35 P60228 EIF3E_HUMAN reviewed Eukaryotic translation initiation factor 3 subunit E (eIF3e) (Eukaryotic translation initiation factor 3 subunit 6) (Viral integration site protein INT-6 homolog) (eIF-3 p48)EIF3E EIF3S6 INT6 445 Homo sapiens (Human) 0.79 1.68 0.96 2.13 1.48 1.00 0.71 0.71 0.91 0.89 0.62 0.75 0.90 0.76 0.74 1.06 0.98 0.82 0.62 0.67 0.99

2.86 1.53 0.18 4.68 0.33 7.15 1.11 0.50 3.51 0.31 3.89 1.18 0.34 3.51 0.34 4.15 0.72 0.19 3.51 0.21 2.53 0.99 0.97 28.11 0.04 27.80 Q6UX73 CP089_HUMANreviewed UPF0764 protein C16orf89C16orf89 UNQ904/PRO1925402 Homo sapiens (Human) 1.09 0.78 0.94 0.93 0.83 0.81 1.62 1.06 1.25 0.72 1.04 1.41 1.12 1.32 1.39 1.16 0.75 1.53 1.11 1.18 0.99

3.86 0.70 0.44 41.42 0.02 29.07 0.93 0.65 4.99 0.19 4.63 0.95 0.72 3.59 0.27 3.43 0.94 0.63 3.58 0.26 3.35 0.89 0.45 3.62 0.25 3.21 O15247 CLIC2_HUMAN reviewed Chloride intracellular channel protein 2 (XAP121)CLIC2 247 Homo sapiens (Human) 1.08 1.16 1.51 0.94 1.00 1.07 1.03 0.66 1.02 0.94 1.16 0.79 1.37 0.90 1.13 1.18 1.00 0.70 0.93 0.95 0.89

1.77 0.92 0.83 4.44 0.21 4.09 0.90 0.34 1.45 0.62 1.30 1.10 0.41 1.48 0.74 1.63 1.04 0.70 1.45 0.72 1.50 1.12 0.47 1.75 0.64 1.96 P35221 CTNA1_HUMANreviewed Catenin alpha-1 (Alpha E-catenin) (Cadherin-associated protein) (Renal carcinoma antigen NY-REN-13)CTNNA1 906 Homo sapiens (Human) 1.65 1.58 1.41 0.98 1.17 1.18 0.74 0.89 1.15 1.04 1.42 0.86 0.82 0.94 1.34 1.10 1.29 0.92 0.90 1.10 1.12

1.35 0.84 0.59 3.38 0.25 2.83 0.39 0.01 1.43 0.27 0.55 0.62 0.09 1.96 0.31 1.21 0.69 0.33 3.49 0.20 2.40 1.19 0.25 1.60 0.74 1.90 P40306 PSB10_HUMANreviewed Proteasome subunit beta type-10 (EC 3.4.25.1) (Low molecular mass protein 10) (Macropain subunit MECl-1) (Multicatalytic endopeptidase complex subunit MECl-1) (Proteasome MECl-1) (Proteasome subunit beta-2i)PSMB10 LMP10 MECL1 273 Homo sapiens (Human) 0.66 1.55 0.58 2.84 1.64 0.94 0.62 0.63 0.70 0.69 0.62 0.75 0.84 0.81 0.56 0.57 0.60 0.84 0.39 0.62 1.19

1.82 0.87 0.44 1.56 0.56 1.36 0.77 0.04 1.28 0.60 0.99 0.79 0.06 1.28 0.62 1.01 0.78 0.11 1.41 0.55 1.09 1.02 0.76 1.20 0.85 1.22 P62280 RS11_HUMAN reviewed 40S ribosomal protein S11RPS11 158 Homo sapiens (Human) 0.62 0.84 0.77 2.25 1.16 1.19 0.75 1.03 0.75 0.78 0.76 0.84 0.80 0.80 0.56 0.94 1.01 0.87 0.77 0.79 1.02

1.59 0.97 0.89 1.78 0.55 1.73 1.09 0.58 1.56 0.70 1.70 1.13 0.22 1.28 0.88 1.44 1.32 0.36 2.27 0.58 3.00 1.29 0.11 1.43 0.90 1.84 Q14847 LASP1_HUMANreviewed LIM and SH3 domain protein 1 (LASP-1) (Metastatic lymph node gene 50 protein) (MLN 50)LASP1 MLN50 261 Homo sapiens (Human) 1.24 1.00 1.18 0.93 1.04 1.25 0.99 1.06 1.03 1.32 0.92 0.82 0.93 0.92 0.73 0.99 1.30 0.97 1.09 1.13 1.29

4.65 0.61 0.19 6.62 0.09 4.03 1.28 0.25 3.59 0.36 4.59 1.05 0.71 3.58 0.29 3.76 0.55 0.31 61.12 0.01 33.38 0.69 0.28 9.16 0.08 6.32 Q9C0K1 S39A8_HUMANreviewed Zinc transporter ZIP8 (BCG-induced integral membrane protein in monocyte clone 103 protein) (LIV-1 subfamily of ZIP zinc transporter 6) (LZT-Hs6) (Solute carrier family 39 member 8) (Zrt- and Irt-like protein 8) (ZIP-8)SLC39A8 BIGM103 ZIP8 PP3105460 Homo sapiens (Human) 1.40 2.46 1.92 1.05 1.12 0.46 1.06 0.69 0.63 0.55 0.79 0.86 0.88 0.89 0.78 1.31 0.91 0.61 1.28 1.05 0.69

4.97 0.82 0.31 3.77 0.22 3.11 0.78 0.25 3.73 0.21 2.91 0.88 0.43 3.77 0.23 3.32 1.15 0.40 3.77 0.31 4.35 0.83 0.33 3.76 0.22 3.14 Q9H269 VPS16_HUMANreviewed Vacuolar protein sorting-associated protein 16 homolog (hVPS16)VPS16 839 Homo sapiens (Human) 0.93 1.04 0.87 2.45 1.25 1.33 0.88 0.94 0.71 1.15 1.11 0.79 1.06 0.91 1.02 1.01 0.95 0.82 0.78 0.88 0.83

1.07 1.21 0.12 1.33 0.91 1.62 1.02 0.75 1.26 0.82 1.29 1.20 0.08 1.25 0.96 1.51 1.20 0.18 1.40 0.86 1.69 1.06 0.63 1.41 0.75 1.50 O95466 FMNL_HUMANreviewed Formin-like protein 1 (CLL-associated antigen KW-13) (Leukocyte formin)FMNL1 C17orf1 C17orf1B FMNL1100 Homo sapiens (Human) 0.53 0.76 0.73 1.68 1.22 0.85 1.02 1.43 1.06 1.20 1.16 1.04 0.85 1.16 1.15 0.77 1.04 1.21 1.02 1.20 1.06

1.43 1.01 0.91 1.25 0.81 1.26 0.84 0.09 1.25 0.68 1.05 0.74 0.02 1.25 0.59 0.92 0.77 0.21 1.71 0.45 1.31 0.88 0.27 1.37 0.64 1.20 P23526 SAHH_HUMAN reviewed Adenosylhomocysteinase (AdoHcyase) (EC 3.3.1.1) (S-adenosyl-L-homocysteine hydrolase)AHCY SAHH 432 Homo sapiens (Human) 1.24 1.19 1.10 0.95 1.23 1.15 0.81 0.91 1.16 0.77 1.51 1.02 1.34 0.81 1.66 1.14 1.15 1.01 0.84 0.74 0.88

3.14 1.15 0.77 106.90 0.01 123.10 0.60 0.37 68.37 0.01 41.06 0.68 0.45 61.66 0.01 42.19 0.93 0.62 3.89 0.24 3.62 1.05 0.75 3.82 0.27 4.00 P28065 PSB9_HUMAN reviewed Proteasome subunit beta type-9 (EC 3.4.25.1) (Low molecular mass protein 2) (Macropain chain 7) (Multicatalytic endopeptidase complex chain 7) (Proteasome chain 7) (Proteasome subunit beta-1i) (Really interesting new gene 12 protein)PSMB9 LMP2 PSMB6i RING12219 Homo sapiens (Human) 0.66 2.22 0.71 1.34 1.45 0.81 0.68 0.74 1.16 0.93 1.68 0.77 0.80 0.83 1.66 0.62 0.67 1.15 0.60 0.68 1.05

1.87 1.04 0.72 1.45 0.71 1.51 0.69 0.23 2.55 0.27 1.76 0.76 0.27 2.14 0.36 1.64 0.81 0.49 2.87 0.28 2.33 0.99 0.95 1.71 0.58 1.69 Q13155 AIMP2_HUMANreviewed Aminoacyl tRNA synthase complex-interacting multifunctional protein 2 (Multisynthase complex auxiliary component p38) (Protein JTV-1)AIMP2 JTV1 PRO0992 320 Homo sapiens (Human) 0.98 1.56 0.82 1.49 1.40 1.05 0.71 0.95 1.05 0.81 1.30 0.79 0.96 0.82 1.03 0.97 1.09 1.04 0.69 0.76 0.99

1.42 0.94 0.54 1.44 0.65 1.35 0.98 0.87 1.44 0.68 1.42 1.08 0.44 1.44 0.75 1.55 1.11 0.50 1.70 0.65 1.89 0.80 0.55 3.89 0.21 3.12 Q92542 NICA_HUMAN reviewed Nicastrin NCSTN KIAA0253 UNQ1874/PRO4317709 Homo sapiens (Human) 0.96 1.23 1.08 0.87 1.04 0.89 1.28 1.09 1.13 1.11 1.09 0.98 1.02 0.98 0.87 1.00 1.31 0.94 0.98 1.08 0.80

4.75 0.71 0.22 2.31 0.31 1.63 0.91 0.37 1.42 0.64 1.29 0.95 0.57 1.42 0.67 1.34 1.05 0.58 1.42 0.74 1.49 1.09 0.40 1.42 0.77 1.54 Q9BR76 COR1B_HUMANreviewed Coronin-1B (Coronin-2)CORO1B 489 Homo sapiens (Human) 1.29 0.74 1.11 1.01 0.93 1.86 0.98 1.07 1.79 1.05 1.21 1.10 1.27 0.84 0.95 1.21 1.20 0.71 0.91 0.95 1.09

39.62 1.00 0.98 1.42 0.71 1.42 1.01 0.94 1.63 0.62 1.65 1.02 0.89 1.79 0.57 1.83 1.24 0.32 2.03 0.61 2.53 1.04 0.86 2.19 0.47 2.27 Q9Y6G9 DC1L1_HUMANreviewed Cytoplasmic dynein 1 light intermediate chain 1 (LIC1) (Dynein light chain A) (DLC-A) (Dynein light intermediate chain 1, cytosolic)DYNC1LI1 DNCLI1 523 Homo sapiens (Human) 0.70 0.88 1.29 1.67 2.04 2.40 0.89 0.89 0.92 1.24 1.27 0.94 0.93 0.77 1.08 0.89 0.88 1.00 1.01 1.02 1.04

4.11 0.88 0.54 6.28 0.14 5.52 0.91 0.53 3.59 0.25 3.27 0.97 0.79 3.59 0.27 3.47 1.04 0.76 3.60 0.29 3.74 0.85 0.35 3.63 0.23 3.08 O00303 EIF3F_HUMAN reviewed Eukaryotic translation initiation factor 3 subunit F (eIF3f) (Deubiquitinating enzyme eIF3f) (EC 3.4.19.12) (Eukaryotic translation initiation factor 3 subunit 5) (eIF-3-epsilon) (eIF3 p47)EIF3F EIF3S5 357 Homo sapiens (Human) 0.69 2.00 0.83 2.00 1.13 1.14 0.65 0.78 0.84 1.04 1.17 0.62 0.86 0.80 0.88 0.83 0.94 0.88 0.91 0.97 0.85

5.63 0.81 0.33 4.83 0.17 3.89 1.00 0.99 5.77 0.17 5.79 1.14 0.66 18.22 0.06 20.85 0.98 0.94 19.40 0.05 18.94 0.76 0.27 4.84 0.16 3.68 O14672 ADA10_HUMANreviewed Disintegrin and metalloproteinase domain-containing protein 10 (ADAM 10) (EC 3.4.24.81) (CDw156) (Kuzbanian protein homolog) (Mammalian disintegrin-metalloprotease) (CD antigen CD156c)ADAM10 KUZ MADM 748 Homo sapiens (Human) 0.96 1.74 1.69 1.07 1.06 1.17 0.97 1.17 1.06 0.98 1.02 0.90 0.96 0.82 0.92 1.25 1.25 0.81 1.00 1.14 0.76

6.88 0.71 0.49 61.15 0.01 43.56 0.71 0.20 4.14 0.17 2.93 0.65 0.16 4.18 0.16 2.73 0.90 0.84 158.66 0.01 142.95 0.84 0.37 4.17 0.20 3.51 O43237 DC1L2_HUMANreviewed Cytoplasmic dynein 1 light intermediate chain 2 (Dynein light intermediate chain 2, cytosolic) (LIC-2) (LIC53/55)DYNC1LI2 DNCLI2 LIC2 492 Homo sapiens (Human) 0.92 1.14 0.88 1.65 1.28 1.09 0.62 0.89 0.93 0.90 0.84 0.66 0.93 0.83 0.82 1.03 1.03 0.71 0.71 0.65 0.84

1.33 1.04 0.80 1.80 0.58 1.87 1.32 0.09 1.46 0.91 1.92 1.07 0.50 1.45 0.74 1.56 1.30 0.31 2.31 0.56 3.00 1.02 0.86 1.63 0.63 1.67 O95164 UBL3_HUMAN reviewed Ubiquitin-like protein 3 (Membrane-anchored ubiquitin-fold protein) (HsMUB) (MUB) (Protein HCG-1)UBL3 PNSC1 117 Homo sapiens (Human) 1.35 1.22 1.71 1.32 1.10 0.91 1.11 1.09 1.15 1.30 0.82 1.03 0.97 1.27 0.83 1.18 0.99 1.04 1.32 1.07 1.02

2.67 0.84 0.20 1.47 0.57 1.24 0.65 0.06 1.61 0.40 1.04 0.66 0.15 2.17 0.30 1.43 0.83 0.46 2.41 0.34 2.01 1.01 0.98 2.33 0.43 2.34 P07339 CATD_HUMAN reviewed Cathepsin D (EC 3.4.23.5) [Cleaved into: Cathepsin D light chain; Cathepsin D heavy chain]CTSD CPSD 412 Homo sapiens (Human) 0.68 0.99 0.78 2.41 0.75 1.18 0.96 0.88 0.62 0.83 0.98 0.94 1.56 0.79 1.08 0.67 0.86 0.84 0.65 0.66 1.01

1.93 1.09 0.47 1.50 0.72 1.63 1.00 0.97 1.50 0.67 1.51 0.91 0.41 1.51 0.60 1.37 0.93 0.75 2.36 0.39 2.20 0.95 0.67 1.50 0.64 1.43 P10599 THIO_HUMAN reviewed Thioredoxin (Trx) (ATL-derived factor) (ADF) (Surface-associated sulphydryl protein) (SASP)TXN TRDX TRX TRX1 105 Homo sapiens (Human) 1.00 1.11 0.96 0.89 1.24 1.29 1.11 1.52 1.10 0.93 1.05 1.03 1.25 1.06 0.86 1.01 1.28 1.09 1.00 0.91 0.95

1.14 0.80 0.05 1.27 0.63 1.01 0.63 0.02 1.37 0.46 0.87 0.78 0.07 1.34 0.58 1.04 0.74 0.04 1.32 0.56 0.97 0.99 0.91 1.38 0.71 1.37 P48556 PSMD8_HUMANreviewed 26S proteasome non-ATPase regulatory subunit 8 (26S proteasome regulatory subunit RPN12) (26S proteasome regulatory subunit S14) (p31)PSMD8 350 Homo sapiens (Human) 1.03 1.15 0.79 1.75 1.50 0.78 0.69 0.69 0.90 0.74 0.93 0.71 1.00 0.81 1.01 0.84 0.76 0.80 0.63 0.78 0.99

10.79 0.64 0.18 5.30 0.12 3.38 1.21 0.31 3.63 0.33 4.39 1.03 0.80 3.63 0.28 3.75 0.70 0.17 3.62 0.19 2.52 0.89 0.45 3.61 0.25 3.21 P56856 CLD18_HUMANreviewed Claudin-18 CLDN18 UNQ778/PRO1572261 Homo sapiens (Human) 1.36 2.28 1.46 1.21 0.86 0.82 0.94 0.60 1.41 0.70 0.93 0.73 0.80 0.87 0.71 1.13 0.96 0.64 1.21 1.03 0.89

4.44 0.87 0.37 1.66 0.52 1.45 1.10 0.49 1.63 0.67 1.80 1.16 0.55 2.46 0.47 2.86 0.79 0.14 1.52 0.52 1.21 0.82 0.54 3.19 0.26 2.62 P62330 ARF6_HUMAN reviewed ADP-ribosylation factor 6ARF6 175 Homo sapiens (Human) 1.19 1.10 1.22 1.11 1.09 0.98 0.92 1.06 1.09 0.79 1.10 0.91 1.03 1.02 1.00 1.25 1.26 0.87 1.10 1.16 0.82

1.62 0.52 0.18 4.06 0.13 2.11 1.41 0.05 1.42 0.99 2.00 0.93 0.45 1.42 0.65 1.32 0.93 0.72 2.04 0.46 1.90 1.13 0.52 1.95 0.58 2.20 Q14894 CRYM_HUMANreviewed Ketimine reductase mu-crystallin (EC 1.5.1.25) (NADP-regulated thyroid-hormone-binding protein)CRYM THBP 314 Homo sapiens (Human) 1.20 0.72 1.34 0.94 0.75 0.99 0.95 1.11 1.19 0.93 0.98 1.40 1.28 1.24 1.17 1.15 1.59 0.52 1.41 0.93 1.13

1.51 1.27 0.56 3.26 0.39 4.15 0.90 0.56 1.69 0.53 1.52 0.77 0.30 1.98 0.39 1.52 1.28 0.43 2.35 0.54 3.00 0.88 0.40 1.51 0.58 1.33 Q5TD94 RSH4A_HUMANreviewed Radial spoke head protein 4 homolog A (Radial spoke head-like protein 3)RSPH4A RSHL3 716 Homo sapiens (Human) 0.93 0.68 1.19 1.22 1.16 0.89 1.11 0.92 0.87 1.28 0.87 0.65 0.72 0.79 0.50 1.19 1.28 1.27 0.90 0.77 0.88

1.58 0.85 0.22 1.50 0.56 1.28 0.61 0.04 1.56 0.39 0.95 0.67 0.05 1.50 0.45 1.00 0.78 0.33 2.25 0.35 1.76 0.99 0.97 1.84 0.54 1.83 Q7L2H7 EIF3M_HUMANreviewed Eukaryotic translation initiation factor 3 subunit M (eIF3m) (Fetal lung protein B5) (hFL-B5) (PCI domain-containing protein 1)EIF3M HFLB5 PCID1 GA17 PNAS-125374 Homo sapiens (Human) 0.67 2.25 0.58 2.51 1.34 1.04 0.59 0.78 0.63 0.78 0.80 0.56 0.93 0.74 0.76 0.91 1.06 0.85 0.61 0.67 0.99

5.44 0.85 0.36 3.54 0.24 3.02 0.99 0.93 3.53 0.28 3.49 1.25 0.35 5.48 0.23 6.84 1.18 0.53 9.54 0.12 11.23 1.01 0.97 7.11 0.14 7.16 Q86X29 LSR_HUMAN reviewed Lipolysis-stimulated lipoprotein receptorLSR LISCH 649 Homo sapiens (Human) 1.12 1.27 1.10 1.02 1.02 1.24 1.04 0.96 1.16 1.18 1.41 0.86 1.32 1.00 1.00 1.12 1.07 0.85 0.99 1.25 1.01

4.84 1.07 0.72 5.91 0.18 6.32 0.88 0.43 3.90 0.22 3.42 0.95 0.74 3.92 0.24 3.74 1.01 0.94 4.28 0.24 4.33 1.16 0.40 3.91 0.30 4.53 O00182 LEG9_HUMAN reviewed Galectin-9 (Gal-9) (Ecalectin) (Tumor antigen HOM-HD-21)LGALS9 355 Homo sapiens (Human) 1.05 1.38 1.00 1.50 0.99 1.24 0.99 1.05 0.92 1.01 1.17 0.82 0.88 0.98 0.93 1.09 1.04 1.07 0.88 0.95 1.16

5.59 0.90 0.53 4.43 0.20 3.98 0.96 0.79 4.46 0.22 4.28 0.90 0.54 4.50 0.20 4.05 0.94 0.88 59.65 0.02 56.24 1.09 0.74 12.47 0.09 13.60 O00571 DDX3X_HUMANreviewed ATP-dependent RNA helicase DDX3X (EC 3.6.4.13) (DEAD box protein 3, X-chromosomal) (DEAD box, X isoform) (Helicase-like protein 2) (HLP2)DDX3X DBX DDX3 662 Homo sapiens (Human) 1.13 0.80 1.45 1.15 0.89 1.25 0.95 1.12 1.08 0.94 1.15 0.96 1.36 0.94 1.20 1.13 1.04 0.90 0.96 0.90 1.09

2.94 0.89 0.60 2.16 0.41 1.93 0.63 0.26 3.58 0.18 2.27 0.68 0.10 1.77 0.39 1.21 0.87 0.31 1.59 0.55 1.37 1.06 0.85 3.19 0.33 3.37 Q12904 AIMP1_HUMANreviewed Aminoacyl tRNA synthase complex-interacting multifunctional protein 1 (Multisynthase complex auxiliary component p43) [Cleaved into: Endothelial monocyte-activating polypeptide 2 (EMAP-2) (Endothelial monocyte-activating polypeptide II) (EMAP-II) (Small inducible cytokine subfamily E member 1)]AIMP1 EMAP2 SCYE1 312 Homo sapiens (Human) 0.83 1.56 0.81 1.83 1.53 1.41 0.69 0.83 0.89 0.87 0.83 0.68 0.87 0.61 0.86 0.82 1.13 0.89 0.63 0.68 1.06

3.64 0.79 0.27 3.72 0.21 2.95 0.64 0.17 4.64 0.14 2.99 0.69 0.35 16.78 0.04 11.64 0.91 0.52 3.73 0.24 3.38 0.70 0.18 3.73 0.19 2.61 Q96AX1 VP33A_HUMANreviewed Vacuolar protein sorting-associated protein 33A (hVPS33A)VPS33A 596 Homo sapiens (Human) 0.77 0.78 0.76 1.68 0.98 0.98 0.67 0.72 0.90 0.91 1.08 0.63 1.00 0.66 1.38 0.76 0.72 0.79 0.64 0.69 0.70

5.21 0.71 0.19 4.03 0.18 2.85 0.82 0.33 4.07 0.20 3.35 0.91 0.69 9.92 0.09 9.03 0.81 0.37 5.90 0.14 4.77 0.91 0.84 110.40 0.01 100.15 Q9Y224 CN166_HUMANreviewed UPF0568 protein C14orf166 (CLE7 homolog) (CLE)C14orf166 CGI-99 244 Homo sapiens (Human) 0.75 0.63 0.53 1.64 1.04 1.26 1.17 1.10 0.76 0.81 0.86 1.10 1.06 0.79 0.96 1.10 0.96 0.71 0.82 0.91 0.91

6.98 0.78 0.47 19.04 0.04 14.77 0.63 0.41 80.43 0.01 50.81 0.63 0.38 53.91 0.01 34.06 0.73 0.43 27.21 0.03 19.73 0.85 0.40 4.43 0.19 3.78 Q9Y3U8 RL36_HUMAN reviewed 60S ribosomal protein L36RPL36 105 Homo sapiens (Human) 0.48 0.78 0.80 2.55 1.54 1.56 0.47 0.95 1.17 0.73 0.88 0.53 0.88 0.55 0.64 0.87 0.69 0.78 0.63 0.63 0.85

3.09 1.13 0.72 30.23 0.04 34.29 1.07 0.62 3.83 0.28 4.11 1.10 0.76 19.20 0.06 21.04 1.12 0.64 10.33 0.11 11.61 1.05 0.84 13.66 0.08 14.41 P02753 RET4_HUMAN reviewed Retinol-binding protein 4 (Plasma retinol-binding protein) (PRBP) (RBP) [Cleaved into: Plasma retinol-binding protein(1-182); Plasma retinol-binding protein(1-181); Plasma retinol-binding protein(1-179); Plasma retinol-binding protein(1-176)]RBP4 PRO2222 201 Homo sapiens (Human) 0.55 0.57 0.44 0.74 0.92 0.79 2.42 1.74 0.83 1.12 1.00 1.30 1.00 1.08 3.64 0.90 0.77 1.13 1.07 1.10 1.05

2.99 0.87 0.41 3.68 0.24 3.21 0.78 0.29 4.61 0.17 3.59 0.90 0.48 3.64 0.25 3.27 0.88 0.62 11.56 0.08 10.13 0.83 0.33 3.66 0.23 3.05 P05026 AT1B1_HUMANreviewed Sodium/potassium-transporting ATPase subunit beta-1 (Sodium/potassium-dependent ATPase subunit beta-1)ATP1B1 ATP1B 303 Homo sapiens (Human) 1.22 1.81 1.02 0.84 1.23 0.83 0.72 0.94 0.66 0.88 0.84 0.92 0.89 0.91 0.89 0.94 1.15 0.87 0.78 0.90 0.83

42.56 0.97 0.92 15.15 0.06 14.74 0.67 0.37 28.63 0.02 19.05 0.77 0.24 3.73 0.21 2.89 0.71 0.27 7.48 0.09 5.28 0.71 0.19 3.85 0.18 2.74 Q13045 FLII_HUMAN reviewed Protein flightless-1 homologFLII FLIL 1269 Homo sapiens (Human) 0.84 0.80 0.98 1.54 1.01 0.96 0.88 1.04 0.93 0.71 0.83 1.01 1.11 1.05 0.74 0.86 1.10 0.97 0.67 0.77 0.71

4.74 1.03 0.91 11.62 0.09 11.93 1.28 0.26 3.84 0.33 4.93 0.82 0.32 3.81 0.22 3.14 1.05 0.74 3.78 0.28 3.96 0.78 0.26 3.78 0.21 2.96 Q86YQ8 CPNE8_HUMANreviewed Copine-8 (Copine VIII)CPNE8 564 Homo sapiens (Human) 1.28 1.25 1.29 1.12 1.01 1.03 1.33 0.83 1.00 1.05 1.09 1.41 1.24 0.92 1.10 1.27 1.08 1.03 1.28 0.82 0.78

5.40 1.06 0.69 3.89 0.27 4.12 1.03 0.80 3.88 0.27 4.01 1.15 0.42 3.91 0.29 4.49 1.14 0.44 3.87 0.29 4.41 0.93 0.84 33.42 0.03 31.16 Q9Y6W5 WASF2_HUMANreviewed Wiskott-Aldrich syndrome protein family member 2 (WASP family protein member 2) (Protein WAVE-2) (Verprolin homology domain-containing protein 2)WASF2 WAVE2 498 Homo sapiens (Human) 0.88 0.97 0.91 0.88 1.10 1.15 1.03 1.22 0.83 1.14 0.97 1.04 0.94 0.91 1.16 0.94 0.90 1.06 1.03 1.15 0.93

57.31 0.64 0.14 3.53 0.18 2.26 1.13 0.73 31.28 0.04 35.31 0.50 0.23 25.52 0.02 12.79 1.44 0.32 13.21 0.11 19.06 0.67 0.21 5.93 0.11 3.96 Q8TDR0 MIPT3_HUMANreviewed TRAF3-interacting protein 1 (Interleukin-13 receptor alpha 1-binding protein 1) (Microtubule-interacting protein associated with TRAF3) (MIP-T3)TRAF3IP1 MIPT3 691 Homo sapiens (Human) 1.60 0.75 0.90 1.27 1.95 1.57 1.15 1.24 0.92 1.44 0.92 0.93 1.18 0.80 0.64 1.32 1.32 0.64 1.13 0.50 0.67

0.88 5.09 0.01 2.10 2.42 10.69 0.91 0.67 2.28 0.40 2.08 0.85 0.43 2.06 0.41 1.75 0.75 0.24 2.13 0.35 1.60 1.07 0.55 1.52 0.71 1.62 P03973 SLPI_HUMAN reviewed Antileukoproteinase (ALP) (BLPI) (HUSI-1) (Mucus proteinase inhibitor) (MPI) (Protease inhibitor WAP4) (Secretory leukocyte protease inhibitor) (Seminal proteinase inhibitor) (WAP four-disulfide core domain protein 4)SLPI WAP4 WFDC4 132 Homo sapiens (Human) 0.49 0.71 0.64 0.42 1.14 0.51 0.85 0.63 0.46 0.75 0.80 1.25 0.97 1.95 0.82 0.55 0.75 5.09 0.91 0.85 1.07

1.66 1.43 0.02 1.26 1.14 1.80 0.92 0.32 1.25 0.73 1.15 1.01 0.92 1.26 0.80 1.27 0.97 0.77 1.37 0.71 1.33 1.35 0.13 1.58 0.86 2.13 P00966 ASSY_HUMAN reviewed Argininosuccinate synthase (EC 6.3.4.5) (Citrulline--aspartate ligase)ASS1 ASS 412 Homo sapiens (Human) 1.10 0.76 0.97 0.92 1.47 1.20 0.73 0.87 0.85 0.97 0.85 1.12 1.21 0.90 0.98 1.04 1.32 1.43 0.92 1.01 1.35

1.34 1.05 0.52 1.26 0.84 1.32 1.43 0.02 1.26 1.14 1.80 1.50 0.01 1.27 1.18 1.91 1.12 0.30 1.34 0.84 1.50 1.31 0.07 1.38 0.95 1.81 P06276 CHLE_HUMAN reviewed Cholinesterase (EC 3.1.1.8) (Acylcholine acylhydrolase) (Butyrylcholine esterase) (Choline esterase II) (Pseudocholinesterase)BCHE CHE1 602 Homo sapiens (Human) 0.34 0.58 0.50 0.39 0.59 1.06 1.25 1.86 1.63 1.12 1.34 1.13 1.26 1.50 1.88 0.81 0.99 1.05 1.43 1.50 1.31

89.63 0.62 0.22 9.73 0.06 5.99 0.93 0.68 4.77 0.20 4.45 0.91 0.60 4.79 0.19 4.38 0.92 0.71 9.34 0.10 8.56 0.52 0.42 620.76 0.00 325.78 P15090 FABP4_HUMANreviewed Fatty acid-binding protein, adipocyte (Adipocyte lipid-binding protein) (ALBP) (Adipocyte-type fatty acid-binding protein) (A-FABP) (AFABP) (Fatty acid-binding protein 4)FABP4 132 Homo sapiens (Human) 0.86 0.93 1.60 2.23 0.77 1.43 0.86 1.24 1.21 0.92 0.79 0.55 0.97 0.81 1.22 1.57 0.91 0.62 0.93 0.91 0.52

5.30 1.01 0.95 3.56 0.28 3.59 0.57 0.11 3.55 0.16 2.04 0.49 0.16 10.82 0.04 5.27 0.89 0.80 84.81 0.01 75.69 0.51 0.18 11.33 0.05 5.82 P62851 RS25_HUMAN reviewed 40S ribosomal protein S25RPS25 125 Homo sapiens (Human) 0.80 1.89 0.64 2.39 1.81 1.18 0.47 0.70 0.93 0.89 1.18 0.78 1.04 0.48 0.92 0.77 0.77 1.01 0.57 0.49 0.51

2.31 0.62 0.11 2.08 0.30 1.29 0.54 0.02 1.44 0.37 0.78 0.43 0.03 1.86 0.23 0.80 0.73 0.07 1.44 0.51 1.06 0.52 0.02 1.50 0.35 0.79 P62917 RL8_HUMAN reviewed 60S ribosomal protein L8RPL8 257 Homo sapiens (Human) 0.50 0.92 0.75 2.25 1.31 1.60 0.65 1.10 0.79 0.73 0.88 0.51 0.79 0.69 0.74 0.96 1.12 0.62 0.54 0.43 0.52

1.35 1.12 0.54 1.68 0.67 1.88 1.25 0.07 1.29 0.97 1.61 1.02 0.91 1.71 0.60 1.74 1.21 0.09 1.27 0.95 1.53 1.05 0.85 2.02 0.52 2.12 Q8NFJ9 BBS1_HUMAN reviewed Bardet-Biedl syndrome 1 protein (BBS2-like protein 2)BBS1 BBS2L2 593 Homo sapiens (Human) 1.05 0.99 1.92 1.05 1.26 1.07 1.05 1.15 1.16 1.21 1.53 1.34 1.11 1.30 1.28 1.22 1.05 1.12 1.25 1.02 1.05

12.36 1.24 0.31 4.23 0.29 5.26 0.94 0.71 4.51 0.21 4.26 1.08 0.64 4.19 0.26 4.50 1.29 0.41 11.19 0.12 14.44 1.97 0.11 4.23 0.47 8.33 P05090 APOD_HUMAN reviewed Apolipoprotein D (Apo-D) (ApoD)APOD 189 Homo sapiens (Human) 0.41 0.74 0.41 1.33 0.77 0.61 1.39 1.81 0.72 1.29 0.91 0.93 0.63 1.53 2.16 0.62 0.71 1.24 0.94 1.08 1.97

2.27 0.25 0.00 1.42 0.18 0.36 0.50 0.02 1.59 0.32 0.80 0.43 0.01 1.42 0.30 0.61 0.75 0.07 1.44 0.52 1.08 0.61 0.03 1.42 0.43 0.86 P18621 RL17_HUMAN reviewed 60S ribosomal protein L17 (60S ribosomal protein L23) (PD-1)RPL17 184 Homo sapiens (Human) 0.47 0.66 0.66 2.43 0.88 1.60 0.58 1.15 0.66 0.75 0.67 0.65 0.82 0.67 0.49 0.88 0.98 0.25 0.50 0.43 0.61

2.29 1.22 0.15 1.45 0.84 1.77 1.24 0.13 1.46 0.85 1.81 1.02 0.88 1.46 0.70 1.48 0.85 0.37 1.86 0.46 1.58 0.99 0.92 1.62 0.61 1.60 P49773 HINT1_HUMANreviewed Histidine triad nucleotide-binding protein 1 (EC 3.-.-.-) (Adenosine 5'-monophosphoramidase) (Protein kinase C inhibitor 1) (Protein kinase C-interacting protein 1) (PKCI-1)HINT1 HINT PKCI1 PRKCNH1126 Homo sapiens (Human) 1.45 0.55 1.19 0.57 0.63 1.27 1.01 1.19 0.89 0.85 1.08 1.44 1.60 1.05 0.97 1.36 1.27 1.22 1.24 1.02 0.99

1.95 1.24 0.55 3.74 0.33 4.65 0.81 0.13 1.44 0.56 1.17 0.84 0.18 1.44 0.58 1.22 0.97 0.72 1.44 0.67 1.39 1.03 0.79 1.45 0.71 1.49 O14617 AP3D1_HUMANreviewed AP-3 complex subunit delta-1 (AP-3 complex subunit delta) (Adapter-related protein complex 3 subunit delta-1) (Delta-adaptin)AP3D1 PRO0039 1153 Homo sapiens (Human) 0.71 1.34 0.93 1.27 0.64 1.16 0.87 1.05 1.06 0.97 1.36 0.84 1.14 0.90 1.03 0.98 1.07 1.24 0.81 0.84 1.03

3.88 1.13 0.78 76.03 0.01 85.92 1.11 0.57 5.31 0.21 5.89 0.98 0.88 4.08 0.24 3.99 1.20 0.35 4.12 0.29 4.93 1.15 0.71 38.07 0.03 43.88 P40763 STAT3_HUMANreviewed Signal transducer and activator of transcription 3 (Acute-phase response factor)STAT3 APRF 770 Homo sapiens (Human) 0.91 0.74 0.83 1.14 0.93 0.94 1.07 1.00 1.00 1.20 1.60 1.06 1.07 1.08 1.25 1.07 0.92 1.13 1.11 0.98 1.15

1.48 0.99 0.93 1.55 0.64 1.53 1.03 0.76 1.42 0.72 1.46 0.95 0.63 1.42 0.67 1.36 1.03 0.81 1.63 0.63 1.68 1.16 0.22 1.42 0.81 1.65 P61088 UBE2N_HUMANreviewed Ubiquitin-conjugating enzyme E2 N (EC 6.3.2.19) (Bendless-like ubiquitin-conjugating enzyme) (Ubc13) (UbcH13) (Ubiquitin carrier protein N) (Ubiquitin-protein ligase N)UBE2N BLU 152 Homo sapiens (Human) 1.27 0.79 1.17 0.83 1.03 1.04 0.97 1.02 0.95 1.03 0.87 1.06 1.18 0.82 0.86 0.97 1.01 0.99 1.03 0.95 1.16

2.22 0.92 0.42 1.44 0.64 1.32 0.94 0.55 1.43 0.66 1.35 1.20 0.17 1.44 0.83 1.72 0.99 0.93 1.44 0.69 1.43 0.90 0.64 2.25 0.40 2.03 Q01469 FABP5_HUMANreviewed Fatty acid-binding protein, epidermal (Epidermal-type fatty acid-binding protein) (E-FABP) (Fatty acid-binding protein 5) (Psoriasis-associated fatty acid-binding protein homolog) (PA-FABP)FABP5 135 Homo sapiens (Human) 1.04 1.68 0.67 0.92 1.03 1.48 1.49 1.16 1.26 0.99 0.79 0.91 2.00 0.96 0.57 0.76 1.18 0.92 0.94 1.20 0.90

2.02 1.04 0.88 2.57 0.40 2.68 1.09 0.48 1.51 0.72 1.63 1.02 0.88 1.51 0.67 1.54 0.81 0.37 2.20 0.37 1.79 1.27 0.48 3.27 0.39 4.15 Q8IXQ6 PARP9_HUMANreviewed Poly [ADP-ribose] polymerase 9 (PARP-9) (EC 2.4.2.30) (ADP-ribosyltransferase diphtheria toxin-like 9) (ARTD9) (B aggressive lymphoma protein)PARP9 BAL BAL1 854 Homo sapiens (Human) 0.75 1.13 0.96 1.49 1.03 1.34 0.91 0.67 0.79 0.81 1.04 0.58 1.06 0.86 0.73 0.97 1.15 1.04 1.09 1.02 1.27

62.25 1.91 0.20 13.57 0.14 25.88 0.99 0.93 4.72 0.21 4.66 1.95 0.12 4.73 0.41 9.23 1.02 0.97 417.09 0.00 426.53 1.31 0.27 4.75 0.28 6.24 Q8N4F0 BPIB2_HUMAN reviewed BPI fold-containing family B member 2 (Bactericidal/permeability-increasing protein-like 1) (BPI-like 1) (Long palate, lung and nasal epithelium carcinoma-associated protein 2) (RYSR)BPIFB2 BPIL1 C20orf184 LPLUNC2 UNQ2489/PRO5776458 Homo sapiens (Human) 0.33 0.35 0.39 0.29 0.93 0.59 0.41 0.70 1.04 1.02 0.38 0.48 3.88 1.53 0.76 0.82 0.47 1.91 0.99 1.95 1.31

1.24 1.04 0.64 1.25 0.83 1.30 0.96 0.62 1.26 0.77 1.21 1.20 0.08 1.26 0.96 1.51 1.35 0.05 1.36 0.99 1.84 2.15 0.00 1.26 1.71 2.70 Q9NZP8 C1RL_HUMAN reviewed Complement C1r subcomponent-like protein (C1r-LP) (C1r-like protein) (EC 3.4.21.-) (C1r-like serine protease analog protein) (CLSPa)C1RL C1RL1 C1RLP CLSPA 487 Homo sapiens (Human) 0.75 0.57 0.76 0.75 0.69 0.97 1.30 1.37 1.18 1.35 1.27 1.19 0.84 1.01 1.47 0.87 0.75 1.04 0.96 1.20 2.15

2.37 1.48 0.04 1.42 1.04 2.11 1.38 0.06 1.42 0.97 1.97 0.91 0.43 1.51 0.60 1.37 1.03 0.85 1.94 0.53 2.00 1.54 0.03 1.42 1.08 2.19 P02743 SAMP_HUMANreviewed Serum amyloid P-component (SAP) (9.5S alpha-1-glycoprotein) [Cleaved into: Serum amyloid P-component(1-203)]APCS PTX2 223 Homo sapiens (Human) 0.40 1.42 0.56 0.82 0.54 1.67 1.06 0.91 0.88 1.03 1.98 1.19 0.53 2.19 1.84 1.10 0.94 1.48 1.38 0.91 1.54

6.40 0.68 0.06 1.51 0.45 1.02 0.77 0.11 1.48 0.52 1.15 1.19 0.19 1.48 0.80 1.77 1.38 0.07 1.49 0.93 2.06 1.16 0.43 1.94 0.60 2.26 P15559 NQO1_HUMANreviewed NAD(P)H dehydrogenase [quinone] 1 (EC 1.6.5.2) (Azoreductase) (DT-diaphorase) (DTD) (Menadione reductase) (NAD(P)H:quinone oxidoreductase 1) (Phylloquinone reductase) (Quinone reductase 1) (QR1)NQO1 DIA4 NMOR1 274 Homo sapiens (Human) 0.65 0.86 1.01 0.49 1.27 3.07 0.75 2.44 0.97 1.38 0.45 1.05 0.47 0.62 1.03 0.80 1.59 0.68 0.77 1.19 1.16

18.50 0.96 0.82 4.87 0.20 4.70 0.93 0.85 46.11 0.02 42.82 0.96 0.93 108.06 0.01 103.74 1.11 0.48 3.53 0.32 3.92 1.11 0.77 30.19 0.04 33.49 P60866 RS20_HUMAN reviewed 40S ribosomal protein S20RPS20 119 Homo sapiens (Human) 1.09 0.90 1.29 1.92 1.12 1.53 0.74 0.85 0.93 1.11 0.97 0.99 0.99 0.76 0.79 0.93 0.79 0.96 0.93 0.96 1.11

1.46 1.90 0.14 3.23 0.59 6.13 1.31 0.30 2.33 0.56 3.06 1.28 0.12 1.52 0.85 1.95 0.82 0.42 2.31 0.36 1.90 0.80 0.43 2.68 0.30 2.14 Q6ZTQ4 CDHR3_HUMANreviewed Cadherin-related family member 3 (Cadherin-like protein 28)CDHR3 CDH28 885 Homo sapiens (Human) 1.13 1.54 1.41 0.95 1.40 0.56 0.70 0.86 0.95 0.82 1.18 1.17 1.28 0.99 1.06 0.91 0.94 1.90 1.31 1.28 0.80

13.29 1.41 0.18 3.56 0.40 5.02 0.67 0.16 3.56 0.19 2.40 1.28 0.25 3.59 0.36 4.59 1.13 0.44 3.56 0.32 4.02 0.65 0.68 23897.37 0.00 15499.14 Q8IX19 MCEM1_HUMANreviewed Mast cell-expressed membrane protein 1MCEMP1 C19orf59 187 Homo sapiens (Human) 0.55 1.30 1.16 0.87 0.66 0.88 1.68 2.11 1.49 1.13 0.74 1.34 1.29 1.04 1.26 1.11 1.17 1.41 0.67 1.28 0.65

32.79 0.73 0.29 6.78 0.11 4.95 1.04 0.91 26.22 0.04 27.24 0.94 0.78 9.30 0.10 8.74 0.73 0.29 7.09 0.10 5.18 0.66 0.48 127.32 0.01 84.33 Q8N9N7 LRC57_HUMANreviewed Leucine-rich repeat-containing protein 57LRRC57 239 Homo sapiens (Human) 1.11 1.02 1.22 0.94 0.98 0.68 0.98 0.93 0.90 0.73 1.03 0.82 1.11 0.89 0.67 1.23 1.16 0.73 1.04 0.94 0.66

1.55 1.40 0.07 1.47 0.95 2.06 0.83 0.14 1.34 0.62 1.11 0.85 0.14 1.28 0.67 1.09 1.12 0.65 2.09 0.54 2.35 1.09 0.51 1.44 0.75 1.57 Q8TEX9 IPO4_HUMAN reviewed Importin-4 (Imp4) (Importin-4b) (Imp4b) (Ran-binding protein 4) (RanBP4)IPO4 IMP4B RANBP4 1081 Homo sapiens (Human) 1.14 0.67 1.01 1.26 1.40 0.89 0.85 1.33 0.75 1.12 0.54 1.20 1.29 0.95 0.86 1.15 1.62 1.40 0.83 0.85 1.09

6.82 0.62 0.26 14.27 0.04 8.88 0.69 0.16 3.54 0.19 2.43 0.75 0.25 4.42 0.17 3.31 1.03 0.83 3.54 0.29 3.63 0.95 0.68 3.54 0.27 3.35 O00203 AP3B1_HUMANreviewed AP-3 complex subunit beta-1 (Adapter-related protein complex 3 subunit beta-1) (Adaptor protein complex AP-3 subunit beta-1) (Beta-3A-adaptin) (Clathrin assembly protein complex 3 beta-1 large chain)AP3B1 ADTB3A 1094 Homo sapiens (Human) 0.77 1.48 0.72 1.39 0.76 1.93 0.68 0.98 0.66 1.03 0.49 0.68 1.16 0.86 1.02 0.80 0.73 0.62 0.69 0.75 0.95

338.13 1.15 0.70 30.82 0.04 35.34 1.52 0.38 38.95 0.04 59.16 1.04 0.99 149000000000000000.00 0.00 155000000000000000.00 0.84 0.96 1090000000000000.00 0.00 923000000000000.00 1.08 0.95 59566.58 0.00 64052.80 O60716 CTND1_HUMANreviewed Catenin delta-1 (Cadherin-associated Src substrate) (CAS) (p120 catenin) (p120(ctn)) (p120(cas))CTNND1 KIAA0384 968 Homo sapiens (Human) 0.97 1.38 1.00 0.82 0.74 1.30 0.75 0.94 1.02 0.84 1.10 0.90 0.74 0.78 1.34 1.02 1.54 1.15 1.52 1.04 1.08

5.13 0.86 0.53 7.85 0.11 6.78 1.14 0.44 4.01 0.28 4.56 0.70 0.26 7.06 0.10 4.93 0.88 0.47 4.04 0.22 3.57 1.17 0.44 5.10 0.23 5.95 P07741 APT_HUMAN reviewed Adenine phosphoribosyltransferase (APRT) (EC 2.4.2.7)APRT 180 Homo sapiens (Human) 1.59 0.72 1.15 0.86 0.83 1.27 0.96 0.92 0.87 0.88 0.84 1.22 1.30 0.91 0.78 1.28 1.09 0.86 1.14 0.70 1.17

2.49 3.46 0.39 71680.91 0.00 248266.75 1.06 0.95 18422.44 0.00 19608.67 0.72 0.19 3.79 0.19 2.72 0.67 0.20 5.19 0.13 3.46 1.30 0.48 23.22 0.06 30.19 Q32P44 EMAL3_HUMANreviewed Echinoderm microtubule-associated protein-like 3 (EMAP-3)EML3 896 Homo sapiens (Human) 1.17 1.37 1.10 1.37 1.06 0.69 1.05 0.86 1.19 0.67 1.28 1.08 0.89 1.01 1.34 1.05 0.82 3.46 1.06 0.72 1.30

10.92 0.91 0.51 3.62 0.25 3.28 0.93 0.64 4.77 0.19 4.42 0.74 0.22 4.17 0.18 3.07 0.80 0.43 10.18 0.08 8.13 0.62 0.13 3.61 0.17 2.26 P28074 PSB5_HUMAN reviewed Proteasome subunit beta type-5 (EC 3.4.25.1) (Macropain epsilon chain) (Multicatalytic endopeptidase complex epsilon chain) (Proteasome chain 6) (Proteasome epsilon chain) (Proteasome subunit MB1) (Proteasome subunit X)PSMB5 LMPX MB1 X 263 Homo sapiens (Human) 0.76 1.75 0.89 1.32 1.96 0.69 1.11 0.55 0.79 0.80 0.84 0.90 0.65 0.73 0.77 0.61 0.70 0.91 0.93 0.74 0.62

11.10 0.59 0.14 4.59 0.13 2.71 0.57 0.23 15.80 0.04 8.98 0.59 0.27 19.97 0.03 11.74 0.80 0.29 4.24 0.19 3.37 0.98 0.93 14.28 0.07 13.95 P62854 RS26_HUMAN reviewed 40S ribosomal protein S26RPS26 115 Homo sapiens (Human) 0.53 0.77 0.68 2.25 1.33 1.45 0.63 1.15 0.86 0.80 0.88 0.70 0.81 0.60 0.69 0.99 1.18 0.59 0.57 0.59 0.98

21.28 0.97 0.97 2711.10 0.00 2643.31 1.14 0.42 3.54 0.32 4.03 1.09 0.54 3.55 0.31 3.88 1.38 0.19 3.54 0.39 4.88 0.92 0.56 3.57 0.26 3.29 O15551 CLD3_HUMAN reviewed Claudin-3 (Clostridium perfringens enterotoxin receptor 2) (CPE-R 2) (CPE-receptor 2) (Rat ventral prostate.1 protein homolog) (hRVP1)CLDN3 C7orf1 CPETR2 220 Homo sapiens (Human) 1.72 1.47 1.47 0.86 1.05 0.91 0.83 1.03 1.28 1.38 1.22 1.01 1.19 0.64 0.77 1.03 1.79 0.97 1.14 1.09 0.92

7.24 0.99 0.95 8.73 0.11 8.61 0.94 0.64 3.76 0.25 3.52 0.81 0.30 3.77 0.22 3.07 1.17 0.38 3.72 0.31 4.34 0.57 0.12 3.69 0.15 2.11 P13473 LAMP2_HUMANreviewed Lysosome-associated membrane glycoprotein 2 (LAMP-2) (Lysosome-associated membrane protein 2) (CD107 antigen-like family member B) (CD antigen CD107b)LAMP2 410 Homo sapiens (Human) 0.90 1.83 1.06 1.09 0.96 1.14 0.83 0.73 0.90 1.17 0.94 0.77 1.54 1.16 0.75 1.02 1.12 0.99 0.94 0.81 0.57

4.71 1.02 0.89 4.41 0.23 4.50 0.94 0.79 10.89 0.09 10.22 0.90 0.54 4.70 0.19 4.23 1.03 0.82 3.59 0.29 3.70 1.11 0.55 4.93 0.23 5.49 Q9Y3I0 RTCB_HUMAN reviewed tRNA-splicing ligase RtcB homolog (EC 6.5.1.3)RTCB C22orf28 HSPC117 505 Homo sapiens (Human) 0.80 0.52 0.93 1.52 1.21 1.32 0.65 1.00 0.85 1.03 0.72 0.93 0.99 0.71 0.80 0.93 1.07 1.02 0.94 0.90 1.11

3.00 1.25 0.27 3.52 0.36 4.40 1.24 0.28 3.67 0.34 4.56 1.20 0.43 6.57 0.18 7.91 0.99 0.92 3.51 0.28 3.47 0.88 0.78 112.58 0.01 98.62 O75695 XRP2_HUMAN reviewed Protein XRP2 RP2 350 Homo sapiens (Human) 1.04 1.15 0.96 0.84 1.04 0.85 1.20 1.14 1.07 0.99 0.98 1.10 1.15 0.92 0.92 1.10 1.16 1.25 1.24 1.20 0.88

3.80 0.92 0.71 2.39 0.38 2.19 1.52 0.10 1.86 0.82 2.82 1.19 0.42 2.12 0.56 2.52 6.72 0.08 12.57 0.53 84.51 0.72 0.24 2.40 0.30 1.72 P31151 S10A7_HUMANreviewed Protein S100-A7 (Psoriasin) (S100 calcium-binding protein A7)S100A7 PSOR1 S100A7C 101 Homo sapiens (Human) 0.57 3.23 0.74 0.56 0.87 1.68 0.62 0.78 1.14 6.72 1.67 1.04 0.54 0.58 1.71 1.36 0.72 0.92 1.52 1.19 0.72

3.69 0.89 0.45 3.67 0.24 3.26 1.03 0.86 4.04 0.25 4.14 0.87 0.41 3.63 0.24 3.17 1.07 0.67 4.42 0.24 4.73 1.16 0.43 4.47 0.26 5.18 P61960 UFM1_HUMANreviewed Ubiquitin-fold modifier 1UFM1 C13orf20 BM-002 85 Homo sapiens (Human) 1.26 1.24 1.31 1.09 0.96 0.99 1.01 1.07 2.35 1.07 0.77 1.43 0.99 1.10 0.72 1.10 1.04 0.89 1.03 0.87 1.16

2.16 0.60 0.18 2.96 0.20 1.77 0.62 0.06 1.71 0.36 1.06 0.54 0.04 1.74 0.31 0.94 0.78 0.11 1.45 0.54 1.14 0.64 0.13 2.20 0.29 1.40 P84098 RL19_HUMAN reviewed 60S ribosomal protein L19RPL19 196 Homo sapiens (Human) 0.90 0.83 0.95 3.01 1.11 1.19 0.83 0.99 0.95 0.78 0.81 1.16 1.01 0.85 0.55 0.99 0.83 0.60 0.62 0.54 0.64

3.31 0.86 0.29 1.61 0.53 1.38 1.39 0.12 1.75 0.80 2.44 0.86 0.46 2.00 0.43 1.73 0.67 0.42 5.57 0.12 3.72 0.81 0.24 1.72 0.47 1.40 Q8TDB8 GTR14_HUMANreviewed Solute carrier family 2, facilitated glucose transporter member 14 (Glucose transporter type 14) (GLUT-14)SLC2A14 GLUT14 GLUT3 520 Homo sapiens (Human) 1.52 2.63 3.85 1.50 0.80 0.43 0.79 0.57 0.71 0.67 0.63 0.85 0.61 0.70 0.48 1.21 0.68 0.86 1.39 0.86 0.81

4.24 1.04 0.75 3.75 0.28 3.91 1.09 0.58 4.05 0.27 4.42 0.95 0.70 3.78 0.25 3.59 0.81 0.29 3.73 0.22 3.02 1.13 0.44 3.76 0.30 4.26 Q13618 CUL3_HUMAN reviewed Cullin-3 (CUL-3)CUL3 KIAA0617 768 Homo sapiens (Human) 0.94 0.81 1.18 0.97 1.01 0.93 1.16 0.86 1.57 0.81 0.97 1.17 0.87 1.80 1.01 1.11 1.08 1.04 1.09 0.95 1.13

42.94 1.10 0.53 3.70 0.30 4.06 0.85 0.35 3.63 0.23 3.08 0.87 0.41 3.65 0.24 3.19 1.01 0.95 3.61 0.28 3.64 0.91 0.64 7.24 0.13 6.57 Q96T76 MMS19_HUMANreviewed MMS19 nucleotide excision repair protein homolog (hMMS19) (MET18 homolog) (MMS19-like protein)MMS19 MMS19L 1030 Homo sapiens (Human) 1.10 0.89 1.03 1.05 1.47 0.88 1.05 1.19 0.81 1.01 0.90 1.09 1.20 1.20 1.17 0.96 1.01 1.10 0.85 0.87 0.91

10.93 1.39 0.58 234.85 0.01 327.16 0.76 0.23 3.82 0.20 2.90 0.78 0.26 3.85 0.20 3.02 1.05 0.71 3.84 0.27 4.04 0.91 0.55 3.87 0.24 3.53 Q9H0A8 COMD4_HUMANreviewed COMM domain-containing protein 4COMMD4 199 Homo sapiens (Human) 1.00 1.14 0.68 1.53 1.27 1.03 0.75 0.86 0.59 1.05 0.62 0.87 1.27 0.91 0.62 0.87 0.81 1.39 0.76 0.78 0.91

4.60 0.69 0.28 9.25 0.07 6.41 1.12 0.46 3.51 0.32 3.93 0.96 0.86 8.65 0.11 8.33 0.80 0.43 9.85 0.08 7.89 0.83 0.40 5.34 0.16 4.45 Q9NP79 VTA1_HUMAN reviewed Vacuolar protein sorting-associated protein VTA1 homolog (Dopamine-responsive gene 1 protein) (DRG-1) (LYST-interacting protein 5) (LIP5) (SKD1-binding protein 1) (SBP1)VTA1 C6orf55 HSPC228 My012307 Homo sapiens (Human) 1.49 1.25 1.70 1.11 0.87 0.69 1.14 0.86 0.99 0.80 0.99 0.78 0.80 0.88 0.90 0.97 0.94 0.69 1.12 0.96 0.83

NA 1.11 NA NA NA NA 1.00 NA NA NA NA 1.16 NA NA NA NA 1.28 NA NA NA NA 1.01 NA NA NA NA P01610 KV118_HUMANreviewed Ig kappa chain V-I region WEA 108 Homo sapiens (Human) 0.76 0.75 1.05 0.61 0.84 1.31 1.33 0.97 1.92 1.28 2.30 1.20 0.59 2.69 1.59 0.81 0.60 1.11 1.00 1.16 1.01

5.78 1.08 0.60 3.61 0.30 3.88 1.31 0.23 3.65 0.36 4.79 1.79 0.11 3.62 0.49 6.46 1.08 0.66 5.43 0.20 5.87 0.99 0.95 3.63 0.27 3.60 P01609 KV117_HUMANreviewed Ig kappa chain V-I region Scw 108 Homo sapiens (Human) 0.60 0.55 1.74 0.51 0.44 1.58 1.09 1.23 1.70 1.08 1.79 2.07 0.71 1.57 2.83 0.73 0.87 1.08 1.31 1.79 0.99

115.12 0.87 0.47 4.79 0.18 4.18 1.39 0.43 29.09 0.05 40.39 1.46 0.41 38.41 0.04 56.06 0.92 0.80 31.93 0.03 29.26 1.23 0.50 13.56 0.09 16.68 P01596 KV104_HUMANreviewed Ig kappa chain V-I region CAR 107 Homo sapiens (Human) 0.31 0.50 0.82 0.83 0.41 0.90 0.98 1.16 1.11 0.92 5.70 1.40 0.73 1.52 1.69 0.54 0.73 0.87 1.39 1.46 1.23
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15.73 1.24 0.35 5.20 0.24 6.45 1.21 0.30 3.51 0.35 4.26 1.00 0.98 3.51 0.28 3.50 1.65 0.45 212.93 0.01 351.35 0.98 0.85 3.51 0.28 3.43 P01763 HV302_HUMANreviewed Ig heavy chain V-III region WEA 114 Homo sapiens (Human) 0.60 0.65 1.40 0.65 0.72 1.21 1.11 1.22 1.93 1.65 2.12 1.17 0.57 2.17 1.91 0.71 0.67 1.24 1.21 1.00 0.98

642.94 1.13 0.49 4.64 0.24 5.25 1.30 0.33 6.67 0.19 8.64 1.59 0.45 151.18 0.01 240.14 1.09 0.89 686.29 0.00 748.79 1.28 0.36 7.53 0.17 9.66 P01612 KV120_HUMANreviewed Ig kappa chain V-I region Mev 109 Homo sapiens (Human) 0.45 0.71 1.28 0.56 0.62 1.55 1.00 1.26 2.02 1.09 3.13 1.55 0.77 1.61 2.62 0.84 0.88 1.13 1.30 1.59 1.28

NA 0.67 NA NA NA NA 1.92 NA NA NA NA 1.09 NA NA NA NA 1.31 NA NA NA NA 1.23 NA NA NA NA P01611 KV119_HUMANreviewed Ig kappa chain V-I region Wes 108 Homo sapiens (Human) 0.57 0.68 1.37 0.40 0.61 1.19 1.77 1.14 1.47 1.31 2.87 1.05 0.62 2.07 2.34 0.68 0.66 0.67 1.92 1.09 1.23

5.76 1.03 0.83 4.25 0.24 4.39 1.45 0.19 4.25 0.34 6.15 1.31 0.25 4.22 0.31 5.54 0.72 0.22 4.27 0.17 3.08 1.22 0.33 4.29 0.29 5.25 P06331 HV209_HUMANreviewed Ig heavy chain V-II region ARH-77 146 Homo sapiens (Human) 0.57 0.66 1.60 0.59 0.61 1.34 1.22 0.86 1.59 0.72 2.12 1.66 0.76 2.48 2.10 0.65 0.60 1.03 1.45 1.31 1.22

2.29 1.03 0.80 1.44 0.72 1.48 1.76 0.03 1.56 1.13 2.75 1.20 0.17 1.39 0.87 1.67 1.29 0.44 2.49 0.52 3.21 1.15 0.27 1.39 0.83 1.60 P01717 LV403_HUMANreviewed Ig lambda chain V-IV region Hil 107 Homo sapiens (Human) 0.83 0.43 1.17 0.68 0.79 1.15 0.92 0.88 1.26 1.29 3.15 1.43 0.54 2.04 1.50 0.80 0.61 1.03 1.76 1.20 1.15

10.98 1.02 0.92 7.05 0.14 7.18 1.04 0.90 30.12 0.03 31.42 1.66 0.16 5.08 0.33 8.44 0.80 0.58 34.66 0.02 27.84 1.20 0.61 27.74 0.04 33.29 P01743 HV102_HUMANreviewed Ig heavy chain V-I region HG3 117 Homo sapiens (Human) 0.67 0.95 1.64 0.47 0.72 1.29 0.92 1.29 1.75 0.80 2.82 1.13 0.71 1.88 1.72 0.72 0.68 1.02 1.04 1.66 1.20

1.29 0.97 0.88 1.62 0.60 1.58 2.17 0.02 1.73 1.25 3.75 1.04 0.80 1.49 0.69 1.55 0.97 0.94 2.85 0.34 2.77 1.16 0.20 1.33 0.87 1.54 P01714 LV301_HUMANreviewed Ig lambda chain V-III region SH 108 Homo sapiens (Human) 0.53 0.77 0.96 0.48 0.75 0.89 1.61 1.00 1.85 0.97 3.23 2.30 0.69 1.73 1.38 0.80 0.72 0.97 2.17 1.04 1.16

NA 0.72 NA NA NA NA 2.69 NA NA NA NA 0.51 NA NA NA NA 1.41 NA NA NA NA 0.99 NA NA NA NA P23083 HV103_HUMANreviewed Ig heavy chain V-I region V35 117 Homo sapiens (Human) 1.10 0.72 1.96 0.34 0.77 0.70 1.19 1.06 1.54 1.41 3.28 1.00 0.57 0.83 3.39 0.70 0.54 0.72 2.69 0.51 0.99

26.33 1.61 0.64 12316.73 0.00 19822.61 0.95 0.71 4.24 0.22 4.01 1.00 0.99 3.81 0.26 3.81 1.04 0.93 66.81 0.02 69.17 0.86 0.38 3.79 0.23 3.25 P27348 1433T_HUMANreviewed 14-3-3 protein theta (14-3-3 protein T-cell) (14-3-3 protein tau) (Protein HS1)YWHAQ 245 Homo sapiens (Human) 0.95 0.53 1.18 0.61 1.19 1.00 0.47 0.59 0.53 1.04 0.48 0.54 0.72 0.48 0.34 0.73 0.69 1.61 0.95 1.00 0.86

NA 1.09 NA NA NA NA 1.21 NA NA NA NA 0.75 NA NA NA NA 0.83 NA NA NA NA 0.98 NA NA NA NA Q04695 K1C17_HUMANreviewed Keratin, type I cytoskeletal 17 (39.1) (Cytokeratin-17) (CK-17) (Keratin-17) (K17)KRT17 432 Homo sapiens (Human) 0.47 1.48 0.56 0.54 0.78 0.63 0.87 1.01 5.09 0.83 2.06 0.88 0.58 1.10 1.55 0.80 0.84 1.09 1.21 0.75 0.98

4.07 1.13 0.55 6.45 0.18 7.31 1.22 0.48 10.20 0.12 12.43 1.16 0.40 3.83 0.30 4.44 1.23 0.31 3.87 0.32 4.74 1.06 0.67 3.85 0.28 4.09 Q04917 1433F_HUMANreviewed 14-3-3 protein eta (Protein AS1)YWHAH YWHA1 246 Homo sapiens (Human) 1.28 0.93 1.65 0.86 0.97 1.04 0.96 1.03 1.32 1.23 2.07 0.93 1.21 1.11 1.46 1.17 1.11 1.13 1.22 1.16 1.06

3.18 1.08 0.57 3.54 0.31 3.83 1.44 0.17 3.55 0.40 5.09 0.91 0.60 4.96 0.18 4.52 1.03 0.92 19.06 0.05 19.59 0.97 0.94 116.24 0.01 112.40 P63096 GNAI1_HUMANreviewed Guanine nucleotide-binding protein G(i) subunit alpha-1 (Adenylate cyclase-inhibiting G alpha protein)GNAI1 354 Homo sapiens (Human) 1.14 1.40 1.51 0.98 1.05 0.89 0.79 0.92 1.00 1.03 1.00 1.12 1.27 0.88 1.02 1.19 1.06 1.08 1.44 0.91 0.97

NA 0.99 NA NA NA NA 0.43 NA NA NA NA 2.36 NA NA NA NA 1.63 NA NA NA NA 0.66 NA NA NA NA P79483 DRB3_HUMAN reviewed HLA class II histocompatibility antigen, DR beta 3 chain (MHC class II antigen DRB3)HLA-DRB3 266 Homo sapiens (Human) 0.64 2.32 2.16 0.30 0.50 2.95 2.28 1.24 2.26 1.63 0.41 1.48 2.10 0.67 0.41 0.28 1.08 0.99 0.43 2.36 0.66

1.50 1.08 0.34 1.22 0.89 1.32 1.08 0.68 1.60 0.68 1.72 1.09 0.61 1.55 0.71 1.69 1.29 0.45 2.31 0.56 2.98 1.25 0.16 1.44 0.87 1.79 Q10567 AP1B1_HUMANreviewed AP-1 complex subunit beta-1 (Adapter-related protein complex 1 subunit beta-1) (Adaptor protein complex AP-1 subunit beta-1) (Beta-1-adaptin) (Beta-adaptin 1) (Clathrin assembly protein complex 1 beta large chain) (Golgi adaptor HA1/AP1 adaptin beta subunit)AP1B1 ADTB1 BAM22 CLAPB2949 Homo sapiens (Human) 1.18 1.13 0.78 0.69 1.02 0.90 1.03 0.96 0.88 1.29 0.92 0.96 1.12 0.98 1.07 0.76 0.73 1.08 1.08 1.09 1.25

7.67 0.98 0.90 5.63 0.17 5.51 1.58 0.16 4.66 0.34 7.37 1.09 0.62 4.70 0.23 5.10 0.75 0.37 11.96 0.06 8.92 1.67 0.15 4.67 0.36 7.78 P02745 C1QA_HUMAN reviewed Complement C1q subcomponent subunit AC1QA 245 Homo sapiens (Human) 0.89 1.41 0.91 0.91 0.89 1.07 1.31 1.22 1.11 0.75 2.48 1.70 0.71 1.11 3.46 0.99 0.67 0.98 1.58 1.09 1.67

1.11 0.92 0.52 1.45 0.63 1.33 1.11 0.27 1.28 0.87 1.43 1.18 0.22 1.40 0.84 1.64 1.03 0.83 1.56 0.66 1.61 0.93 0.65 1.54 0.61 1.44 P12931 SRC_HUMAN reviewed Proto-oncogene tyrosine-protein kinase Src (EC 2.7.10.2) (Proto-oncogene c-Src) (pp60c-src) (p60-Src)SRC SRC1 536 Homo sapiens (Human) 1.06 1.15 1.50 0.97 1.17 0.87 0.88 1.08 1.09 1.03 0.75 0.87 0.99 0.89 0.81 1.02 0.99 0.92 1.11 1.18 0.93

2.09 0.86 0.34 1.67 0.52 1.44 1.00 0.99 1.42 0.70 1.42 1.28 0.35 2.46 0.52 3.15 0.65 0.03 1.42 0.45 0.92 1.26 0.35 2.26 0.56 2.85 A6NJ16 IV4F8_HUMAN reviewed Putative V-set and immunoglobulin domain-containing-like protein IGHV4OR15-8 (Immunoglobulin heavy variable 4 orphon 15-8) (Putative V-set and immunoglobulin domain-containing protein 6)IGHV4OR15-8 VSIG6 123 Homo sapiens (Human) 0.36 0.82 1.54 0.55 0.82 1.01 0.71 0.97 1.75 0.65 1.60 1.12 1.01 1.52 1.93 0.71 0.56 0.86 1.00 1.28 1.26

NA 1.12 NA NA NA NA 0.96 NA NA NA NA 1.27 NA NA NA NA 0.73 NA NA NA NA 0.92 NA NA NA NA Q86VB7 C163A_HUMANreviewed Scavenger receptor cysteine-rich type 1 protein M130 (Hemoglobin scavenger receptor) (CD antigen CD163) [Cleaved into: Soluble CD163 (sCD163)]CD163 M130 1156 Homo sapiens (Human) 1.00 1.22 0.88 1.00 0.75 1.51 1.31 0.95 1.33 0.73 1.00 0.94 1.03 0.97 1.04 1.24 1.12 1.12 0.96 1.27 0.92

1.36 3.31 0.00 1.35 2.46 4.45 1.14 0.25 1.32 0.86 1.50 1.02 0.84 1.27 0.80 1.29 0.99 0.96 1.81 0.55 1.79 0.64 0.05 1.59 0.40 1.01 P06737 PYGL_HUMAN reviewed Glycogen phosphorylase, liver form (EC 2.4.1.1)PYGL 847 Homo sapiens (Human) 0.96 0.63 1.30 1.18 1.01 0.90 1.00 0.81 1.14 0.99 0.50 1.18 0.90 1.06 1.29 1.38 1.02 3.31 1.14 1.02 0.64

1.20 0.74 0.31 2.61 0.28 1.93 0.66 0.08 1.71 0.38 1.13 0.62 0.21 3.06 0.20 1.91 0.72 0.07 1.47 0.49 1.05 0.80 0.36 2.29 0.35 1.83 P42025 ACTY_HUMAN reviewed Beta-centractin (Actin-related protein 1B) (ARP1B)ACTR1B CTRN2 376 Homo sapiens (Human) 0.74 2.07 1.14 2.22 1.58 0.65 0.47 0.46 0.93 0.72 0.96 0.62 0.58 0.53 0.85 0.88 1.05 0.74 0.66 0.62 0.80

NA 0.95 NA NA NA NA 1.14 NA NA NA NA 1.04 NA NA NA NA 1.02 NA NA NA NA 0.87 NA NA NA NA P13797 PLST_HUMAN reviewed Plastin-3 (T-plastin)PLS3 630 Homo sapiens (Human) 0.85 0.94 1.16 1.04 1.26 0.78 1.27 1.04 1.13 1.02 1.25 0.93 1.00 1.06 1.16 1.43 1.07 0.95 1.14 1.04 0.87

NA 0.67 NA NA NA NA 0.59 NA NA NA NA 0.45 NA NA NA NA 0.89 NA NA NA NA 0.55 NA NA NA NA Q9NYC9 DYH9_HUMAN reviewed Dynein heavy chain 9, axonemal (Axonemal beta dynein heavy chain 9) (Ciliary dynein heavy chain 9)DNAH9 DNAH17L DNAL1 KIAA03574486 Homo sapiens (Human) 1.13 0.95 0.99 1.35 1.86 0.81 0.98 1.30 1.02 0.89 0.96 1.51 1.04 1.07 0.88 1.02 1.57 0.67 0.59 0.45 0.55

NA 0.49 NA NA NA NA 0.74 NA NA NA NA 1.07 NA NA NA NA 1.17 NA NA NA NA 0.66 NA NA NA NA O60603 TLR2_HUMAN reviewed Toll-like receptor 2 (Toll/interleukin-1 receptor-like protein 4) (CD antigen CD282)TLR2 TIL4 784 Homo sapiens (Human) 1.48 1.54 0.85 0.77 0.84 1.05 1.41 0.85 1.73 1.17 1.10 1.11 1.46 1.05 1.14 0.97 1.10 0.49 0.74 1.07 0.66

NA 0.75 NA NA NA NA 1.31 NA NA NA NA 1.37 NA NA NA NA 0.62 NA NA NA NA 1.21 NA NA NA NA Q9UK41 VPS28_HUMANreviewed Vacuolar protein sorting-associated protein 28 homolog (H-Vps28) (ESCRT-I complex subunit VPS28)VPS28 221 Homo sapiens (Human) 1.42 1.51 1.79 1.13 0.82 1.12 1.08 0.64 1.31 0.62 1.13 0.72 0.91 0.88 0.84 1.23 0.89 0.75 1.31 1.37 1.21

5.20 1.02 0.95 29.78 0.03 30.48 1.16 0.57 11.50 0.10 13.39 1.44 0.21 4.94 0.29 7.13 1.50 0.35 23.05 0.06 34.50 0.78 0.29 4.86 0.16 3.77 P08631 HCK_HUMAN reviewed Tyrosine-protein kinase HCK (EC 2.7.10.2) (Hematopoietic cell kinase) (Hemopoietic cell kinase) (p59-HCK/p60-HCK) (p59Hck) (p61Hck)HCK 526 Homo sapiens (Human) 1.17 1.01 0.70 0.82 0.84 0.99 1.07 1.52 1.39 1.50 0.86 1.08 1.11 1.09 1.76 0.91 1.54 1.02 1.16 1.44 0.78

5.43 0.74 0.38 13.33 0.06 9.91 0.77 0.23 3.53 0.22 2.71 0.62 0.25 11.51 0.05 7.19 0.92 0.56 3.52 0.26 3.24 0.77 0.29 4.92 0.16 3.80 P29692 EF1D_HUMAN reviewed Elongation factor 1-delta (EF-1-delta) (Antigen NY-CO-4)EEF1D EF1D 281 Homo sapiens (Human) 1.12 1.36 1.12 1.73 1.12 1.41 1.79 1.09 0.91 0.92 1.16 1.27 0.75 1.60 1.29 0.94 0.75 0.74 0.77 0.62 0.77

4.93 1.09 0.89 432.19 0.00 468.97 1.09 0.67 6.44 0.17 7.00 0.80 0.30 3.99 0.20 3.21 0.96 0.77 3.67 0.26 3.53 1.40 0.31 9.69 0.14 13.57 O00194 RB27B_HUMANreviewed Ras-related protein Rab-27B (C25KG)RAB27B 218 Homo sapiens (Human) 1.10 1.29 0.94 0.89 0.91 1.34 1.10 0.87 0.80 0.96 0.63 1.05 1.31 1.21 0.59 1.19 1.31 1.09 1.09 0.80 1.40

NA 0.79 NA NA NA NA 0.84 NA NA NA NA 0.89 NA NA NA NA 0.92 NA NA NA NA 1.14 NA NA NA NA P62241 RS8_HUMAN reviewed 40S ribosomal protein S8RPS8 OK/SW-cl.83 208 Homo sapiens (Human) 0.67 0.82 0.81 1.90 0.95 1.11 0.69 1.35 0.94 0.92 0.98 0.88 0.92 0.92 0.91 0.89 0.88 0.79 0.84 0.89 1.14

1246.14 1.32 0.26 4.76 0.28 6.29 1.44 0.19 4.05 0.36 5.83 1.09 0.78 23.36 0.05 25.56 1.05 0.74 4.05 0.26 4.25 0.90 0.85 270.80 0.00 243.66 P20339 RAB5A_HUMANreviewed Ras-related protein Rab-5ARAB5A RAB5 215 Homo sapiens (Human) 2.42 1.92 2.06 0.90 1.36 0.73 0.80 0.96 1.19 1.05 1.20 0.65 0.71 1.14 1.07 1.08 1.37 1.32 1.44 1.09 0.90

1.51 0.79 0.08 1.33 0.59 1.05 0.74 0.02 1.25 0.59 0.93 0.87 0.16 1.25 0.69 1.09 1.02 0.91 1.54 0.66 1.57 0.97 0.86 1.54 0.63 1.50 Q13557 KCC2D_HUMANreviewed Calcium/calmodulin-dependent protein kinase type II subunit delta (CaM kinase II subunit delta) (CaMK-II subunit delta) (EC 2.7.11.17)CAMK2D CAMKD 499 Homo sapiens (Human) 1.12 0.93 1.07 1.38 0.96 1.20 0.98 0.93 0.99 1.02 1.06 1.29 1.08 1.01 1.55 1.03 1.11 0.79 0.74 0.87 0.97

1.45 0.94 0.78 1.91 0.49 1.80 0.95 0.56 1.25 0.76 1.20 0.88 0.16 1.25 0.70 1.10 0.96 0.84 1.84 0.52 1.77 0.88 0.49 1.71 0.51 1.50 O43488 ARK72_HUMANreviewed Aflatoxin B1 aldehyde reductase member 2 (EC 1.1.1.n11) (AFB1 aldehyde reductase 1) (AFB1-AR 1) (Aldoketoreductase 7) (Succinic semialdehyde reductase) (SSA reductase)AKR7A2 AFAR AFAR1 AKR7359 Homo sapiens (Human) 1.70 0.68 1.21 1.03 0.95 0.97 0.99 1.31 0.83 0.96 0.66 1.31 1.37 1.02 0.79 1.22 1.26 0.94 0.95 0.88 0.88

NA 1.34 NA NA NA NA 1.34 NA NA NA NA 1.32 NA NA NA NA 1.05 NA NA NA NA 1.30 NA NA NA NA O75131 CPNE3_HUMANreviewed Copine-3 (Copine III)CPNE3 CPN3 KIAA0636 537 Homo sapiens (Human) 1.14 1.20 1.14 0.90 0.84 1.17 0.75 0.92 0.94 1.05 0.97 0.86 1.17 0.89 0.93 1.08 1.06 1.34 1.34 1.32 1.30

3.26 1.99 0.10 4.26 0.47 8.49 0.95 0.70 3.51 0.27 3.34 1.26 0.33 5.36 0.23 6.73 0.85 0.81 721.30 0.00 614.53 1.53 0.17 4.16 0.37 6.35 P62826 RAN_HUMAN reviewed GTP-binding nuclear protein Ran (Androgen receptor-associated protein 24) (GTPase Ran) (Ras-like protein TC4) (Ras-related nuclear protein)RAN ARA24 OK/SW-cl.81 216 Homo sapiens (Human) 1.02 0.66 0.95 0.85 0.82 0.93 1.10 1.24 0.42 0.85 1.06 1.45 1.32 1.19 1.08 1.08 1.27 1.99 0.95 1.26 1.53

NA 1.04 NA NA NA NA 1.02 NA NA NA NA 1.59 NA NA NA NA 1.54 NA NA NA NA 1.63 NA NA NA NA P03952 KLKB1_HUMANreviewed Plasma kallikrein (EC 3.4.21.34) (Fletcher factor) (Kininogenin) (Plasma prekallikrein) [Cleaved into: Plasma kallikrein heavy chain; Plasma kallikrein light chain]KLKB1 KLK3 638 Homo sapiens (Human) 0.47 0.50 0.61 0.47 0.82 0.80 1.34 1.33 1.34 1.54 3.53 1.07 0.55 1.01 3.11 0.78 0.85 1.04 1.02 1.59 1.63

NA 0.96 NA NA NA NA 0.98 NA NA NA NA 0.98 NA NA NA NA 0.92 NA NA NA NA 0.83 NA NA NA NA Q9H0E2 TOLIP_HUMAN reviewed Toll-interacting proteinTOLLIP 274 Homo sapiens (Human) 1.17 1.24 1.41 1.07 0.97 0.89 1.33 0.98 0.99 0.92 0.98 1.12 1.25 1.08 1.08 1.04 0.90 0.96 0.98 0.98 0.83

3.15 1.00 1.00 2.35 0.43 2.36 0.90 0.55 1.91 0.47 1.71 1.17 0.48 2.19 0.53 2.56 0.93 0.79 2.64 0.35 2.47 1.09 0.69 2.15 0.51 2.33 P19367 HXK1_HUMAN reviewed Hexokinase-1 (EC 2.7.1.1) (Brain form hexokinase) (Hexokinase type I) (HK I)HK1 917 Homo sapiens (Human) 1.20 0.84 0.96 0.84 0.92 1.22 0.69 0.78 0.73 0.93 0.63 1.20 1.69 0.68 1.44 1.13 0.98 1.00 0.90 1.17 1.09

3.09 0.74 0.21 3.55 0.21 2.64 1.22 0.30 3.58 0.34 4.38 1.26 0.26 3.58 0.35 4.51 0.78 0.25 3.57 0.22 2.79 0.95 0.67 3.57 0.26 3.37 Q4KMQ2 ANO6_HUMANreviewed Anoctamin-6 (Small-conductance calcium-activated nonselective cation channel) (SCAN channel) (Transmembrane protein 16F)ANO6 TMEM16F 910 Homo sapiens (Human) 1.10 2.10 1.91 1.23 0.88 0.86 0.86 0.69 0.78 0.78 1.24 0.92 0.70 0.90 0.88 1.19 0.89 0.74 1.22 1.26 0.95

NA 0.98 NA NA NA NA 1.08 NA NA NA NA 1.31 NA NA NA NA 1.12 NA NA NA NA 1.17 NA NA NA NA Q99613 EIF3C_HUMAN reviewed Eukaryotic translation initiation factor 3 subunit C (eIF3c) (Eukaryotic translation initiation factor 3 subunit 8) (eIF3 p110)EIF3C EIF3S8 913 Homo sapiens (Human) 0.82 1.93 0.94 1.94 1.01 0.91 0.69 0.80 0.98 1.12 0.98 0.84 0.70 0.65 1.09 0.91 1.13 0.98 1.08 1.31 1.17

1.71 1.06 0.83 2.72 0.39 2.88 0.95 0.65 1.55 0.61 1.47 0.88 0.30 1.46 0.61 1.29 0.96 0.77 1.64 0.59 1.58 1.10 0.52 1.74 0.64 1.92 P63167 DYL1_HUMAN reviewed Dynein light chain 1, cytoplasmic (8 kDa dynein light chain) (DLC8) (Dynein light chain LC8-type 1) (Protein inhibitor of neuronal nitric oxide synthase) (PIN)DYNLL1 DLC1 DNCL1 DNCLC1 HDLC189 Homo sapiens (Human) 1.44 0.99 0.77 1.60 1.10 1.17 0.71 0.89 0.78 0.96 0.94 1.05 1.11 0.88 0.98 1.02 1.24 1.06 0.95 0.88 1.10

23.83 0.58 0.34 61.22 0.01 35.44 1.38 0.48 47.06 0.03 65.03 1.03 0.82 3.59 0.29 3.70 0.93 0.64 4.06 0.23 3.79 0.91 0.73 15.05 0.06 13.67 P43005 EAA3_HUMAN reviewed Excitatory amino acid transporter 3 (Excitatory amino-acid carrier 1) (Neuronal and epithelial glutamate transporter) (Sodium-dependent glutamate/aspartate transporter 3) (Solute carrier family 1 member 1)SLC1A1 EAAC1 EAAT3 524 Homo sapiens (Human) 1.74 2.06 1.67 1.19 0.74 1.01 0.89 0.35 0.79 0.93 0.79 0.59 0.54 0.88 0.68 1.24 0.75 0.58 1.38 1.03 0.91

1.25 3.24 0.02 2.29 1.41 7.42 0.77 0.08 1.38 0.56 1.06 0.94 0.54 1.28 0.73 1.21 0.98 0.85 1.32 0.74 1.30 1.25 0.18 1.46 0.86 1.82 P07237 PDIA1_HUMANreviewed Protein disulfide-isomerase (PDI) (EC 5.3.4.1) (Cellular thyroid hormone-binding protein) (Prolyl 4-hydroxylase subunit beta) (p55)P4HB ERBA2L PDI PDIA1 PO4DB508 Homo sapiens (Human) 0.91 0.77 0.81 1.05 1.11 0.97 0.70 0.78 0.77 0.98 0.65 0.88 1.05 1.03 0.80 1.12 1.31 3.24 0.77 0.94 1.25

3.63 0.55 0.11 3.83 0.14 2.10 2.57 0.07 3.78 0.68 9.73 0.41 0.07 3.74 0.11 1.52 1.07 0.66 3.79 0.28 4.03 1.50 0.16 3.79 0.40 5.69 Q9P121 NTRI_HUMAN reviewed Neurotrimin (hNT) (IgLON family member 2)NTM IGLON2 NT UNQ297/PRO337344 Homo sapiens (Human) 0.05 0.02 0.74 0.59 0.37 0.49 0.07 0.63 1.74 1.07 1.25 2.16 1.63 0.17 1.02 2.66 1.42 0.55 2.57 0.41 1.50

1.04 0.78 0.41 2.30 0.34 1.79 1.30 0.07 1.36 0.96 1.77 2.13 0.05 2.11 1.01 4.50 1.10 0.64 1.76 0.62 1.93 1.66 0.17 2.47 0.67 4.09 Q13421 MSLN_HUMANreviewed Mesothelin (CAK1 antigen) (Pre-pro-megakaryocyte-potentiating factor) [Cleaved into: Megakaryocyte-potentiating factor (MPF); Mesothelin, cleaved form]MSLN MPF 630 Homo sapiens (Human) 1.28 0.99 0.67 1.58 1.50 0.83 1.69 0.56 1.16 1.10 0.58 1.54 1.01 1.02 1.92 0.79 0.41 0.78 1.30 2.13 1.66

1.64 1.63 0.03 1.52 1.07 2.48 1.02 0.94 1.85 0.55 1.88 1.27 0.06 1.31 0.97 1.66 1.16 0.48 1.82 0.64 2.12 1.20 0.22 1.45 0.82 1.74 P20591 MX1_HUMAN reviewed Interferon-induced GTP-binding protein Mx1 (Interferon-induced protein p78) (IFI-78K) (Interferon-regulated resistance GTP-binding protein MxA) (Myxoma resistance protein 1) (Myxovirus resistance protein 1) [Cleaved into: Interferon-induced GTP-binding protein Mx1, N-terminally processed]MX1 662 Homo sapiens (Human) 0.91 0.63 1.01 1.07 0.76 1.23 1.16 0.69 0.98 1.16 0.71 0.76 1.81 1.27 0.66 0.98 0.74 1.63 1.02 1.27 1.20

2.13 0.79 0.10 1.42 0.55 1.12 0.94 0.50 1.42 0.66 1.33 1.34 0.11 1.57 0.85 2.10 1.53 0.04 1.46 1.05 2.23 1.16 0.68 3.95 0.29 4.60 P35858 ALS_HUMAN reviewed Insulin-like growth factor-binding protein complex acid labile subunit (ALS)IGFALS ALS 605 Homo sapiens (Human) 1.24 1.20 1.06 0.77 0.73 0.83 2.13 1.33 0.97 1.53 1.40 1.26 1.01 1.15 1.32 0.99 0.67 0.79 0.94 1.34 1.16

1.67 1.24 0.34 2.11 0.59 2.62 0.94 0.51 1.43 0.65 1.34 1.05 0.69 1.55 0.67 1.63 1.04 0.69 1.43 0.73 1.48 1.19 0.21 1.50 0.79 1.78 P33176 KINH_HUMAN reviewed Kinesin-1 heavy chain (Conventional kinesin heavy chain) (Ubiquitous kinesin heavy chain) (UKHC)KIF5B KNS KNS1 963 Homo sapiens (Human) 0.82 0.94 0.84 0.94 1.31 1.17 0.83 1.43 0.76 1.04 0.90 1.28 1.14 1.07 1.56 0.98 1.25 1.24 0.94 1.05 1.19

NA 1.24 NA NA NA NA 1.36 NA NA NA NA 1.04 NA NA NA NA 1.13 NA NA NA NA 0.91 NA NA NA NA Q05655 KPCD_HUMAN reviewed Protein kinase C delta type (EC 2.7.11.13) (Tyrosine-protein kinase PRKCD) (EC 2.7.10.2) (nPKC-delta) [Cleaved into: Protein kinase C delta type regulatory subunit; Protein kinase C delta type catalytic subunit (Sphingosine-dependent protein kinase-1) (SDK1)]PRKCD 676 Homo sapiens (Human) 1.30 1.14 1.09 0.98 1.07 0.91 0.96 1.02 0.97 1.13 0.93 1.17 1.06 1.03 0.90 1.21 1.29 1.24 1.36 1.04 0.91

NA 0.97 NA NA NA NA 1.03 NA NA NA NA 1.00 NA NA NA NA 1.52 NA NA NA NA 0.96 NA NA NA NA Q14019 COTL1_HUMANreviewed Coactosin-like proteinCOTL1 CLP 142 Homo sapiens (Human) 1.10 0.87 1.17 1.87 0.86 0.85 0.88 1.06 0.91 1.52 1.05 0.73 0.87 0.78 1.01 0.90 0.97 0.97 1.03 1.00 0.96

1.90 0.96 0.78 1.70 0.57 1.64 0.98 0.85 1.44 0.68 1.41 0.50 0.04 1.85 0.27 0.92 1.03 0.89 2.28 0.45 2.35 0.68 0.13 1.91 0.36 1.30 Q9P2L0 WDR35_HUMANreviewed WD repeat-containing protein 35 (Intraflagellar transport protein 121 homolog)WDR35 IFT121 KIAA13361181 Homo sapiens (Human) 1.34 1.06 0.99 1.02 1.36 1.31 1.27 1.07 1.04 1.03 0.65 1.08 1.13 0.87 0.60 1.50 1.61 0.96 0.98 0.50 0.68

NA 1.30 NA NA NA NA 1.32 NA NA NA NA 1.81 NA NA NA NA 1.66 NA NA NA NA 0.65 NA NA NA NA P20036 DPA1_HUMAN reviewed HLA class II histocompatibility antigen, DP alpha 1 chain (DP(W3)) (DP(W4)) (HLA-SB alpha chain) (MHC class II DP3-alpha) (MHC class II DPA1)HLA-DPA1 HLA-DP1A HLASB260 Homo sapiens (Human) 0.72 1.13 0.96 0.94 0.77 0.90 1.10 1.34 1.26 1.66 1.26 1.13 0.96 1.12 2.03 1.05 0.98 1.30 1.32 1.81 0.65

NA 0.43 NA NA NA NA 1.28 NA NA NA NA 0.63 NA NA NA NA 1.21 NA NA NA NA 0.75 NA NA NA NA Q96CF2 CHM4C_HUMANreviewed Charged multivesicular body protein 4c (Chromatin-modifying protein 4c) (CHMP4c) (SNF7 homolog associated with Alix 3) (SNF7-3) (hSnf7-3) (Vacuolar protein sorting-associated protein 32-3) (Vps32-3) (hVps32-3)CHMP4C SHAX3 233 Homo sapiens (Human) 2.12 1.50 2.29 0.98 1.24 0.65 1.76 0.59 1.28 1.21 0.97 0.54 0.88 0.88 0.68 1.38 0.86 0.43 1.28 0.63 0.75

1.30 1.19 0.33 1.54 0.77 1.82 0.90 0.20 1.20 0.75 1.08 1.19 0.05 1.20 1.00 1.43 1.15 0.39 1.51 0.76 1.73 1.18 0.12 1.26 0.94 1.49 O60610 DIAP1_HUMANreviewed Protein diaphanous homolog 1 (Diaphanous-related formin-1) (DRF1)DIAPH1 DIAP1 1272 Homo sapiens (Human) 0.97 0.71 0.74 1.59 0.94 1.09 1.04 1.07 0.76 1.15 1.02 1.39 1.09 1.27 1.01 1.15 1.23 1.19 0.90 1.19 1.18

NA 0.49 NA NA NA NA 0.93 NA NA NA NA 0.78 NA NA NA NA 0.73 NA NA NA NA 0.66 NA NA NA NA P61916 NPC2_HUMAN reviewed Epididymal secretory protein E1 (Human epididymis-specific protein 1) (He1) (Niemann-Pick disease type C2 protein)NPC2 HE1 151 Homo sapiens (Human) 0.78 1.19 1.28 1.07 0.68 1.06 1.84 1.07 1.11 0.73 1.43 1.02 1.21 1.16 1.01 1.44 0.90 0.49 0.93 0.78 0.66

NA 0.58 NA NA NA NA 1.15 NA NA NA NA 1.13 NA NA NA NA 1.06 NA NA NA NA 0.67 NA NA NA NA Q9H444 CHM4B_HUMANreviewed Charged multivesicular body protein 4b (Chromatin-modifying protein 4b) (CHMP4b) (SNF7 homolog associated with Alix 1) (SNF7-2) (hSnf7-2) (Vacuolar protein sorting-associated protein 32-2) (Vps32-2) (hVps32-2)CHMP4B C20orf178 SHAX1224 Homo sapiens (Human) 1.69 1.28 2.29 1.07 1.14 0.68 1.21 0.79 1.08 1.06 0.70 0.90 0.94 1.05 0.62 1.27 1.05 0.58 1.15 1.13 0.67

1.39 1.16 0.22 1.42 0.81 1.65 1.03 0.75 1.43 0.72 1.47 1.29 0.17 1.67 0.77 2.15 1.59 0.08 1.83 0.86 2.91 0.71 0.22 2.28 0.31 1.63 P08648 ITA5_HUMAN reviewed Integrin alpha-5 (CD49 antigen-like family member E) (Fibronectin receptor subunit alpha) (Integrin alpha-F) (VLA-5) (CD antigen CD49e) [Cleaved into: Integrin alpha-5 heavy chain; Integrin alpha-5 light chain]ITGA5 FNRA 1049 Homo sapiens (Human) 0.68 1.04 1.11 0.76 0.81 0.98 1.45 1.94 1.35 1.59 0.89 1.00 1.12 0.84 1.14 0.92 1.33 1.16 1.03 1.29 0.71

NA 1.18 NA NA NA NA 1.03 NA NA NA NA 0.96 NA NA NA NA 1.11 NA NA NA NA 0.80 NA NA NA NA P10768 ESTD_HUMAN reviewed S-formylglutathione hydrolase (FGH) (EC 3.1.2.12) (Esterase D) (Methylumbelliferyl-acetate deacetylase) (EC 3.1.1.56)ESD 282 Homo sapiens (Human) 1.66 0.78 0.95 0.74 1.03 1.23 0.97 1.25 0.80 1.11 0.83 1.34 1.81 0.90 0.94 1.24 1.22 1.18 1.03 0.96 0.80

NA 0.87 NA NA NA NA 1.21 NA NA NA NA 1.12 NA NA NA NA 0.83 NA NA NA NA 0.75 NA NA NA NA O00151 PDLI1_HUMAN reviewed PDZ and LIM domain protein 1 (C-terminal LIM domain protein 1) (Elfin) (LIM domain protein CLP-36)PDLIM1 CLIM1 CLP36 329 Homo sapiens (Human) 0.91 0.79 1.19 0.90 0.75 1.01 1.14 1.25 1.19 0.83 1.24 1.15 1.40 0.94 1.15 1.47 1.45 0.87 1.21 1.12 0.75

1.15 0.74 0.21 1.81 0.41 1.35 0.71 0.05 1.44 0.49 1.01 0.81 0.07 1.27 0.64 1.03 0.86 0.20 1.33 0.65 1.15 0.96 0.71 1.34 0.72 1.29 O75821 EIF3G_HUMAN reviewed Eukaryotic translation initiation factor 3 subunit G (eIF3g) (Eukaryotic translation initiation factor 3 RNA-binding subunit) (eIF-3 RNA-binding subunit) (Eukaryotic translation initiation factor 3 subunit 4) (eIF-3-delta) (eIF3 p42) (eIF3 p44)EIF3G EIF3S4 320 Homo sapiens (Human) 0.91 1.82 1.05 2.15 1.24 0.90 0.69 0.80 0.79 0.86 0.82 0.82 0.80 0.69 0.67 0.91 1.03 0.74 0.71 0.81 0.96

3.10 1.31 0.24 2.02 0.65 2.63 0.65 0.10 1.84 0.36 1.20 0.96 0.77 1.71 0.56 1.64 1.15 0.67 3.48 0.33 4.01 1.75 0.33 6.39 0.27 11.15 P30101 PDIA3_HUMANreviewed Protein disulfide-isomerase A3 (EC 5.3.4.1) (58 kDa glucose-regulated protein) (58 kDa microsomal protein) (p58) (Disulfide isomerase ER-60) (Endoplasmic reticulum resident protein 57) (ER protein 57) (ERp57) (Endoplasmic reticulum resident protein 60) (ER protein 60) (ERp60)PDIA3 ERP57 ERP60 GRP58505 Homo sapiens (Human) 0.75 1.04 1.13 1.23 1.39 1.18 0.63 0.75 0.64 1.15 0.77 0.72 0.87 0.92 0.59 0.83 1.26 1.31 0.65 0.96 1.75

15.46 0.49 0.37 357.76 0.00 177.03 0.59 0.15 4.84 0.12 2.86 0.64 0.20 6.45 0.10 4.12 0.83 0.51 12.18 0.07 10.06 0.68 0.18 4.26 0.16 2.90 P46778 RL21_HUMAN reviewed 60S ribosomal protein L21RPL21 160 Homo sapiens (Human) 0.71 1.02 0.77 2.33 0.78 1.53 0.78 1.15 0.98 0.83 0.86 0.78 0.79 0.68 0.93 0.97 0.87 0.49 0.59 0.64 0.68

1.51 1.30 0.18 1.62 0.80 2.10 1.19 0.29 1.53 0.78 1.81 1.61 0.16 2.28 0.70 3.68 1.18 0.35 1.62 0.73 1.92 1.23 0.35 1.80 0.68 2.21 P52907 CAZA1_HUMANreviewed F-actin-capping protein subunit alpha-1 (CapZ alpha-1)CAPZA1 286 Homo sapiens (Human) 0.96 0.98 0.88 1.21 1.23 1.10 0.88 0.96 1.03 1.18 1.07 0.75 1.02 0.95 1.00 0.86 1.57 1.30 1.19 1.61 1.23

NA 1.23 NA NA NA NA 0.95 NA NA NA NA 0.93 NA NA NA NA 0.99 NA NA NA NA 1.28 NA NA NA NA O00410 IPO5_HUMAN reviewed Importin-5 (Imp5) (Importin subunit beta-3) (Karyopherin beta-3) (Ran-binding protein 5) (RanBP5)IPO5 KPNB3 RANBP5 1097 Homo sapiens (Human) 0.98 1.22 0.99 1.07 0.99 1.17 0.80 0.98 0.91 0.99 0.91 1.10 1.17 0.85 1.04 1.16 1.36 1.23 0.95 0.93 1.28

NA 0.99 NA NA NA NA 0.92 NA NA NA NA 1.08 NA NA NA NA 0.74 NA NA NA NA 0.78 NA NA NA NA P01116 RASK_HUMAN reviewed GTPase KRas (K-Ras 2) (Ki-Ras) (c-K-ras) (c-Ki-ras) [Cleaved into: GTPase KRas, N-terminally processed]KRAS KRAS2 RASK2 189 Homo sapiens (Human) 0.80 0.97 1.13 0.64 0.92 0.94 1.18 1.06 1.04 0.74 1.71 0.98 0.86 1.50 1.34 1.05 0.83 0.99 0.92 1.08 0.78

3.41 0.96 0.73 1.55 0.62 1.49 1.09 0.43 1.46 0.75 1.60 1.26 0.12 1.46 0.86 1.85 1.51 0.04 1.46 1.03 2.22 1.08 0.59 1.74 0.63 1.88 P21399 ACOC_HUMAN reviewed Cytoplasmic aconitate hydratase (Aconitase) (EC 4.2.1.3) (Citrate hydro-lyase) (Ferritin repressor protein) (Iron regulatory protein 1) (IRP1) (Iron-responsive element-binding protein 1) (IRE-BP 1)ACO1 IREB1 889 Homo sapiens (Human) 0.88 0.68 1.21 0.86 1.01 1.57 0.99 0.99 1.31 1.51 1.15 1.26 1.08 1.24 1.66 0.96 0.88 0.96 1.09 1.26 1.08

NA 1.22 NA NA NA NA 1.23 NA NA NA NA 1.59 NA NA NA NA 1.33 NA NA NA NA 2.70 NA NA NA NA P51884 LUM_HUMAN reviewed Lumican (Keratan sulfate proteoglycan lumican) (KSPG lumican)LUM LDC SLRR2D 338 Homo sapiens (Human) 0.52 0.56 0.57 0.41 0.58 0.91 1.43 1.74 1.94 1.33 2.74 1.46 0.54 1.53 2.88 0.77 1.06 1.22 1.23 1.59 2.70

NA 1.28 NA NA NA NA 1.29 NA NA NA NA 1.20 NA NA NA NA 1.00 NA NA NA NA 0.85 NA NA NA NA P63218 GBG5_HUMAN reviewed Guanine nucleotide-binding protein G(I)/G(S)/G(O) subunit gamma-5GNG5 GNGT5 68 Homo sapiens (Human) 1.40 1.45 1.01 0.92 1.06 0.91 1.25 1.20 1.17 1.00 0.79 1.08 1.27 0.79 0.78 1.25 1.20 1.28 1.29 1.20 0.85

1.22 1.11 0.36 1.47 0.76 1.63 1.14 0.27 1.46 0.78 1.67 0.96 0.67 1.46 0.66 1.40 1.06 0.67 1.71 0.62 1.82 0.88 0.28 1.46 0.60 1.29 Q13277 STX3_HUMAN reviewed Syntaxin-3 STX3 STX3A 289 Homo sapiens (Human) 1.28 1.00 1.09 0.79 1.15 0.84 1.25 0.87 1.14 1.06 1.00 1.01 1.01 1.03 0.95 1.00 0.87 1.11 1.14 0.96 0.88

NA 0.99 NA NA NA NA 1.11 NA NA NA NA 0.97 NA NA NA NA 0.97 NA NA NA NA 0.99 NA NA NA NA Q96J02 ITCH_HUMAN reviewed E3 ubiquitin-protein ligase Itchy homolog (Itch) (EC 6.3.2.-) (Atrophin-1-interacting protein 4) (AIP4) (NFE2-associated polypeptide 1) (NAPP1)ITCH 903 Homo sapiens (Human) 1.07 1.12 1.12 0.80 1.04 0.84 1.08 0.98 0.98 0.97 0.97 1.08 0.99 1.33 1.08 1.27 0.90 0.99 1.11 0.97 0.99

NA 1.43 NA NA NA NA 0.77 NA NA NA NA 0.92 NA NA NA NA 0.43 NA NA NA NA 1.26 NA NA NA NA O15143 ARC1B_HUMANreviewed Actin-related protein 2/3 complex subunit 1B (Arp2/3 complex 41 kDa subunit) (p41-ARC)ARPC1B ARC41 372 Homo sapiens (Human) 0.70 1.19 0.75 2.06 1.34 1.08 0.75 0.88 0.75 0.43 0.79 0.97 1.03 0.93 0.64 0.79 0.83 1.43 0.77 0.92 1.26

2.79 1.01 0.98 2.50 0.40 2.52 1.16 0.24 1.46 0.79 1.69 0.98 0.85 1.65 0.59 1.61 0.94 0.82 2.72 0.35 2.56 0.87 0.35 1.63 0.54 1.42 P00441 SODC_HUMAN reviewed Superoxide dismutase [Cu-Zn] (EC 1.15.1.1) (Superoxide dismutase 1) (hSod1)SOD1 154 Homo sapiens (Human) 1.26 1.29 1.30 0.92 1.32 1.28 1.01 1.02 0.79 0.94 0.90 0.72 1.43 0.69 0.50 1.15 1.36 1.01 1.16 0.98 0.87

1.23 0.83 0.38 2.06 0.40 1.70 0.84 0.58 3.24 0.26 2.71 1.16 0.63 3.24 0.36 3.77 1.19 0.67 4.43 0.27 5.25 1.75 0.24 4.35 0.40 7.63 P07225 PROS_HUMAN reviewed Vitamin K-dependent protein SPROS1 PROS 676 Homo sapiens (Human) 0.68 0.69 0.93 1.04 0.58 0.82 1.18 1.01 0.85 1.19 1.74 0.94 0.87 1.12 1.90 0.92 0.78 0.83 0.84 1.16 1.75

3.00 0.98 0.90 4.04 0.24 3.97 0.97 0.83 3.98 0.24 3.86 0.82 0.50 11.68 0.07 9.62 0.88 0.44 4.03 0.22 3.54 0.93 0.63 3.99 0.23 3.72 P12273 PIP_HUMAN reviewed Prolactin-inducible protein (Gross cystic disease fluid protein 15) (GCDFP-15) (Prolactin-induced protein) (Secretory actin-binding protein) (SABP) (gp17)PIP GCDFP15 GPIP4 146 Homo sapiens (Human) 0.62 0.71 0.95 0.49 1.87 0.76 1.07 0.99 1.19 0.88 0.94 0.93 1.63 1.00 1.23 1.08 0.89 0.98 0.97 0.82 0.93

3.50 0.86 0.46 5.84 0.15 4.99 1.07 0.61 3.52 0.30 3.77 1.34 0.21 3.52 0.38 4.73 1.25 0.26 3.53 0.36 4.43 0.85 0.50 7.37 0.12 6.30 P16150 LEUK_HUMAN reviewed Leukosialin (Galactoglycoprotein) (GALGP) (Leukocyte sialoglycoprotein) (Sialophorin) (CD antigen CD43)SPN CD43 400 Homo sapiens (Human) 0.54 1.02 0.86 0.87 0.72 1.00 1.88 1.45 1.25 1.25 1.31 1.28 0.97 1.02 1.68 1.03 0.94 0.86 1.07 1.34 0.85

NA 1.05 NA NA NA NA 1.00 NA NA NA NA 1.08 NA NA NA NA 1.38 NA NA NA NA 1.47 NA NA NA NA P46777 RL5_HUMAN reviewed 60S ribosomal protein L5RPL5 MSTP030 297 Homo sapiens (Human) 0.82 0.95 1.12 1.78 1.21 0.99 0.80 0.87 1.05 1.38 1.07 1.20 0.82 1.02 0.72 0.99 0.89 1.05 1.00 1.08 1.47

NA 0.51 NA NA NA NA 0.64 NA NA NA NA 0.63 NA NA NA NA 0.86 NA NA NA NA 0.69 NA NA NA NA P46779 RL28_HUMAN reviewed 60S ribosomal protein L28RPL28 137 Homo sapiens (Human) 0.50 0.92 0.71 3.55 0.89 1.33 0.78 1.17 0.61 0.86 0.50 0.72 0.79 0.72 0.64 0.96 0.99 0.51 0.64 0.63 0.69

NA 0.62 NA NA NA NA 0.64 NA NA NA NA 0.55 NA NA NA NA 0.69 NA NA NA NA 0.51 NA NA NA NA Q12768 STRUM_HUMANreviewed WASH complex subunit strumpellinKIAA0196 1159 Homo sapiens (Human) 0.96 1.12 0.89 1.70 0.67 0.82 0.98 0.91 0.85 0.69 0.93 0.79 1.08 0.81 0.90 0.95 0.91 0.62 0.64 0.55 0.51

2.26 0.75 0.21 3.58 0.21 2.68 1.31 0.35 8.21 0.16 10.76 1.16 0.39 3.61 0.32 4.18 0.73 0.20 3.59 0.20 2.63 0.69 0.17 3.57 0.19 2.47 P46108 CRK_HUMAN reviewed Adapter molecule crk (Proto-oncogene c-Crk) (p38)CRK 304 Homo sapiens (Human) 1.57 1.16 1.53 0.90 1.28 0.63 1.03 0.93 1.28 0.73 1.28 0.92 0.92 1.53 1.00 1.22 1.25 0.75 1.31 1.16 0.69

1.67 1.19 0.19 1.45 0.82 1.71 1.09 0.44 1.50 0.73 1.64 1.05 0.61 1.45 0.73 1.52 1.20 0.29 1.72 0.69 2.06 1.00 0.98 1.45 0.69 1.45 P68036 UB2L3_HUMANreviewed Ubiquitin-conjugating enzyme E2 L3 (EC 6.3.2.19) (L-UBC) (UbcH7) (Ubiquitin carrier protein L3) (Ubiquitin-conjugating enzyme E2-F1) (Ubiquitin-protein ligase L3)UBE2L3 UBCE7 UBCH7 154 Homo sapiens (Human) 1.65 0.79 1.23 0.83 0.98 1.08 1.02 1.14 1.19 1.20 1.24 1.15 1.09 1.18 1.45 1.20 1.09 1.19 1.09 1.05 1.00

1.88 1.00 1.00 1.75 0.57 1.75 0.89 0.32 1.47 0.61 1.31 1.07 0.54 1.48 0.72 1.58 1.32 0.33 2.55 0.52 3.37 0.84 0.30 1.72 0.49 1.44 Q14258 TRI25_HUMAN reviewed E3 ubiquitin/ISG15 ligase TRIM25 (EC 6.3.2.19) (EC 6.3.2.n3) (Estrogen-responsive finger protein) (RING finger protein 147) (Tripartite motif-containing protein 25) (Ubiquitin/ISG15-conjugating enzyme TRIM25) (Zinc finger protein 147)TRIM25 EFP RNF147 ZNF147630 Homo sapiens (Human) 1.62 0.73 1.37 1.01 0.87 1.00 1.31 0.99 0.88 1.32 0.76 1.30 1.04 1.14 0.90 1.00 1.29 1.00 0.89 1.07 0.84

NA 1.02 NA NA NA NA 1.28 NA NA NA NA 0.74 NA NA NA NA 0.93 NA NA NA NA 0.71 NA NA NA NA P14174 MIF_HUMAN reviewed Macrophage migration inhibitory factor (MIF) (EC 5.3.2.1) (Glycosylation-inhibiting factor) (GIF) (L-dopachrome isomerase) (L-dopachrome tautomerase) (EC 5.3.3.12) (Phenylpyruvate tautomerase)MIF GLIF MMIF 115 Homo sapiens (Human) 2.12 1.00 1.09 0.93 1.35 0.93 1.37 1.04 1.13 0.93 0.96 1.37 1.24 0.94 1.07 1.31 1.34 1.02 1.28 0.74 0.71

10.45 0.89 0.84 5.16 0.17 4.60 0.98 0.99 52.63 0.02 51.84 0.81 0.84 21.33 0.04 17.30 0.79 0.79 14.17 0.06 11.12 1.30 0.79 19.01 0.07 24.78 Q96DA0 ZG16B_HUMANreviewed Zymogen granule protein 16 homolog BZG16B UNQ773/PRO1567208 Homo sapiens (Human) 0.46 0.47 0.86 1.30 1.29 0.49 0.67 0.80 1.00 0.79 0.91 1.02 1.23 0.98 1.30 0.82 0.59 0.89 0.98 0.81 1.30

1.22 0.78 0.19 1.58 0.49 1.24 1.01 0.92 1.26 0.80 1.27 1.22 0.07 1.26 0.97 1.53 1.09 0.61 1.62 0.67 1.77 0.87 0.18 1.28 0.68 1.12 P51178 PLCD1_HUMANreviewed 1-phosphatidylinositol 4,5-bisphosphate phosphodiesterase delta-1 (EC 3.1.4.11) (Phosphoinositide phospholipase C-delta-1) (Phospholipase C-III) (PLC-III) (Phospholipase C-delta-1) (PLC-delta-1)PLCD1 756 Homo sapiens (Human) 0.95 0.91 1.73 0.79 1.00 0.97 1.06 0.90 1.48 1.09 0.86 0.73 0.81 0.98 1.42 1.18 1.19 0.78 1.01 1.22 0.87

1.61 0.92 0.43 1.47 0.62 1.35 1.01 0.96 1.45 0.69 1.46 1.33 0.13 1.63 0.81 2.17 1.12 0.32 1.46 0.77 1.63 1.23 0.14 1.46 0.84 1.79 P61769 B2MG_HUMANreviewed Beta-2-microglobulin [Cleaved into: Beta-2-microglobulin form pI 5.3]B2M CDABP0092 HDCMA22P119 Homo sapiens (Human) 0.65 0.96 1.20 0.82 1.09 1.11 1.86 1.28 1.15 1.12 1.12 1.26 1.41 1.16 1.42 0.93 0.97 0.92 1.01 1.33 1.23

33.58 0.85 0.40 4.40 0.19 3.74 0.80 0.30 4.38 0.18 3.50 1.08 0.64 4.41 0.24 4.75 1.12 0.50 4.44 0.25 4.98 0.95 0.95 1824.17 0.00 1738.71 Q8IV08 PLD3_HUMAN reviewed Phospholipase D3 (PLD 3) (EC 3.1.4.4) (Choline phosphatase 3) (HindIII K4L homolog) (Hu-K4) (Phosphatidylcholine-hydrolyzing phospholipase D3)PLD3 490 Homo sapiens (Human) 1.01 1.08 1.61 1.00 1.07 2.03 1.32 0.83 1.35 1.12 1.20 1.02 1.20 1.39 1.15 1.04 0.90 0.85 0.80 1.08 0.95

12.81 0.69 0.63 9.52 0.07 6.55 0.47 0.42 12.76 0.04 6.01 0.60 0.56 11.31 0.05 6.84 0.54 0.37 6.71 0.08 3.60 0.86 0.91 49.58 0.02 42.65 Q9Y262 EIF3L_HUMAN reviewed Eukaryotic translation initiation factor 3 subunit L (eIF3l) (Eukaryotic translation initiation factor 3 subunit 6-interacting protein) (Eukaryotic translation initiation factor 3 subunit E-interacting protein)EIF3L EIF3EIP EIF3S6IP HSPC021 HSPC025 MSTP005564 Homo sapiens (Human) 1.27 2.06 0.67 1.94 1.19 0.74 1.02 1.10 0.69 0.54 0.80 1.11 1.09 1.19 0.72 0.80 0.88 0.69 0.47 0.60 0.86

NA 0.51 NA NA NA NA 0.59 NA NA NA NA 0.46 NA NA NA NA 1.40 NA NA NA NA 0.42 NA NA NA NA P47914 RL29_HUMAN reviewed 60S ribosomal protein L29 (Cell surface heparin-binding protein HIP)RPL29 159 Homo sapiens (Human) 0.58 1.72 0.83 2.88 0.88 1.09 0.70 0.86 0.86 1.40 0.75 0.62 0.91 0.43 0.74 0.74 0.52 0.51 0.59 0.46 0.42

NA 0.87 NA NA NA NA 0.90 NA NA NA NA 0.75 NA NA NA NA 0.83 NA NA NA NA 0.91 NA NA NA NA P49189 AL9A1_HUMANreviewed 4-trimethylaminobutyraldehyde dehydrogenase (TMABADH) (EC 1.2.1.47) (Aldehyde dehydrogenase E3 isozyme) (Aldehyde dehydrogenase family 9 member A1) (EC 1.2.1.3) (Gamma-aminobutyraldehyde dehydrogenase) (EC 1.2.1.19) (R-aminobutyraldehyde dehydrogenase)ALDH9A1 ALDH4 ALDH7 ALDH9494 Homo sapiens (Human) 0.91 0.91 1.05 1.48 1.41 1.39 1.36 1.19 0.89 0.83 1.05 1.32 1.41 1.11 0.77 0.98 0.94 0.87 0.90 0.75 0.91

1.91 0.88 0.61 2.49 0.35 2.20 1.08 0.50 1.48 0.73 1.60 1.02 0.86 1.49 0.68 1.52 0.82 0.37 2.12 0.38 1.74 0.98 0.93 2.36 0.41 2.32 P53004 BIEA_HUMAN reviewed Biliverdin reductase A (BVR A) (EC 1.3.1.24) (Biliverdin-IX alpha-reductase)BLVRA BLVR BVR 296 Homo sapiens (Human) 1.23 0.66 1.55 1.08 0.82 1.08 0.95 1.12 1.04 0.82 1.36 1.00 1.62 1.06 0.94 1.00 1.11 0.88 1.08 1.02 0.98

NA 0.43 NA NA NA NA 1.13 NA NA NA NA 1.67 NA NA NA NA 0.53 NA NA NA NA 0.65 NA NA NA NA Q86VE9 SERC5_HUMANreviewed Serine incorporator 5SERINC5 C5orf12 423 Homo sapiens (Human) 1.34 2.40 2.07 1.15 1.06 0.62 0.90 0.63 0.82 0.53 0.63 0.74 0.68 0.67 0.50 1.11 0.87 0.43 1.13 1.67 0.65

NA 0.51 NA NA NA NA 1.10 NA NA NA NA 0.77 NA NA NA NA 0.97 NA NA NA NA 0.59 NA NA NA NA Q9UBV8 PEF1_HUMAN reviewed Peflin (PEF protein with a long N-terminal hydrophobic domain) (Penta-EF hand domain-containing protein 1)PEF1 ABP32 UNQ1845/PRO3573284 Homo sapiens (Human) 1.16 1.64 1.62 1.03 1.18 1.12 1.46 1.11 1.19 0.97 1.14 0.99 1.13 0.88 0.88 1.09 1.18 0.51 1.10 0.77 0.59

NA 0.53 NA NA NA NA 0.62 NA NA NA NA 0.68 NA NA NA NA 0.90 NA NA NA NA 0.55 NA NA NA NA O43813 LANC1_HUMANreviewed LanC-like protein 1 (40 kDa erythrocyte membrane protein) (p40)LANCL1 GPR69A 399 Homo sapiens (Human) 0.75 0.66 1.30 0.87 0.69 1.62 1.11 1.05 0.90 0.90 1.01 1.37 0.77 1.20 1.07 1.19 1.01 0.53 0.62 0.68 0.55

NA 1.04 NA NA NA NA 0.96 NA NA NA NA 0.85 NA NA NA NA 1.05 NA NA NA NA 0.72 NA NA NA NA P08294 SODE_HUMAN reviewed Extracellular superoxide dismutase [Cu-Zn] (EC-SOD) (EC 1.15.1.1)SOD3 240 Homo sapiens (Human) 1.14 1.59 1.67 1.83 1.27 1.98 1.28 0.66 1.05 1.05 0.88 1.03 0.85 1.09 1.24 1.44 0.92 1.04 0.96 0.85 0.72

NA 1.04 NA NA NA NA 0.56 NA NA NA NA 0.77 NA NA NA NA 0.89 NA NA NA NA 1.14 NA NA NA NA P09496 CLCA_HUMAN reviewed Clathrin light chain A (Lca)CLTA 248 Homo sapiens (Human) 0.93 1.38 0.80 1.39 1.03 1.45 0.71 0.86 0.62 0.89 0.83 0.78 0.86 0.69 0.63 1.04 1.50 1.04 0.56 0.77 1.14

NA 0.83 NA NA NA NA 0.88 NA NA NA NA 1.06 NA NA NA NA 0.79 NA NA NA NA 1.08 NA NA NA NA P36543 VATE1_HUMANreviewed V-type proton ATPase subunit E 1 (V-ATPase subunit E 1) (V-ATPase 31 kDa subunit) (p31) (Vacuolar proton pump subunit E 1)ATP6V1E1 ATP6E ATP6E2 226 Homo sapiens (Human) 0.65 1.22 0.69 1.90 1.04 1.00 0.94 0.87 0.89 0.79 1.07 0.87 0.96 0.88 0.85 0.79 0.71 0.83 0.88 1.06 1.08

2.14 1.12 0.36 1.50 0.75 1.67 1.12 0.40 1.60 0.70 1.80 1.17 0.56 2.69 0.44 3.16 1.65 0.44 9.26 0.18 15.27 0.89 0.73 3.45 0.26 3.08 Q03169 TNAP2_HUMANreviewed Tumor necrosis factor alpha-induced protein 2 (TNF alpha-induced protein 2) (Primary response gene B94 protein)TNFAIP2 654 Homo sapiens (Human) 0.55 0.77 0.82 1.62 0.94 0.87 0.81 1.73 1.09 1.65 1.32 1.05 1.15 1.17 1.48 1.09 1.26 1.12 1.12 1.17 0.89

4.69 1.42 0.23 5.24 0.27 7.44 1.05 0.70 3.52 0.30 3.71 1.28 0.24 3.52 0.36 4.52 1.33 0.21 3.52 0.38 4.68 2.62 0.18 33.42 0.08 87.66 Q06033 ITIH3_HUMAN reviewed Inter-alpha-trypsin inhibitor heavy chain H3 (ITI heavy chain H3) (ITI-HC3) (Inter-alpha-inhibitor heavy chain 3) (Serum-derived hyaluronan-associated protein) (SHAP)ITIH3 890 Homo sapiens (Human) 0.77 0.77 0.79 0.53 0.70 1.01 1.48 1.59 0.99 1.33 1.95 1.17 0.61 1.24 1.44 0.65 0.60 1.42 1.05 1.28 2.62

3.42 1.12 0.49 4.23 0.27 4.75 0.97 0.85 4.10 0.24 3.99 0.83 0.34 4.07 0.20 3.38 0.97 0.90 17.38 0.06 16.79 1.17 0.39 4.10 0.29 4.79 Q16719 KYNU_HUMAN reviewed Kynureninase (EC 3.7.1.3) (L-kynurenine hydrolase)KYNU 465 Homo sapiens (Human) 0.90 1.13 0.88 1.05 1.04 0.83 0.86 1.09 1.19 0.97 0.97 1.02 1.25 1.32 1.28 0.97 0.94 1.12 0.97 0.83 1.17

3.28 1.06 0.73 4.64 0.23 4.90 1.01 0.96 3.51 0.29 3.53 1.17 0.35 3.51 0.33 4.12 2.39 0.23 60.42 0.04 144.47 1.24 0.32 4.42 0.28 5.46 Q27J81 INF2_HUMAN reviewed Inverted formin-2 (HBEBP2-binding protein C)INF2 C14orf151 C14orf1731249 Homo sapiens (Human) 0.69 1.25 1.05 1.07 0.97 0.93 0.77 0.91 0.87 2.39 1.13 0.82 0.87 0.88 1.82 0.76 0.76 1.06 1.01 1.17 1.24

1.65 0.93 0.47 1.42 0.66 1.32 0.77 0.09 1.42 0.55 1.10 0.71 0.05 1.42 0.50 1.01 0.78 0.17 1.65 0.47 1.29 0.66 0.34 4.33 0.15 2.85 Q96JC1 VPS39_HUMANreviewed Vam6/Vps39-like protein (TRAP1-like protein) (hVam6p)VPS39 KIAA0770 TLP VAM6886 Homo sapiens (Human) 0.93 1.05 0.59 2.06 1.21 1.16 1.00 0.98 0.82 0.78 0.67 0.84 1.13 0.75 0.34 0.89 0.86 0.93 0.77 0.71 0.66

3.79 1.20 0.84 6513.08 0.00 7817.45 1.15 0.39 3.51 0.33 4.05 0.67 0.15 3.51 0.19 2.34 0.74 0.20 3.52 0.21 2.61 0.42 0.08 3.81 0.11 1.60 Q96PL1 SG3A2_HUMANreviewed Secretoglobin family 3A member 2 (Pneumo secretory protein 1) (PnSP-1) (Uteroglobin-related protein 1)SCGB3A2 PNSP1 UGRP1 UNQ566/PRO112893 Homo sapiens (Human) 1.15 0.92 0.78 1.65 1.90 0.61 1.21 0.66 0.78 0.74 0.54 1.41 1.04 1.17 0.67 1.64 0.55 1.20 1.15 0.67 0.42

NA 0.77 NA NA NA NA 1.19 NA NA NA NA 1.00 NA NA NA NA 0.83 NA NA NA NA 0.65 NA NA NA NA A5D8V6 VP37C_HUMANreviewed Vacuolar protein sorting-associated protein 37C (hVps37C) (ESCRT-I complex subunit VPS37C)VPS37C PML39 355 Homo sapiens (Human) 1.36 1.59 1.88 0.96 1.10 0.58 1.16 0.91 0.95 0.83 0.82 0.99 1.07 1.03 0.79 1.26 0.96 0.77 1.19 1.00 0.65

NA 1.34 NA NA NA NA 0.81 NA NA NA NA 0.73 NA NA NA NA 0.97 NA NA NA NA 0.94 NA NA NA NA P05455 LA_HUMAN reviewed Lupus La protein (La autoantigen) (La ribonucleoprotein) (Sjoegren syndrome type B antigen) (SS-B)SSB 408 Homo sapiens (Human) 1.48 0.92 0.85 1.11 1.44 1.19 0.71 0.92 0.81 0.97 0.90 1.25 1.11 0.81 0.78 1.06 1.18 1.34 0.81 0.73 0.94

NA 0.62 NA NA NA NA 1.26 NA NA NA NA 0.72 NA NA NA NA 0.80 NA NA NA NA 0.81 NA NA NA NA P07910 HNRPC_HUMANreviewed Heterogeneous nuclear ribonucleoproteins C1/C2 (hnRNP C1/C2)HNRNPC HNRPC 306 Homo sapiens (Human) 0.85 0.85 0.86 2.05 0.59 0.84 0.71 0.88 0.87 0.80 0.93 1.25 1.11 0.74 0.67 1.21 1.02 0.62 1.26 0.72 0.81

3.65 1.13 0.43 3.59 0.32 4.07 1.10 0.52 3.57 0.31 3.92 0.89 0.46 3.58 0.25 3.20 0.86 0.37 3.56 0.24 3.07 1.88 0.12 4.48 0.42 8.41 P14625 ENPL_HUMAN reviewed Endoplasmin (94 kDa glucose-regulated protein) (GRP-94) (Heat shock protein 90 kDa beta member 1) (Tumor rejection antigen 1) (gp96 homolog)HSP90B1 GRP94 TRA1 803 Homo sapiens (Human) 0.98 0.48 0.85 1.16 1.06 1.02 0.68 0.97 0.93 0.86 1.07 1.08 0.86 2.10 1.26 0.98 1.26 1.13 1.10 0.89 1.88

24.05 2.07 0.37 432.26 0.00 896.31 1.07 0.62 3.74 0.29 4.01 1.02 0.89 3.76 0.27 3.83 0.96 0.76 3.77 0.25 3.62 1.04 0.79 3.75 0.28 3.89 P17612 KAPCA_HUMANreviewed cAMP-dependent protein kinase catalytic subunit alpha (PKA C-alpha) (EC 2.7.11.11)PRKACA PKACA 351 Homo sapiens (Human) 1.93 1.11 0.94 1.14 0.91 0.91 1.44 0.88 0.98 0.96 0.92 1.08 1.26 1.00 0.82 1.33 1.21 2.07 1.07 1.02 1.04

3.45 1.29 0.24 3.54 0.36 4.56 1.18 0.34 3.55 0.33 4.19 1.01 0.92 3.53 0.29 3.58 1.05 0.71 3.57 0.29 3.74 1.02 0.90 6.76 0.15 6.93 P22061 PIMT_HUMAN reviewed Protein-L-isoaspartate(D-aspartate) O-methyltransferase (PIMT) (EC 2.1.1.77) (L-isoaspartyl protein carboxyl methyltransferase) (Protein L-isoaspartyl/D-aspartyl methyltransferase) (Protein-beta-aspartate methyltransferase)PCMT1 227 Homo sapiens (Human) 0.95 1.03 1.14 1.12 0.84 0.98 0.90 1.26 1.01 1.05 0.71 0.87 1.23 0.97 0.85 1.22 1.16 1.29 1.18 1.01 1.02

5.83 0.79 0.28 4.24 0.19 3.33 1.21 0.34 4.21 0.29 5.10 0.97 0.89 7.25 0.13 7.05 1.29 0.38 8.72 0.15 11.22 0.50 0.27 55.68 0.01 27.96 P31944 CASPE_HUMANreviewed Caspase-14 (CASP-14) (EC 3.4.22.-) [Cleaved into: Caspase-14 subunit p19; Caspase-14 subunit p10]CASP14 242 Homo sapiens (Human) 0.76 3.33 0.76 0.60 0.65 1.38 0.76 0.81 1.31 1.29 2.65 0.64 0.53 0.97 1.87 1.10 0.92 0.79 1.21 0.97 0.50

NA 0.86 NA NA NA NA 1.00 NA NA NA NA 1.07 NA NA NA NA 1.10 NA NA NA NA 1.17 NA NA NA NA Q13418 ILK_HUMAN reviewed Integrin-linked protein kinase (EC 2.7.11.1) (59 kDa serine/threonine-protein kinase) (ILK-1) (ILK-2) (p59ILK)ILK ILK1 ILK2 452 Homo sapiens (Human) 0.90 0.93 0.92 0.73 0.92 1.02 1.18 1.77 1.21 1.10 0.87 1.13 1.22 1.30 1.22 1.15 1.29 0.86 1.00 1.07 1.17

2.56 1.02 0.85 1.47 0.69 1.50 1.07 0.61 1.61 0.66 1.72 1.03 0.80 1.47 0.70 1.51 0.94 0.79 2.36 0.40 2.22 1.39 0.13 1.75 0.79 2.44 Q14376 GALE_HUMAN reviewed UDP-glucose 4-epimerase (EC 5.1.3.2) (Galactowaldenase) (UDP-galactose 4-epimerase)GALE 348 Homo sapiens (Human) 0.94 0.72 0.80 0.67 1.05 1.75 0.68 1.12 0.74 0.94 1.05 1.11 1.45 0.96 1.97 1.04 1.70 1.02 1.07 1.03 1.39

NA 1.11 NA NA NA NA 0.87 NA NA NA NA 0.92 NA NA NA NA 1.10 NA NA NA NA 0.96 NA NA NA NA Q8TBF2 PGFS_HUMAN reviewed Prostamide/prostaglandin F synthase (Prostamide/PG F synthase) (Prostamide/PGF synthase) (EC 1.11.1.20) (Protein FAM213B)FAM213B C1orf93 198 Homo sapiens (Human) 1.21 1.04 1.03 0.86 0.87 0.80 1.08 0.95 1.00 1.10 0.92 1.13 1.01 1.08 0.93 0.93 0.98 1.11 0.87 0.92 0.96

NA 1.19 NA NA NA NA 1.76 NA NA NA NA 1.11 NA NA NA NA 1.30 NA NA NA NA 0.79 NA NA NA NA Q96C23 GALM_HUMANreviewed Aldose 1-epimerase (EC 5.1.3.3) (Galactose mutarotase)GALM BLOCK25 342 Homo sapiens (Human) 1.26 0.26 1.40 0.53 0.92 1.07 0.66 1.05 1.70 1.30 1.11 1.28 1.10 0.97 0.86 0.90 0.94 1.19 1.76 1.11 0.79

1.39 0.99 0.97 1.93 0.51 1.92 0.87 0.23 1.43 0.60 1.24 0.67 0.04 1.43 0.47 0.96 1.00 0.97 1.43 0.70 1.44 0.60 0.05 1.65 0.36 0.99 Q9BTW9 TBCD_HUMAN reviewed Tubulin-specific chaperone D (Beta-tubulin cofactor D) (tfcD) (SSD-1) (Tubulin-folding cofactor D)TBCD KIAA0988 SSD1 TFCD PP10961192 Homo sapiens (Human) 1.39 0.95 0.75 1.23 1.23 0.97 0.83 0.81 0.68 1.00 0.74 1.00 1.25 0.85 0.75 1.21 1.68 0.99 0.87 0.67 0.60

1.37 1.21 0.41 2.21 0.55 2.68 0.98 0.88 1.51 0.65 1.48 1.01 0.92 1.42 0.71 1.43 1.06 0.70 1.69 0.63 1.78 1.33 0.28 2.28 0.58 3.03 Q9Y266 NUDC_HUMANreviewed Nuclear migration protein nudC (Nuclear distribution protein C homolog)NUDC 331 Homo sapiens (Human) 1.28 0.70 1.02 1.29 1.14 0.96 0.72 1.14 1.85 1.06 2.90 1.27 0.98 0.93 0.58 1.20 1.67 1.21 0.98 1.01 1.33

NA 0.70 NA NA NA NA 0.69 NA NA NA NA 0.71 NA NA NA NA 0.65 NA NA NA NA 0.98 NA NA NA NA Q9Y315 DEOC_HUMAN reviewed Putative deoxyribose-phosphate aldolase (DERA) (EC 4.1.2.4) (2-deoxy-D-ribose 5-phosphate aldolase) (Phosphodeoxyriboaldolase) (Deoxyriboaldolase)DERA CGI-26 318 Homo sapiens (Human) 0.77 1.70 0.58 2.19 1.62 0.95 0.72 0.66 0.67 0.65 0.87 0.67 0.74 0.62 0.93 0.78 0.69 0.70 0.69 0.71 0.98

NA 1.26 NA NA NA NA 1.23 NA NA NA NA 1.17 NA NA NA NA 2.19 NA NA NA NA 1.33 NA NA NA NA Q9Y365 PCTL_HUMAN reviewed PCTP-like protein (PCTP-L) (Antigen NY-CO-28) (START domain-containing protein 10) (StARD10) (Serologically defined colon cancer antigen 28) (StAR-related lipid transfer protein 10)STARD10 SDCCAG28 CGI-52291 Homo sapiens (Human) 1.99 1.06 1.21 0.96 1.43 1.29 0.93 1.07 0.76 2.19 0.91 1.16 1.71 0.80 0.65 1.18 1.25 1.26 1.23 1.17 1.33

NA 1.26 NA NA NA NA 0.99 NA NA NA NA 1.11 NA NA NA NA 1.21 NA NA NA NA 1.73 NA NA NA NA O95994 AGR2_HUMAN reviewed Anterior gradient protein 2 homolog (AG-2) (hAG-2) (HPC8) (Secreted cement gland protein XAG-2 homolog)AGR2 AG2 UNQ515/PRO1030175 Homo sapiens (Human) 0.90 0.69 0.96 0.76 1.03 1.56 0.75 1.10 1.24 1.21 1.20 1.04 1.01 1.23 1.29 0.91 1.02 1.26 0.99 1.11 1.73

3.87 1.57 0.41 77.39 0.02 121.44 0.86 0.51 6.74 0.13 5.82 1.12 0.49 4.26 0.26 4.78 0.89 0.45 3.57 0.25 3.18 1.14 0.57 8.24 0.14 9.40 P19338 NUCL_HUMAN reviewed Nucleolin (Protein C23)NCL 710 Homo sapiens (Human) 0.57 1.07 0.79 1.85 1.00 1.07 0.69 0.93 0.87 0.89 0.69 0.91 0.92 0.71 0.63 0.84 1.02 1.57 0.86 1.12 1.14

3.08 1.04 0.76 3.53 0.29 3.67 1.01 0.93 3.54 0.29 3.58 1.27 0.25 3.53 0.36 4.48 1.35 0.20 3.53 0.38 4.77 1.12 0.46 3.53 0.32 3.96 P45974 UBP5_HUMAN reviewed Ubiquitin carboxyl-terminal hydrolase 5 (EC 3.4.19.12) (Deubiquitinating enzyme 5) (Isopeptidase T) (Ubiquitin thioesterase 5) (Ubiquitin-specific-processing protease 5)USP5 ISOT 858 Homo sapiens (Human) 1.20 0.71 1.13 0.99 1.08 0.87 0.84 1.10 1.16 1.35 0.85 0.93 1.34 0.93 0.64 1.05 1.32 1.04 1.01 1.27 1.12

4.03 1.29 0.25 3.90 0.33 5.03 0.79 0.51 23.19 0.03 18.26 0.86 0.57 9.78 0.09 8.45 1.13 0.49 4.27 0.26 4.80 1.29 0.38 9.25 0.14 11.95 Q12905 ILF2_HUMAN reviewed Interleukin enhancer-binding factor 2 (Nuclear factor of activated T-cells 45 kDa)ILF2 NF45 PRO3063 390 Homo sapiens (Human) 0.76 0.55 0.64 1.85 0.82 1.05 0.60 0.96 0.96 1.13 0.85 1.32 1.40 0.91 1.00 1.07 0.99 1.29 0.79 0.86 1.29

3.77 1.00 0.99 3.59 0.28 3.59 1.28 0.25 3.59 0.36 4.59 1.07 0.63 3.74 0.29 4.01 1.24 0.67 124.27 0.01 154.11 1.20 0.32 3.57 0.33 4.27 Q99973 TEP1_HUMAN reviewed Telomerase protein component 1 (Telomerase-associated protein 1) (Telomerase protein 1) (p240) (p80 telomerase homolog)TEP1 TLP1 TP1 2627 Homo sapiens (Human) 3.72 1.29 1.00 0.89 1.39 1.04 1.73 0.92 0.75 1.24 1.18 1.09 1.04 1.20 1.54 0.91 0.78 1.00 1.28 1.07 1.20

3.99 1.67 0.37 74.55 0.02 124.17 1.12 0.50 4.03 0.28 4.50 0.97 0.81 4.02 0.24 3.89 1.03 0.90 8.11 0.13 8.31 1.01 0.94 4.03 0.25 4.07 P30520 PURA2_HUMANreviewed Adenylosuccinate synthetase isozyme 2 (AMPSase 2) (AdSS 2) (EC 6.3.4.4) (Adenylosuccinate synthetase, acidic isozyme) (Adenylosuccinate synthetase, liver isozyme) (L-type adenylosuccinate synthetase) (IMP--aspartate ligase 2)ADSS ADSS2 456 Homo sapiens (Human) 1.97 0.48 1.07 0.71 0.89 0.99 0.97 1.11 1.02 1.03 0.80 0.91 1.19 0.93 0.48 1.15 1.43 1.67 1.12 0.97 1.01

7.42 0.59 0.18 6.92 0.08 4.06 0.86 0.40 3.89 0.22 3.36 0.90 0.49 3.91 0.23 3.50 1.04 0.77 3.94 0.26 4.10 0.71 0.19 3.90 0.18 2.76 Q9UQV4 LAMP3_HUMANreviewed Lysosome-associated membrane glycoprotein 3 (LAMP-3) (Lysosomal-associated membrane protein 3) (DC-lysosome-associated membrane glycoprotein) (DC LAMP) (Protein TSC403) (CD antigen CD208)LAMP3 DCLAMP TSC403 416 Homo sapiens (Human) 1.07 1.61 1.40 0.92 0.78 1.87 1.17 1.00 1.36 1.04 0.83 0.85 1.46 1.02 0.68 0.98 1.15 0.59 0.86 0.90 0.71

12.23 1.33 0.38 11.77 0.11 15.67 1.23 0.28 3.52 0.35 4.34 1.03 0.81 3.52 0.29 3.63 1.22 0.29 3.52 0.35 4.29 0.94 0.65 3.52 0.27 3.31 O00592 PODXL_HUMANreviewed Podocalyxin (GCTM-2 antigen) (Gp200) (Podocalyxin-like protein 1) (PC) (PCLP-1)PODXL PCLP PCLP1 558 Homo sapiens (Human) 1.43 1.60 1.88 0.78 1.12 0.60 1.99 0.81 1.13 1.22 1.06 1.84 1.31 1.89 1.27 1.20 1.06 1.33 1.23 1.03 0.94

3.92 1.29 0.33 6.49 0.20 8.37 1.04 0.82 5.65 0.18 5.87 1.28 0.25 3.66 0.35 4.69 1.13 0.44 3.65 0.31 4.12 1.68 0.32 37.08 0.05 62.20 P29728 OAS2_HUMAN reviewed 2'-5'-oligoadenylate synthase 2 ((2-5')oligo(A) synthase 2) (2-5A synthase 2) (EC 2.7.7.84) (p69 OAS / p71 OAS) (p69OAS / p71OAS)OAS2 719 Homo sapiens (Human) 1.03 1.17 1.21 1.33 0.95 1.06 1.37 1.01 1.08 1.13 1.17 1.17 1.32 0.98 1.31 0.90 0.88 1.29 1.04 1.28 1.68

NA 0.75 NA NA NA NA 0.92 NA NA NA NA 0.85 NA NA NA NA 1.25 NA NA NA NA 1.34 NA NA NA NA P55209 NP1L1_HUMANreviewed Nucleosome assembly protein 1-like 1 (NAP-1-related protein) (hNRP)NAP1L1 NRP 391 Homo sapiens (Human) 1.30 0.64 0.86 1.11 1.32 0.97 0.84 0.99 0.87 1.25 0.82 1.01 1.24 0.95 1.01 1.20 1.47 0.75 0.92 0.85 1.34

4.83 1.12 0.51 4.28 0.26 4.79 0.70 0.27 7.99 0.09 5.59 1.22 0.32 3.95 0.31 4.83 0.80 0.55 27.04 0.03 21.61 0.95 0.88 21.74 0.04 20.72 P62318 SMD3_HUMANreviewed Small nuclear ribonucleoprotein Sm D3 (Sm-D3) (snRNP core protein D3)SNRPD3 126 Homo sapiens (Human) 0.76 1.36 0.81 1.74 1.16 1.23 0.82 0.74 0.62 0.80 0.81 0.93 0.81 0.73 0.80 0.78 1.14 1.12 0.70 1.22 0.95

67.47 1.24 0.80 4445.41 0.00 5532.72 0.88 0.71 25.51 0.03 22.54 0.70 0.19 3.90 0.18 2.73 1.17 0.36 3.54 0.33 4.14 0.73 0.47 37.89 0.02 27.56 P78324 SHPS1_HUMANreviewed Tyrosine-protein phosphatase non-receptor type substrate 1 (SHP substrate 1) (SHPS-1) (Brain Ig-like molecule with tyrosine-based activation motifs) (Bit) (CD172 antigen-like family member A) (Inhibitory receptor SHPS-1) (Macrophage fusion receptor) (MyD-1 antigen) (Signal-regulatory protein alpha-1) (Sirp-alpha-1) (Signal-regulatory protein alpha-2) (Sirp-alpha-2) (Signal-regulatory protein alpha-3) (Sirp-alpha-3) (p84) (CD antigen CD172a)SIRPA BIT MFR MYD1 PTPNS1 SHPS1 SIRP504 Homo sapiens (Human) 0.66 1.65 1.33 0.90 0.96 0.95 1.20 1.65 0.96 1.17 0.87 1.01 0.61 0.71 0.75 1.04 0.58 1.24 0.88 0.70 0.73

NA 1.25 NA NA NA NA 1.12 NA NA NA NA 0.84 NA NA NA NA 1.09 NA NA NA NA 0.84 NA NA NA NA Q9NV96 CC50A_HUMANreviewed Cell cycle control protein 50A (Transmembrane protein 30A)TMEM30A C6orf67 CDC50A361 Homo sapiens (Human) 1.07 1.26 2.09 1.13 0.93 0.66 0.69 0.76 0.99 1.09 0.90 0.67 0.76 0.62 0.59 0.94 0.83 1.25 1.12 0.84 0.84

5.03 0.87 0.44 4.37 0.20 3.80 0.95 0.83 9.46 0.10 9.00 0.93 0.76 9.87 0.09 9.17 1.20 0.52 12.03 0.10 14.48 1.10 0.60 5.55 0.20 6.11 Q9UI12 VATH_HUMAN reviewed V-type proton ATPase subunit H (V-ATPase subunit H) (Nef-binding protein 1) (NBP1) (Protein VMA13 homolog) (V-ATPase 50/57 kDa subunits) (Vacuolar proton pump subunit H) (Vacuolar proton pump subunit SFD)ATP6V1H CGI-11 483 Homo sapiens (Human) 0.74 1.01 0.90 1.91 0.93 1.13 0.84 0.98 0.81 1.20 1.00 0.88 0.99 0.91 1.06 1.01 0.89 0.87 0.95 0.93 1.10

1.45 0.61 0.03 1.42 0.43 0.87 1.36 0.23 2.17 0.63 2.94 0.75 0.21 1.95 0.39 1.47 1.23 0.12 1.42 0.87 1.75 1.40 0.21 2.23 0.63 3.12 P04278 SHBG_HUMAN reviewed Sex hormone-binding globulin (SHBG) (Sex steroid-binding protein) (SBP) (Testis-specific androgen-binding protein) (ABP) (Testosterone-estradiol-binding globulin) (TeBG) (Testosterone-estrogen-binding globulin)SHBG 402 Homo sapiens (Human) 1.18 0.80 0.77 0.67 0.47 0.77 0.90 0.71 1.31 1.23 1.55 0.88 0.86 1.23 3.08 0.58 0.67 0.61 1.36 0.75 1.40

15.03 1.43 0.43 39.10 0.04 56.05 1.45 0.19 4.45 0.33 6.46 0.84 0.40 4.98 0.17 4.19 1.19 0.37 4.43 0.27 5.28 1.40 0.21 4.40 0.32 6.16 P25815 S100P_HUMANreviewed Protein S100-P (Migration-inducing gene 9 protein) (MIG9) (Protein S100-E) (S100 calcium-binding protein P)S100P S100E 95 Homo sapiens (Human) 0.96 0.92 0.68 0.72 1.19 1.99 0.60 0.89 0.86 1.19 0.61 0.69 1.51 0.98 0.93 1.02 1.17 1.43 1.45 0.84 1.40

3.89 0.98 0.87 3.59 0.27 3.51 0.97 0.79 3.58 0.27 3.46 0.99 0.95 3.57 0.28 3.54 1.51 0.19 5.10 0.30 7.70 1.09 0.56 3.63 0.30 3.94 Q7Z3J2 CP062_HUMANreviewed UPF0505 protein C16orf62 (Esophageal cancer-associated protein)C16orf62 101F10.2 963 Homo sapiens (Human) 0.75 0.92 0.86 1.76 1.06 1.08 0.99 1.08 0.70 1.51 0.55 0.78 1.12 0.84 0.97 1.05 1.21 0.98 0.97 0.99 1.09

14.49 1.57 0.40 61.52 0.03 96.52 1.05 0.71 3.56 0.29 3.74 0.93 0.78 11.28 0.08 10.54 1.50 0.34 21.98 0.07 33.06 0.99 0.93 4.61 0.21 4.55 Q9NPQ8 RIC8A_HUMANreviewed Synembryn-A (Protein Ric-8A)RIC8A 531 Homo sapiens (Human) 1.51 0.97 0.96 0.83 1.07 0.70 1.61 1.17 1.18 1.50 0.96 1.68 1.17 1.61 1.62 1.46 1.06 1.57 1.05 0.93 0.99

31.88 0.92 0.68 7.33 0.13 6.72 0.79 0.42 10.80 0.07 8.51 0.98 0.96 27.33 0.04 26.91 1.45 0.17 3.52 0.41 5.12 0.76 0.27 4.77 0.16 3.62 Q9Y279 VSIG4_HUMANreviewed V-set and immunoglobulin domain-containing protein 4 (Protein Z39Ig)VSIG4 CRIg Z39IG UNQ317/PRO362399 Homo sapiens (Human) 0.83 1.31 0.94 1.17 0.86 1.25 0.94 1.59 1.05 1.45 0.76 0.80 1.25 0.70 1.11 0.48 1.23 0.92 0.79 0.98 0.76

NA 0.86 NA NA NA NA 1.14 NA NA NA NA 1.18 NA NA NA NA 1.05 NA NA NA NA 0.81 NA NA NA NA Q9Y639 NPTN_HUMAN reviewed Neuroplastin (Stromal cell-derived receptor 1) (SDR-1)NPTN SDFR1 SDR1 398 Homo sapiens (Human) 1.12 1.44 1.31 0.92 1.35 0.95 0.82 1.18 1.24 1.05 1.03 0.82 0.71 0.81 1.12 1.02 1.51 0.86 1.14 1.18 0.81

NA 0.90 NA NA NA NA 0.77 NA NA NA NA 0.81 NA NA NA NA 1.57 NA NA NA NA 1.11 NA NA NA NA A5YKK6 CNOT1_HUMANreviewed CCR4-NOT transcription complex subunit 1 (CCR4-associated factor 1) (Negative regulator of transcription subunit 1 homolog) (NOT1H) (hNOT1)CNOT1 CDC39 KIAA1007 NOT1 AD-0052376 Homo sapiens (Human) 0.91 1.06 0.92 0.95 1.11 1.33 1.20 0.88 0.98 1.57 1.14 0.99 0.84 1.19 1.41 0.90 0.92 0.90 0.77 0.81 1.11

3.23 1.30 0.54 41.14 0.03 53.37 1.05 0.71 3.84 0.27 4.04 1.06 0.67 3.83 0.28 4.06 1.11 0.84 215.66 0.01 240.00 0.89 0.46 3.84 0.23 3.41 P11717 MPRI_HUMAN reviewed Cation-independent mannose-6-phosphate receptor (CI Man-6-P receptor) (CI-MPR) (M6PR) (300 kDa mannose 6-phosphate receptor) (MPR 300) (Insulin-like growth factor 2 receptor) (Insulin-like growth factor II receptor) (IGF-II receptor) (M6P/IGF2 receptor) (M6P/IGF2R) (CD antigen CD222)IGF2R MPRI 2491 Homo sapiens (Human) 0.96 1.22 1.21 1.36 0.91 0.84 1.08 0.75 0.78 1.11 1.52 0.88 1.01 1.16 1.14 1.15 1.24 1.30 1.05 1.06 0.89

NA 0.96 NA NA NA NA 1.02 NA NA NA NA 1.30 NA NA NA NA 1.13 NA NA NA NA 1.35 NA NA NA NA P28907 CD38_HUMAN reviewed ADP-ribosyl cyclase 1 (EC 3.2.2.5) (Cyclic ADP-ribose hydrolase 1) (cADPr hydrolase 1) (T10) (CD antigen CD38)CD38 300 Homo sapiens (Human) 1.32 1.01 1.11 0.70 0.96 1.08 0.97 1.28 1.00 1.13 1.28 1.00 0.70 1.14 1.45 1.00 1.42 0.96 1.02 1.30 1.35

5.13 0.87 0.49 5.60 0.16 4.87 1.05 0.72 3.77 0.28 3.97 0.97 0.82 3.80 0.26 3.68 1.04 0.81 4.57 0.23 4.74 1.15 0.42 3.86 0.30 4.43 P42345 MTOR_HUMANreviewed Serine/threonine-protein kinase mTOR (EC 2.7.11.1) (FK506-binding protein 12-rapamycin complex-associated protein 1) (FKBP12-rapamycin complex-associated protein) (Mammalian target of rapamycin) (mTOR) (Mechanistic target of rapamycin) (Rapamycin and FKBP12 target 1) (Rapamycin target protein 1)MTOR FRAP FRAP1 FRAP2 RAFT1 RAPT12549 Homo sapiens (Human) 1.06 1.19 0.69 0.90 0.97 1.09 1.83 1.06 0.66 1.04 2.61 1.67 1.17 1.17 2.65 1.12 0.97 0.87 1.05 0.97 1.15

19.93 1.10 0.69 11.21 0.10 12.38 0.95 0.84 12.00 0.08 11.42 1.02 0.89 4.40 0.23 4.50 0.90 0.85 260.63 0.00 234.19 0.79 0.29 4.26 0.19 3.37 P55160 NCKPL_HUMANreviewed Nck-associated protein 1-like (Hematopoietic protein 1) (Membrane-associated protein HEM-1)NCKAP1L HEM1 1127 Homo sapiens (Human) 0.96 0.85 0.81 1.20 0.89 1.06 1.24 1.29 1.15 0.90 0.77 1.28 0.99 1.25 1.78 0.95 0.88 1.10 0.95 1.02 0.79

4.20 1.98 0.19 15.27 0.13 30.18 1.22 0.30 3.74 0.33 4.57 1.69 0.25 16.27 0.10 27.46 1.08 0.59 3.78 0.29 4.08 1.05 0.72 3.79 0.28 3.98 Q10588 BST1_HUMAN reviewed ADP-ribosyl cyclase 2 (EC 3.2.2.5) (Bone marrow stromal antigen 1) (BST-1) (Cyclic ADP-ribose hydrolase 2) (cADPr hydrolase 2) (CD antigen CD157)BST1 318 Homo sapiens (Human) 0.47 1.62 1.17 0.91 0.94 1.10 0.95 1.34 0.94 1.08 1.09 0.99 0.86 0.80 1.30 1.10 0.83 1.98 1.22 1.69 1.05

NA 0.93 NA NA NA NA 0.98 NA NA NA NA 0.79 NA NA NA NA 0.73 NA NA NA NA 1.16 NA NA NA NA Q13347 EIF3I_HUMAN reviewed Eukaryotic translation initiation factor 3 subunit I (eIF3i) (Eukaryotic translation initiation factor 3 subunit 2) (TGF-beta receptor-interacting protein 1) (TRIP-1) (eIF-3-beta) (eIF3 p36)EIF3I EIF3S2 TRIP1 325 Homo sapiens (Human) 0.66 1.91 0.85 1.77 1.22 1.25 0.58 0.65 1.02 0.73 1.52 0.69 0.83 0.68 0.78 0.75 0.86 0.93 0.98 0.79 1.16

NA 1.35 NA NA NA NA 1.23 NA NA NA NA 0.93 NA NA NA NA 0.94 NA NA NA NA 0.76 NA NA NA NA Q6PCE3 PGM2L_HUMANreviewed Glucose 1,6-bisphosphate synthase (EC 2.7.1.106) (PMMLP) (Phosphoglucomutase-2-like 1)PGM2L1 BM32A 622 Homo sapiens (Human) 2.27 1.13 2.48 1.27 1.09 1.20 0.96 1.35 1.09 0.94 0.92 1.08 1.81 1.00 0.82 1.41 1.35 1.35 1.23 0.93 0.76

5.33 1.13 0.69 17.75 0.06 20.01 1.23 0.35 4.97 0.25 6.10 1.09 0.71 9.82 0.11 10.70 1.87 0.52 4884.70 0.00 9154.51 1.13 0.63 11.47 0.10 13.00 Q9UI08 EVL_HUMAN reviewed Ena/VASP-like protein (Ena/vasodilator-stimulated phosphoprotein-like)EVL RNB6 416 Homo sapiens (Human) 0.81 0.65 0.57 0.91 0.83 1.08 0.99 1.51 0.77 1.87 0.68 1.37 1.18 1.05 0.44 1.05 0.91 1.13 1.23 1.09 1.13

10.77 0.99 0.92 3.90 0.25 3.85 1.21 0.33 3.93 0.31 4.76 1.13 0.46 4.01 0.28 4.53 1.18 0.37 3.94 0.30 4.64 0.86 0.41 4.18 0.21 3.59 Q9ULZ3 ASC_HUMAN reviewed Apoptosis-associated speck-like protein containing a CARD (hASC) (Caspase recruitment domain-containing protein 5) (PYD and CARD domain-containing protein) (Target of methylation-induced silencing 1)PYCARD ASC CARD5 TMS1195 Homo sapiens (Human) 1.12 0.66 1.17 0.79 1.11 1.10 1.42 1.43 1.29 1.18 1.52 1.60 1.08 1.28 1.02 1.09 1.04 0.99 1.21 1.13 0.86

1.48 0.63 0.36 5.24 0.12 3.32 0.59 0.06 1.81 0.33 1.06 0.61 0.38 6.57 0.09 4.03 0.76 0.10 1.50 0.51 1.14 0.83 0.75 8.77 0.09 7.28 P46776 RL27A_HUMANreviewed 60S ribosomal protein L27aRPL27A 148 Homo sapiens (Human) 0.71 0.81 0.72 2.85 1.01 1.01 1.03 1.02 0.78 0.76 0.62 0.77 0.79 0.60 0.40 1.14 0.97 0.63 0.59 0.61 0.83

NA 1.01 NA NA NA NA 0.64 NA NA NA NA 1.45 NA NA NA NA 0.91 NA NA NA NA 0.91 NA NA NA NA Q92905 CSN5_HUMAN reviewed COP9 signalosome complex subunit 5 (SGN5) (Signalosome subunit 5) (EC 3.4.-.-) (Jun activation domain-binding protein 1)COPS5 CSN5 JAB1 334 Homo sapiens (Human) 0.78 0.68 0.92 1.14 0.64 0.72 1.15 1.54 1.11 0.91 1.23 1.38 0.78 0.84 0.93 1.69 0.81 1.01 0.64 1.45 0.91

1.05 0.92 0.79 2.38 0.39 2.20 1.36 0.03 1.27 1.07 1.73 1.23 0.07 1.27 0.97 1.57 1.12 0.32 1.36 0.83 1.53 2.41 0.01 1.47 1.64 3.55 P23142 FBLN1_HUMANreviewed Fibulin-1 (FIBL-1)FBLN1 PP213 703 Homo sapiens (Human) 0.95 0.62 NA NA 0.62 0.82 1.41 1.00 NA 1.12 NA 1.02 0.65 1.34 NA NA NA 0.92 1.36 1.23 2.41

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9HAC8 UBTD1_HUMANreviewed Ubiquitin domain-containing protein 1UBTD1 227 Homo sapiens (Human) 1.46 1.43 1.34 1.07 NA NA 1.01 0.75 1.28 NA 1.06 0.80 1.06 0.81 1.12 1.09 0.99 NA NA NA NA

3.55 1.02 0.96 42.90 0.02 43.71 0.77 0.23 3.52 0.22 2.71 0.86 0.36 3.51 0.24 3.01 0.84 0.40 5.20 0.16 4.34 1.28 0.25 3.52 0.36 4.49 Q15029 U5S1_HUMAN reviewed 116 kDa U5 small nuclear ribonucleoprotein component (Elongation factor Tu GTP-binding domain-containing protein 2) (SNU114 homolog) (hSNU114) (U5 snRNP-specific protein, 116 kDa) (U5-116 kDa)EFTUD2 KIAA0031 SNRP116972 Homo sapiens (Human) 0.81 1.86 1.23 1.01 0.80 0.84 0.90 1.17 1.03 1.53 1.02 0.77 0.86 1.28

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P33908 MA1A1_HUMANreviewed Mannosyl-oligosaccharide 1,2-alpha-mannosidase IA (EC 3.2.1.113) (Man(9)-alpha-mannosidase) (Man9-mannosidase) (Mannosidase alpha class 1A member 1) (Processing alpha-1,2-mannosidase IA) (Alpha-1,2-mannosidase IA)MAN1A1 653 Homo sapiens (Human) 1.34 0.38 0.85 0.80 NA NA 1.37 1.18 1.16 NA 1.41 1.47 1.41 1.71 1.58 1.70 1.01 NA NA NA NA

1.33 0.75 0.18 1.83 0.41 1.37 1.27 0.12 1.48 0.86 1.88 1.03 0.75 1.47 0.70 1.52 1.00 0.99 2.64 0.38 2.63 0.84 0.19 1.47 0.57 1.24 Q969P0 IGSF8_HUMAN reviewed Immunoglobulin superfamily member 8 (IgSF8) (CD81 partner 3) (Glu-Trp-Ile EWI motif-containing protein 2) (EWI-2) (Keratinocytes-associated transmembrane protein 4) (KCT-4) (LIR-D1) (Prostaglandin regulatory-like protein) (PGRL) (CD antigen CD316)IGSF8 CD81P3 EWI2 KCT4613 Homo sapiens (Human) 1.99 1.69 NA NA 1.35 0.90 1.38 0.53 NA 1.00 NA 0.82 1.26 0.69 NA NA NA 0.75 1.27 1.03 0.84

4.76 1.27 0.25 3.56 0.36 4.52 1.07 0.66 4.29 0.25 4.60 1.07 0.63 3.56 0.30 3.80 1.46 0.17 3.58 0.41 5.21 1.11 0.49 3.56 0.31 3.95 Q96FQ6 S10AG_HUMANreviewed Protein S100-A16 (Aging-associated gene 13 protein) (Protein S100-F) (S100 calcium-binding protein A16)S100A16 S100F AAG13 103 Homo sapiens (Human) 1.11 1.19 NA NA 1.41 1.33 0.69 0.82 NA 1.46 NA 0.74 1.46 0.91 NA NA NA 1.27 1.07 1.07 1.11

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P62263 RS14_HUMAN reviewed 40S ribosomal protein S14RPS14 PRO2640 151 Homo sapiens (Human) 0.84 0.97 0.98 1.57 NA NA 0.78 1.03 0.94 NA 1.03 0.82 1.02 0.79 0.80 1.00 1.04 NA NA NA NA

9.60 1.10 0.53 3.83 0.29 4.21 0.89 0.48 3.80 0.23 3.40 0.96 0.75 3.95 0.24 3.78 0.89 0.69 14.73 0.06 13.15 0.90 0.63 8.52 0.11 7.62 Q9P2R3 ANFY1_HUMANreviewed Ankyrin repeat and FYVE domain-containing protein 1 (Ankyrin repeats hooked to a zinc finger motif)ANKFY1 ANKHZN KIAA12551169 Homo sapiens (Human) 0.94 1.09 1.08 1.02 0.90 0.89 1.15 1.24 1.01 1.15 1.10 0.89 0.96 0.90

4.61 0.60 0.15 4.87 0.12 2.93 0.69 0.17 3.56 0.19 2.45 0.61 0.17 5.65 0.11 3.43 2.07 0.41 975.77 0.00 2018.85 0.67 0.16 3.55 0.19 2.39 P62910 RL32_HUMAN reviewed 60S ribosomal protein L32RPL32 PP9932 135 Homo sapiens (Human) 0.67 2.70 1.06 1.20 1.24 2.07 0.75 0.67 0.97 0.81 0.60 0.69 0.61 0.67

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P13645 K1C10_HUMANreviewed Keratin, type I cytoskeletal 10 (Cytokeratin-10) (CK-10) (Keratin-10) (K10)KRT10 KPP 584 Homo sapiens (Human) 0.62 2.40 0.79 0.52 NA NA 1.16 1.09 1.49 NA 2.37 0.80 0.61 1.31 1.74 1.00 1.18 NA NA NA NA

1.28 0.73 0.02 1.28 0.57 0.94 0.79 0.00 1.15 0.68 0.90 0.90 0.20 1.18 0.76 1.07 1.15 0.33 1.38 0.83 1.60 0.72 0.01 1.22 0.59 0.87 Q8IWL2 SFTA1_HUMANreviewed Pulmonary surfactant-associated protein A1 (PSP-A) (PSPA) (SP-A) (SP-A1) (35 kDa pulmonary surfactant-associated protein) (Alveolar proteinosis protein) (Collectin-4)SFTPA1 COLEC4 PSAP SFTP1 SFTPA SFTPA1B248 Homo sapiens (Human)NA NA 1.17 0.88 1.36 0.96 NA NA 0.83 1.15 0.85 NA NA NA 0.70 1.08 0.88 0.73 0.79 0.90 0.72

2.95 0.83 0.08 1.25 0.67 1.04 1.09 0.33 1.28 0.85 1.40 1.13 0.17 1.25 0.91 1.42 1.28 0.12 1.45 0.88 1.86 0.53 0.01 1.36 0.39 0.72 P20742 PZP_HUMAN reviewed Pregnancy zone protein (C3 and PZP-like alpha-2-macroglobulin domain-containing protein 6)PZP CPAMD6 1482 Homo sapiens (Human) 1.50 0.61 NA NA 0.60 2.26 3.63 1.12 NA 1.28 NA 0.62 0.69 0.63 NA NA NA 0.83 1.09 1.13 0.53

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q71U36 TBA1A_HUMANreviewed Tubulin alpha-1A chain (Alpha-tubulin 3) (Tubulin B-alpha-1) (Tubulin alpha-3 chain)TUBA1A TUBA3 451 Homo sapiens (Human) 1.24 0.62 0.91 0.71 NA NA 1.10 1.36 1.15 NA 0.88 1.24 1.13 0.89 0.87 1.21 1.81 NA NA NA NA

0.99 0.68 0.00 1.21 0.56 0.82 1.28 0.02 1.20 1.06 1.54 1.07 0.44 1.26 0.85 1.35 0.81 0.29 1.64 0.49 1.32 0.76 0.02 1.23 0.62 0.94 P62979 RS27A_HUMANreviewed Ubiquitin-40S ribosomal protein S27a (Ubiquitin carboxyl extension protein 80) [Cleaved into: Ubiquitin; 40S ribosomal protein S27a]RPS27A UBA80 UBCEP1 156 Homo sapiens (Human) 2.17 2.15 NA NA 0.97 0.65 0.97 0.64 NA 0.81 NA 0.66 0.87 0.85 NA NA NA 0.68 1.28 1.07 0.76

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q5VTE0 EF1A3_HUMANreviewed Putative elongation factor 1-alpha-like 3 (EF-1-alpha-like 3) (Eukaryotic elongation factor 1 A-like 3) (eEF1A-like 3) (Eukaryotic translation elongation factor 1 alpha-1 pseudogene 5)EEF1A1P5 EEF1AL3 462 Homo sapiens (Human) 1.10 0.64 0.88 1.03 NA NA 0.88 1.23 1.07 NA 1.09 1.10 1.24 1.03 1.08 1.08 1.34 NA NA NA NA

1.38 0.32 0.04 2.84 0.11 0.90 0.30 0.08 4.60 0.07 1.40 1.91 0.24 5.24 0.36 10.00 1.60 0.14 2.37 0.68 3.80 1.53 0.38 5.05 0.30 7.72 Q30154 DRB5_HUMAN reviewed HLA class II histocompatibility antigen, DR beta 5 chain (DR beta-5) (DR2-beta-2) (Dw2) (MHC class II antigen DRB5)HLA-DRB5 266 Homo sapiens (Human) 0.13 2.21 NA NA 0.50 0.25 0.32 0.67 NA 1.60 NA 0.29 0.16 4.19 NA NA NA 0.32 0.30 1.91 1.53

4.25 0.72 0.48 54.21 0.01 38.95 1.06 0.68 4.20 0.25 4.47 1.41 0.20 4.20 0.33 5.90 1.15 0.57 8.62 0.13 9.87 1.13 0.69 20.14 0.06 22.84 P01603 KV111_HUMANreviewed Ig kappa chain V-I region Ka 108 Homo sapiens (Human)NA NA 1.93 0.43 0.87 1.02 NA NA 1.70 1.15 2.90 NA NA NA 2.17 0.91 0.83 0.72 1.06 1.41 1.13

1.04 0.75 0.02 1.24 0.61 0.93 0.56 0.00 1.36 0.41 0.76 0.62 0.01 1.36 0.45 0.84 0.66 0.01 1.36 0.48 0.89 0.86 0.28 1.34 0.65 1.16 O14818 PSA7_HUMAN reviewed Proteasome subunit alpha type-7 (EC 3.4.25.1) (Proteasome subunit RC6-1) (Proteasome subunit XAPC7)PSMA7 HSPC 248 Homo sapiens (Human)NA NA 0.58 2.69 1.54 0.89 NA NA 0.82 0.66 0.66 NA NA NA 0.62 0.74 0.60 0.75 0.56 0.62 0.86

1.06 0.87 0.51 1.68 0.52 1.46 1.17 0.10 1.23 0.95 1.43 1.17 0.10 1.23 0.96 1.44 1.17 0.35 1.50 0.78 1.75 0.58 0.01 1.42 0.41 0.83 P61224 RAP1B_HUMANreviewed Ras-related protein Rap-1b (GTP-binding protein smg p21B)RAP1B OK/SW-cl.11 184 Homo sapiens (Human) 1.20 1.34 NA NA 1.09 0.84 1.11 1.13 NA 1.17 NA 0.86 1.13 0.92 NA NA NA 0.87 1.17 1.17 0.58

3.72 1.01 0.94 8.18 0.12 8.30 1.90 0.32 93.15 0.02 177.16 1.19 0.33 3.52 0.34 4.20 1.25 0.27 3.52 0.36 4.40 1.51 0.15 3.52 0.43 5.33 P01719 LV501_HUMANreviewed Ig lambda chain V-V region DEL 108 Homo sapiens (Human) 1.64 0.62 NA NA 0.56 1.05 1.77 1.47 NA 1.25 NA 0.91 0.69 1.31 NA NA NA 1.01 1.90 1.19 1.51

16.01 6.58 0.03 3.89 1.69 25.61 0.77 0.40 2.82 0.28 2.18 0.93 0.60 1.61 0.58 1.50 0.73 0.34 3.04 0.24 2.21 1.42 0.06 1.49 0.95 2.11 P59665 DEF1_HUMAN reviewed Neutrophil defensin 1 (Defensin, alpha 1) (HNP-1) (HP-1) (HP1) [Cleaved into: HP 1-56; Neutrophil defensin 2 (HNP-2) (HP-2) (HP2)]DEFA1 DEF1 DEFA2 MRS; DEFA1B94 Homo sapiens (Human) 0.13 0.22 NA NA 0.95 0.49 0.26 0.29 NA 0.73 NA 0.51 0.44 1.57 NA NA NA 6.58 0.77 0.93 1.42

1.49 1.18 0.22 1.51 0.78 1.80 0.96 0.66 1.42 0.68 1.36 1.11 0.34 1.42 0.78 1.57 0.87 0.51 2.11 0.41 1.84 1.38 0.20 2.12 0.65 2.93 P11021 GRP78_HUMANreviewed 78 kDa glucose-regulated protein (GRP-78) (Endoplasmic reticulum lumenal Ca(2+)-binding protein grp78) (Heat shock 70 kDa protein 5) (Immunoglobulin heavy chain-binding protein) (BiP)HSPA5 GRP78 654 Homo sapiens (Human) 0.89 1.01 NA NA 0.88 0.94 1.03 0.98 NA 0.87 NA 1.02 0.93 1.14 NA NA NA 1.18 0.96 1.11 1.38

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P31150 GDIA_HUMAN reviewed Rab GDP dissociation inhibitor alpha (Rab GDI alpha) (Guanosine diphosphate dissociation inhibitor 1) (GDI-1) (Oligophrenin-2) (Protein XAP-4)GDI1 GDIL OPHN2 RABGDIA XAP4447 Homo sapiens (Human) 1.53 1.03 1.05 0.95 NA NA 0.94 0.98 0.94 NA 0.87 1.01 1.46 1.00 1.01 1.19 1.15 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q8TE73 DYH5_HUMAN reviewed Dynein heavy chain 5, axonemal (Axonemal beta dynein heavy chain 5) (Ciliary dynein heavy chain 5)DNAH5 DNAHC5 HL1 KIAA16034624 Homo sapiens (Human) 1.09 0.92 0.92 1.26 NA NA 1.00 1.06 0.91 NA 0.67 1.24 0.83 0.98 0.72 0.98 1.52 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P98160 PGBM_HUMANreviewed Basement membrane-specific heparan sulfate proteoglycan core protein (HSPG) (Perlecan) (PLC) [Cleaved into: Endorepellin; LG3 peptide]HSPG2 4391 Homo sapiens (Human) 0.81 1.69 1.30 0.83 NA NA 1.12 0.94 0.97 NA 1.91 0.99 0.67 1.73 1.66 1.09 0.85 NA NA NA NA

1.25 6.53 0.00 1.30 5.01 8.51 0.56 0.00 1.36 0.41 0.76 0.76 0.01 1.17 0.65 0.90 0.54 0.01 1.50 0.36 0.81 1.16 0.24 1.33 0.87 1.55 Q71DI3 H32_HUMAN reviewed Histone H3.2 (Histone H3/m) (Histone H3/o)HIST2H3A; HIST2H3C H3F2 H3FM; HIST2H3D136 Homo sapiens (Human)NA NA 0.43 0.56 1.67 0.29 NA NA 0.38 0.54 0.35 NA NA NA 0.34 0.32 0.32 6.53 0.56 0.76 1.16

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA O15031 PLXB2_HUMANreviewed Plexin-B2 (MM1)PLXNB2 KIAA0315 1838 Homo sapiens (Human) 0.70 1.14 1.04 0.88 NA NA 0.88 1.20 1.15 NA 1.28 1.04 0.87 1.26 1.45 1.06 1.20 NA NA NA NA

1.51 1.45 0.29 3.09 0.47 4.47 0.94 0.57 1.47 0.64 1.38 1.31 0.35 2.59 0.51 3.38 1.04 0.87 2.46 0.42 2.55 1.53 0.11 1.94 0.79 2.96 Q15366 PCBP2_HUMANreviewed Poly(rC)-binding protein 2 (Alpha-CP2) (Heterogeneous nuclear ribonucleoprotein E2) (hnRNP E2)PCBP2 365 Homo sapiens (Human) 1.24 0.54 NA NA 0.97 1.03 0.89 1.36 NA 1.04 NA 1.06 1.10 0.96 NA NA NA 1.45 0.94 1.31 1.53

10.36 0.90 0.51 3.94 0.23 3.54 0.76 0.31 6.22 0.12 4.73 0.70 0.18 3.52 0.20 2.48 0.86 0.38 3.52 0.24 3.04 1.19 0.33 3.52 0.34 4.17 O43149 ZZEF1_HUMANreviewed Zinc finger ZZ-type and EF-hand domain-containing protein 1ZZEF1 KIAA0399 2961 Homo sapiens (Human)NA NA 0.84 1.56 1.21 1.14 NA NA 0.86 0.86 1.18 NA NA NA 1.39 1.04 0.87 0.90 0.76 0.70 1.19

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P43034 LIS1_HUMAN reviewed Platelet-activating factor acetylhydrolase IB subunit alpha (Lissencephaly-1 protein) (LIS-1) (PAF acetylhydrolase 45 kDa subunit) (PAF-AH 45 kDa subunit) (PAF-AH alpha) (PAFAH alpha)PAFAH1B1 LIS1 MDCR MDS PAFAHA410 Homo sapiens (Human) 1.07 0.79 1.02 0.72 NA NA 0.80 0.96 0.93 NA 0.87 0.97 0.99 0.80 1.01 0.95 1.35 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P62266 RS23_HUMAN reviewed 40S ribosomal protein S23RPS23 143 Homo sapiens (Human) 0.69 0.98 1.11 2.16 NA NA 0.87 1.06 0.90 NA 0.89 1.12 0.84 0.87 1.02 1.01 0.93 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q14108 SCRB2_HUMANreviewed Lysosome membrane protein 2 (85 kDa lysosomal membrane sialoglycoprotein) (LGP85) (CD36 antigen-like 2) (Lysosome membrane protein II) (LIMP II) (Scavenger receptor class B member 2) (CD antigen CD36)SCARB2 CD36L2 LIMP2 LIMPII478 Homo sapiens (Human) 1.06 1.85 1.17 1.15 NA NA 1.08 0.77 1.24 NA 0.97 0.91 1.50 0.99 0.87 0.88 0.86 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q6P1N0 C2D1A_HUMANreviewed Coiled-coil and C2 domain-containing protein 1A (Akt kinase-interacting protein 1) (Five prime repressor element under dual repression-binding protein 1) (FRE under dual repression-binding protein 1) (Freud-1) (Putative NF-kappa-B-activating protein 023N)CC2D1A AKI1 951 Homo sapiens (Human) 1.39 1.16 2.33 1.08 NA NA 1.05 0.81 1.24 NA 1.00 0.89 0.78 1.19 0.77 1.32 0.92 NA NA NA NA

1.49 1.33 0.46 2.94 0.45 3.90 0.79 0.06 1.29 0.61 1.01 1.19 0.91 83.27 0.01 99.05 1.04 0.81 1.53 0.68 1.59 1.54 0.11 1.84 0.84 2.83 Q92841 DDX17_HUMANreviewed Probable ATP-dependent RNA helicase DDX17 (EC 3.6.4.13) (DEAD box protein 17) (DEAD box protein p72) (RNA-dependent helicase p72)DDX17 729 Homo sapiens (Human)NA NA 0.84 0.87 0.71 1.16 NA NA 0.86 1.04 0.77 NA NA NA 0.95 1.06 1.69 1.33 0.79 1.19 1.54

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA O60506 HNRPQ_HUMANreviewed Heterogeneous nuclear ribonucleoprotein Q (hnRNP Q) (Glycine- and tyrosine-rich RNA-binding protein) (GRY-RBP) (NS1-associated protein 1) (Synaptotagmin-binding, cytoplasmic RNA-interacting protein)SYNCRIP HNRPQ NSAP1 623 Homo sapiens (Human) 0.76 0.68 0.95 1.15 NA NA 0.74 0.80 1.01 NA 1.44 0.93 1.37 0.89 1.35 0.96 0.87 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA O95834 EMAL2_HUMANreviewed Echinoderm microtubule-associated protein-like 2 (EMAP-2) (HuEMAP-2)EML2 EMAP2 EMAPL2 649 Homo sapiens (Human) 1.66 0.69 1.01 0.89 NA NA 0.95 1.16 1.13 NA 1.45 1.12 1.41 0.99 1.20 1.01 1.21 NA NA NA NA

4.09 0.63 0.45 158.38 0.00 99.17 0.71 0.18 3.66 0.19 2.60 1.48 0.16 3.62 0.41 5.34 0.91 0.51 3.63 0.25 3.29 1.16 0.38 3.64 0.32 4.23 P50225 ST1A1_HUMANreviewed Sulfotransferase 1A1 (ST1A1) (EC 2.8.2.1) (Aryl sulfotransferase 1) (HAST1/HAST2) (Phenol sulfotransferase 1) (Phenol-sulfating phenol sulfotransferase 1) (P-PST 1) (ST1A3) (Thermostable phenol sulfotransferase) (Ts-PST)SULT1A1 STP STP1 OK/SW-cl.88295 Homo sapiens (Human) 1.74 1.05 NA NA 0.68 1.09 1.07 1.23 NA 0.91 NA 0.93 1.08 0.98 NA NA NA 0.63 0.71 1.48 1.16

5.05 1.25 0.39 7.23 0.17 9.01 1.18 0.35 3.70 0.32 4.37 1.16 0.39 3.72 0.31 4.31 1.02 0.89 3.74 0.27 3.80 1.23 0.30 3.75 0.33 4.61 P57737 CORO7_HUMANreviewed Coronin-7 (Crn7) (70 kDa WD repeat tumor rejection antigen homolog)CORO7 925 Homo sapiens (Human) 0.80 0.68 NA NA 0.94 1.28 0.86 1.15 NA 1.02 NA 1.29 1.11 1.04 NA NA NA 1.25 1.18 1.16 1.23

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9BSJ2 GCP2_HUMAN reviewed Gamma-tubulin complex component 2 (GCP-2) (hGCP2) (Gamma-ring complex protein 103 kDa) (h103p) (hGrip103) (Spindle pole body protein Spc97 homolog) (hSpc97)TUBGCP2 GCP2 902 Homo sapiens (Human) 1.05 1.27 0.84 1.97 NA NA 0.83 0.74 0.80 NA 0.99 0.64 0.71 0.64 1.19 0.87 0.94 NA NA NA NA

4.89 0.93 0.61 3.87 0.24 3.59 0.78 0.26 3.89 0.20 3.02 0.77 0.25 3.89 0.20 3.00 0.72 0.21 3.94 0.18 2.85 0.97 0.85 3.92 0.25 3.82 O14579 COPE_HUMAN reviewed Coatomer subunit epsilon (Epsilon-coat protein) (Epsilon-COP)COPE 308 Homo sapiens (Human)NA NA 0.71 1.95 1.25 1.25 NA NA 0.90 0.72 1.62 NA NA NA 1.16 0.87 0.78 0.93 0.78 0.77 0.97

1.16 0.80 0.08 1.31 0.62 1.05 0.92 0.56 1.48 0.63 1.36 0.79 0.11 1.39 0.57 1.10 1.45 0.26 2.35 0.62 3.41 1.16 0.32 1.51 0.77 1.75 P12111 CO6A3_HUMANreviewed Collagen alpha-3(VI) chainCOL6A3 3177 Homo sapiens (Human)NA NA 0.69 0.36 0.71 0.90 NA NA 1.14 1.45 1.82 NA NA NA 7.19 0.70 0.62 0.80 0.92 0.79 1.16

3.31 1.10 0.77 21.88 0.05 24.01 1.06 0.77 7.94 0.13 8.45 0.96 0.85 6.35 0.15 6.13 1.17 0.38 3.77 0.31 4.40 1.06 0.67 3.76 0.28 4.00 P28068 DMB_HUMAN reviewed HLA class II histocompatibility antigen, DM beta chain (MHC class II antigen DMB) (Really interesting new gene 7 protein)HLA-DMB DMB RING7 263 Homo sapiens (Human)NA NA 0.87 1.05 0.95 0.87 NA NA 1.12 1.17 2.22 NA NA NA 1.02 1.00 1.58 1.10 1.06 0.96 1.06

4.38 1.11 0.48 3.52 0.32 3.92 1.01 0.97 4.26 0.24 4.28 0.97 0.83 3.51 0.28 3.42 0.98 0.85 3.52 0.28 3.43 1.00 0.98 3.52 0.29 3.53 Q13492 PICAL_HUMAN reviewed Phosphatidylinositol-binding clathrin assembly protein (Clathrin assembly lymphoid myeloid leukemia protein)PICALM CALM 652 Homo sapiens (Human)NA NA 1.32 1.18 1.04 0.84 NA NA 1.19 0.98 1.28 NA NA NA 1.21 1.17 1.06 1.11 1.01 0.97 1.00

1.62 1.04 0.63 1.26 0.82 1.31 0.80 0.16 1.46 0.55 1.17 0.70 0.02 1.26 0.56 0.89 0.98 0.85 1.41 0.69 1.38 0.97 0.70 1.28 0.76 1.24 Q16531 DDB1_HUMAN reviewed DNA damage-binding protein 1 (DDB p127 subunit) (DNA damage-binding protein a) (DDBa) (Damage-specific DNA-binding protein 1) (HBV X-associated protein 1) (XAP-1) (UV-damaged DNA-binding factor) (UV-damaged DNA-binding protein 1) (UV-DDB 1) (XPE-binding factor) (XPE-BF) (Xeroderma pigmentosum group E-complementing protein) (XPCe)DDB1 XAP1 1140 Homo sapiens (Human)NA NA 0.91 1.54 1.48 0.96 NA NA 0.90 0.98 0.93 NA NA NA 0.83 0.87 1.16 1.04 0.80 0.70 0.97

1.38 0.85 0.20 1.46 0.58 1.24 0.99 0.94 1.59 0.62 1.58 1.00 0.97 1.45 0.69 1.45 0.87 0.24 1.45 0.60 1.26 0.84 0.19 1.46 0.58 1.23 Q8N335 GPD1L_HUMANreviewed Glycerol-3-phosphate dehydrogenase 1-like protein (GPD1-L) (EC 1.1.1.8)GPD1L KIAA0089 351 Homo sapiens (Human)NA NA 1.22 0.76 1.10 0.95 NA NA 1.08 0.87 0.77 NA NA NA 0.73 1.07 1.12 0.85 0.99 1.00 0.84

1.54 0.81 0.14 1.46 0.56 1.18 0.68 0.13 1.97 0.34 1.33 0.74 0.21 2.02 0.37 1.50 0.85 0.44 2.03 0.42 1.73 1.06 0.57 1.46 0.73 1.55 O00487 PSDE_HUMAN reviewed 26S proteasome non-ATPase regulatory subunit 14 (EC 3.4.19.-) (26S proteasome regulatory subunit RPN11) (26S proteasome-associated PAD1 homolog 1)PSMD14 POH1 310 Homo sapiens (Human) 0.95 1.21 NA NA 1.44 1.06 0.58 0.67 NA 0.85 NA 0.58 0.95 0.59 NA NA NA 0.81 0.68 0.74 1.06

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA O60493 SNX3_HUMAN reviewed Sorting nexin-3 (Protein SDP3)SNX3 162 Homo sapiens (Human) 1.92 1.06 1.10 0.84 NA NA 1.21 1.15 1.19 NA 1.19 1.28 1.45 1.11 1.05 1.17 0.99 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P09668 CATH_HUMAN reviewed Pro-cathepsin H [Cleaved into: Cathepsin H mini chain; Cathepsin H (EC 3.4.22.16); Cathepsin H heavy chain; Cathepsin H light chain]CTSH CPSB 335 Homo sapiens (Human) 0.64 1.31 1.36 0.83 NA NA 0.88 0.87 1.35 NA 1.31 1.40 1.50 1.17 1.42 1.05 1.27 NA NA NA NA

1.90 1.04 0.75 1.59 0.65 1.66 0.77 0.09 1.43 0.54 1.10 1.40 0.06 1.45 0.97 2.03 1.34 0.09 1.50 0.89 2.02 2.49 0.03 1.99 1.25 4.95 P22792 CPN2_HUMAN reviewed Carboxypeptidase N subunit 2 (Carboxypeptidase N 83 kDa chain) (Carboxypeptidase N large subunit) (Carboxypeptidase N polypeptide 2) (Carboxypeptidase N regulatory subunit)CPN2 ACBP 545 Homo sapiens (Human) 0.37 0.42 NA NA 0.48 1.03 1.62 2.07 NA 1.34 NA 1.22 0.70 1.79 NA NA NA 1.04 0.77 1.40 2.49

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P30050 RL12_HUMAN reviewed 60S ribosomal protein L12RPL12 165 Homo sapiens (Human) 0.69 0.30 0.61 3.07 NA NA 0.47 0.59 0.84 NA 0.75 0.71 0.57 0.55 0.90 0.65 0.64 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P37235 HPCL1_HUMANreviewed Hippocalcin-like protein 1 (Calcium-binding protein BDR-1) (HLP2) (Visinin-like protein 3) (VILIP-3)HPCAL1 BDR1 193 Homo sapiens (Human) 1.14 1.54 1.68 1.31 NA NA 1.13 0.88 0.95 NA 0.92 0.99 0.89 1.11 0.93 1.38 1.24 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P61019 RAB2A_HUMANreviewed Ras-related protein Rab-2ARAB2A RAB2 212 Homo sapiens (Human) 1.10 1.45 1.09 1.22 NA NA 0.98 0.96 1.09 NA 0.98 0.85 0.93 0.91 0.95 1.03 1.03 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q08752 PPID_HUMAN reviewed Peptidyl-prolyl cis-trans isomerase D (PPIase D) (EC 5.2.1.8) (40 kDa peptidyl-prolyl cis-trans isomerase) (Cyclophilin-40) (CYP-40) (Cyclophilin-related protein) (Rotamase D)PPID CYP40 CYPD 370 Homo sapiens (Human) 1.61 0.38 1.22 1.04 NA NA 0.82 1.08 0.80 NA 0.76 1.15 1.76 0.99 0.63 1.06 1.19 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q12906 ILF3_HUMAN reviewed Interleukin enhancer-binding factor 3 (Double-stranded RNA-binding protein 76) (DRBP76) (M-phase phosphoprotein 4) (MPP4) (Nuclear factor associated with dsRNA) (NFAR) (Nuclear factor of activated T-cells 90 kDa) (NF-AT-90) (Translational control protein 80) (TCP80)ILF3 DRBF MPHOSPH4 NF90894 Homo sapiens (Human) 0.71 0.81 1.03 1.73 NA NA 0.63 0.90 1.03 NA 1.06 0.87 1.01 0.63 1.00 1.06 1.03 NA NA NA NA

3.52 0.93 0.61 3.58 0.26 3.34 1.03 0.83 3.56 0.29 3.65 0.81 0.35 5.16 0.16 4.18 0.87 0.45 4.41 0.20 3.85 1.05 0.80 6.46 0.16 6.77 Q13404 UB2V1_HUMANreviewed Ubiquitin-conjugating enzyme E2 variant 1 (UEV-1) (CROC-1) (TRAF6-regulated IKK activator 1 beta Uev1A)UBE2V1 CROC1 UBE2V UEV1 P/OKcl.19147 Homo sapiens (Human) 1.45 0.91 NA NA 0.90 0.99 0.93 1.09 NA 0.87 NA 0.85 1.33 0.88 NA NA NA 0.93 1.03 0.81 1.05

98.14 0.98 0.92 5.52 0.18 5.43 1.23 0.96 256000000000000000.00 0.00 314000000000000000.00 0.95 0.89 28.56 0.03 27.25 1.58 0.18 5.50 0.29 8.67 1.16 0.48 5.52 0.21 6.38 Q8N1G4 LRC47_HUMANreviewed Leucine-rich repeat-containing protein 47LRRC47 KIAA1185 583 Homo sapiens (Human) 1.99 0.95 NA NA 1.03 1.27 0.99 1.12 NA 1.58 NA 1.10 1.54 1.06 NA NA NA 0.98 1.23 0.95 1.16

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q969X1 LFG3_HUMAN reviewed Protein lifeguard 3 (Protein RECS1 homolog) (Transmembrane BAX inhibitor motif-containing protein 1)TMBIM1 LFG3 RECS1 PP1201 PSEC0158311 Homo sapiens (Human) 1.47 1.57 1.71 0.78 NA NA 1.32 1.02 0.98 NA 0.88 1.14 0.96 0.95 0.62 0.86 1.07 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9UNF0 PACN2_HUMANreviewed Protein kinase C and casein kinase substrate in neurons protein 2 (Syndapin-2) (Syndapin-II)PACSIN2 486 Homo sapiens (Human) 0.98 1.03 1.39 0.74 NA NA 1.09 0.98 1.34 NA 1.32 0.91 1.12 1.15 1.24 1.13 1.31 NA NA NA NA

1.22 0.53 0.18 3.95 0.13 2.09 0.53 0.11 2.69 0.20 1.42 0.48 0.18 4.79 0.10 2.28 0.79 0.48 3.27 0.24 2.58 0.53 0.16 3.52 0.15 1.87 O43399 TPD54_HUMANreviewed Tumor protein D54 (hD54) (Tumor protein D52-like 2)TPD52L2 206 Homo sapiens (Human)NA NA 0.51 3.07 1.32 0.60 NA NA 0.64 0.79 0.82 NA NA NA 0.85 0.63 0.52 0.53 0.53 0.48 0.53

9.08 0.99 0.96 11.84 0.08 11.71 0.87 0.42 3.81 0.23 3.32 0.88 0.45 3.81 0.23 3.37 0.92 0.76 15.17 0.06 13.94 0.99 0.93 3.80 0.26 3.75 O60884 DNJA2_HUMANreviewed DnaJ homolog subfamily A member 2 (Cell cycle progression restoration gene 3 protein) (Dnj3) (Dj3) (HIRA-interacting protein 4) (Renal carcinoma antigen NY-REN-14)DNAJA2 CPR3 HIRIP4 412 Homo sapiens (Human)NA NA 1.76 1.10 0.98 1.10 NA NA 1.10 0.92 1.10 NA NA NA 0.96 0.94 1.02 0.99 0.87 0.88 0.99

4.95 0.90 0.50 3.98 0.23 3.57 1.28 0.26 4.01 0.32 5.15 1.20 0.34 4.03 0.30 4.85 1.42 0.19 4.03 0.35 5.72 0.95 0.73 4.01 0.24 3.82 Q02413 DSG1_HUMAN reviewed Desmoglein-1 (Cadherin family member 4) (Desmosomal glycoprotein 1) (DG1) (DGI) (Pemphigus foliaceus antigen)DSG1 CDHF4 1049 Homo sapiens (Human)NA NA 0.93 0.52 0.71 1.24 NA NA 2.10 1.42 2.42 NA NA NA 1.67 1.08 1.20 0.90 1.28 1.20 0.95

6.32 0.70 0.19 3.99 0.17 2.77 0.80 0.27 3.53 0.23 2.83 0.84 0.61 22.72 0.04 19.14 1.09 0.54 3.52 0.31 3.84 1.03 0.91 19.95 0.05 20.64 Q08AM6 VAC14_HUMANreviewed Protein VAC14 homolog (Tax1-binding protein 2)VAC14 TAX1BP2 TRX 782 Homo sapiens (Human)NA NA 0.97 1.72 1.07 1.20 NA NA 0.81 1.09 0.71 NA NA NA 0.77 0.91 0.88 0.70 0.80 0.84 1.03

4.01 0.68 0.17 3.99 0.17 2.69 1.04 0.79 3.86 0.27 4.00 0.88 0.44 3.84 0.23 3.37 0.92 0.74 11.45 0.08 10.53 0.86 0.38 3.85 0.22 3.29 Q16651 PRSS8_HUMANreviewed Prostasin (EC 3.4.21.-) (Channel-activating protease 1) (CAP1) (Serine protease 8) [Cleaved into: Prostasin light chain; Prostasin heavy chain]PRSS8 343 Homo sapiens (Human)NA NA 1.67 1.08 1.17 0.73 NA NA 1.05 0.92 1.07 NA NA NA 0.82 1.16 0.80 0.68 1.04 0.88 0.86

1.70 1.05 0.78 2.00 0.53 2.10 0.72 0.06 1.43 0.50 1.04 0.79 0.11 1.44 0.55 1.14 1.12 0.71 3.07 0.36 3.44 0.88 0.28 1.44 0.61 1.27 Q9P253 VPS18_HUMANreviewed Vacuolar protein sorting-associated protein 18 homolog (hVPS18)VPS18 KIAA1475 973 Homo sapiens (Human)NA NA 1.52 1.97 1.18 1.09 NA NA 1.19 1.12 1.02 NA NA NA 1.21 0.98 0.98 1.05 0.72 0.79 0.88

7.06 0.97 0.93 38.81 0.02 37.51 0.93 0.61 3.92 0.24 3.64 1.16 0.40 3.90 0.30 4.51 1.08 0.62 4.18 0.26 4.52 1.47 0.17 3.89 0.38 5.73 Q9Y6B6 SAR1B_HUMANreviewed GTP-binding protein SAR1b (GTP-binding protein B) (GTBPB)SAR1B SARA2 SARB 198 Homo sapiens (Human)NA NA 1.19 1.10 1.07 0.94 NA NA 1.18 1.08 1.10 NA NA NA 1.49 0.91 1.00 0.97 0.93 1.16 1.47

3.65 2.23 0.01 1.45 1.55 3.23 1.28 0.09 1.42 0.90 1.83 1.20 0.15 1.42 0.85 1.71 0.80 0.35 2.16 0.37 1.74 1.08 0.49 1.45 0.74 1.56 O15162 PLS1_HUMAN reviewed Phospholipid scramblase 1 (PL scramblase 1) (Ca(2+)-dependent phospholipid scramblase 1) (Erythrocyte phospholipid scramblase) (MmTRA1b)PLSCR1 318 Homo sapiens (Human) 0.76 1.47 NA NA 1.00 1.25 0.95 0.91 NA 0.80 NA 1.07 1.00 1.01 NA NA NA 2.23 1.28 1.20 1.08

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA O60784 TOM1_HUMANreviewed Target of Myb protein 1TOM1 492 Homo sapiens (Human) 1.29 1.11 1.09 0.98 NA NA 0.95 0.91 0.95 NA 1.02 0.94 1.07 1.00 1.30 1.03 0.84 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA O95747 OXSR1_HUMANreviewed Serine/threonine-protein kinase OSR1 (EC 2.7.11.1) (Oxidative stress-responsive 1 protein)OXSR1 KIAA1101 OSR1 527 Homo sapiens (Human) 1.08 0.58 1.05 0.91 NA NA 1.03 1.13 1.05 NA 1.12 1.46 1.19 1.62 1.52 1.00 1.17 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P07099 HYEP_HUMAN reviewed Epoxide hydrolase 1 (EC 3.3.2.9) (Epoxide hydratase) (Microsomal epoxide hydrolase)EPHX1 EPHX EPOX 455 Homo sapiens (Human) 1.00 1.07 1.09 1.14 NA NA 0.85 0.88 1.07 NA 0.79 0.87 0.67 0.89 1.31 0.97 1.78 NA NA NA NA

3.56 1.10 0.57 4.37 0.25 4.80 1.39 0.19 3.60 0.39 5.01 1.06 0.66 3.59 0.30 3.82 0.73 0.53 84.14 0.01 61.15 0.99 0.91 3.71 0.27 3.66 P13726 TF_HUMAN reviewed Tissue factor (TF) (Coagulation factor III) (Thromboplastin) (CD antigen CD142)F3 295 Homo sapiens (Human) 0.90 1.46 NA NA 0.99 1.00 1.07 0.89 NA 0.73 NA 1.42 1.15 1.14 NA NA NA 1.10 1.39 1.06 0.99

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P15291 B4GT1_HUMANreviewed Beta-1,4-galactosyltransferase 1 (Beta-1,4-GalTase 1) (Beta4Gal-T1) (b4Gal-T1) (EC 2.4.1.-) (UDP-Gal:beta-GlcNAc beta-1,4-galactosyltransferase 1) (UDP-galactose:beta-N-acetylglucosamine beta-1,4-galactosyltransferase 1) [Cleaved into: Processed beta-1,4-galactosyltransferase 1] [Includes: Lactose synthase A protein (EC 2.4.1.22); N-acetyllactosamine synthase (EC 2.4.1.90) (Nal synthase); Beta-N-acetylglucosaminylglycopeptide beta-1,4-galactosyltransferase (EC 2.4.1.38); Beta-N-acetylglucosaminyl-glycolipid beta-1,4-galactosyltransferase (EC 2.4.1.-)]B4GALT1 GGTB2 398 Homo sapiens (Human) 1.16 0.79 1.35 1.15 NA NA 1.51 1.29 0.82 NA 0.86 1.55 1.11 1.49 1.03 1.49 0.79 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P16278 BGAL_HUMAN reviewed Beta-galactosidase (EC 3.2.1.23) (Acid beta-galactosidase) (Lactase) (Elastin receptor 1)GLB1 ELNR1 677 Homo sapiens (Human) 0.72 0.89 0.90 1.40 NA NA 1.39 1.25 1.04 NA 1.05 1.32 1.52 1.67 0.99 0.90 0.65 NA NA NA NA

4.41 1.44 0.17 3.67 0.39 5.28 1.08 0.65 4.57 0.24 4.93 1.28 0.32 5.36 0.24 6.83 1.33 0.22 3.69 0.36 4.90 1.21 0.47 8.92 0.14 10.79 P19878 NCF2_HUMAN reviewed Neutrophil cytosol factor 2 (NCF-2) (67 kDa neutrophil oxidase factor) (NADPH oxidase activator 2) (Neutrophil NADPH oxidase factor 2) (p67-phox)NCF2 NOXA2 P67PHOX 526 Homo sapiens (Human) 1.00 0.79 NA NA 1.00 1.19 1.16 1.03 NA 1.33 NA 1.10 1.11 1.09 NA NA NA 1.44 1.08 1.28 1.21

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P23141 EST1_HUMAN reviewed Liver carboxylesterase 1 (Acyl-coenzyme A:cholesterol acyltransferase) (ACAT) (Brain carboxylesterase hBr1) (Carboxylesterase 1) (CE-1) (hCE-1) (EC 3.1.1.1) (Cocaine carboxylesterase) (Egasyn) (HMSE) (Methylumbelliferyl-acetate deacetylase 1) (EC 3.1.1.56) (Monocyte/macrophage serine esterase) (Retinyl ester hydrolase) (REH) (Serine esterase 1) (Triacylglycerol hydrolase) (TGH)CES1 CES2 SES1 567 Homo sapiens (Human) 0.97 1.07 1.14 1.84 NA NA 1.47 0.80 1.01 NA 1.39 1.03 1.03 0.94 1.46 0.87 1.08 NA NA NA NA

7.72 1.22 0.30 3.58 0.34 4.35 0.98 0.89 3.58 0.27 3.52 1.11 0.60 5.96 0.19 6.60 1.13 0.61 9.07 0.12 10.23 1.22 0.29 3.56 0.34 4.35 P28482 MK01_HUMANreviewed Mitogen-activated protein kinase 1 (MAP kinase 1) (MAPK 1) (EC 2.7.11.24) (ERT1) (Extracellular signal-regulated kinase 2) (ERK-2) (MAP kinase isoform p42) (p42-MAPK) (Mitogen-activated protein kinase 2) (MAP kinase 2) (MAPK 2)MAPK1 ERK2 PRKM1 PRKM2360 Homo sapiens (Human) 0.93 0.79 NA NA 1.00 0.90 0.93 1.17 NA 1.13 NA 1.09 1.17 1.03 NA NA NA 1.22 0.98 1.11 1.22

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P31153 METK2_HUMANreviewed S-adenosylmethionine synthase isoform type-2 (AdoMet synthase 2) (EC 2.5.1.6) (Methionine adenosyltransferase 2) (MAT 2) (Methionine adenosyltransferase II) (MAT-II)MAT2A AMS2 MATA2 395 Homo sapiens (Human) 0.93 0.94 0.96 1.20 NA NA 0.68 0.83 0.87 NA 0.69 0.93 0.80 0.87 0.81 1.01 1.21 NA NA NA NA

4.08 1.94 0.42 658.21 0.00 1279.27 0.97 0.84 3.82 0.25 3.71 0.81 0.37 5.91 0.14 4.78 1.19 0.52 11.38 0.10 13.59 1.04 0.80 4.09 0.25 4.24 P35080 PROF2_HUMANreviewed Profilin-2 (Profilin II)PFN2 140 Homo sapiens (Human) 1.21 0.84 NA NA 1.02 1.07 1.44 1.44 NA 1.19 NA 1.39 1.34 2.78 NA NA NA 1.94 0.97 0.81 1.04

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P49588 SYAC_HUMAN reviewed Alanine--tRNA ligase, cytoplasmic (EC 6.1.1.7) (Alanyl-tRNA synthetase) (AlaRS) (Renal carcinoma antigen NY-REN-42)AARS 968 Homo sapiens (Human) 1.29 0.96 1.09 0.92 NA NA 1.24 1.20 1.07 NA 1.62 1.32 1.12 1.19 1.58 1.12 1.11 NA NA NA NA

10.32 1.04 0.87 9.29 0.11 9.64 1.04 0.75 3.73 0.28 3.89 0.91 0.51 3.73 0.24 3.37 0.73 0.22 4.29 0.17 3.12 0.59 0.18 7.20 0.08 4.21 P50502 F10A1_HUMANreviewed Hsc70-interacting protein (Hip) (Aging-associated protein 2) (Progesterone receptor-associated p48 protein) (Protein FAM10A1) (Putative tumor suppressor ST13) (Renal carcinoma antigen NY-REN-33) (Suppression of tumorigenicity 13 protein)ST13 AAG2 FAM10A1 HIP SNC6369 Homo sapiens (Human) 1.63 0.88 NA NA 1.05 1.28 1.06 0.99 NA 0.73 NA 1.22 1.62 0.82 NA NA NA 1.04 1.04 0.91 0.59

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P52272 HNRPM_HUMANreviewed Heterogeneous nuclear ribonucleoprotein M (hnRNP M)HNRNPM HNRPM NAGR1730 Homo sapiens (Human) 1.00 1.14 0.94 1.12 NA NA 1.06 1.08 1.08 NA 1.11 1.23 1.10 0.93 1.25 0.93 1.35 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P55083 MFAP4_HUMANreviewed Microfibril-associated glycoprotein 4MFAP4 255 Homo sapiens (Human) 0.63 0.84 0.98 0.42 NA NA 1.62 0.96 1.04 NA 1.96 1.50 0.74 1.05 3.39 1.26 0.82 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q13740 CD166_HUMANreviewed CD166 antigen (Activated leukocyte cell adhesion molecule) (CD antigen CD166)ALCAM MEMD 583 Homo sapiens (Human) 0.91 1.19 1.05 0.85 NA NA 0.81 1.00 1.20 NA 1.23 0.90 0.81 0.76 1.22 1.05 1.38 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q15019 SEPT2_HUMANreviewed Septin-2 (Neural precursor cell expressed developmentally down-regulated protein 5) (NEDD-5)SEPT2 DIFF6 KIAA0158 NEDD5361 Homo sapiens (Human) 1.10 0.93 1.09 1.37 NA NA 1.04 1.15 0.90 NA 1.00 1.15 1.14 1.06 1.18 1.04 1.29 NA NA NA NA

4.47 1.08 0.59 3.67 0.29 3.97 1.01 0.93 3.70 0.27 3.73 1.02 0.93 11.92 0.09 12.16 1.10 0.61 5.74 0.19 6.34 1.01 0.97 5.52 0.18 5.56 Q15185 TEBP_HUMAN reviewed Prostaglandin E synthase 3 (EC 5.3.99.3) (Cytosolic prostaglandin E2 synthase) (cPGES) (Hsp90 co-chaperone) (Progesterone receptor complex p23) (Telomerase-binding protein p23)PTGES3 P23 TEBP 160 Homo sapiens (Human) 1.40 0.57 NA NA 0.82 0.91 1.15 1.45 NA 1.10 NA 1.31 1.41 1.33 NA NA NA 1.08 1.01 1.02 1.01

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q5T447 HECD3_HUMANreviewed E3 ubiquitin-protein ligase HECTD3 (EC 6.3.2.-) (HECT domain-containing protein 3)HECTD3 861 Homo sapiens (Human) 0.78 1.15 0.81 1.87 NA NA 0.99 0.90 0.77 NA 1.15 0.76 0.88 0.96 1.18 0.82 0.88 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q7KZF4 SND1_HUMAN reviewed Staphylococcal nuclease domain-containing protein 1 (100 kDa coactivator) (EBNA2 coactivator p100) (Tudor domain-containing protein 11) (p100 co-activator)SND1 TDRD11 910 Homo sapiens (Human) 1.20 0.86 1.07 0.98 NA NA 0.89 0.98 1.19 NA 1.13 0.97 1.11 1.02 1.09 1.09 1.16 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q92597 NDRG1_HUMANreviewed Protein NDRG1 (Differentiation-related gene 1 protein) (DRG-1) (N-myc downstream-regulated gene 1 protein) (Nickel-specific induction protein Cap43) (Reducing agents and tunicamycin-responsive protein) (RTP) (Rit42)NDRG1 CAP43 DRG1 RTP 394 Homo sapiens (Human) 1.43 1.57 1.28 1.08 NA NA 1.17 1.04 0.99 NA 1.15 0.91 1.06 0.96 1.37 1.39 0.95 NA NA NA NA

3.97 0.87 0.43 4.11 0.21 3.57 1.09 0.59 4.10 0.26 4.46 0.88 0.45 4.14 0.21 3.64 1.05 0.80 5.52 0.19 5.77 0.86 0.51 7.38 0.12 6.34 Q96CN7 ISOC1_HUMANreviewed Isochorismatase domain-containing protein 1ISOC1 CGI-111 298 Homo sapiens (Human) 1.24 1.33 NA NA 0.72 0.96 1.20 1.23 NA 1.05 NA 1.15 0.93 1.19 NA NA NA 0.87 1.09 0.88 0.86

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q96IJ6 GMPPA_HUMANreviewed Mannose-1-phosphate guanyltransferase alpha (EC 2.7.7.13) (GDP-mannose pyrophosphorylase A) (GTP-mannose-1-phosphate guanylyltransferase alpha)GMPPA 420 Homo sapiens (Human) 1.29 0.87 1.07 0.90 NA NA 1.08 1.16 1.41 NA 1.19 1.08 1.04 1.01 2.17 1.41 1.08 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q96LB3 IFT74_HUMAN reviewed Intraflagellar transport protein 74 homolog (Capillary morphogenesis gene 1 protein) (CMG-1) (Coiled-coil domain-containing protein 2)IFT74 CCDC2 CMG1 600 Homo sapiens (Human) 1.38 0.94 1.03 0.96 NA NA 1.28 1.33 1.18 NA 1.03 1.39 0.96 0.97 0.96 1.14 1.12 NA NA NA NA

7.34 2.12 0.33 228.53 0.01 483.53 1.15 0.52 6.53 0.18 7.49 1.29 0.31 5.47 0.24 7.05 1.58 0.20 6.83 0.23 10.81 0.74 0.37 11.97 0.06 8.87 Q96S97 MYADM_HUMANreviewed Myeloid-associated differentiation marker (Protein SB135)MYADM UNQ553/PRO1110322 Homo sapiens (Human) 0.95 1.22 NA NA 1.06 0.81 1.11 1.70 NA 1.58 NA 0.86 0.92 1.03 NA NA NA 2.12 1.15 1.29 0.74

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q99584 S10AD_HUMANreviewed Protein S100-A13 (S100 calcium-binding protein A13)S100A13 98 Homo sapiens (Human) 0.88 1.27 0.96 1.04 NA NA 0.80 0.89 1.23 NA 1.10 0.76 1.19 0.93 0.82 1.07 1.20 NA NA NA NA

4.35 0.86 0.41 4.23 0.20 3.65 0.80 0.30 4.27 0.19 3.42 0.98 0.93 14.96 0.07 14.63 1.11 0.53 4.21 0.26 4.67 0.88 0.74 43.03 0.02 37.90 Q9BWD1 THIC_HUMAN reviewed Acetyl-CoA acetyltransferase, cytosolic (EC 2.3.1.9) (Acetyl-CoA transferase-like protein) (Cytosolic acetoacetyl-CoA thiolase)ACAT2 ACTL 397 Homo sapiens (Human) 1.55 0.77 NA NA 0.91 1.01 1.20 1.17 NA 1.11 NA 1.50 1.11 1.59 NA NA NA 0.86 0.80 0.98 0.88

3.88 0.94 0.64 3.74 0.25 3.50 0.97 0.81 3.72 0.26 3.60 0.90 0.53 4.15 0.22 3.75 0.89 0.47 3.74 0.24 3.34 1.06 0.67 3.98 0.27 4.23 Q9H1X1 RSPH9_HUMANreviewed Radial spoke head protein 9 homologRSPH9 C6orf206 MRPS18AL1276 Homo sapiens (Human) 1.41 0.84 NA NA 1.12 1.03 1.09 1.05 NA 0.89 NA 1.13 0.91 0.86 NA NA NA 0.94 0.97 0.90 1.06

1.46 1.00 0.98 1.42 0.70 1.41 1.23 0.48 2.82 0.44 3.46 0.86 0.59 2.72 0.32 2.34 1.15 0.50 2.05 0.56 2.35 0.97 0.84 1.85 0.52 1.79 Q9HBG6 IF122_HUMAN reviewed Intraflagellar transport protein 122 homolog (WD repeat-containing protein 10) (WD repeat-containing protein 140)IFT122 SPG WDR10 WDR1401241 Homo sapiens (Human) 1.21 0.89 NA NA 1.06 0.97 1.05 1.08 NA 1.15 NA 1.02 0.78 0.85 NA NA NA 1.00 1.23 0.86 0.97

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9HC38 GLOD4_HUMANreviewed Glyoxalase domain-containing protein 4GLOD4 C17orf25 CGI-150 My027313 Homo sapiens (Human) 1.46 0.94 0.87 0.79 NA NA 1.00 1.32 1.15 NA 1.08 0.87 1.27 0.95 1.08 0.85 1.13 NA NA NA NA

1.49 0.83 0.15 1.42 0.58 1.18 0.78 0.09 1.42 0.55 1.11 0.80 0.11 1.42 0.56 1.14 0.84 0.17 1.43 0.59 1.20 0.83 0.15 1.42 0.59 1.18 O60645 EXOC3_HUMANreviewed Exocyst complex component 3 (Exocyst complex component Sec6)EXOC3 SEC6 SEC6L1 756 Homo sapiens (Human)NA NA 1.09 1.59 1.25 1.05 NA NA 0.92 0.84 0.84 NA NA NA 0.91 1.05 0.92 0.83 0.78 0.80 0.83

15.29 0.92 0.61 4.50 0.20 4.13 0.86 0.46 5.45 0.16 4.69 0.84 0.60 21.66 0.04 18.14 1.11 0.65 8.55 0.13 9.48 1.20 0.61 26.87 0.04 32.28 P52597 HNRPF_HUMANreviewed Heterogeneous nuclear ribonucleoprotein F (hnRNP F) (Nucleolin-like protein mcs94-1) [Cleaved into: Heterogeneous nuclear ribonucleoprotein F, N-terminally processed]HNRNPF HNRPF 415 Homo sapiens (Human)NA NA 0.86 1.00 1.17 1.99 NA NA 0.97 1.11 0.88 NA NA NA 0.89 0.96 1.01 0.92 0.86 0.84 1.20

3.45 1.20 0.36 4.35 0.28 5.24 0.85 0.35 3.64 0.23 3.08 0.91 0.51 3.63 0.25 3.30 0.80 0.27 3.63 0.22 2.90 1.11 0.49 3.63 0.31 4.02 Q13459 MYO9B_HUMANreviewed Unconventional myosin-IXb (Unconventional myosin-9b)MYO9B MYR5 2157 Homo sapiens (Human)NA NA 0.88 1.41 1.15 0.95 NA NA 0.80 0.80 1.23 NA NA NA 1.28 0.86 0.96 1.20 0.85 0.91 1.11

34.24 0.86 0.38 3.63 0.24 3.12 1.16 0.60 13.76 0.08 15.98 1.28 0.24 3.59 0.36 4.60 1.31 0.22 3.59 0.37 4.72 1.04 0.79 3.60 0.29 3.72 Q15942 ZYX_HUMAN reviewed Zyxin (Zyxin-2) ZYX 572 Homo sapiens (Human)NA NA 0.53 0.57 0.71 1.72 NA NA 0.82 1.31 1.19 NA NA NA 1.25 0.65 0.66 0.86 1.16 1.28 1.04

4.05 1.51 0.32 17.52 0.09 26.53 1.19 0.56 14.07 0.08 16.71 1.24 0.46 10.97 0.11 13.59 0.87 0.52 6.50 0.13 5.66 1.31 0.30 5.91 0.22 7.77 Q96G03 PGM2_HUMANreviewed Phosphoglucomutase-2 (PGM 2) (EC 5.4.2.2) (Glucose phosphomutase 2) (Phosphodeoxyribomutase) (Phosphopentomutase) (EC 5.4.2.7)PGM2 MSTP006 612 Homo sapiens (Human)NA NA 0.91 1.13 1.49 0.99 NA NA 0.78 0.87 0.76 NA NA NA 0.76 0.66 1.26 1.51 1.19 1.24 1.31

3.68 1.26 0.70 286.89 0.00 361.48 1.11 0.50 3.78 0.29 4.21 1.18 0.36 3.75 0.31 4.41 1.41 0.21 4.33 0.33 6.12 1.01 0.97 25.90 0.04 26.23 O00186 STXB3_HUMANreviewed Syntaxin-binding protein 3 (Platelet Sec1 protein) (PSP) (Protein unc-18 homolog 3) (Unc18-3) (Protein unc-18 homolog C) (Unc-18C)STXBP3 592 Homo sapiens (Human) 0.77 1.06 NA NA 0.79 0.98 1.01 1.41 NA 1.41 NA 1.04 0.90 0.91 NA NA NA 1.26 1.11 1.18 1.01

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA O15372 EIF3H_HUMAN reviewed Eukaryotic translation initiation factor 3 subunit H (eIF3h) (Eukaryotic translation initiation factor 3 subunit 3) (eIF-3-gamma) (eIF3 p40 subunit)EIF3H EIF3S3 352 Homo sapiens (Human) 0.96 1.56 0.90 1.05 NA NA 1.11 0.84 1.24 NA 2.15 0.95 0.85 0.84 1.58 0.95 0.90 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA O15427 MOT4_HUMANreviewed Monocarboxylate transporter 4 (MCT 4) (Solute carrier family 16 member 3)SLC16A3 MCT4 465 Homo sapiens (Human) 0.65 0.94 0.95 0.85 NA NA 1.28 2.15 1.36 NA 1.20 1.17 0.96 1.12 1.90 0.86 1.24 NA NA NA NA

3.90 0.53 0.46 1141.99 0.00 603.55 0.85 0.61 21.29 0.04 18.02 0.61 0.13 3.67 0.17 2.23 1.21 0.82 4096.06 0.00 4952.32 1.03 0.82 3.67 0.28 3.79 O75643 U520_HUMAN reviewed U5 small nuclear ribonucleoprotein 200 kDa helicase (EC 3.6.4.13) (Activating signal cointegrator 1 complex subunit 3-like 1) (BRR2 homolog) (U5 snRNP-specific 200 kDa protein) (U5-200KD)SNRNP200 ASCC3L1 HELIC2 KIAA07882136 Homo sapiens (Human) 0.72 1.51 NA NA 1.01 1.05 0.67 0.82 NA 1.21 NA 0.66 0.71 0.69 NA NA NA 0.53 0.85 0.61 1.03

5.52 0.56 0.11 3.51 0.16 1.98 0.81 0.27 3.51 0.23 2.83 0.81 0.28 3.51 0.23 2.85 0.85 0.40 4.64 0.18 3.93 0.89 0.43 3.51 0.25 3.11 P49207 RL34_HUMAN reviewed 60S ribosomal protein L34RPL34 117 Homo sapiens (Human) 0.67 0.86 NA NA 0.79 1.57 0.80 1.31 NA 0.85 NA 0.85 1.13 0.61 NA NA NA 0.56 0.81 0.81 0.89

4.57 1.29 0.25 3.75 0.34 4.82 1.13 0.64 11.90 0.10 13.48 1.03 0.85 3.75 0.27 3.84 1.10 0.67 8.77 0.13 9.68 1.05 0.72 3.81 0.28 4.00 P52788 SPSY_HUMAN reviewed Spermine synthase (SPMSY) (EC 2.5.1.22) (Spermidine aminopropyltransferase)SMS 366 Homo sapiens (Human) 1.07 0.78 NA NA 1.10 1.22 0.86 1.04 NA 1.10 NA 1.07 1.38 1.03 NA NA NA 1.29 1.13 1.03 1.05

360.10 0.53 0.17 9.19 0.06 4.87 0.40 0.45 18413.18 0.00 7396.17 0.47 0.48 7301.44 0.00 3432.95 0.54 0.57 19217.00 0.00 10281.71 0.51 0.44 1112.17 0.00 567.38 P62081 RS7_HUMAN reviewed 40S ribosomal protein S7RPS7 194 Homo sapiens (Human) 0.84 0.71 NA NA 0.42 0.47 0.91 1.16 NA 0.54 NA 1.26 0.82 0.90 NA NA NA 0.53 0.40 0.47 0.51

2.29 0.92 0.55 3.58 0.26 3.29 0.98 0.94 10.79 0.09 10.59 1.02 0.85 3.56 0.29 3.64 1.36 0.20 3.58 0.38 4.85 1.18 0.69 50.81 0.02 60.03 Q14451 GRB7_HUMAN reviewed Growth factor receptor-bound protein 7 (B47) (Epidermal growth factor receptor GRB-7) (GRB7 adapter protein)GRB7 532 Homo sapiens (Human) 1.83 1.59 NA NA 1.01 0.65 1.19 0.92 NA 1.36 NA 1.08 1.31 1.31 NA NA NA 0.92 0.98 1.02 1.18

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q86WT1 TT30A_HUMANreviewed Tetratricopeptide repeat protein 30A (TPR repeat protein 30A)TTC30A 665 Homo sapiens (Human) 1.69 1.30 1.23 0.85 NA NA 1.10 0.94 0.97 NA 1.05 0.77 0.90 0.77 0.91 1.17 1.02 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q92804 RBP56_HUMANreviewed TATA-binding protein-associated factor 2N (68 kDa TATA-binding protein-associated factor) (TAF(II)68) (TAFII68) (RNA-binding protein 56)TAF15 RBP56 TAF2N 592 Homo sapiens (Human) 0.72 0.71 0.83 0.96 NA NA 0.89 1.03 1.08 NA 0.99 0.92 1.19 0.79 1.06 1.09 1.15 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q93033 IGSF2_HUMAN reviewed Immunoglobulin superfamily member 2 (IgSF2) (Cell surface glycoprotein V7) (Glu-Trp-Ile EWI motif-containing protein 101) (EWI-101) (CD antigen CD101)CD101 EWI101 IGSF2 V71021 Homo sapiens (Human) 0.79 1.14 1.26 1.08 NA NA 1.04 1.83 1.07 NA 1.12 1.62 0.77 1.04 1.18 1.11 1.15 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9H3S7 PTN23_HUMANreviewed Tyrosine-protein phosphatase non-receptor type 23 (EC 3.1.3.48) (His domain-containing protein tyrosine phosphatase) (HD-PTP) (Protein tyrosine phosphatase TD14) (PTP-TD14)PTPN23 KIAA1471 1636 Homo sapiens (Human) 1.12 1.16 1.26 0.90 NA NA 1.10 0.90 1.61 NA 1.53 1.00 0.83 1.08 1.29 1.01 0.95 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9NV70 EXOC1_HUMANreviewed Exocyst complex component 1 (Exocyst complex component Sec3)EXOC1 SEC3 SEC3L1 BM-012894 Homo sapiens (Human) 0.98 1.12 0.78 1.31 NA NA 1.07 0.95 0.98 NA 1.01 1.04 1.00 1.07 1.25 1.06 0.88 NA NA NA NA

1.46 1.24 0.15 1.52 0.82 1.89 0.98 0.87 1.52 0.65 1.49 1.09 0.72 2.37 0.46 2.58 1.01 0.97 1.70 0.59 1.71 1.10 0.68 2.46 0.45 2.71 P53680 AP2S1_HUMANreviewed AP-2 complex subunit sigma (Adapter-related protein complex 2 subunit sigma) (Adaptor protein complex AP-2 subunit sigma) (Clathrin assembly protein 2 sigma small chain) (Clathrin coat assembly protein AP17) (Clathrin coat-associated protein AP17) (HA2 17 kDa subunit) (Plasma membrane adaptor AP-2 17 kDa protein) (Sigma2-adaptin)AP2S1 AP17 CLAPS2 142 Homo sapiens (Human) 1.15 1.14 NA NA 0.93 0.96 0.86 0.68 NA 1.01 NA 0.92 0.72 0.86 NA NA NA 1.24 0.98 1.09 1.10

12.88 1.22 0.36 5.00 0.25 6.12 1.60 0.30 21.53 0.07 34.51 1.12 0.53 5.01 0.22 5.63 0.72 0.35 12.90 0.06 9.32 1.08 0.66 5.01 0.22 5.40 P01764 HV303_HUMANreviewed Ig heavy chain V-III region VH26 117 Homo sapiens (Human) 0.44 0.82 1.23 0.44 0.76 1.20 1.45 1.02 1.98 0.72 2.45 1.79 0.83 2.00 2.32 0.74 0.69 1.22 1.60 1.12 1.08

NA 1.70 NA NA NA NA 0.64 NA NA NA NA 1.54 NA NA NA NA 0.79 NA NA NA NA 0.57 NA NA NA NA P01602 KV110_HUMANreviewed Ig kappa chain V-I region HK102 (Fragment)IGKV1-5 117 Homo sapiens (Human) 0.58 2.01 0.20 0.06 0.38 1.11 2.35 0.87 0.25 0.79 1.42 0.92 0.67 1.56 0.25 0.08 0.10 1.70 0.64 1.54 0.57

NA 1.11 NA NA NA NA 1.63 NA NA NA NA 1.44 NA NA NA NA 1.37 NA NA NA NA 0.93 NA NA NA NA P01619 KV301_HUMANreviewed Ig kappa chain V-III region B6 108 Homo sapiens (Human) 0.60 0.81 1.38 0.43 0.52 1.05 0.96 1.53 2.83 1.37 1.89 1.55 0.66 1.96 2.43 0.69 0.65 1.11 1.63 1.44 0.93

NA 1.16 NA NA NA NA 1.25 NA NA NA NA 1.56 NA NA NA NA 1.16 NA NA NA NA 1.41 NA NA NA NA P06311 KV311_HUMANreviewed Ig kappa chain V-III region IARC/BL41 128 Homo sapiens (Human) 0.49 0.65 1.65 0.53 0.61 1.35 1.92 1.21 1.91 1.16 1.92 1.11 0.63 1.52 1.78 0.68 0.74 1.16 1.25 1.56 1.41

NA 0.85 NA NA NA NA 0.65 NA NA NA NA 0.50 NA NA NA NA 0.70 NA NA NA NA 1.23 NA NA NA NA P08670 VIME_HUMAN reviewed Vimentin VIM 466 Homo sapiens (Human) 0.28 0.38 0.90 2.45 0.63 0.40 0.41 1.24 0.82 0.70 1.01 0.58 0.57 0.91 0.88 1.02 0.79 0.85 0.65 0.50 1.23

1.32 6.84 0.00 1.25 5.46 8.57 0.88 0.23 1.27 0.69 1.12 0.95 0.65 1.30 0.74 1.23 0.95 0.68 1.34 0.71 1.28 1.13 0.39 1.41 0.81 1.60 P49913 CAMP_HUMANreviewed Cathelicidin antimicrobial peptide (18 kDa cationic antimicrobial protein) (CAP-18) (hCAP-18) [Cleaved into: Antibacterial protein FALL-39 (FALL-39 peptide antibiotic); Antibacterial protein LL-37]CAMP CAP18 FALL39 HSD26170 Homo sapiens (Human) 0.25 0.41 0.31 0.40 1.72 0.35 0.29 0.43 0.50 0.95 0.29 0.38 1.11 1.94 0.37 0.45 0.61 6.84 0.88 0.95 1.13

NA 1.09 NA NA NA NA 1.16 NA NA NA NA 1.04 NA NA NA NA 0.84 NA NA NA NA 1.17 NA NA NA NA P15814 IGLL1_HUMAN reviewed Immunoglobulin lambda-like polypeptide 1 (CD179 antigen-like family member B) (Ig lambda-5) (Immunoglobulin omega polypeptide) (Immunoglobulin-related protein 14.1) (CD antigen CD179b)IGLL1 IGL1 213 Homo sapiens (Human) 0.62 0.50 0.87 0.81 0.59 1.11 1.24 1.42 1.46 0.84 1.58 2.28 0.55 1.86 1.90 1.17 0.78 1.09 1.16 1.04 1.17

NA 1.83 NA NA NA NA 1.24 NA NA NA NA 1.07 NA NA NA NA 0.88 NA NA NA NA 1.08 NA NA NA NA P01773 HV312_HUMANreviewed Ig heavy chain V-III region BUR 119 Homo sapiens (Human) 0.46 0.50 0.93 0.36 0.66 1.22 1.05 1.02 1.22 0.88 1.28 1.93 0.79 1.05 3.07 0.81 0.74 1.83 1.24 1.07 1.08

NA 0.84 NA NA NA NA 1.10 NA NA NA NA 1.05 NA NA NA NA 0.88 NA NA NA NA 1.16 NA NA NA NA Q5VZK9 LR16A_HUMANreviewed Leucine-rich repeat-containing protein 16A (CARMIL homolog)LRRC16A CARMIL CARMIL1a LRRC161371 Homo sapiens (Human) 1.17 1.22 0.88 1.30 1.01 1.31 1.17 0.93 1.07 0.88 1.29 1.04 1.04 1.33 1.14 1.48 1.28 0.84 1.10 1.05 1.16

NA 0.88 NA NA NA NA 1.33 NA NA NA NA 0.95 NA NA NA NA 1.01 NA NA NA NA 0.85 NA NA NA NA Q9H3M7 TXNIP_HUMANreviewed Thioredoxin-interacting protein (Thioredoxin-binding protein 2) (Vitamin D3 up-regulated protein 1)TXNIP VDUP1 391 Homo sapiens (Human) 1.71 2.46 2.12 1.28 0.75 0.73 1.02 0.59 0.91 1.01 0.83 0.36 0.69 0.59 0.79 1.07 0.69 0.88 1.33 0.95 0.85

NA 0.97 NA NA NA NA 1.00 NA NA NA NA 1.42 NA NA NA NA 1.01 NA NA NA NA 0.98 NA NA NA NA P09917 LOX5_HUMAN reviewed Arachidonate 5-lipoxygenase (5-LO) (5-lipoxygenase) (EC 1.13.11.34)ALOX5 LOG5 674 Homo sapiens (Human) 0.68 0.86 0.81 2.65 0.94 1.59 0.72 0.59 0.81 1.01 1.00 0.83 1.03 0.87 0.89 0.64 0.81 0.97 1.00 1.42 0.98

NA 0.60 NA NA NA NA 0.29 NA NA NA NA 0.60 NA NA NA NA 0.80 NA NA NA NA 1.09 NA NA NA NA P02656 APOC3_HUMANreviewed Apolipoprotein C-III (Apo-CIII) (ApoC-III) (Apolipoprotein C3)APOC3 99 Homo sapiens (Human) 0.35 0.35 0.52 2.60 0.52 1.34 1.05 1.51 0.71 0.80 0.40 0.70 0.17 2.33 1.18 0.65 0.70 0.60 0.29 0.60 1.09

NA 1.38 NA NA NA NA 1.63 NA NA NA NA 0.59 NA NA NA NA 1.61 NA NA NA NA 1.14 NA NA NA NA P04440 DPB1_HUMAN reviewed HLA class II histocompatibility antigen, DP beta 1 chain (HLA class II histocompatibility antigen, DP(W4) beta chain) (MHC class II antigen DPB1)HLA-DPB1 HLA-DP1B 258 Homo sapiens (Human) 0.29 0.65 0.69 1.09 0.66 0.72 0.89 1.70 1.27 1.61 1.68 1.04 0.73 1.03 1.90 1.17 1.24 1.38 1.63 0.59 1.14

3308.71 0.86 0.89 57594.41 0.00 49506.38 0.85 0.75 144.18 0.01 122.62 0.80 0.69 202.81 0.00 162.00 1.21 0.32 3.75 0.32 4.53 0.67 0.16 3.71 0.18 2.50 P11686 PSPC_HUMAN reviewed Pulmonary surfactant-associated protein C (SP-C) (Pulmonary surfactant-associated proteolipid SPL(Val)) (SP5)SFTPC SFTP2 197 Homo sapiens (Human) 0.60 1.75 1.27 0.78 0.84 3.82 1.56 1.46 1.57 1.21 1.43 1.51 1.20 1.34 1.52 0.73 0.74 0.86 0.85 0.80 0.67

1.06 0.73 0.08 1.46 0.50 1.07 0.79 0.18 1.54 0.51 1.21 0.66 0.01 1.27 0.52 0.84 0.72 0.02 1.27 0.57 0.92 0.69 0.02 1.27 0.54 0.88 O14744 ANM5_HUMANreviewed Protein arginine N-methyltransferase 5 (EC 2.1.1.-) (72 kDa ICln-binding protein) (Histone-arginine N-methyltransferase PRMT5) (EC 2.1.1.125) (Jak-binding protein 1) (Shk1 kinase-binding protein 1 homolog) (SKB1 homolog) (SKB1Hs) [Cleaved into: Protein arginine N-methyltransferase 5, N-terminally processed]PRMT5 HRMT1L5 IBP72 JBP1 SKB1637 Homo sapiens (Human) 0.90 1.67 0.76 2.43 1.75 0.72 0.63 0.77 0.59 0.72 0.51 0.92 0.93 0.61 0.47 0.92 0.82 0.73 0.79 0.66 0.69

NA 1.07 NA NA NA NA 1.27 NA NA NA NA 0.97 NA NA NA NA 1.06 NA NA NA NA 0.88 NA NA NA NA Q8NEZ3 WDR19_HUMANreviewed WD repeat-containing protein 19WDR19 KIAA1638 1342 Homo sapiens (Human) 1.63 1.10 1.37 0.94 1.46 1.21 1.44 1.18 1.07 1.06 0.90 1.30 1.04 1.03 0.51 1.44 1.44 1.07 1.27 0.97 0.88

2.59 4.77 0.06 6.06 0.79 28.88 0.83 0.50 2.76 0.30 2.28 1.05 0.66 1.49 0.70 1.56 0.91 0.70 2.37 0.39 2.16 1.50 0.18 2.33 0.64 3.50 P08246 ELNE_HUMAN reviewed Neutrophil elastase (EC 3.4.21.37) (Bone marrow serine protease) (Elastase-2) (Human leukocyte elastase) (HLE) (Medullasin) (PMN elastase)ELANE ELA2 267 Homo sapiens (Human) 0.47 0.61 0.85 0.59 1.56 0.56 0.53 0.47 0.77 0.91 1.06 0.53 0.60 0.98 0.91 0.57 0.78 4.77 0.83 1.05 1.50

NA 0.81 NA NA NA NA 1.07 NA NA NA NA 0.82 NA NA NA NA 0.93 NA NA NA NA 0.73 NA NA NA NA Q04760 LGUL_HUMAN reviewed Lactoylglutathione lyase (EC 4.4.1.5) (Aldoketomutase) (Glyoxalase I) (Glx I) (Ketone-aldehyde mutase) (Methylglyoxalase) (S-D-lactoylglutathione methylglyoxal lyase)GLO1 184 Homo sapiens (Human) 1.87 0.92 1.09 1.10 1.17 1.28 0.98 0.87 1.05 0.93 0.99 0.93 1.66 0.69 0.84 1.06 0.93 0.81 1.07 0.82 0.73

4.49 1.25 0.55 28.02 0.04 35.05 1.04 0.91 27.26 0.04 28.30 1.16 0.42 4.40 0.26 5.11 1.08 0.80 21.82 0.05 23.59 0.87 0.44 4.39 0.20 3.81 A0AVF1 TTC26_HUMANreviewed Tetratricopeptide repeat protein 26 (TPR repeat protein 26)TTC26 554 Homo sapiens (Human) 1.30 0.79 0.65 1.14 1.24 1.01 0.94 1.12 0.76 1.08 0.17 0.85 1.04 0.76 0.33 1.36 1.46 1.25 1.04 1.16 0.87

3.06 0.87 0.82 321.17 0.00 280.63 0.83 0.33 3.97 0.21 3.28 0.90 0.51 4.03 0.22 3.62 0.74 0.39 15.14 0.05 11.21 0.80 0.29 4.04 0.20 3.21 P11908 PRPS2_HUMANreviewed Ribose-phosphate pyrophosphokinase 2 (EC 2.7.6.1) (PPRibP) (Phosphoribosyl pyrophosphate synthase II) (PRS-II)PRPS2 318 Homo sapiens (Human) 0.78 0.86 0.78 1.36 1.71 0.77 0.78 1.08 0.13 0.74 0.84 1.32 1.14 0.97 0.77 1.31 0.91 0.87 0.83 0.90 0.80

NA 1.09 NA NA NA NA 2.16 NA NA NA NA 0.02 NA NA NA NA 0.83 NA NA NA NA 0.01 NA NA NA NA P01909 DQA1_HUMAN reviewed HLA class II histocompatibility antigen, DQ alpha 1 chain (DC-1 alpha chain) (DC-alpha) (HLA-DCA) (MHC class II DQA1)HLA-DQA1 254 Homo sapiens (Human) 0.61 0.87 0.55 0.73 0.49 0.03 0.85 2.87 2.38 0.83 1.14 2.22 1.59 0.56 0.48 1.00 1.16 1.09 2.16 0.02 0.01

NA 0.49 NA NA NA NA 1.23 NA NA NA NA 1.12 NA NA NA NA 0.62 NA NA NA NA 0.78 NA NA NA NA Q9NZZ3 CHMP5_HUMANreviewed Charged multivesicular body protein 5 (Chromatin-modifying protein 5) (SNF7 domain-containing protein 2) (Vacuolar protein sorting-associated protein 60) (Vps60) (hVps60)CHMP5 C9orf83 SNF7DC2 CGI-34 HSPC177 PNAS-114 PNAS-2219 Homo sapiens (Human) 2.55 1.65 3.09 1.47 0.69 0.83 1.03 0.46 1.07 0.62 1.04 0.48 0.69 0.89 0.53 0.92 0.66 0.49 1.23 1.12 0.78

NA 0.53 NA NA NA NA 0.84 NA NA NA NA 0.64 NA NA NA NA 0.96 NA NA NA NA 0.48 NA NA NA NA Q9NZB2 F120A_HUMANreviewed Constitutive coactivator of PPAR-gamma-like protein 1 (Oxidative stress-associated Src activator) (Protein FAM120A)FAM120A C9orf10 KIAA0183 OSSA1118 Homo sapiens (Human) 1.65 1.01 1.09 1.56 0.79 1.80 1.08 1.08 0.92 0.96 0.81 0.98 1.14 1.07 0.65 1.02 0.85 0.53 0.84 0.64 0.48

NA 1.20 NA NA NA NA 1.05 NA NA NA NA 1.19 NA NA NA NA 1.14 NA NA NA NA 1.29 NA NA NA NA P31689 DNJA1_HUMANreviewed DnaJ homolog subfamily A member 1 (DnaJ protein homolog 2) (HSDJ) (Heat shock 40 kDa protein 4) (Heat shock protein J2) (HSJ-2) (Human DnaJ protein 2) (hDj-2)DNAJA1 DNAJ2 HDJ2 HSJ2 HSPF4397 Homo sapiens (Human) 1.24 1.26 1.32 1.10 1.14 1.27 1.08 1.04 1.03 1.14 1.04 0.99 0.94 1.05 0.92 1.00 1.13 1.20 1.05 1.19 1.29

NA 1.26 NA NA NA NA 0.83 NA NA NA NA 1.07 NA NA NA NA 0.89 NA NA NA NA 1.02 NA NA NA NA P26639 SYTC_HUMAN reviewed Threonine--tRNA ligase, cytoplasmic (EC 6.1.1.3) (Threonyl-tRNA synthetase) (ThrRS)TARS 723 Homo sapiens (Human) 1.12 0.88 1.03 1.12 1.03 1.43 1.01 0.87 0.76 0.89 0.80 1.46 1.05 1.10 0.78 0.86 1.19 1.26 0.83 1.07 1.02

1.34 1.15 0.24 1.43 0.80 1.64 0.84 0.17 1.43 0.58 1.20 0.82 0.19 1.55 0.53 1.28 0.73 0.08 1.52 0.48 1.11 0.97 0.87 1.96 0.50 1.90 P55060 XPO2_HUMAN reviewed Exportin-2 (Exp2) (Cellular apoptosis susceptibility protein) (Chromosome segregation 1-like protein) (Importin-alpha re-exporter)CSE1L CAS XPO2 971 Homo sapiens (Human) 1.17 0.46 0.73 0.82 1.26 0.75 0.93 1.06 0.79 0.73 0.35 0.85 1.05 0.88 0.76 1.00 1.05 1.15 0.84 0.82 0.97

1.48 1.25 0.13 1.47 0.85 1.84 0.99 0.89 1.47 0.67 1.44 1.31 0.10 1.47 0.89 1.93 1.35 0.40 3.32 0.41 4.48 1.49 0.21 2.56 0.58 3.81 Q14697 GANAB_HUMANreviewed Neutral alpha-glucosidase AB (EC 3.2.1.84) (Alpha-glucosidase 2) (Glucosidase II subunit alpha)GANAB G2AN KIAA0088 944 Homo sapiens (Human) 2.42 1.00 0.50 1.09 1.05 1.01 1.70 1.06 0.93 1.35 1.61 1.33 1.10 1.61 2.44 0.99 1.02 1.25 0.99 1.31 1.49

NA 0.92 NA NA NA NA 1.25 NA NA NA NA 0.94 NA NA NA NA 1.03 NA NA NA NA 0.89 NA NA NA NA O60488 ACSL4_HUMANreviewed Long-chain-fatty-acid--CoA ligase 4 (EC 6.2.1.3) (Long-chain acyl-CoA synthetase 4) (LACS 4)ACSL4 ACS4 FACL4 LACS4 711 Homo sapiens (Human) 0.93 1.10 0.78 0.80 1.36 0.95 1.14 1.18 0.84 1.03 1.00 0.87 0.93 0.93 0.80 1.04 1.23 0.92 1.25 0.94 0.89

4.40 1.22 0.38 5.69 0.21 6.94 1.52 0.16 4.05 0.38 6.17 1.04 0.76 4.06 0.26 4.24 1.59 0.15 4.00 0.40 6.36 1.16 0.55 8.51 0.14 9.84 P54803 GALC_HUMAN reviewed Galactocerebrosidase (GALCERase) (EC 3.2.1.46) (Galactocerebroside beta-galactosidase) (Galactosylceramidase) (Galactosylceramide beta-galactosidase)GALC 685 Homo sapiens (Human) 0.49 0.36 1.90 0.77 1.00 1.10 1.67 0.83 1.06 1.59 1.29 0.84 0.35 2.03 1.05 1.13 0.91 1.22 1.52 1.04 1.16

NA 1.12 NA NA NA NA 0.90 NA NA NA NA 1.26 NA NA NA NA 0.93 NA NA NA NA 1.19 NA NA NA NA Q9UGI8 TES_HUMAN reviewed Testin (TESS) TES 421 Homo sapiens (Human) 0.95 1.02 1.28 0.89 1.14 1.19 1.20 1.16 0.89 0.93 0.77 1.35 0.93 1.27 0.64 0.99 1.50 1.12 0.90 1.26 1.19

NA 0.99 NA NA NA NA 0.62 NA NA NA NA 0.60 NA NA NA NA 0.59 NA NA NA NA 1.08 NA NA NA NA O15511 ARPC5_HUMANreviewed Actin-related protein 2/3 complex subunit 5 (Arp2/3 complex 16 kDa subunit) (p16-ARC)ARPC5 ARC16 151 Homo sapiens (Human) 0.85 1.03 0.96 2.80 2.06 0.89 0.61 0.73 0.62 0.59 0.62 0.72 0.78 0.77 0.46 0.70 0.66 0.99 0.62 0.60 1.08

5.73 1.26 0.57 39.01 0.03 49.24 0.98 0.92 7.94 0.12 7.77 0.86 0.38 3.55 0.24 3.07 0.97 0.82 3.53 0.28 3.43 0.96 0.78 3.55 0.27 3.43 O75800 ZMY10_HUMANreviewed Zinc finger MYND domain-containing protein 10 (Protein BLu)ZMYND10 BLU LUCA12.4 440 Homo sapiens (Human) 1.58 0.74 2.56 8.10 1.80 1.07 0.80 1.08 0.68 0.97 1.03 0.98 0.99 0.81 1.05 1.22 1.48 1.26 0.98 0.86 0.96

NA 1.65 NA NA NA NA 1.39 NA NA NA NA 1.25 NA NA NA NA 1.38 NA NA NA NA 1.57 NA NA NA NA P32455 GBP1_HUMAN reviewed Interferon-induced guanylate-binding protein 1 (GTP-binding protein 1) (GBP-1) (HuGBP-1) (Guanine nucleotide-binding protein 1)GBP1 592 Homo sapiens (Human) 1.09 0.83 0.92 0.87 0.41 1.17 1.27 1.11 0.87 1.38 0.95 0.94 1.06 1.18 0.71 0.88 1.27 1.65 1.39 1.25 1.57

NA 0.88 NA NA NA NA 0.69 NA NA NA NA 0.69 NA NA NA NA 1.37 NA NA NA NA 0.82 NA NA NA NA P49754 VPS41_HUMANreviewed Vacuolar protein sorting-associated protein 41 homolog (S53)VPS41 854 Homo sapiens (Human) 0.86 0.95 0.65 2.19 1.22 1.10 0.62 0.74 0.73 1.37 0.90 0.81 1.06 0.70 0.90 0.88 0.93 0.88 0.69 0.69 0.82

7.51 0.99 0.98 52.03 0.02 51.53 1.23 0.29 3.53 0.35 4.34 1.22 0.45 8.61 0.14 10.51 2.37 0.45 10707.08 0.00 25418.12 0.88 0.42 3.53 0.25 3.10 Q6P9B6 TLDC1_HUMANreviewed TLD domain-containing protein 1 (TBC/LysM-associated domain-containing protein 1)TLDC1 KIAA1609 456 Homo sapiens (Human) 1.81 1.05 1.18 0.77 1.72 0.91 0.27 1.30 1.05 2.37 0.95 1.26 1.49 1.03 1.23 0.55 1.09 0.99 1.23 1.22 0.88

NA 0.96 NA NA NA NA 1.04 NA NA NA NA 1.03 NA NA NA NA 1.25 NA NA NA NA 1.08 NA NA NA NA Q9C0H2 TTYH3_HUMANreviewed Protein tweety homolog 3 (hTTY3)TTYH3 KIAA1691 523 Homo sapiens (Human) 1.81 1.55 1.00 0.74 0.98 1.46 1.49 0.78 0.96 1.25 1.03 0.93 0.90 1.11 0.91 0.75 0.96 0.96 1.04 1.03 1.08

2.94 0.98 0.94 3.55 0.27 3.46 0.99 0.99 5.07 0.20 5.04 0.76 0.16 1.70 0.45 1.30 1.08 0.81 3.27 0.33 3.51 0.76 0.09 1.49 0.51 1.12 Q9NTJ4 MA2C1_HUMANreviewed Alpha-mannosidase 2C1 (EC 3.2.1.24) (Alpha mannosidase 6A8B) (Alpha-D-mannoside mannohydrolase) (Mannosidase alpha class 2C member 1)MAN2C1 MANA MANA11040 Homo sapiens (Human) 1.08 1.51 0.71 2.04 1.15 1.24 0.92 0.88 0.82 1.08 1.15 1.17 1.23 0.87 1.37 0.99 1.13 0.98 0.99 0.76 0.76

NA 0.96 NA NA NA NA 0.67 NA NA NA NA 0.70 NA NA NA NA 1.23 NA NA NA NA 0.96 NA NA NA NA Q9Y5P6 GMPPB_HUMANreviewed Mannose-1-phosphate guanyltransferase beta (EC 2.7.7.13) (GDP-mannose pyrophosphorylase B) (GTP-mannose-1-phosphate guanylyltransferase beta)GMPPB 360 Homo sapiens (Human) 1.20 0.95 1.12 1.00 1.00 1.46 0.79 0.93 1.09 1.23 0.89 0.87 0.98 0.94 1.01 0.89 0.71 0.96 0.67 0.70 0.96

NA 1.29 NA NA NA NA 0.95 NA NA NA NA 0.92 NA NA NA NA 1.05 NA NA NA NA 1.01 NA NA NA NA P00390 GSHR_HUMAN reviewed Glutathione reductase, mitochondrial (GR) (GRase) (EC 1.8.1.7)GSR GLUR GRD1 522 Homo sapiens (Human) 1.18 1.04 0.79 0.98 1.19 1.94 0.54 0.89 0.87 1.05 1.16 0.89 1.34 0.69 1.21 0.76 0.97 1.29 0.95 0.92 1.01

NA 0.84 NA NA NA NA 1.27 NA NA NA NA 0.80 NA NA NA NA 1.00 NA NA NA NA 0.98 NA NA NA NA P19075 TSN8_HUMAN reviewed Tetraspanin-8 (Tspan-8) (Transmembrane 4 superfamily member 3) (Tumor-associated antigen CO-029)TSPAN8 TM4SF3 237 Homo sapiens (Human) 1.20 1.58 0.78 0.78 0.91 1.53 0.68 0.99 0.87 1.00 0.92 1.58 1.56 1.14 1.11 1.06 1.31 0.84 1.27 0.80 0.98

26909188591.00 7.61 0.08 31.29 0.24 238.06 0.76 0.24 3.96 0.19 3.03 0.83 0.34 3.87 0.22 3.22 0.68 0.40 35.33 0.02 23.95 1.06 0.79 9.67 0.11 10.29 P24158 PRTN3_HUMANreviewed Myeloblastin (EC 3.4.21.76) (AGP7) (C-ANCA antigen) (Leukocyte proteinase 3) (PR-3) (PR3) (Neutrophil proteinase 4) (NP-4) (P29) (Wegener autoantigen)PRTN3 MBN 256 Homo sapiens (Human) 0.42 0.64 0.50 0.53 1.05 0.24 0.63 0.50 0.71 0.68 0.79 0.78 0.62 1.26 0.96 0.60 0.91 7.61 0.76 0.83 1.06

NA 0.96 NA NA NA NA 1.00 NA NA NA NA 0.92 NA NA NA NA 0.92 NA NA NA NA 1.10 NA NA NA NA P50851 LRBA_HUMAN reviewed Lipopolysaccharide-responsive and beige-like anchor protein (Beige-like protein) (CDC4-like protein)LRBA BGL CDC4L LBA 2863 Homo sapiens (Human) 1.87 1.60 1.33 0.69 1.36 1.18 0.97 0.99 1.18 0.92 0.96 1.29 0.95 1.06 0.95 0.94 0.73 0.96 1.00 0.92 1.10

NA 1.51 NA NA NA NA 1.05 NA NA NA NA 1.20 NA NA NA NA 1.16 NA NA NA NA 1.32 NA NA NA NA Q07960 RHG01_HUMANreviewed Rho GTPase-activating protein 1 (CDC42 GTPase-activating protein) (GTPase-activating protein rhoOGAP) (Rho-related small GTPase protein activator) (Rho-type GTPase-activating protein 1) (p50-RhoGAP)ARHGAP1 CDC42GAP RHOGAP1439 Homo sapiens (Human) 1.03 0.85 1.36 0.86 0.88 0.91 1.06 1.00 1.00 1.16 0.99 1.12 1.08 1.27 0.92 1.03 0.94 1.51 1.05 1.20 1.32

NA 0.76 NA NA NA NA 1.14 NA NA NA NA 1.30 NA NA NA NA 0.94 NA NA NA NA 0.72 NA NA NA NA Q8N4C8 MINK1_HUMANreviewed Misshapen-like kinase 1 (EC 2.7.11.1) (GCK family kinase MiNK) (MAPK/ERK kinase kinase kinase 6) (MEK kinase kinase 6) (MEKKK 6) (Misshapen/NIK-related kinase) (Mitogen-activated protein kinase kinase kinase kinase 6)MINK1 B55 MAP4K6 MINK YSK2 ZC31332 Homo sapiens (Human) 1.18 1.26 1.95 1.29 0.88 0.99 0.93 0.85 0.84 0.94 1.02 0.80 0.77 0.85 0.80 1.19 1.18 0.76 1.14 1.30 0.72

NA 1.03 NA NA NA NA 0.84 NA NA NA NA 0.45 NA NA NA NA 1.55 NA NA NA NA 0.59 NA NA NA NA Q8WYA0 IFT81_HUMAN reviewed Intraflagellar transport protein 81 homolog (Carnitine deficiency-associated protein expressed in ventricle 1) (CDV-1)IFT81 CDV1 676 Homo sapiens (Human) 1.71 0.92 0.90 1.12 1.63 0.83 1.35 1.24 1.12 1.55 0.74 1.45 0.96 0.98 0.70 1.33 1.35 1.03 0.84 0.45 0.59

NA 1.29 NA NA NA NA 0.74 NA NA NA NA 0.93 NA NA NA NA 0.83 NA NA NA NA 1.73 NA NA NA NA Q63HN8 RN213_HUMANreviewed E3 ubiquitin-protein ligase RNF213 (EC 6.3.2.-) (ALK lymphoma oligomerization partner on chromosome 17) (Mysterin) (RING finger protein 213)RNF213 ALO17 C17orf27 KIAA1554 KIAA1618 MYSTR5207 Homo sapiens (Human) 0.71 1.14 0.82 2.10 0.94 1.23 0.75 1.31 0.64 0.83 0.93 0.81 1.06 0.87 0.68 0.94 1.04 1.29 0.74 0.93 1.73

NA 0.70 NA NA NA NA 1.59 NA NA NA NA 1.09 NA NA NA NA 1.34 NA NA NA NA 1.36 NA NA NA NA P01034 CYTC_HUMAN reviewed Cystatin-C (Cystatin-3) (Gamma-trace) (Neuroendocrine basic polypeptide) (Post-gamma-globulin)CST3 146 Homo sapiens (Human) 0.66 0.58 0.87 1.04 0.76 1.24 1.73 1.15 1.15 1.34 1.32 1.07 0.78 1.31 1.61 1.04 0.72 0.70 1.59 1.09 1.36

NA 0.16 NA NA NA NA 0.44 NA NA NA NA 0.27 NA NA NA NA 0.40 NA NA NA NA 0.35 NA NA NA NA P20142 PEPC_HUMAN reviewed Gastricsin (EC 3.4.23.3) (Pepsinogen C)PGC 388 Homo sapiens (Human) 0.71 0.18 0.61 5.07 0.50 0.53 0.42 0.18 0.48 0.40 0.69 0.17 0.23 0.30 0.50 1.41 0.66 0.16 0.44 0.27 0.35

NA 0.63 NA NA NA NA 1.32 NA NA NA NA 1.29 NA NA NA NA 0.97 NA NA NA NA 0.90 NA NA NA NA P23634 AT2B4_HUMANreviewed Plasma membrane calcium-transporting ATPase 4 (PMCA4) (EC 3.6.3.8) (Matrix-remodeling-associated protein 1) (Plasma membrane calcium ATPase isoform 4) (Plasma membrane calcium pump isoform 4)ATP2B4 ATP2B2 MXRA1 1241 Homo sapiens (Human) 1.72 1.87 1.06 0.85 0.68 1.03 1.25 1.21 1.14 0.97 1.21 1.07 0.78 1.12 1.21 1.16 0.95 0.63 1.32 1.29 0.90

NA 0.92 NA NA NA NA 0.83 NA NA NA NA 0.63 NA NA NA NA 0.92 NA NA NA NA 0.37 NA NA NA NA P28072 PSB6_HUMAN reviewed Proteasome subunit beta type-6 (EC 3.4.25.1) (Macropain delta chain) (Multicatalytic endopeptidase complex delta chain) (Proteasome delta chain) (Proteasome subunit Y)PSMB6 LMPY Y 239 Homo sapiens (Human) 1.56 2.81 0.79 1.38 1.65 0.88 0.74 0.68 0.73 0.92 0.71 0.80 0.85 0.65 0.63 0.75 0.85 0.92 0.83 0.63 0.37

NA 0.82 NA NA NA NA 0.96 NA NA NA NA 0.90 NA NA NA NA 1.05 NA NA NA NA 0.51 NA NA NA NA P48163 MAOX_HUMANreviewed NADP-dependent malic enzyme (NADP-ME) (EC 1.1.1.40) (Malic enzyme 1)ME1 572 Homo sapiens (Human) 0.81 1.66 0.85 1.15 1.21 1.74 1.22 0.98 0.92 1.05 0.97 1.38 1.63 1.38 1.00 0.86 0.93 0.82 0.96 0.90 0.51

NA 0.43 NA NA NA NA 0.51 NA NA NA NA 0.43 NA NA NA NA 0.44 NA NA NA NA 0.43 NA NA NA NA Q13099 IFT88_HUMAN reviewed Intraflagellar transport protein 88 homolog (Recessive polycystic kidney disease protein Tg737 homolog) (Tetratricopeptide repeat protein 10) (TPR repeat protein 10)IFT88 TG737 TTC10 833 Homo sapiens (Human) 1.23 0.83 0.94 1.05 1.31 0.84 0.95 1.17 1.19 0.44 1.49 0.82 0.97 0.68 1.23 1.16 1.26 0.43 0.51 0.43 0.43

NA 0.77 NA NA NA NA 1.15 NA NA NA NA 1.02 NA NA NA NA 1.07 NA NA NA NA 0.49 NA NA NA NA Q86UQ4 ABCAD_HUMANreviewed ATP-binding cassette sub-family A member 13ABCA13 5058 Homo sapiens (Human) 1.26 1.54 1.13 1.21 1.58 0.50 1.28 0.78 0.89 1.07 0.65 1.92 1.06 1.51 0.81 1.16 1.05 0.77 1.15 1.02 0.49

4.59 1.11 0.52 4.36 0.26 4.86 1.05 0.75 4.36 0.24 4.58 1.02 0.88 4.32 0.24 4.42 0.80 0.31 4.36 0.18 3.51 1.05 0.74 4.34 0.24 4.57 Q8WUW1 BRK1_HUMAN reviewed Protein BRICK1 (BRK1)BRK1 C3orf10 HSPC300 MDS02775 Homo sapiens (Human) 1.02 1.09 0.88 1.17 0.90 1.04 1.32 1.60 1.19 0.80 0.96 1.46 1.21 1.25 1.75 1.28 1.42 1.11 1.05 1.02 1.05

12.23 0.89 0.48 4.08 0.22 3.63 1.12 0.50 4.32 0.26 4.84 1.09 0.59 4.12 0.26 4.47 1.17 0.40 4.22 0.28 4.95 1.17 0.41 4.42 0.27 5.17 Q8WVF1 OSCP1_HUMANreviewed Protein OSCP1 (hOSCP1) (Organic solute transport protein 1) (Oxidored-nitro domain-containing protein 1)OSCP1 C1orf102 NOR1 389 Homo sapiens (Human) 1.33 0.65 0.86 0.79 0.94 0.74 1.88 1.43 1.19 1.17 0.93 1.71 1.23 1.11 1.17 1.54 1.07 0.89 1.12 1.09 1.17

NA 1.16 NA NA NA NA 0.77 NA NA NA NA 0.93 NA NA NA NA 0.88 NA NA NA NA 0.97 NA NA NA NA Q96CW5 GCP3_HUMAN reviewed Gamma-tubulin complex component 3 (GCP-3) (hGCP3) (Gamma-ring complex protein 104 kDa) (h104p) (hGrip104) (Spindle pole body protein Spc98 homolog) (hSpc98)TUBGCP3 GCP3 907 Homo sapiens (Human) 1.12 1.39 0.97 1.52 1.22 1.05 1.10 0.87 0.95 0.88 1.24 0.80 0.84 0.87 0.93 0.90 1.03 1.16 0.77 0.93 0.97

NA 0.95 NA NA NA NA 0.52 NA NA NA NA 0.51 NA NA NA NA 1.13 NA NA NA NA 0.80 NA NA NA NA Q99436 PSB7_HUMAN reviewed Proteasome subunit beta type-7 (EC 3.4.25.1) (Macropain chain Z) (Multicatalytic endopeptidase complex chain Z) (Proteasome subunit Z)PSMB7 Z 277 Homo sapiens (Human) 0.84 2.12 0.80 2.99 1.66 0.80 0.63 0.58 0.67 1.13 0.56 0.77 0.84 0.60 0.56 0.59 0.61 0.95 0.52 0.51 0.80

NA 0.61 NA NA NA NA 0.90 NA NA NA NA 0.57 NA NA NA NA 0.94 NA NA NA NA 0.72 NA NA NA NA Q9NWB7 IFT57_HUMAN reviewed Intraflagellar transport protein 57 homolog (Dermal papilla-derived protein 8) (Estrogen-related receptor beta-like protein 1) (HIP1-interacting protein) (MHS4R2)IFT57 DERP8 ESRRBL1 HIPPI429 Homo sapiens (Human) 1.36 0.78 0.72 0.99 1.47 0.97 1.12 1.29 0.98 0.94 0.71 0.99 0.95 0.77 0.65 1.13 1.31 0.61 0.90 0.57 0.72

16.55 1.72 0.17 6.74 0.25 11.59 1.76 0.12 4.04 0.44 7.12 0.69 0.47 65.83 0.01 45.69 1.01 0.92 4.09 0.25 4.15 0.80 0.53 22.14 0.04 17.75 P04211 LV001_HUMANreviewed Ig lambda chain V region 4A 117 Homo sapiens (Human) 0.82 0.72 1.66 0.53 0.76 0.82 1.22 1.52 2.78 1.01 2.07 2.06 0.85 1.47 1.88 0.73 0.39 1.72 1.76 0.69 0.80

6.08 0.48 0.17 12.28 0.04 5.93 0.64 0.20 6.13 0.10 3.92 0.59 0.25 17.33 0.03 10.19 0.91 0.81 38.53 0.02 35.23 0.80 0.39 7.41 0.11 5.92 P62753 RS6_HUMAN reviewed 40S ribosomal protein S6 (Phosphoprotein NP33)RPS6 OK/SW-cl.2 249 Homo sapiens (Human) 0.80 2.44 0.74 2.51 1.17 1.67 0.71 1.02 0.74 0.91 0.64 0.67 0.89 0.64 0.40 0.89 0.93 0.48 0.64 0.59 0.80

8.29 0.98 0.89 5.00 0.20 4.89 0.69 0.33 14.27 0.05 9.84 0.91 0.50 3.54 0.26 3.21 0.89 0.45 3.53 0.25 3.14 1.26 0.26 3.55 0.36 4.47 Q9NQC3 RTN4_HUMAN reviewed Reticulon-4 (Foocen) (Neurite outgrowth inhibitor) (Nogo protein) (Neuroendocrine-specific protein) (NSP) (Neuroendocrine-specific protein C homolog) (RTN-x) (Reticulon-5)RTN4 KIAA0886 NOGO My043 SP15071192 Homo sapiens (Human) 0.46 1.35 0.72 2.76 0.88 0.65 0.75 0.94 0.87 0.89 1.04 0.92 0.73 0.82 1.05 0.75 0.87 0.98 0.69 0.91 1.26

NA 1.22 NA NA NA NA 0.95 NA NA NA NA 0.96 NA NA NA NA 1.20 NA NA NA NA 1.10 NA NA NA NA P08865 RSSA_HUMAN reviewed 40S ribosomal protein SA (37 kDa laminin receptor precursor) (37LRP) (37/67 kDa laminin receptor) (LRP/LR) (67 kDa laminin receptor) (67LR) (Colon carcinoma laminin-binding protein) (Laminin receptor 1) (LamR) (Laminin-binding protein precursor p40) (LBP/p40) (Multidrug resistance-associated protein MGr1-Ag) (NEM/1CHD4)RPSA LAMBR LAMR1 295 Homo sapiens (Human) 1.17 0.40 1.20 0.84 0.88 1.39 0.78 0.88 1.18 1.20 0.88 0.96 0.76 0.90 0.97 1.28 1.44 1.22 0.95 0.96 1.10

NA 1.06 NA NA NA NA 1.02 NA NA NA NA 1.19 NA NA NA NA 0.82 NA NA NA NA 0.77 NA NA NA NA P12314 FCGR1_HUMANreviewed High affinity immunoglobulin gamma Fc receptor I (IgG Fc receptor I) (Fc-gamma RI) (FcRI) (Fc-gamma RIA) (FcgammaRIa) (CD antigen CD64)FCGR1A FCG1 FCGR1 IGFR1374 Homo sapiens (Human) 0.81 1.25 1.71 1.17 0.80 0.84 1.59 1.50 1.27 0.82 0.94 1.19 1.00 0.77 1.32 0.89 0.92 1.06 1.02 1.19 0.77

NA 1.08 NA NA NA NA 1.32 NA NA NA NA 1.23 NA NA NA NA 0.56 NA NA NA NA 1.01 NA NA NA NA P53801 PTTG_HUMAN reviewed Pituitary tumor-transforming gene 1 protein-interacting protein (Pituitary tumor-transforming gene protein-binding factor) (PBF) (PTTG-binding factor)PTTG1IP C21orf1 C21orf3 180 Homo sapiens (Human) 0.50 1.75 1.65 0.81 1.10 0.90 0.80 0.82 0.62 0.56 1.02 1.04 1.36 1.14 1.19 1.33 1.10 1.08 1.32 1.23 1.01

NA 1.60 NA NA NA NA 1.79 NA NA NA NA 1.15 NA NA NA NA 1.02 NA NA NA NA 0.81 NA NA NA NA Q9HD89 RETN_HUMAN reviewed Resistin (Adipose tissue-specific secretory factor) (ADSF) (C/EBP-epsilon-regulated myeloid-specific secreted cysteine-rich protein) (Cysteine-rich secreted protein A12-alpha-like 2) (Cysteine-rich secreted protein FIZZ3)RETN FIZZ3 HXCP1 RSTN UNQ407/PRO1199108 Homo sapiens (Human) 1.39 1.42 1.30 0.91 0.86 0.50 1.16 0.72 0.99 1.02 1.92 0.74 0.70 0.88 0.89 1.27 1.00 1.60 1.79 1.15 0.81

4.44 1.29 0.39 10.07 0.13 13.04 0.95 0.70 3.58 0.27 3.40 1.42 0.46 49.85 0.03 70.57 1.29 0.24 3.61 0.36 4.65 1.50 0.33 17.63 0.08 26.37 O43865 SAHH2_HUMANreviewed Putative adenosylhomocysteinase 2 (AdoHcyase 2) (EC 3.3.1.1) (DC-expressed AHCY-like molecule) (S-adenosyl-L-homocysteine hydrolase 2) (S-adenosylhomocysteine hydrolase-like protein 1)AHCYL1 DCAL XPVKONA 530 Homo sapiens (Human) 1.30 0.87 1.52 0.90 1.24 1.23 1.25 1.39 1.28 1.29 1.04 1.35 0.85 0.98 1.22 0.98 1.27 1.29 0.95 1.42 1.50

NA 0.95 NA NA NA NA 0.99 NA NA NA NA 0.98 NA NA NA NA 0.84 NA NA NA NA 0.93 NA NA NA NA Q06124 PTN11_HUMANreviewed Tyrosine-protein phosphatase non-receptor type 11 (EC 3.1.3.48) (Protein-tyrosine phosphatase 1D) (PTP-1D) (Protein-tyrosine phosphatase 2C) (PTP-2C) (SH-PTP2) (SHP-2) (Shp2) (SH-PTP3)PTPN11 PTP2C SHPTP2 597 Homo sapiens (Human) 1.44 1.13 1.21 1.10 0.99 0.86 1.12 1.12 0.99 0.84 1.13 1.15 1.23 1.11 1.24 1.28 1.14 0.95 0.99 0.98 0.93

NA 0.63 NA NA NA NA 0.76 NA NA NA NA 0.86 NA NA NA NA 0.76 NA NA NA NA 0.45 NA NA NA NA Q6XQN6 PNCB_HUMAN reviewed Nicotinate phosphoribosyltransferase (NAPRTase) (EC 6.3.4.21) (FHA-HIT-interacting protein) (Nicotinate phosphoribosyltransferase domain-containing protein 1)NAPRT1 FHIP 538 Homo sapiens (Human) 1.63 0.91 1.59 1.19 0.74 0.79 0.99 0.59 1.01 0.76 0.02 0.77 0.95 0.83 0.92 1.22 0.80 0.63 0.76 0.86 0.45

NA 0.70 NA NA NA NA 1.10 NA NA NA NA 1.50 NA NA NA NA 1.25 NA NA NA NA 0.80 NA NA NA NA Q8TD55 PKHO2_HUMANreviewed Pleckstrin homology domain-containing family O member 2 (PH domain-containing family O member 2) (Pleckstrin homology domain-containing family Q member 1) (PH domain-containing family Q member 1)PLEKHO2 PLEKHQ1 PP9099490 Homo sapiens (Human) 0.77 0.88 1.01 0.90 0.90 1.12 1.07 1.70 1.37 1.25 1.19 1.18 1.01 1.15 1.27 1.02 1.31 0.70 1.10 1.50 0.80

NA 0.94 NA NA NA NA 0.94 NA NA NA NA 0.80 NA NA NA NA 1.49 NA NA NA NA 1.13 NA NA NA NA Q9NTK5 OLA1_HUMAN reviewed Obg-like ATPase 1 (DNA damage-regulated overexpressed in cancer 45) (DOC45) (GTP-binding protein 9)OLA1 GTPBP9 PRO2455 PTD004396 Homo sapiens (Human) 0.95 0.64 0.89 0.89 0.77 1.09 1.15 1.02 0.89 1.49 1.03 0.73 1.04 0.74 1.68 0.95 1.32 0.94 0.94 0.80 1.13

5.02 1.17 0.37 3.65 0.32 4.26 0.96 0.83 6.79 0.14 6.51 1.02 0.92 8.17 0.12 8.34 1.53 0.36 29.75 0.05 45.64 1.11 0.49 3.67 0.30 4.08 Q9NVR5 KTU_HUMAN reviewed Protein kintoun (Dynein assembly factor 2, axonemal)DNAAF2 C14orf104 KTU 837 Homo sapiens (Human) 1.26 2.12 1.33 0.96 1.23 1.38 1.58 1.20 1.83 1.53 1.36 1.13 0.70 1.34 1.32 1.08 0.93 1.17 0.96 1.02 1.11

NA 0.81 NA NA NA NA 1.16 NA NA NA NA 0.92 NA NA NA NA 1.43 NA NA NA NA 1.13 NA NA NA NA O94903 PROSC_HUMANreviewed Proline synthase co-transcribed bacterial homolog proteinPROSC 275 Homo sapiens (Human) 1.64 1.39 1.77 0.98 1.16 1.43 1.09 0.99 1.01 1.43 0.59 0.83 0.97 0.88 0.75 0.99 1.12 0.81 1.16 0.92 1.13

NA 0.65 NA NA NA NA 0.56 NA NA NA NA 0.58 NA NA NA NA 0.76 NA NA NA NA 1.15 NA NA NA NA P05198 IF2A_HUMAN reviewed Eukaryotic translation initiation factor 2 subunit 1 (Eukaryotic translation initiation factor 2 subunit alpha) (eIF-2-alpha) (eIF-2A) (eIF-2alpha)EIF2S1 EIF2A 315 Homo sapiens (Human) 1.00 1.17 0.68 1.85 0.95 1.41 0.84 1.17 0.77 0.76 0.58 1.27 0.97 0.90 0.33 0.76 1.05 0.65 0.56 0.58 1.15

NA 1.26 NA NA NA NA 1.01 NA NA NA NA 1.18 NA NA NA NA 1.05 NA NA NA NA 1.43 NA NA NA NA P11279 LAMP1_HUMANreviewed Lysosome-associated membrane glycoprotein 1 (LAMP-1) (Lysosome-associated membrane protein 1) (CD107 antigen-like family member A) (CD antigen CD107a)LAMP1 417 Homo sapiens (Human) 0.95 1.72 1.23 1.01 0.81 0.95 1.11 1.00 0.93 1.05 0.85 0.70 1.19 1.09 0.63 0.76 0.70 1.26 1.01 1.18 1.43

10.23 0.96 0.83 7.86 0.12 7.51 0.82 0.29 3.57 0.23 2.91 0.84 0.34 3.56 0.24 3.00 0.75 0.72 2403.27 0.00 1804.33 1.18 0.39 4.20 0.28 4.94 P61353 RL27_HUMAN reviewed 60S ribosomal protein L27RPL27 136 Homo sapiens (Human) 0.53 1.15 0.40 2.66 1.42 1.01 0.43 0.75 0.37 0.75 0.89 0.62 0.66 0.51 1.11 0.72 0.80 0.96 0.82 0.84 1.18

NA 1.17 NA NA NA NA 0.96 NA NA NA NA 1.14 NA NA NA NA 1.26 NA NA NA NA 1.12 NA NA NA NA Q53H96 P5CR3_HUMANreviewed Pyrroline-5-carboxylate reductase 3 (P5C reductase 3) (P5CR 3) (EC 1.5.1.2) (Pyrroline-5-carboxylate reductase-like protein)PYCRL 274 Homo sapiens (Human) 2.07 1.77 1.22 1.00 1.30 1.32 1.09 0.76 1.08 1.26 1.03 1.18 0.89 1.03 1.11 1.03 0.98 1.17 0.96 1.14 1.12

NA 1.14 NA NA NA NA 1.30 NA NA NA NA 0.92 NA NA NA NA 1.01 NA NA NA NA 0.95 NA NA NA NA Q5T6V5 CI064_HUMAN reviewed UPF0553 protein C9orf64C9orf64 341 Homo sapiens (Human) 1.36 1.36 0.94 0.95 1.29 0.99 1.11 1.11 0.77 1.01 0.48 1.26 1.29 1.07 0.55 1.20 1.32 1.14 1.30 0.92 0.95

NA 1.92 NA NA NA NA 1.18 NA NA NA NA 0.86 NA NA NA NA 1.13 NA NA NA NA 0.76 NA NA NA NA Q8IY21 DDX60_HUMANreviewed Probable ATP-dependent RNA helicase DDX60 (EC 3.6.4.13) (DEAD box protein 60)DDX60 1712 Homo sapiens (Human) 0.90 1.63 0.90 1.19 1.03 1.28 1.09 0.71 0.76 1.13 0.66 1.11 0.70 0.97 0.66 0.97 0.84 1.92 1.18 0.86 0.76

NA 1.36 NA NA NA NA 1.08 NA NA NA NA 0.97 NA NA NA NA 1.11 NA NA NA NA 1.11 NA NA NA NA Q8WYR4 RSPH1_HUMANreviewed Radial spoke head 1 homolog (Cancer/testis antigen 79) (CT79) (Male meiotic metaphase chromosome-associated acidic protein) (Meichroacidin) (Testis-specific gene A2 protein)RSPH1 TSA2 TSGA2 309 Homo sapiens (Human) 1.05 0.82 0.81 1.00 1.05 0.86 1.73 1.03 0.78 1.11 1.21 1.12 0.90 1.00 1.42 0.89 1.16 1.36 1.08 0.97 1.11

3.83 0.96 0.78 3.77 0.26 3.63 1.03 0.80 3.73 0.28 3.86 1.22 0.31 3.78 0.32 4.62 1.04 0.75 3.74 0.28 3.91 1.24 0.29 3.76 0.33 4.67 Q96BY6 DOC10_HUMANreviewed Dedicator of cytokinesis protein 10 (Zizimin-3)DOCK10 KIAA0694 ZIZ3 2186 Homo sapiens (Human) 0.62 1.34 1.27 1.76 0.80 1.02 1.18 0.96 1.10 1.04 1.46 0.76 0.97 0.92 1.20 1.06 0.88 0.96 1.03 1.22 1.24

NA 1.36 NA NA NA NA 1.48 NA NA NA NA 2.13 NA NA NA NA 1.25 NA NA NA NA 1.57 NA NA NA NA Q96IY4 CBPB2_HUMANreviewed Carboxypeptidase B2 (EC 3.4.17.20) (Carboxypeptidase U) (CPU) (Plasma carboxypeptidase B) (pCPB) (Thrombin-activable fibrinolysis inhibitor) (TAFI)CPB2 423 Homo sapiens (Human) 0.91 0.77 0.97 0.43 0.76 1.07 1.00 0.90 1.37 1.25 2.00 1.03 0.99 1.19 2.79 0.81 0.91 1.36 1.48 2.13 1.57

26.84 0.97 0.86 4.45 0.22 4.33 0.97 0.87 5.32 0.18 5.18 1.13 0.59 8.16 0.14 9.24 1.13 0.69 18.63 0.06 21.06 1.31 0.66 311.17 0.00 406.25 Q99829 CPNE1_HUMANreviewed Copine-1 (Copine I)CPNE1 CPN1 537 Homo sapiens (Human) 1.27 0.93 1.34 0.87 0.81 1.05 0.94 0.99 1.07 1.13 0.82 1.05 1.00 0.94 0.75 1.22 1.39 0.97 0.97 1.13 1.31

NA 0.87 NA NA NA NA 0.99 NA NA NA NA 0.73 NA NA NA NA 1.13 NA NA NA NA 0.87 NA NA NA NA Q9H7X7 RABL5_HUMANreviewed Rab-like protein 5RABL5 185 Homo sapiens (Human) 1.12 1.01 1.02 1.16 1.44 1.23 1.10 1.78 1.08 1.13 0.93 1.29 0.95 0.93 0.88 1.20 1.21 0.87 0.99 0.73 0.87

NA 0.98 NA NA NA NA 0.87 NA NA NA NA 0.99 NA NA NA NA 0.90 NA NA NA NA 1.45 NA NA NA NA Q9Y6D5 BIG2_HUMAN reviewed Brefeldin A-inhibited guanine nucleotide-exchange protein 2 (Brefeldin A-inhibited GEP 2) (ADP-ribosylation factor guanine nucleotide-exchange factor 2)ARFGEF2 ARFGEP2 BIG21785 Homo sapiens (Human) 0.61 1.00 0.69 1.58 1.07 1.17 0.74 0.71 0.71 0.90 1.06 0.75 1.12 0.69 0.91 1.06 1.13 0.98 0.87 0.99 1.45

NA 0.61 NA NA NA NA 0.77 NA NA NA NA 0.76 NA NA NA NA 1.20 NA NA NA NA 0.69 NA NA NA NA O00625 PIR_HUMAN reviewed Pirin (EC 1.13.11.24) (Probable quercetin 2,3-dioxygenase PIR) (Probable quercetinase)PIR 290 Homo sapiens (Human) 1.60 0.98 0.85 0.52 1.06 1.45 0.92 2.10 0.76 1.20 0.63 0.87 1.75 0.87 0.50 1.16 1.61 0.61 0.77 0.76 0.69

NA 1.17 NA NA NA NA 0.69 NA NA NA NA 0.58 NA NA NA NA 0.98 NA NA NA NA 0.58 NA NA NA NA P20839 IMDH1_HUMANreviewed Inosine-5'-monophosphate dehydrogenase 1 (IMP dehydrogenase 1) (IMPD 1) (IMPDH 1) (EC 1.1.1.205) (IMPDH-I)IMPDH1 IMPD1 514 Homo sapiens (Human) 0.69 1.23 0.80 2.06 1.32 0.96 0.72 0.70 0.66 0.98 0.69 1.16 0.99 1.15 0.61 0.83 0.74 1.17 0.69 0.58 0.58

NA 0.95 NA NA NA NA 1.07 NA NA NA NA 0.83 NA NA NA NA 0.95 NA NA NA NA 0.83 NA NA NA NA Q96DG6 CMBL_HUMAN reviewed Carboxymethylenebutenolidase homolog (EC 3.1.-.-)CMBL 245 Homo sapiens (Human) 1.30 0.69 1.27 0.84 0.94 1.04 1.33 1.09 0.99 0.95 0.87 1.03 1.48 1.07 0.61 1.39 1.14 0.95 1.07 0.83 0.83
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4.57 1.32 0.24 4.06 0.33 5.36 1.15 0.43 4.09 0.28 4.69 0.99 0.92 4.09 0.24 4.03 0.96 0.83 7.36 0.13 7.04 1.17 0.44 5.27 0.22 6.16 Q9P1F3 ABRAL_HUMANreviewed Costars family protein ABRACL (ABRA C-terminal-like protein)ABRACL C6orf115 HSPC280 PRO201381 Homo sapiens (Human) 0.82 0.73 1.07 0.71 0.98 1.12 1.61 1.16 1.01 0.96 0.64 1.30 1.13 1.09 1.03 0.89 0.68 1.32 1.15 0.99 1.17

NA 0.69 NA NA NA NA 0.88 NA NA NA NA 1.08 NA NA NA NA 1.13 NA NA NA NA 1.10 NA NA NA NA P01605 KV113_HUMANreviewed Ig kappa chain V-I region Lay 108 Homo sapiens (Human) 2.21 1.44 1.42 0.94 1.34 1.13 1.94 1.30 1.01 0.86 0.69 0.88 1.08 1.10

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P06310 KV206_HUMANreviewed Ig kappa chain V-II region RPMI 6410 133 Homo sapiens (Human) 0.58 0.86 1.30 0.73 NA NA 1.35 1.25 2.26 NA 2.14 0.85 0.43 1.62 1.80 0.59 0.49 NA NA NA NA

3.67 0.80 0.51 17.55 0.05 14.11 1.15 0.41 3.64 0.31 4.17 1.12 0.47 3.64 0.31 4.08 1.12 0.46 3.62 0.31 4.06 1.04 0.76 3.71 0.28 3.87 P51153 RAB13_HUMANreviewed Ras-related protein Rab-13 (Cell growth-inhibiting gene 4 protein)RAB13 GIG4 203 Homo sapiens (Human) 0.86 0.72 0.94 1.01 1.09 1.12 1.02 0.81 0.86 0.83 0.80 1.15 1.12 1.04

NA 0.64 NA NA NA NA 0.82 NA NA NA NA 0.94 NA NA NA NA 0.65 NA NA NA NA 1.64 NA NA NA NA P13284 GILT_HUMAN reviewed Gamma-interferon-inducible lysosomal thiol reductase (EC 1.8.-.-) (Gamma-interferon-inducible protein IP-30) (Legumaturain)IFI30 GILT IP30 250 Homo sapiens (Human) 1.02 1.99 NA NA 0.36 1.51 2.05 0.72 NA 0.65 NA 0.62 1.54 1.06 NA NA NA 0.64 0.82 0.94 1.64

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA O94760 DDAH1_HUMANreviewed N(G),N(G)-dimethylarginine dimethylaminohydrolase 1 (DDAH-1) (Dimethylarginine dimethylaminohydrolase 1) (EC 3.5.3.18) (DDAHI) (Dimethylargininase-1)DDAH1 DDAH 285 Homo sapiens (Human) 1.49 0.91 1.22 0.74 NA NA 1.15 1.30 1.19 NA 1.15 1.14 1.21 1.00 1.18 1.21 1.31 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P21695 GPDA_HUMAN reviewed Glycerol-3-phosphate dehydrogenase [NAD(+)], cytoplasmic (GPD-C) (GPDH-C) (EC 1.1.1.8)GPD1 349 Homo sapiens (Human) 1.04 0.61 1.26 0.88 NA NA 0.94 1.02 1.09 NA 0.82 1.05 1.97 0.76 0.71 1.70 0.94 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P20340 RAB6A_HUMANreviewed Ras-related protein Rab-6A (Rab-6)RAB6A RAB6 208 Homo sapiens (Human) 1.01 1.23 1.49 1.44 NA NA 1.15 1.00 0.96 NA 0.83 1.02 1.12 0.96 0.66 1.09 1.12 NA NA NA NA

NA 0.93 NA NA NA NA 1.31 NA NA NA NA 1.13 NA NA NA NA 1.79 NA NA NA NA 1.19 NA NA NA NA P27701 CD82_HUMAN reviewed CD82 antigen (C33 antigen) (IA4) (Inducible membrane protein R2) (Metastasis suppressor Kangai-1) (Suppressor of tumorigenicity 6 protein) (Tetraspanin-27) (Tspan-27) (CD antigen CD82)CD82 KAI1 SAR2 ST6 TSPAN27267 Homo sapiens (Human) 0.82 1.13 NA NA 0.83 0.94 0.77 0.88 NA 1.79 NA 0.80 1.26 0.71 NA NA NA 0.93 1.31 1.13 1.19

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P55064 AQP5_HUMAN reviewed Aquaporin-5 (AQP-5)AQP5 265 Homo sapiens (Human) 1.21 1.36 1.27 1.53 NA NA 1.31 0.59 1.25 NA 1.07 0.79 1.09 1.23 0.35 0.94 0.99 NA NA NA NA

NA 0.81 NA NA NA NA 0.64 NA NA NA NA 0.55 NA NA NA NA 0.81 NA NA NA NA 1.11 NA NA NA NA Q9GZT8 GTPC1_HUMANreviewed Putative GTP cyclohydrolase 1 type 2 NIF3L1 (EC 3.5.4.16) (Amyotrophic lateral sclerosis 2 chromosomal region candidate gene 1 protein) (GTP cyclohydrolase I) (NIF3-like protein 1)NIF3L1 ALS2CR1 MDS015 My018377 Homo sapiens (Human) 1.12 1.39 NA NA 1.43 1.33 0.64 0.93 NA 0.81 NA 0.99 1.03 0.96 NA NA NA 0.81 0.64 0.55 1.11

NA 0.93 NA NA NA NA 1.24 NA NA NA NA 1.24 NA NA NA NA 1.16 NA NA NA NA 0.94 NA NA NA NA P07203 GPX1_HUMAN reviewed Glutathione peroxidase 1 (GPx-1) (GSHPx-1) (EC 1.11.1.9) (Cellular glutathione peroxidase)GPX1 203 Homo sapiens (Human) 1.74 1.35 1.33 0.88 1.29 1.16 1.71 1.11 0.99 1.14 0.93 1.24 1.24 0.94

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9H0P0 5NT3A_HUMANreviewed Cytosolic 5'-nucleotidase 3A (EC 3.1.3.5) (Cytosolic 5'-nucleotidase 3) (Cytosolic 5'-nucleotidase III) (cN-III) (Pyrimidine 5'-nucleotidase 1) (P5'N-1) (P5N-1) (PN-I) (Uridine 5'-monophosphate hydrolase 1) (p36)NT5C3A NT5C3 P5N1 UMPH1 HSPC233336 Homo sapiens (Human) 1.11 0.52 1.27 0.86 NA NA 0.82 1.45 0.78 NA 0.76 1.21 1.23 0.89 0.54 1.24 1.31 NA NA NA NA

NA 2.37 NA NA NA NA 0.95 NA NA NA NA 0.89 NA NA NA NA 0.61 NA NA NA NA 0.68 NA NA NA NA P02538 K2C6A_HUMANreviewed Keratin, type II cytoskeletal 6A (Cytokeratin-6A) (CK-6A) (Cytokeratin-6D) (CK-6D) (Keratin-6A) (K6A) (Type-II keratin Kb6) (allergen Hom s 5)KRT6A K6A KRT6D 564 Homo sapiens (Human) 0.37 1.54 NA NA 0.56 0.95 1.06 1.08 NA 0.61 NA 0.95 0.37 1.19 NA NA NA 2.37 0.95 0.89 0.68

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P00739 HPTR_HUMAN reviewed Haptoglobin-related proteinHPR 348 Homo sapiens (Human) 0.17 0.32 0.45 0.49 NA NA 1.27 1.66 0.75 NA 4.70 0.79 0.52 0.86 4.20 0.49 0.73 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P61163 ACTZ_HUMAN reviewed Alpha-centractin (Centractin) (ARP1) (Actin-RPV) (Centrosome-associated actin homolog)ACTR1A CTRN1 376 Homo sapiens (Human) 0.32 1.82 0.87 2.12 NA NA 0.68 0.76 1.18 NA 1.33 1.03 0.64 0.77 1.48 0.76 0.81 NA NA NA NA

1.26 1.30 0.09 1.45 0.89 1.89 1.21 0.29 1.78 0.68 2.16 1.21 0.30 1.80 0.67 2.17 0.93 0.65 1.87 0.50 1.73 1.14 0.35 1.57 0.72 1.79 P84085 ARF5_HUMAN reviewed ADP-ribosylation factor 5ARF5 180 Homo sapiens (Human)NA NA 1.28 1.03 1.03 0.80 NA NA 1.26 0.93 1.00 NA NA NA 1.19 1.12 1.13 1.30 1.21 1.21 1.14

2.84 1.34 0.22 3.73 0.36 4.98 1.52 0.64 3926.16 0.00 5972.66 0.83 0.33 3.79 0.22 3.14 0.82 0.63 42.60 0.02 34.98 1.45 0.17 3.75 0.39 5.44 P06317 LV603_HUMANreviewed Ig lambda chain V-VI region SUT 111 Homo sapiens (Human)NA NA 1.11 0.64 0.79 0.76 NA NA 2.10 0.82 1.30 NA NA NA 1.27 0.99 0.85 1.34 1.52 0.83 1.45

NA 0.75 NA NA NA NA 1.09 NA NA NA NA 1.10 NA NA NA NA 0.73 NA NA NA NA 1.07 NA NA NA NA P29144 TPP2_HUMAN reviewed Tripeptidyl-peptidase 2 (TPP-2) (EC 3.4.14.10) (Tripeptidyl aminopeptidase) (Tripeptidyl-peptidase II) (TPP-II)TPP2 1249 Homo sapiens (Human)NA NA 0.68 2.22 1.83 0.85 NA NA 0.80 0.73 1.01 NA NA NA 0.91 0.74 0.84 0.75 1.09 1.10 1.07

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P48506 GSH1_HUMAN reviewed Glutamate--cysteine ligase catalytic subunit (EC 6.3.2.2) (GCS heavy chain) (Gamma-ECS) (Gamma-glutamylcysteine synthetase)GCLC GLCL GLCLC 637 Homo sapiens (Human) 1.52 0.57 1.09 0.59 NA NA 0.77 1.89 0.93 NA 0.79 1.07 1.40 0.96 0.75 1.18 1.31 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9H2G2 SLK_HUMAN reviewed STE20-like serine/threonine-protein kinase (STE20-like kinase) (hSLK) (EC 2.7.11.1) (CTCL tumor antigen se20-9) (STE20-related serine/threonine-protein kinase) (STE20-related kinase) (Serine/threonine-protein kinase 2)SLK KIAA0204 STK2 1235 Homo sapiens (Human) 1.02 0.89 1.22 0.86 NA NA 0.99 0.97 1.01 NA 0.89 1.12 1.10 1.19 0.64 1.15 1.25 NA NA NA NA

5.41 0.89 0.42 1.66 0.53 1.47 1.06 0.61 1.52 0.70 1.61 0.82 0.19 1.53 0.54 1.26 1.11 0.40 1.52 0.73 1.68 0.82 0.18 1.52 0.54 1.25 P67809 YBOX1_HUMANreviewed Nuclease-sensitive element-binding protein 1 (CCAAT-binding transcription factor I subunit A) (CBF-A) (DNA-binding protein B) (DBPB) (Enhancer factor I subunit A) (EFI-A) (Y-box transcription factor) (Y-box-binding protein 1) (YB-1)YBX1 NSEP1 YB1 324 Homo sapiens (Human)NA NA 0.61 2.14 0.90 1.54 NA NA 0.50 1.11 0.50 NA NA NA 0.08 1.25 0.85 0.89 1.06 0.82 0.82

NA 1.43 NA NA NA NA 1.02 NA NA NA NA 1.02 NA NA NA NA 1.15 NA NA NA NA 1.31 NA NA NA NA Q16401 PSMD5_HUMANreviewed 26S proteasome non-ATPase regulatory subunit 5 (26S protease subunit S5 basic) (26S proteasome subunit S5B)PSMD5 KIAA0072 504 Homo sapiens (Human)NA NA 0.90 1.32 1.16 0.98 NA NA 0.95 1.15 1.12 NA NA NA 0.88 0.92 0.92 1.43 1.02 1.02 1.31

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P29353 SHC1_HUMAN reviewed SHC-transforming protein 1 (SHC-transforming protein 3) (SHC-transforming protein A) (Src homology 2 domain-containing-transforming protein C1) (SH2 domain protein C1)SHC1 SHC SHCA 583 Homo sapiens (Human) 1.24 1.23 1.06 0.53 NA NA 1.03 0.84 1.18 NA 1.52 0.99 1.14 1.08 1.82 0.87 0.89 NA NA NA NA

3.78 1.02 0.94 22.85 0.04 23.34 1.23 0.29 3.69 0.33 4.54 1.14 0.43 3.66 0.31 4.16 0.90 0.65 8.09 0.11 7.30 1.16 0.64 19.35 0.06 22.47 Q14651 PLSI_HUMAN reviewed Plastin-1 (Intestine-specific plastin) (I-plastin)PLS1 629 Homo sapiens (Human) 1.23 0.72 NA NA 1.06 1.04 1.10 1.49 NA 0.90 NA 1.14 1.24 0.89 NA NA NA 1.02 1.23 1.14 1.16

5.12 1.08 0.58 3.68 0.29 3.98 1.26 0.27 3.69 0.34 4.64 1.20 0.32 3.67 0.33 4.41 1.10 0.75 18.89 0.06 20.78 0.98 0.88 3.64 0.27 3.58 P52943 CRIP2_HUMAN reviewed Cysteine-rich protein 2 (CRP-2) (Protein ESP1)CRIP2 CRP2 208 Homo sapiens (Human)NA NA 1.54 0.72 0.97 0.93 NA NA 1.22 1.10 1.13 NA NA NA 0.65 1.32 1.25 1.08 1.26 1.20 0.98

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA O00214 LEG8_HUMAN reviewed Galectin-8 (Gal-8) (Po66 carbohydrate-binding protein) (Po66-CBP) (Prostate carcinoma tumor antigen 1) (PCTA-1)LGALS8 317 Homo sapiens (Human) 1.04 1.18 1.45 1.66 NA NA 0.87 0.95 1.07 NA 0.87 1.01 0.90 1.02 0.90 0.89 1.23 NA NA NA NA

NA 0.94 NA NA NA NA 0.83 NA NA NA NA 1.00 NA NA NA NA 1.06 NA NA NA NA 0.88 NA NA NA NA P00918 CAH2_HUMAN reviewed Carbonic anhydrase 2 (EC 4.2.1.1) (Carbonate dehydratase II) (Carbonic anhydrase C) (CAC) (Carbonic anhydrase II) (CA-II)CA2 260 Homo sapiens (Human) 1.46 1.27 NA NA 1.19 0.90 1.35 1.06 NA 1.06 NA 0.72 1.69 1.06 NA NA NA 0.94 0.83 1.00 0.88

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P61106 RAB14_HUMANreviewed Ras-related protein Rab-14RAB14 215 Homo sapiens (Human) 0.98 1.16 1.54 1.33 NA NA 1.45 1.16 0.90 NA 0.65 1.15 0.91 1.32 0.59 1.02 0.87 NA NA NA NA

NA 1.02 NA NA NA NA 0.92 NA NA NA NA 1.10 NA NA NA NA 0.95 NA NA NA NA 1.41 NA NA NA NA Q9UNH7 SNX6_HUMAN reviewed Sorting nexin-6 (TRAF4-associated factor 2) [Cleaved into: Sorting nexin-6, N-terminally processed]SNX6 406 Homo sapiens (Human) 1.11 0.76 NA NA 0.80 1.19 1.10 1.05 NA 0.95 NA 1.18 1.30 1.10 NA NA NA 1.02 0.92 1.10 1.41

1.90 0.96 0.64 1.44 0.66 1.37 1.08 0.71 2.13 0.51 2.30 1.29 0.37 2.59 0.50 3.35 1.59 0.21 3.02 0.53 4.79 1.17 0.22 1.48 0.79 1.73 O94979 SC31A_HUMANreviewed Protein transport protein Sec31A (ABP125) (ABP130) (SEC31-like protein 1) (SEC31-related protein A) (Web1-like protein)SEC31A KIAA0905 SEC31L1 HSPC275 HSPC3341220 Homo sapiens (Human)NA NA 0.89 1.37 1.15 1.23 NA NA 1.01 1.59 1.05 NA NA NA 1.02 1.04 1.04 0.96 1.08 1.29 1.17

1.42 1.47 0.29 3.15 0.47 4.63 1.20 0.16 1.44 0.83 1.74 1.10 0.60 1.97 0.56 2.17 1.20 0.22 1.55 0.77 1.86 1.15 0.48 1.99 0.58 2.29 Q16853 AOC3_HUMAN reviewed Membrane primary amine oxidase (EC 1.4.3.21) (Copper amine oxidase) (HPAO) (Semicarbazide-sensitive amine oxidase) (SSAO) (Vascular adhesion protein 1) (VAP-1)AOC3 VAP1 763 Homo sapiens (Human)NA NA 0.92 0.79 0.93 0.98 NA NA 1.25 1.20 1.79 NA NA NA 2.38 0.77 0.93 1.47 1.20 1.10 1.15

4.59 0.83 0.66 46.13 0.02 38.48 1.55 0.49 205.77 0.01 318.57 0.59 0.39 103.36 0.01 61.00 7.90 0.36 22014612.00 0.00 173853082.40 0.90 0.68 11.31 0.08 10.18 Q9HCP0 KC1G1_HUMANreviewed Casein kinase I isoform gamma-1 (CKI-gamma 1) (EC 2.7.11.1)CSNK1G1 422 Homo sapiens (Human)NA NA 1.26 0.70 1.00 0.98 NA NA 0.99 7.90 1.13 NA NA NA 1.22 0.97 1.02 0.83 1.55 0.59 0.90

NA 1.01 NA NA NA NA 1.31 NA NA NA NA 2.36 NA NA NA NA 1.18 NA NA NA NA 0.65 NA NA NA NA P04745 AMY1_HUMANreviewed Alpha-amylase 1 (EC 3.2.1.1) (1,4-alpha-D-glucan glucanohydrolase 1) (Salivary alpha-amylase)AMY1A AMY1; AMY1B AMY1; AMY1C AMY1511 Homo sapiens (Human) 0.66 0.65 NA NA 0.25 0.28 0.90 0.89 NA 1.18 NA 1.20 2.23 0.72 NA NA NA 1.01 1.31 2.36 0.65

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P11766 ADHX_HUMAN reviewed Alcohol dehydrogenase class-3 (EC 1.1.1.1) (Alcohol dehydrogenase 5) (Alcohol dehydrogenase class chi chain) (Alcohol dehydrogenase class-III) (Glutathione-dependent formaldehyde dehydrogenase) (FALDH) (FDH) (GSH-FDH) (EC 1.1.1.-) (S-(hydroxymethyl)glutathione dehydrogenase) (EC 1.1.1.284)ADH5 ADHX FDH 374 Homo sapiens (Human) 1.35 0.82 1.07 0.65 NA NA 1.22 1.17 0.82 NA 0.76 1.31 1.39 0.94 1.18 1.19 1.26 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P22102 PUR2_HUMAN reviewed Trifunctional purine biosynthetic protein adenosine-3 [Includes: Phosphoribosylamine--glycine ligase (EC 6.3.4.13) (Glycinamide ribonucleotide synthetase) (GARS) (Phosphoribosylglycinamide synthetase); Phosphoribosylformylglycinamidine cyclo-ligase (EC 6.3.3.1) (AIR synthase) (AIRS) (Phosphoribosyl-aminoimidazole synthetase); Phosphoribosylglycinamide formyltransferase (EC 2.1.2.2) (5'-phosphoribosylglycinamide transformylase) (GAR transformylase) (GART)]GART PGFT PRGS 1010 Homo sapiens (Human) 1.06 1.07 1.32 0.88 NA NA 0.91 0.86 1.40 NA 1.59 0.95 1.01 0.90 1.44 1.05 1.06 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P31948 STIP1_HUMAN reviewed Stress-induced-phosphoprotein 1 (STI1) (Hsc70/Hsp90-organizing protein) (Hop) (Renal carcinoma antigen NY-REN-11) (Transformation-sensitive protein IEF SSP 3521)STIP1 543 Homo sapiens (Human) 2.01 0.62 1.19 0.79 NA NA 0.91 0.87 0.82 NA 0.67 1.06 1.65 0.83 0.57 1.32 1.03 NA NA NA NA

NA 1.10 NA NA NA NA 0.93 NA NA NA NA 1.23 NA NA NA NA 1.28 NA NA NA NA 1.18 NA NA NA NA Q13576 IQGA2_HUMANreviewed Ras GTPase-activating-like protein IQGAP2IQGAP2 1575 Homo sapiens (Human) 1.12 0.87 NA NA 1.02 0.73 0.72 1.14 NA 1.28 NA 0.92 1.07 0.65 NA NA NA 1.10 0.93 1.23 1.18

NA 0.90 NA NA NA NA 0.89 NA NA NA NA 0.99 NA NA NA NA 1.20 NA NA NA NA 0.92 NA NA NA NA Q32MZ4 LRRF1_HUMANreviewed Leucine-rich repeat flightless-interacting protein 1 (LRR FLII-interacting protein 1) (GC-binding factor 2) (TAR RNA-interacting protein)LRRFIP1 GCF2 TRIP 808 Homo sapiens (Human) 0.92 1.18 NA NA 1.14 1.09 0.98 1.10 NA 1.20 NA 1.28 1.38 1.08 NA NA NA 0.90 0.89 0.99 0.92

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q5JSL3 DOC11_HUMANreviewed Dedicator of cytokinesis protein 11 (Activated Cdc42-associated guanine nucleotide exchange factor) (ACG) (Zizimin-2)DOCK11 ZIZ2 2073 Homo sapiens (Human) 0.99 1.26 1.12 1.42 NA NA 1.37 1.30 1.12 NA 0.93 1.56 0.98 1.46 1.29 1.02 1.00 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q7Z7M9 GALT5_HUMANreviewed Polypeptide N-acetylgalactosaminyltransferase 5 (EC 2.4.1.41) (Polypeptide GalNAc transferase 5) (GalNAc-T5) (pp-GaNTase 5) (Protein-UDP acetylgalactosaminyltransferase 5) (UDP-GalNAc:polypeptide N-acetylgalactosaminyltransferase 5)GALNT5 940 Homo sapiens (Human) 1.07 0.88 0.81 0.59 NA NA 0.88 0.66 1.27 NA 1.50 0.73 1.14 1.13 2.20 1.14 0.82 NA NA NA NA

NA 0.96 NA NA NA NA 1.06 NA NA NA NA 0.88 NA NA NA NA 1.18 NA NA NA NA 1.00 NA NA NA NA Q8WW22 DNJA4_HUMANreviewed DnaJ homolog subfamily A member 4DNAJA4 397 Homo sapiens (Human) 1.57 0.74 NA NA 1.46 1.17 0.82 1.08 NA 1.18 NA 1.05 1.20 0.82 NA NA NA 0.96 1.06 0.88 1.00

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9NRV9 HEBP1_HUMANreviewed Heme-binding protein 1 (p22HBP)HEBP1 HBP 189 Homo sapiens (Human) 1.42 1.34 1.73 0.93 NA NA 1.27 0.93 1.34 NA 1.12 1.14 1.02 1.32 0.99 1.23 1.09 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9UEW3 MARCO_HUMANreviewed Macrophage receptor MARCO (Macrophage receptor with collagenous structure) (Scavenger receptor class A member 2)MARCO SCARA2 520 Homo sapiens (Human) 0.68 0.79 0.84 0.65 NA NA 1.17 1.38 1.37 NA 1.64 1.41 1.13 1.37 2.28 0.80 0.90 NA NA NA NA

9.18 1.34 0.24 4.31 0.31 5.77 1.02 0.90 4.32 0.24 4.39 0.97 0.85 4.24 0.23 4.13 0.95 0.85 12.84 0.07 12.24 1.28 0.38 8.38 0.15 10.69 A0AVT1 UBA6_HUMAN reviewed Ubiquitin-like modifier-activating enzyme 6 (Ubiquitin-activating enzyme 6) (Monocyte protein 4) (MOP-4) (Ubiquitin-activating enzyme E1-like protein 2) (E1-L2)UBA6 MOP4 UBE1L2 1052 Homo sapiens (Human)NA NA 1.10 0.99 1.02 1.00 NA NA 0.99 0.95 1.39 NA NA NA 1.32 1.03 1.17 1.34 1.02 0.97 1.28

4.50 0.96 0.74 3.55 0.27 3.40 1.09 0.55 3.56 0.31 3.87 1.18 0.34 3.55 0.33 4.20 1.10 0.51 3.55 0.31 3.91 1.25 0.27 3.55 0.35 4.43 A6NK07 A6NK07 A6NK07 A6NK07 A6NK07 A6NK07 A6NK07 NA NA 0.87 1.27 0.79 1.26 NA NA 1.07 1.10 1.02 NA NA NA 0.97 0.81 1.08 0.96 1.09 1.18 1.25

NA 0.90 NA NA NA NA 0.93 NA NA NA NA 0.79 NA NA NA NA 0.90 NA NA NA NA 0.88 NA NA NA NA O00754 MA2B1_HUMANreviewed Lysosomal alpha-mannosidase (Laman) (EC 3.2.1.24) (Lysosomal acid alpha-mannosidase) (Mannosidase alpha class 2B member 1) (Mannosidase alpha-B) [Cleaved into: Lysosomal alpha-mannosidase A peptide; Lysosomal alpha-mannosidase B peptide; Lysosomal alpha-mannosidase C peptide; Lysosomal alpha-mannosidase D peptide; Lysosomal alpha-mannosidase E peptide]MAN2B1 LAMAN MANB1011 Homo sapiens (Human)NA NA 0.84 2.13 1.16 0.71 NA NA 0.86 0.90 0.77 NA NA NA 0.73 0.95 0.74 0.90 0.93 0.79 0.88

NA 0.77 NA NA NA NA 1.36 NA NA NA NA 0.89 NA NA NA NA 1.27 NA NA NA NA 0.95 NA NA NA NA O15195 VILL_HUMAN reviewed Villin-like proteinVILL 856 Homo sapiens (Human)NA NA 1.04 0.74 1.45 1.15 NA NA 0.99 1.27 1.16 NA NA NA 0.94 0.91 0.67 0.77 1.36 0.89 0.95

6.95 2.42 0.33 575.00 0.00 1393.01 0.78 0.27 4.31 0.18 3.35 1.16 0.53 8.32 0.14 9.67 0.87 0.70 34.75 0.03 30.20 1.21 0.32 3.67 0.33 4.43 P05161 ISG15_HUMAN reviewed Ubiquitin-like protein ISG15 (Interferon-induced 15 kDa protein) (Interferon-induced 17 kDa protein) (IP17) (Ubiquitin cross-reactive protein) (hUCRP)ISG15 G1P2 UCRP 165 Homo sapiens (Human)NA NA 1.07 1.06 0.92 1.03 NA NA 0.97 0.87 1.98 NA NA NA 1.05 0.98 0.91 2.42 0.78 1.16 1.21

3.87 1.04 0.75 3.62 0.29 3.77 0.69 0.20 4.66 0.15 3.21 1.20 0.34 3.98 0.30 4.77 1.08 0.61 4.19 0.26 4.53 3.70 0.27 1761.71 0.00 6526.09 P20851 C4BPB_HUMANreviewed C4b-binding protein beta chainC4BPB 252 Homo sapiens (Human)NA NA 0.32 0.86 0.54 1.07 NA NA 0.70 1.08 3.61 NA NA NA 3.78 0.50 0.69 1.04 0.69 1.20 3.70

NA 1.11 NA NA NA NA 1.06 NA NA NA NA 0.95 NA NA NA NA 0.89 NA NA NA NA 1.09 NA NA NA NA P63208 SKP1_HUMAN reviewed S-phase kinase-associated protein 1 (Cyclin-A/CDK2-associated protein p19) (Organ of Corti protein 2) (OCP-2) (Organ of Corti protein II) (OCP-II) (RNA polymerase II elongation factor-like protein) (SIII) (Transcription elongation factor B) (p19A) (p19skp1)SKP1 EMC19 OCP2 SKP1A TCEB1L163 Homo sapiens (Human)NA NA 0.78 0.98 0.90 1.24 NA NA 0.92 0.89 0.96 NA NA NA 0.73 1.13 1.09 1.11 1.06 0.95 1.09

NA 0.82 NA NA NA NA 0.94 NA NA NA NA 0.91 NA NA NA NA 1.21 NA NA NA NA 1.56 NA NA NA NA Q14956 GPNMB_HUMANreviewed Transmembrane glycoprotein NMB (Transmembrane glycoprotein HGFIN)GPNMB HGFIN NMB UNQ1725/PRO9925572 Homo sapiens (Human)NA NA 0.74 1.75 0.58 0.85 NA NA 1.32 1.21 2.99 NA NA NA 1.36 0.74 0.61 0.82 0.94 0.91 1.56

NA 0.83 NA NA NA NA 0.59 NA NA NA NA 0.75 NA NA NA NA 0.72 NA NA NA NA 0.57 NA NA NA NA Q16864 VATF_HUMAN reviewed V-type proton ATPase subunit F (V-ATPase subunit F) (V-ATPase 14 kDa subunit) (Vacuolar proton pump subunit F)ATP6V1F ATP6S14 VATF 119 Homo sapiens (Human)NA NA 0.63 2.93 1.12 0.78 NA NA 0.72 0.72 0.70 NA NA NA 0.58 0.61 0.68 0.83 0.59 0.75 0.57

NA 0.66 NA NA NA NA 1.15 NA NA NA NA 0.90 NA NA NA NA 0.74 NA NA NA NA 0.49 NA NA NA NA Q8N3R9 MPP5_HUMANreviewed MAGUK p55 subfamily member 5MPP5 675 Homo sapiens (Human)NA NA 1.32 0.96 1.28 0.73 NA NA 1.29 0.74 1.07 NA NA NA 0.93 1.20 1.12 0.66 1.15 0.90 0.49

NA 1.01 NA NA NA NA 0.96 NA NA NA NA 1.27 NA NA NA NA 0.94 NA NA NA NA 1.36 NA NA NA NA Q96PY5 FMNL2_HUMANreviewed Formin-like protein 2 (Formin homology 2 domain-containing protein 2)FMNL2 FHOD2 KIAA19021086 Homo sapiens (Human)NA NA 0.83 1.47 0.79 1.06 NA NA 1.34 0.94 1.24 NA NA NA 1.50 0.91 0.96 1.01 0.96 1.27 1.36

NA 0.93 NA NA NA NA 1.00 NA NA NA NA 1.04 NA NA NA NA 1.00 NA NA NA NA 0.95 NA NA NA NA Q9Y5K8 VATD_HUMAN reviewed V-type proton ATPase subunit D (V-ATPase subunit D) (V-ATPase 28 kDa accessory protein) (Vacuolar proton pump subunit D)ATP6V1D ATP6M VATD 247 Homo sapiens (Human)NA NA 1.46 1.30 1.15 1.00 NA NA 1.24 1.00 1.38 NA NA NA 1.26 0.80 0.73 0.93 1.00 1.04 0.95

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA O43324 MCA3_HUMANreviewed Eukaryotic translation elongation factor 1 epsilon-1 (Aminoacyl tRNA synthetase complex-interacting multifunctional protein 3) (Elongation factor p18) (Multisynthase complex auxiliary component p18)EEF1E1 AIMP3 P18 174 Homo sapiens (Human) 0.83 1.40 1.00 2.05 NA NA 0.99 0.84 0.93 NA 1.00 1.00 0.72 1.33 0.99 0.88 1.13 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA O60763 USO1_HUMAN reviewed General vesicular transport factor p115 (Protein USO1 homolog) (Transcytosis-associated protein) (TAP) (Vesicle-docking protein)USO1 VDP 962 Homo sapiens (Human) 0.77 0.82 0.95 1.13 NA NA 1.32 1.47 0.85 NA 1.01 1.54 0.98 1.82 1.32 1.28 1.06 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P05154 IPSP_HUMAN reviewed Plasma serine protease inhibitor (Acrosomal serine protease inhibitor) (Plasminogen activator inhibitor 3) (PAI-3) (PAI3) (Protein C inhibitor) (PCI) (Serpin A5)SERPINA5 PCI PLANH3 PROCI406 Homo sapiens (Human) 0.89 0.91 1.08 0.56 NA NA 1.48 1.19 1.42 NA 1.83 1.31 0.99 0.99 1.23 1.04 1.07 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P09497 CLCB_HUMAN reviewed Clathrin light chain B (Lcb)CLTB 229 Homo sapiens (Human) 0.97 1.17 0.92 1.53 NA NA 0.81 0.90 0.69 NA 0.72 1.06 1.16 1.04 0.81 1.10 1.39 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P13498 CY24A_HUMANreviewed Cytochrome b-245 light chain (Cytochrome b(558) alpha chain) (Cytochrome b558 subunit alpha) (Neutrophil cytochrome b 22 kDa polypeptide) (Superoxide-generating NADPH oxidase light chain subunit) (p22 phagocyte B-cytochrome) (p22-phox) (p22phox)CYBA 195 Homo sapiens (Human) 0.64 0.80 0.65 0.75 NA NA 1.48 2.75 1.78 NA 0.85 1.30 0.80 0.85 1.79 0.78 1.51 NA NA NA NA

0.78 6.77 0.06 7.68 0.88 51.96 0.89 0.36 1.54 0.58 1.37 1.07 0.63 1.70 0.63 1.83 0.79 0.41 2.62 0.30 2.07 0.85 0.54 2.55 0.33 2.17 P20160 CAP7_HUMAN reviewed Azurocidin (Cationic antimicrobial protein CAP37) (Heparin-binding protein) (HBP)AZU1 251 Homo sapiens (Human) 0.15 0.18 NA NA 0.88 0.43 0.23 0.26 NA 0.79 NA 0.51 0.24 0.66 NA NA NA 6.77 0.89 1.07 0.85

NA 1.20 NA NA NA NA 0.65 NA NA NA NA 0.92 NA NA NA NA 1.03 NA NA NA NA 1.36 NA NA NA NA P20645 MPRD_HUMANreviewed Cation-dependent mannose-6-phosphate receptor (CD Man-6-P receptor) (CD-MPR) (46 kDa mannose 6-phosphate receptor) (MPR 46)M6PR MPR46 MPRD 277 Homo sapiens (Human) 0.84 1.29 NA NA 0.94 0.73 0.90 1.00 NA 1.03 NA 0.93 0.83 1.27 NA NA NA 1.20 0.65 0.92 1.36

7.33 0.77 0.58 77.60 0.01 59.39 1.08 0.71 7.52 0.14 8.13 0.96 0.78 3.99 0.24 3.84 1.31 0.58 88.51 0.01 115.98 1.16 0.40 4.03 0.29 4.69 P21964 COMT_HUMANreviewed Catechol O-methyltransferase (EC 2.1.1.6)COMT 271 Homo sapiens (Human) 1.07 0.69 NA NA 0.88 1.19 0.71 1.09 NA 1.31 NA 1.09 1.02 0.80 NA NA NA 0.77 1.08 0.96 1.16

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P30530 UFO_HUMAN reviewed Tyrosine-protein kinase receptor UFO (EC 2.7.10.1) (AXL oncogene)AXL UFO 894 Homo sapiens (Human) 1.42 0.80 1.39 0.73 NA NA 1.69 1.36 1.76 NA 2.03 1.29 0.80 1.68 1.72 1.00 1.02 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P49757 NUMB_HUMANreviewed Protein numb homolog (h-Numb) (Protein S171)NUMB 651 Homo sapiens (Human) 1.48 1.25 2.88 1.22 NA NA 1.01 0.82 1.07 NA 0.79 0.73 0.65 0.89 0.86 1.07 1.04 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P54709 AT1B3_HUMANreviewed Sodium/potassium-transporting ATPase subunit beta-3 (Sodium/potassium-dependent ATPase subunit beta-3) (ATPB-3) (CD antigen CD298)ATP1B3 279 Homo sapiens (Human) 0.75 1.36 1.07 0.80 NA NA 0.90 1.04 1.48 NA 1.55 0.83 0.67 0.86 1.16 1.01 1.76 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P55957 BID_HUMAN reviewed BH3-interacting domain death agonist (p22 BID) (BID) [Cleaved into: BH3-interacting domain death agonist p15 (p15 BID); BH3-interacting domain death agonist p13 (p13 BID); BH3-interacting domain death agonist p11 (p11 BID)]BID 195 Homo sapiens (Human) 1.35 0.83 0.94 0.96 NA NA 1.30 1.18 0.90 NA 0.98 0.97 1.12 1.20 1.11 0.86 0.94 NA NA NA NA

NA 1.40 NA NA NA NA 1.05 NA NA NA NA 1.38 NA NA NA NA 1.01 NA NA NA NA 0.78 NA NA NA NA P62993 GRB2_HUMAN reviewed Growth factor receptor-bound protein 2 (Adapter protein GRB2) (Protein Ash) (SH2/SH3 adapter GRB2)GRB2 ASH 217 Homo sapiens (Human) 1.10 1.31 NA NA 1.16 0.84 1.24 1.04 NA 1.01 NA 1.07 1.14 1.09 NA NA NA 1.40 1.05 1.38 0.78

3.98 1.55 0.15 3.78 0.41 5.86 1.03 0.84 3.78 0.27 3.89 1.00 1.00 22.13 0.05 22.15 1.08 0.60 3.78 0.29 4.08 1.23 0.39 6.49 0.19 8.00 Q01432 AMPD3_HUMANreviewed AMP deaminase 3 (EC 3.5.4.6) (AMP deaminase isoform E) (Erythrocyte AMP deaminase)AMPD3 767 Homo sapiens (Human) 1.57 0.40 NA NA 1.19 1.04 0.78 0.60 NA 1.08 NA 0.65 0.85 0.95 NA NA NA 1.55 1.03 1.00 1.23

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q12765 SCRN1_HUMANreviewed Secernin-1 SCRN1 KIAA0193 414 Homo sapiens (Human) 1.05 0.82 1.78 1.27 NA NA 1.05 1.17 0.98 NA 1.20 1.06 1.10 1.24 0.87 0.99 1.03 NA NA NA NA

6.72 1.01 0.91 3.64 0.28 3.69 1.45 0.17 3.65 0.40 5.28 1.04 0.79 3.63 0.28 3.76 1.23 0.38 6.09 0.20 7.52 0.85 0.54 9.98 0.09 8.50 Q13191 CBLB_HUMAN reviewed E3 ubiquitin-protein ligase CBL-B (EC 6.3.2.-) (Casitas B-lineage lymphoma proto-oncogene b) (RING finger protein 56) (SH3-binding protein CBL-B) (Signal transduction protein CBL-B)CBLB RNF56 Nbla00127 982 Homo sapiens (Human) 1.36 0.90 NA NA 1.15 0.96 1.10 0.97 NA 1.23 NA 0.98 1.16 1.10 NA NA NA 1.01 1.45 1.04 0.85

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q14699 RFTN1_HUMANreviewed Raftlin (Cell migration-inducing gene 2 protein) (Raft-linking protein)RFTN1 KIAA0084 MIG2 578 Homo sapiens (Human) 1.19 1.23 0.83 0.81 NA NA 1.30 1.31 1.10 NA 1.28 1.33 1.20 1.23 2.16 0.81 0.93 NA NA NA NA

NA 0.84 NA NA NA NA 1.14 NA NA NA NA 1.11 NA NA NA NA 0.93 NA NA NA NA 1.25 NA NA NA NA Q15056 IF4H_HUMAN reviewed Eukaryotic translation initiation factor 4H (eIF-4H) (Williams-Beuren syndrome chromosomal region 1 protein)EIF4H KIAA0038 WBSCR1 WSCR1248 Homo sapiens (Human) 1.44 1.08 NA NA 1.22 1.24 1.07 0.82 NA 0.93 NA 0.75 1.23 0.80 NA NA NA 0.84 1.14 1.11 1.25

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q15436 SC23A_HUMANreviewed Protein transport protein Sec23A (SEC23-related protein A)SEC23A 765 Homo sapiens (Human) 0.72 0.74 0.73 0.84 NA NA 1.01 0.47 0.66 NA 0.78 0.84 0.92 0.49 0.87 0.73 1.07 NA NA NA NA

7.29 0.78 0.37 8.50 0.09 6.59 1.05 0.75 4.00 0.26 4.19 0.93 0.62 3.93 0.24 3.66 1.04 0.83 5.78 0.18 6.01 1.22 0.32 3.98 0.31 4.85 Q15437 SC23B_HUMANreviewed Protein transport protein Sec23B (SEC23-related protein B)SEC23B 767 Homo sapiens (Human) 0.81 0.89 NA NA 0.76 1.54 0.70 1.21 NA 1.04 NA 1.09 1.34 0.87 NA NA NA 0.78 1.05 0.93 1.22

NA 0.92 NA NA NA NA 1.08 NA NA NA NA 1.04 NA NA NA NA 1.80 NA NA NA NA 0.85 NA NA NA NA Q5T0Z8 CF132_HUMANreviewed Uncharacterized protein C6orf132C6orf132 1188 Homo sapiens (Human) 1.31 1.49 NA NA 1.42 0.86 0.71 0.67 NA 1.80 NA 0.66 0.54 0.83 NA NA NA 0.92 1.08 1.04 0.85

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q5T1M5 FKB15_HUMANreviewed FK506-binding protein 15 (FKBP-15) (133 kDa FK506-binding protein) (133 kDa FKBP) (FKBP-133) (WASP and FKBP-like) (WAFL)FKBP15 KIAA0674 1219 Homo sapiens (Human) 0.97 0.96 1.24 1.48 NA NA 0.75 0.86 1.30 NA 2.47 0.89 1.27 0.74 1.16 0.97 0.89 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q6IBS0 TWF2_HUMAN reviewed Twinfilin-2 (A6-related protein) (hA6RP) (Protein tyrosine kinase 9-like) (Twinfilin-1-like protein)TWF2 PTK9L MSTP011 349 Homo sapiens (Human) 0.91 0.67 1.18 0.87 NA NA 1.01 1.25 1.62 NA 1.95 0.99 1.11 1.16 1.23 1.13 1.08 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q71UM5 RS27L_HUMANreviewed 40S ribosomal protein S27-likeRPS27L 84 Homo sapiens (Human) 0.67 0.87 1.05 1.67 NA NA 0.93 1.28 1.59 NA 1.09 1.18 0.93 1.74 1.10 0.96 1.02 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q86X10 RLGPB_HUMANreviewed Ral GTPase-activating protein subunit beta (p170)RALGAPB KIAA1219 1494 Homo sapiens (Human) 1.49 1.18 1.14 1.02 NA NA 1.01 0.97 0.93 NA 0.71 0.92 1.14 1.05 0.72 1.10 1.20 NA NA NA NA

3.89 1.31 0.22 3.56 0.37 4.68 1.11 0.49 3.56 0.31 3.95 0.86 0.43 4.67 0.18 4.01 1.05 0.74 4.86 0.22 5.12 1.03 0.84 3.57 0.29 3.66 Q8IYJ3 SYTL1_HUMAN reviewed Synaptotagmin-like protein 1 (Exophilin-7) (Protein JFC1)SYTL1 SLP1 SB146 562 Homo sapiens (Human) 1.24 1.39 NA NA 1.16 1.09 0.77 1.05 NA 1.05 NA 1.02 1.54 1.15 NA NA NA 1.31 1.11 0.86 1.03

1255.92 0.51 0.16 9.66 0.05 4.91 1.11 0.64 7.97 0.14 8.85 0.72 0.60 301.53 0.00 217.87 1.09 0.74 14.04 0.08 15.38 0.85 0.74 103.56 0.01 88.38 Q8NDW8 TT21A_HUMANreviewed Tetratricopeptide repeat protein 21A (TPR repeat protein 21A) (Stress-inducible protein 2)TTC21A STI2 1320 Homo sapiens (Human) 1.53 1.59 NA NA 1.14 1.91 1.00 0.86 NA 1.09 NA 0.64 0.55 0.66 NA NA NA 0.51 1.11 0.72 0.85

NA 0.71 NA NA NA NA 0.96 NA NA NA NA 2.02 NA NA NA NA 1.44 NA NA NA NA 1.03 NA NA NA NA Q96RF0 SNX18_HUMANreviewed Sorting nexin-18 (SH3 and PX domain-containing protein 3B) (Sorting nexin-associated Golgi protein 1)SNX18 SH3PXD3B SNAG1 628 Homo sapiens (Human) 1.57 2.14 NA NA 0.76 1.13 1.22 0.73 NA 1.44 NA 1.02 0.80 0.99 NA NA NA 0.71 0.96 2.02 1.03

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q99795 GPA33_HUMANreviewed Cell surface A33 antigen (Glycoprotein A33)GPA33 319 Homo sapiens (Human) 0.63 0.86 1.11 0.64 NA NA 1.15 1.28 1.21 NA 0.64 0.60 0.83 0.91 1.32 1.33 0.76 NA NA NA NA

3.86 0.93 0.90 387.90 0.00 359.57 0.95 0.72 3.60 0.26 3.43 0.90 0.77 29.94 0.03 27.04 0.97 0.92 24.67 0.04 23.87 1.14 0.41 3.60 0.32 4.12 Q9BRF8 CPPED_HUMANreviewed Calcineurin-like phosphoesterase domain-containing protein 1 (EC 3.1.-.-) (Complete S-transactivated protein 1)CPPED1 CSTP1 314 Homo sapiens (Human) 0.94 0.60 NA NA 1.02 1.07 0.91 1.13 NA 0.97 NA 0.74 1.41 0.94 NA NA NA 0.93 0.95 0.90 1.14

NA 0.75 NA NA NA NA 0.90 NA NA NA NA 0.47 NA NA NA NA 0.76 NA NA NA NA 0.86 NA NA NA NA Q9BS40 LXN_HUMAN reviewed Latexin (Endogenous carboxypeptidase inhibitor) (ECI) (Protein MUM) (Tissue carboxypeptidase inhibitor) (TCI)LXN 222 Homo sapiens (Human) 1.42 0.72 NA NA 0.58 1.12 0.85 1.81 NA 0.76 NA 0.82 1.26 0.87 NA NA NA 0.75 0.90 0.47 0.86

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9H008 LHPP_HUMAN reviewed Phospholysine phosphohistidine inorganic pyrophosphate phosphatase (hLHPP) (EC 3.1.3.-) (EC 3.6.1.1)LHPP 270 Homo sapiens (Human) 1.08 1.13 1.41 1.14 NA NA 1.00 0.95 0.66 NA 1.10 1.08 0.93 0.93 1.06 1.08 1.26 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9H299 SH3L3_HUMANreviewed SH3 domain-binding glutamic acid-rich-like protein 3 (SH3 domain-binding protein 1) (SH3BP-1)SH3BGRL3 P1725 93 Homo sapiens (Human) 1.12 1.34 1.25 0.55 NA NA 1.37 1.30 0.88 NA 2.29 0.92 0.94 1.06 1.18 0.64 0.71 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9HCY8 S10AE_HUMANreviewed Protein S100-A14 (S100 calcium-binding protein A14) (S114)S100A14 S100A15 104 Homo sapiens (Human) 0.95 0.98 1.05 0.76 NA NA 0.85 0.79 1.10 NA 0.89 0.90 1.15 1.07 0.88 1.11 1.15 NA NA NA NA

NA 0.42 NA NA NA NA 0.97 NA NA NA NA 0.99 NA NA NA NA 0.61 NA NA NA NA 0.70 NA NA NA NA Q9UQN3 CHM2B_HUMANreviewed Charged multivesicular body protein 2b (CHMP2.5) (Chromatin-modifying protein 2b) (CHMP2b) (Vacuolar protein sorting-associated protein 2-2) (Vps2-2) (hVps2-2)CHMP2B CGI-84 213 Homo sapiens (Human) 1.99 1.24 NA NA 0.91 0.66 1.09 0.60 NA 0.61 NA 0.67 0.82 1.03 NA NA NA 0.42 0.97 0.99 0.70

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9Y287 ITM2B_HUMANreviewed Integral membrane protein 2B (Immature BRI2) (imBRI2) (Protein E25B) (Transmembrane protein BRI) (Bri) [Cleaved into: BRI2, membrane form (Mature BRI2) (mBRI2); BRI2 intracellular domain (BRI2 ICD); BRI2C, soluble form; Bri23 peptide (Bri2-23) (ABri23) (C-terminal peptide) (P23 peptide)]ITM2B BRI BRI2 266 Homo sapiens (Human) 0.91 1.47 1.71 1.06 NA NA 1.28 0.87 0.80 NA 0.60 1.15 0.98 1.06 1.26 1.20 0.92 NA NA NA NA

NA 1.09 NA NA NA NA 1.86 NA NA NA NA 0.54 NA NA NA NA 0.88 NA NA NA NA 0.61 NA NA NA NA Q9Y570 PPME1_HUMANreviewed Protein phosphatase methylesterase 1 (PME-1) (EC 3.1.1.89)PPME1 PME1 PP2593 PRO0750386 Homo sapiens (Human) 1.38 0.48 NA NA 1.14 0.82 1.30 1.52 NA 0.88 NA 1.51 1.02 1.15 NA NA NA 1.09 1.86 0.54 0.61

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9Y5L0 TNPO3_HUMANreviewed Transportin-3 (Importin-12) (Imp12) (Transportin-SR) (TRN-SR)TNPO3 IPO12 923 Homo sapiens (Human) 1.06 0.93 0.75 1.43 NA NA 0.94 0.99 0.76 NA 0.73 0.93 0.95 1.30 1.15 0.92 1.17 NA NA NA NA

NA 0.91 NA NA NA NA 0.85 NA NA NA NA 1.07 NA NA NA NA 1.12 NA NA NA NA 1.12 NA NA NA NA O15371 EIF3D_HUMAN reviewed Eukaryotic translation initiation factor 3 subunit D (eIF3d) (Eukaryotic translation initiation factor 3 subunit 7) (eIF-3-zeta) (eIF3 p66)EIF3D EIF3S7 548 Homo sapiens (Human)NA NA 1.09 1.64 1.88 2.00 NA NA 1.08 1.12 1.05 NA NA NA 1.00 0.82 0.87 0.91 0.85 1.07 1.12

NA 1.08 NA NA NA NA 0.85 NA NA NA NA 0.92 NA NA NA NA 0.93 NA NA NA NA 1.04 NA NA NA NA P09493 TPM1_HUMAN reviewed Tropomyosin alpha-1 chain (Alpha-tropomyosin) (Tropomyosin-1)TPM1 C15orf13 TMSA 284 Homo sapiens (Human)NA NA 1.32 1.15 1.51 1.49 NA NA 0.89 0.93 1.06 NA NA NA 0.74 1.08 1.14 1.08 0.85 0.92 1.04

NA 1.76 NA NA NA NA 0.56 NA NA NA NA 0.96 NA NA NA NA 0.90 NA NA NA NA 0.56 NA NA NA NA P63162 RSMN_HUMANreviewed Small nuclear ribonucleoprotein-associated protein N (snRNP-N) (Sm protein D) (Sm-D) (Sm protein N) (Sm-N) (SmN) (Tissue-specific-splicing protein)SNRPN HCERN3 SMN 240 Homo sapiens (Human)NA NA 1.41 1.32 1.65 0.60 NA NA 0.99 0.90 1.25 NA NA NA 1.26 1.10 1.19 1.76 0.56 0.96 0.56

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P00492 HPRT_HUMAN reviewed Hypoxanthine-guanine phosphoribosyltransferase (HGPRT) (HGPRTase) (EC 2.4.2.8)HPRT1 HPRT 218 Homo sapiens (Human) 1.28 0.80 0.62 0.76 NA NA 1.04 0.90 0.73 NA 0.47 0.87 1.00 0.84 0.49 0.91 0.88 NA NA NA NA

NA 1.12 NA NA NA NA 1.07 NA NA NA NA 1.22 NA NA NA NA 1.37 NA NA NA NA 1.29 NA NA NA NA P57764 GSDMD_HUMANreviewed Gasdermin-D (Gasdermin domain-containing protein 1)GSDMD DFNA5L GSDMDC1 FKSG10484 Homo sapiens (Human) 1.02 0.93 NA NA 0.71 1.00 1.28 1.24 NA 1.37 NA 1.03 0.94 1.37 NA NA NA 1.12 1.07 1.22 1.29

NA 1.00 NA NA NA NA 0.68 NA NA NA NA 0.68 NA NA NA NA 0.70 NA NA NA NA 0.88 NA NA NA NA P61201 CSN2_HUMAN reviewed COP9 signalosome complex subunit 2 (SGN2) (Signalosome subunit 2) (Alien homolog) (JAB1-containing signalosome subunit 2) (Thyroid receptor-interacting protein 15) (TR-interacting protein 15) (TRIP-15)COPS2 CSN2 TRIP15 443 Homo sapiens (Human) 0.94 0.87 NA NA 1.11 1.16 0.86 1.03 NA 0.70 NA 1.34 1.26 1.11 NA NA NA 1.00 0.68 0.68 0.88

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q5SXH7 PKHS1_HUMANreviewed Pleckstrin homology domain-containing family S member 1 (PH domain-containing family S member 1) (Epididymis luminal protein 185) (hEL185)PLEKHS1 C10orf81 462 Homo sapiens (Human) 1.16 1.10 0.92 0.92 NA NA 0.76 1.00 0.90 NA 0.60 1.05 1.07 0.85 0.66 1.20 1.89 NA NA NA NA

18.31 1.30 0.24 3.74 0.35 4.87 1.22 0.31 3.70 0.33 4.50 1.19 0.35 3.73 0.32 4.42 0.95 0.72 3.76 0.25 3.58 1.03 0.84 3.72 0.28 3.82 Q6P5S2 CF058_HUMANreviewed UPF0762 protein C6orf58C6orf58 330 Homo sapiens (Human) 0.51 1.04 NA NA 1.28 0.71 0.63 0.86 NA 0.95 NA 0.53 2.74 0.65 NA NA NA 1.30 1.22 1.19 1.03

6.24 1.10 0.78 30.26 0.04 33.29 0.79 0.26 3.74 0.21 2.95 1.06 0.73 5.54 0.19 5.90 1.24 0.31 4.23 0.29 5.23 1.00 0.99 27.51 0.04 27.63 Q7L9L4 MOB1B_HUMANreviewed MOB kinase activator 1B (Mob1 homolog 1A) (Mob1A) (Mob1B) (Mps one binder kinase activator-like 1A)MOB1B MOB4A MOBKL1A216 Homo sapiens (Human) 1.72 0.61 NA NA 1.40 1.04 0.92 1.04 NA 1.24 NA 1.18 1.34 1.18 NA NA NA 1.10 0.79 1.06 1.00

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q96JH7 VCIP1_HUMAN reviewed Deubiquitinating protein VCIP135 (EC 3.4.19.12) (Valosin-containing protein p97/p47 complex-interacting protein 1) (Valosin-containing protein p97/p47 complex-interacting protein p135) (VCP/p47 complex-interacting 135-kDa protein)VCPIP1 KIAA1850 VCIP1351222 Homo sapiens (Human) 0.85 0.86 0.95 0.93 NA NA 0.99 1.26 1.02 NA 1.64 1.21 1.16 1.12 1.23 0.68 1.01 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q8IZC4 RTKN2_HUMANreviewed Rhotekin-2 (Pleckstrin homology domain-containing family K member 1) (PH domain-containing family K member 1)RTKN2 PLEKHK1 609 Homo sapiens (Human) 2.07 0.81 NA NA 1.23 NA 1.16 1.08 1.08 0.86 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q93008 USP9X_HUMANreviewed Probable ubiquitin carboxyl-terminal hydrolase FAF-X (EC 3.4.19.12) (Deubiquitinating enzyme FAF-X) (Fat facets in mammals) (hFAM) (Fat facets protein-related, X-linked) (Ubiquitin thioesterase FAF-X) (Ubiquitin-specific protease 9, X chromosome) (Ubiquitin-specific-processing protease FAF-X)USP9X DFFRX FAM USP92570 Homo sapiens (Human) 0.86 1.09 NA NA 1.04 NA 1.24 1.25 1.08 1.00 NA NA NA NA

5.43 0.82 0.37 5.45 0.15 4.44 1.13 0.69 19.99 0.06 22.67 1.18 0.48 7.09 0.17 8.36 0.79 0.70 356.90 0.00 281.01 0.82 0.38 5.49 0.15 4.50 P18135 KV312_HUMANreviewed Ig kappa chain V-III region HAH 129 Homo sapiens (Human)NA NA NA NA 0.53 0.99 NA NA NA 0.79 NA NA NA NA NA NA NA 0.82 1.13 1.18 0.82

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q8IWL1 SFPA2_HUMANreviewed Pulmonary surfactant-associated protein A2 (PSP-A) (PSPA) (SP-A) (SP-A2) (35 kDa pulmonary surfactant-associated protein) (Alveolar proteinosis protein) (Collectin-5)SFTPA2 COLEC5 PSAP SFTP1 SFTPA SFTPA2B248 Homo sapiens (Human) 0.76 0.86 NA NA NA NA 1.23 1.28 NA NA NA 0.98 1.35 2.02 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P04259 K2C6B_HUMANreviewed Keratin, type II cytoskeletal 6B (Cytokeratin-6B) (CK-6B) (Keratin-6B) (K6B) (Type-II keratin Kb10)KRT6B K6B KRTL1 564 Homo sapiens (Human)NA NA 0.69 0.47 NA NA NA NA 3.60 NA 2.05 NA NA NA 1.47 0.71 0.95 NA NA NA NA

14.87 1.13 0.85 813.81 0.00 921.83 1.04 0.75 3.55 0.29 3.71 0.93 0.82 20.28 0.05 18.91 1.16 0.49 6.12 0.19 7.10 1.06 0.64 3.57 0.30 3.80 P68363 TBA1B_HUMANreviewed Tubulin alpha-1B chain (Alpha-tubulin ubiquitous) (Tubulin K-alpha-1) (Tubulin alpha-ubiquitous chain)TUBA1B 451 Homo sapiens (Human)NA NA NA NA 0.88 1.54 NA NA NA 1.16 NA NA NA NA NA NA NA 1.13 1.04 0.93 1.06

15.78 1.65 0.33 38.36 0.04 63.34 0.97 0.83 3.72 0.26 3.61 0.71 0.23 5.47 0.13 3.87 1.57 0.54 640.63 0.00 1008.22 0.91 0.54 3.87 0.23 3.52 Q6PEY2 TBA3E_HUMANreviewed Tubulin alpha-3E chain (Alpha-tubulin 3E)TUBA3E 450 Homo sapiens (Human)NA NA NA NA 0.84 0.89 NA NA NA 1.57 NA NA NA NA NA NA NA 1.65 0.97 0.71 0.91

1416.33 1.04 0.82 6.26 0.17 6.53 0.95 0.71 3.99 0.24 3.78 1.13 0.61 9.20 0.12 10.41 0.84 0.35 3.96 0.21 3.31 0.82 0.31 4.00 0.20 3.26 P0CG39 POTEJ_HUMANreviewed POTE ankyrin domain family member JPOTEJ 1038 Homo sapiens (Human)NA NA NA NA 1.91 1.96 NA NA NA 0.84 NA NA NA NA NA NA NA 1.04 0.95 1.13 0.82

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P0CG48 UBC_HUMAN reviewed Polyubiquitin-C [Cleaved into: Ubiquitin]UBC 685 Homo sapiens (Human)NA NA 2.18 1.10 NA NA NA NA 0.95 NA 0.90 NA NA NA 0.74 1.09 0.75 NA NA NA NA

1230.78 7.15 0.03 3.51 2.04 25.12 0.48 0.09 3.51 0.14 1.70 0.78 0.39 9.75 0.08 7.58 0.68 0.16 3.64 0.19 2.46 1.40 0.18 3.51 0.40 4.92 O60814 H2B1K_HUMANreviewed Histone H2B type 1-K (H2B K) (HIRA-interacting protein 1)HIST1H2BK H2BFT HIRIP1 126 Homo sapiens (Human)NA NA NA NA 1.81 0.13 NA NA NA 0.68 NA NA NA NA NA NA NA 7.15 0.48 0.78 1.40

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P10316 1A69_HUMAN reviewed HLA class I histocompatibility antigen, A-69 alpha chain (Aw-69) (HLA class I histocompatibility antigen, A-28 alpha chain) (MHC class I antigen A*69)HLA-A HLAA 365 Homo sapiens (Human) 0.42 1.45 NA NA NA NA 0.73 2.53 NA NA NA 1.22 1.21 0.72 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P04439 1A03_HUMAN reviewed HLA class I histocompatibility antigen, A-3 alpha chain (MHC class I antigen A*3)HLA-A HLAA 365 Homo sapiens (Human) 0.54 0.43 NA NA NA NA 1.61 1.78 NA NA NA 1.02 1.16 1.36 NA NA NA NA NA NA NA

1.25 1.02 0.82 1.18 0.86 1.20 1.04 0.50 1.14 0.91 1.19 1.11 0.15 1.16 0.95 1.29 1.09 0.31 1.20 0.91 1.30 1.47 0.00 1.19 1.23 1.75 P68104 EF1A1_HUMANreviewed Elongation factor 1-alpha 1 (EF-1-alpha-1) (Elongation factor Tu) (EF-Tu) (Eukaryotic elongation factor 1 A-1) (eEF1A-1) (Leukocyte receptor cluster member 7)EEF1A1 EEF1A EF1A LENG7462 Homo sapiens (Human)NA NA NA NA 0.79 1.04 NA NA NA 1.09 NA NA NA NA NA NA NA 1.02 1.04 1.11 1.47

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P04222 1C03_HUMAN reviewed HLA class I histocompatibility antigen, Cw-3 alpha chain (MHC class I antigen Cw*3)HLA-C HLAC 366 Homo sapiens (Human) 0.92 0.79 NA NA NA NA 1.16 1.57 NA NA NA 1.09 0.88 1.28 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P20039 2B1B_HUMAN reviewed HLA class II histocompatibility antigen, DRB1-11 beta chain (DR-5) (DR5) (DRw11) (MHC class II antigen DRB1*11)HLA-DRB1 266 Homo sapiens (Human)NA NA 4.25 0.39 NA NA NA NA 0.70 NA 0.31 NA NA NA 0.36 0.73 5.31 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P01892 1A02_HUMAN reviewed HLA class I histocompatibility antigen, A-2 alpha chain (MHC class I antigen A*2)HLA-A HLAA 365 Homo sapiens (Human)NA NA 0.76 0.37 NA NA NA NA 1.82 NA 1.89 NA NA NA 2.13 0.65 0.89 NA NA NA NA

8.07 1.06 0.71 4.30 0.25 4.55 1.19 0.33 3.64 0.33 4.34 1.25 0.27 3.62 0.34 4.52 1.16 0.63 18.44 0.06 21.47 1.16 0.63 18.50 0.06 21.53 P04434 KV310_HUMANreviewed Ig kappa chain V-III region VH (Fragment) 116 Homo sapiens (Human)NA NA NA NA 0.57 1.21 NA NA NA 1.16 NA NA NA NA NA NA NA 1.06 1.19 1.25 1.16

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P30480 1B42_HUMAN reviewed HLA class I histocompatibility antigen, B-42 alpha chain (MHC class I antigen B*42)HLA-B HLAB 362 Homo sapiens (Human)NA NA 0.51 1.02 NA NA NA NA 0.88 NA 0.72 NA NA NA 2.70 0.97 1.77 NA NA NA NA

1881032.68 7.15 0.04 4.26 1.68 30.47 0.59 0.40 134.55 0.00 78.74 0.90 0.71 15.74 0.06 14.16 0.63 0.27 14.99 0.04 9.43 1.33 0.62 206.53 0.01 275.42 Q9BTM1 H2AJ_HUMAN reviewed Histone H2A.J (H2a/j)H2AFJ 129 Homo sapiens (Human)NA NA NA NA 1.88 0.59 NA NA NA 0.63 NA NA NA NA NA NA NA 7.15 0.59 0.90 1.33

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P30485 1B47_HUMAN reviewed HLA class I histocompatibility antigen, B-47 alpha chain (Bw-47) (MHC class I antigen B*47)HLA-B HLAB 362 Homo sapiens (Human)NA NA 0.75 0.62 NA NA NA NA 1.54 NA 1.93 NA NA NA 2.74 0.73 1.39 NA NA NA NA

22.72 0.92 0.74 10.40 0.09 9.59 1.35 0.21 3.56 0.38 4.79 1.17 0.42 4.74 0.25 5.55 0.98 0.89 3.55 0.28 3.49 0.87 0.40 3.58 0.24 3.12 Q9HAV0 GBB4_HUMAN reviewed Guanine nucleotide-binding protein subunit beta-4 (Transducin beta chain 4)GNB4 340 Homo sapiens (Human)NA NA NA NA 0.83 1.09 NA NA NA 0.98 NA NA NA NA NA NA NA 0.92 1.35 1.17 0.87

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q14240 IF4A2_HUMAN reviewed Eukaryotic initiation factor 4A-II (eIF-4A-II) (eIF4A-II) (EC 3.6.4.13) (ATP-dependent RNA helicase eIF4A-2)EIF4A2 DDX2B EIF4F 407 Homo sapiens (Human) 1.16 0.43 NA NA NA NA 1.05 1.40 NA NA NA 0.82 1.08 1.67 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA O43390 HNRPR_HUMANreviewed Heterogeneous nuclear ribonucleoprotein R (hnRNP R)HNRNPR HNRPR 633 Homo sapiens (Human)NA NA 0.85 1.43 NA NA NA NA 1.19 NA 1.64 NA NA NA 1.51 1.11 0.98 NA NA NA NA

20.21 1.56 0.48 196.66 0.01 305.91 0.73 0.20 3.59 0.20 2.63 1.36 0.20 3.58 0.38 4.88 1.07 0.60 3.56 0.30 3.83 1.04 0.92 61.16 0.02 63.76 P01615 KV202_HUMANreviewed Ig kappa chain V-II region FR 113 Homo sapiens (Human)NA NA NA NA 0.56 1.05 NA NA NA 1.07 NA NA NA NA NA NA NA 1.56 0.73 1.36 1.04

5.52 3.86 0.00 1.67 2.31 6.46 0.87 0.16 1.23 0.71 1.07 0.76 0.04 1.29 0.59 0.98 0.80 0.08 1.28 0.63 1.03 1.34 0.02 1.26 1.06 1.70 P14780 MMP9_HUMANreviewed Matrix metalloproteinase-9 (MMP-9) (EC 3.4.24.35) (92 kDa gelatinase) (92 kDa type IV collagenase) (Gelatinase B) (GELB) [Cleaved into: 67 kDa matrix metalloproteinase-9; 82 kDa matrix metalloproteinase-9]MMP9 CLG4B 707 Homo sapiens (Human)NA NA NA NA 1.93 0.47 NA NA NA 0.80 NA NA NA NA NA NA NA 3.86 0.87 0.76 1.34

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P62834 RAP1A_HUMANreviewed Ras-related protein Rap-1A (C21KG) (G-22K) (GTP-binding protein smg p21A) (Ras-related protein Krev-1)RAP1A KREV1 184 Homo sapiens (Human)NA NA 1.43 1.08 NA NA NA NA 1.09 NA 0.91 NA NA NA 1.02 1.21 1.19 NA NA NA NA

1.06 1.33 0.24 1.86 0.71 2.47 0.91 0.53 1.52 0.60 1.39 1.70 0.09 1.95 0.87 3.31 1.36 0.13 1.60 0.85 2.18 1.08 0.74 2.01 0.54 2.18 P16188 1A30_HUMAN reviewed HLA class I histocompatibility antigen, A-30 alpha chain (MHC class I antigen A*30)HLA-A HLAA 365 Homo sapiens (Human)NA NA NA NA 1.04 0.67 NA NA NA 1.36 NA NA NA NA NA NA NA 1.33 0.91 1.70 1.08

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P63010 AP2B1_HUMANreviewed AP-2 complex subunit beta (AP105B) (Adapter-related protein complex 2 subunit beta) (Adaptor protein complex AP-2 subunit beta) (Beta-2-adaptin) (Beta-adaptin) (Clathrin assembly protein complex 2 beta large chain) (Plasma membrane adaptor HA2/AP2 adaptin beta subunit)AP2B1 ADTB2 CLAPB1 937 Homo sapiens (Human)NA NA 1.43 1.05 NA NA NA NA 1.10 NA 1.13 NA NA NA 1.21 1.06 1.07 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P61204 ARF3_HUMAN reviewed ADP-ribosylation factor 3ARF3 181 Homo sapiens (Human) 1.30 1.16 NA NA NA NA 1.11 1.09 NA NA NA 0.93 1.06 0.93 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P83731 RL24_HUMAN reviewed 60S ribosomal protein L24 (60S ribosomal protein L30)RPL24 157 Homo sapiens (Human)NA NA 0.70 2.74 NA NA NA NA 0.89 NA 0.81 NA NA NA 0.69 1.08 0.96 NA NA NA NA

3.80 1.61 0.25 3.62 0.44 5.83 0.87 0.74 5.17 0.17 4.47 1.43 0.17 2.07 0.69 2.96 1.27 0.10 1.42 0.89 1.80 1.60 0.17 2.60 0.62 4.16 P30481 1B44_HUMAN reviewed HLA class I histocompatibility antigen, B-44 alpha chain (Bw-44) (MHC class I antigen B*44)HLA-B HLAB 362 Homo sapiens (Human)NA NA NA NA 0.60 1.45 NA NA NA 1.27 NA NA NA NA NA NA NA 1.61 0.87 1.43 1.60

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P04424 ARLY_HUMAN reviewed Argininosuccinate lyase (ASAL) (EC 4.3.2.1) (Arginosuccinase)ASL 464 Homo sapiens (Human) 1.45 0.95 NA NA NA NA 0.90 1.04 NA NA NA 1.00 1.24 0.87 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P05187 PPB1_HUMAN reviewed Alkaline phosphatase, placental type (EC 3.1.3.1) (Alkaline phosphatase Regan isozyme) (Placental alkaline phosphatase 1) (PLAP-1)ALPP PLAP 535 Homo sapiens (Human) 1.99 1.18 NA NA NA NA 1.07 0.64 NA NA NA 0.62 0.69 1.46 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P17844 DDX5_HUMAN reviewed Probable ATP-dependent RNA helicase DDX5 (EC 3.6.4.13) (DEAD box protein 5) (RNA helicase p68)DDX5 G17P1 HELR HLR1 614 Homo sapiens (Human) 0.89 0.48 NA NA NA NA 0.60 1.07 NA NA NA 0.88 1.13 0.72 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P55786 PSA_HUMAN reviewed Puromycin-sensitive aminopeptidase (PSA) (EC 3.4.11.14) (Cytosol alanyl aminopeptidase) (AAP-S)NPEPPS PSA 919 Homo sapiens (Human) 1.42 1.06 NA NA NA NA 0.88 0.95 NA NA NA 1.07 1.26 0.92 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q96S96 PEBP4_HUMANreviewed Phosphatidylethanolamine-binding protein 4 (PEBP-4) (hPEBP4) (Protein cousin-of-RKIP 1)PEBP4 CORK1 UNQ1933/PRO4408227 Homo sapiens (Human) 0.49 1.33 NA NA NA NA 1.65 0.84 NA NA NA 0.75 1.08 0.79 NA NA NA NA NA NA NA

13.75 4.51 0.03 3.34 1.35 15.08 0.77 0.21 1.69 0.45 1.29 0.81 0.07 1.27 0.64 1.03 0.83 0.16 1.39 0.59 1.15 1.02 0.88 1.54 0.66 1.58 P80511 S10AC_HUMANreviewed Protein S100-A12 (CGRP) (Calcium-binding protein in amniotic fluid 1) (CAAF1) (Calgranulin-C) (CAGC) (Extracellular newly identified RAGE-binding protein) (EN-RAGE) (Migration inhibitory factor-related protein 6) (MRP-6) (p6) (Neutrophil S100 protein) (S100 calcium-binding protein A12) [Cleaved into: Calcitermin]S100A12 92 Homo sapiens (Human)NA NA NA NA 1.07 0.81 NA NA NA 0.83 NA NA NA NA NA NA NA 4.51 0.77 0.81 1.02

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q01433 AMPD2_HUMANreviewed AMP deaminase 2 (EC 3.5.4.6) (AMP deaminase isoform L)AMPD2 879 Homo sapiens (Human)NA NA 0.90 1.57 NA NA NA NA 0.81 NA 1.58 NA NA NA 1.25 0.91 0.87 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q13555 KCC2G_HUMANreviewed Calcium/calmodulin-dependent protein kinase type II subunit gamma (CaM kinase II subunit gamma) (CaMK-II subunit gamma) (EC 2.7.11.17)CAMK2G CAMK CAMK-II CAMKG558 Homo sapiens (Human)NA NA 0.81 1.27 NA NA NA NA 0.80 NA 0.94 NA NA NA 1.30 0.76 1.02 NA NA NA NA

1.28 0.99 0.90 1.38 0.72 1.36 0.92 0.35 1.28 0.72 1.17 0.92 0.62 1.67 0.55 1.53 1.12 0.70 2.41 0.47 2.71 0.91 0.38 1.33 0.68 1.21 Q8WUD1 RAB2B_HUMANreviewed Ras-related protein Rab-2BRAB2B 216 Homo sapiens (Human)NA NA NA NA 1.14 1.01 NA NA NA 1.12 NA NA NA NA NA NA NA 0.99 0.92 0.92 0.91

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P06731 CEAM5_HUMANreviewed Carcinoembryonic antigen-related cell adhesion molecule 5 (Carcinoembryonic antigen) (CEA) (Meconium antigen 100) (CD antigen CD66e)CEACAM5 CEA 702 Homo sapiens (Human) 0.64 0.99 NA NA NA NA 0.87 1.31 NA NA NA 1.04 1.92 1.01 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P34932 HSP74_HUMANreviewed Heat shock 70 kDa protein 4 (HSP70RY) (Heat shock 70-related protein APG-2)HSPA4 APG2 840 Homo sapiens (Human) 1.38 0.78 NA NA NA NA 0.96 1.18 NA NA NA 1.11 1.38 1.10 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P46459 NSF_HUMAN reviewed Vesicle-fusing ATPase (EC 3.6.4.6) (N-ethylmaleimide-sensitive fusion protein) (NEM-sensitive fusion protein) (Vesicular-fusion protein NSF)NSF 744 Homo sapiens (Human) 0.92 0.93 NA NA NA NA 0.98 0.99 NA NA NA 1.21 1.04 0.94 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P50453 SPB9_HUMAN reviewed Serpin B9 (Cytoplasmic antiproteinase 3) (CAP-3) (CAP3) (Peptidase inhibitor 9) (PI-9)SERPINB9 PI9 376 Homo sapiens (Human) 1.05 0.69 NA NA NA NA 0.77 1.17 NA NA NA 1.10 1.06 1.18 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P63151 2ABA_HUMAN reviewed Serine/threonine-protein phosphatase 2A 55 kDa regulatory subunit B alpha isoform (PP2A subunit B isoform B55-alpha) (PP2A subunit B isoform PR55-alpha) (PP2A subunit B isoform R2-alpha) (PP2A subunit B isoform alpha)PPP2R2A 447 Homo sapiens (Human) 1.00 0.86 NA NA NA NA 0.91 0.93 NA NA NA 1.39 1.07 1.08 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q96PU5 NED4L_HUMANreviewed E3 ubiquitin-protein ligase NEDD4-like (EC 6.3.2.-) (NEDD4.2) (Nedd4-2)NEDD4L KIAA0439 NEDL3975 Homo sapiens (Human) 1.52 1.24 NA NA NA NA 1.15 0.79 NA NA NA 0.91 1.09 0.91 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q99879 H2B1M_HUMANreviewed Histone H2B type 1-M (Histone H2B.e) (H2B/e)HIST1H2BM H2BFE 126 Homo sapiens (Human) 0.27 0.88 NA NA NA NA 0.32 0.41 NA NA NA 0.48 0.28 0.40 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9BZZ2 SN_HUMAN reviewed Sialoadhesin (Sialic acid-binding Ig-like lectin 1) (Siglec-1) (CD antigen CD169)SIGLEC1 SN 1709 Homo sapiens (Human) 1.17 1.15 NA NA NA NA 1.51 1.34 NA NA NA 1.38 1.18 1.01 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9UQ52 CNTN6_HUMANreviewed Contactin-6 (Neural recognition molecule NB-3) (hNB-3)CNTN6 1028 Homo sapiens (Human) 0.91 0.97 NA NA NA NA 1.20 0.69 NA NA NA 1.02 0.79 1.15 NA NA NA NA NA NA NA

162.93 3.66 0.19 169.48 0.02 619.47 1.16 0.38 3.53 0.33 4.08 1.37 0.21 3.98 0.34 5.44 0.93 0.58 3.52 0.26 3.25 1.26 0.30 4.55 0.28 5.74 P17213 BPI_HUMAN reviewed Bactericidal permeability-increasing protein (BPI) (CAP 57)BPI 487 Homo sapiens (Human)NA NA NA NA 1.25 0.53 NA NA NA 0.93 NA NA NA NA NA NA NA 3.66 1.16 1.37 1.26

5.22 0.57 0.28 30.21 0.02 17.18 0.75 0.35 8.69 0.09 6.56 0.68 0.28 9.33 0.07 6.38 0.95 0.84 10.51 0.09 10.03 0.96 0.77 3.68 0.26 3.53 Q14161 GIT2_HUMAN reviewed ARF GTPase-activating protein GIT2 (ARF GAP GIT2) (Cool-interacting tyrosine-phosphorylated protein 2) (CAT-2) (CAT2) (G protein-coupled receptor kinase-interactor 2) (GRK-interacting protein 2)GIT2 KIAA0148 759 Homo sapiens (Human)NA NA NA NA 0.93 1.22 NA NA NA 0.95 NA NA NA NA NA NA NA 0.57 0.75 0.68 0.96

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q6P2Q9 PRP8_HUMAN reviewed Pre-mRNA-processing-splicing factor 8 (220 kDa U5 snRNP-specific protein) (PRP8 homolog) (Splicing factor Prp8) (p220)PRPF8 PRPC8 2335 Homo sapiens (Human)NA NA 1.18 1.34 NA NA NA NA 0.94 NA 1.05 NA NA NA 1.16 0.82 1.12 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q8N257 H2B3B_HUMANreviewed Histone H2B type 3-B (H2B type 12)HIST3H2BB 126 Homo sapiens (Human)NA NA 0.53 0.78 NA NA NA NA 0.36 NA 0.36 NA NA NA 0.46 0.29 0.31 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q92556 ELMO1_HUMANreviewed Engulfment and cell motility protein 1 (Protein ced-12 homolog)ELMO1 KIAA0281 727 Homo sapiens (Human)NA NA 1.27 1.15 NA NA NA NA 1.73 NA 1.76 NA NA NA 2.14 1.09 0.97 NA NA NA NA

556.84 0.95 0.73 3.69 0.26 3.52 0.85 0.35 3.66 0.23 3.10 0.92 0.56 3.70 0.25 3.40 0.97 0.82 3.65 0.27 3.55 1.03 0.83 3.69 0.28 3.79 Q9BS26 ERP44_HUMANreviewed Endoplasmic reticulum resident protein 44 (ER protein 44) (ERp44) (Thioredoxin domain-containing protein 4)ERP44 KIAA0573 TXNDC4 UNQ532/PRO1075406 Homo sapiens (Human)NA NA NA NA 1.10 1.55 NA NA NA 0.97 NA NA NA NA NA NA NA 0.95 0.85 0.92 1.03

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9BT78 CSN4_HUMAN reviewed COP9 signalosome complex subunit 4 (SGN4) (Signalosome subunit 4) (JAB1-containing signalosome subunit 4)COPS4 CSN4 406 Homo sapiens (Human)NA NA 1.03 0.89 NA NA NA NA 1.36 NA 1.35 NA NA NA 1.77 1.37 1.13 NA NA NA NA

1.24 1.37 0.05 1.36 1.00 1.86 1.07 0.44 1.27 0.84 1.35 1.18 0.11 1.26 0.94 1.49 1.13 0.59 1.89 0.60 2.13 1.05 0.55 1.28 0.82 1.35 Q9UBQ0 VPS29_HUMANreviewed Vacuolar protein sorting-associated protein 29 (hVPS29) (EC 3.1.3.3) (PEP11 homolog) (Vesicle protein sorting 29)VPS29 DC15 DC7 MDS007182 Homo sapiens (Human)NA NA NA NA 0.83 0.98 NA NA NA 1.13 NA NA NA NA NA NA NA 1.37 1.07 1.18 1.05

4.33 1.11 0.56 4.93 0.23 5.46 1.20 0.67 57.91 0.02 69.66 1.04 0.94 289.29 0.00 300.84 1.33 0.46 23.89 0.06 31.79 1.18 0.81 850.01 0.00 1002.73 Q9Y6D6 BIG1_HUMAN reviewed Brefeldin A-inhibited guanine nucleotide-exchange protein 1 (Brefeldin A-inhibited GEP 1) (ADP-ribosylation factor guanine nucleotide-exchange factor 1) (p200 ARF guanine nucleotide exchange factor) (p200 ARF-GEP1)ARFGEF1 ARFGEP1 BIG11849 Homo sapiens (Human)NA NA NA NA 1.18 1.05 NA NA NA 1.33 NA NA NA NA NA NA NA 1.11 1.20 1.04 1.18

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P05543 THBG_HUMAN reviewed Thyroxine-binding globulin (Serpin A7) (T4-binding globulin)SERPINA7 TBG 415 Homo sapiens (Human) 0.99 0.75 NA NA NA NA 2.06 1.01 NA NA NA 1.83 1.00 1.09 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P16989 YBOX3_HUMANreviewed Y-box-binding protein 3 (Cold shock domain-containing protein A) (DNA-binding protein A) (Single-strand DNA-binding protein NF-GMB)YBX3 CSDA DBPA 372 Homo sapiens (Human) 0.83 0.85 NA NA NA NA 0.96 1.16 NA NA NA 1.06 0.99 1.24 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P51858 HDGF_HUMAN reviewed Hepatoma-derived growth factor (HDGF) (High mobility group protein 1-like 2) (HMG-1L2)HDGF HMG1L2 240 Homo sapiens (Human) 1.03 1.18 NA NA NA NA 1.28 0.94 NA NA NA 1.01 0.81 0.95 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P62942 FKB1A_HUMANreviewed Peptidyl-prolyl cis-trans isomerase FKBP1A (PPIase FKBP1A) (EC 5.2.1.8) (12 kDa FK506-binding protein) (12 kDa FKBP) (FKBP-12) (Calstabin-1) (FK506-binding protein 1A) (FKBP-1A) (Immunophilin FKBP12) (Rotamase)FKBP1A FKBP1 FKBP12 108 Homo sapiens (Human) 1.45 1.09 NA NA NA NA 0.90 0.85 NA NA NA 0.64 1.08 0.91 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q01970 PLCB3_HUMANreviewed 1-phosphatidylinositol 4,5-bisphosphate phosphodiesterase beta-3 (EC 3.1.4.11) (Phosphoinositide phospholipase C-beta-3) (Phospholipase C-beta-3) (PLC-beta-3)PLCB3 1234 Homo sapiens (Human) 0.84 0.98 NA NA NA NA 1.02 1.23 NA NA NA 0.90 1.19 0.98 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q16695 H31T_HUMAN reviewed Histone H3.1t (H3/t) (H3t) (H3/g)HIST3H3 H3FT 136 Homo sapiens (Human) 0.17 0.60 NA NA NA NA 0.13 0.31 NA NA NA 0.26 0.29 0.25 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q96BM9 ARL8A_HUMANreviewed ADP-ribosylation factor-like protein 8A (ADP-ribosylation factor-like protein 10B) (Novel small G protein indispensable for equal chromosome segregation 2)ARL8A ARL10B GIE2 186 Homo sapiens (Human) 0.95 1.31 NA NA NA NA 0.86 0.96 NA NA NA 0.85 1.22 0.93 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9H0R4 HDHD2_HUMANreviewed Haloacid dehalogenase-like hydrolase domain-containing protein 2HDHD2 259 Homo sapiens (Human) 1.39 0.44 NA NA NA NA 1.05 1.11 NA NA NA 1.21 1.33 1.02 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9NQR4 NIT2_HUMAN reviewed Omega-amidase NIT2 (EC 3.5.1.3) (Nitrilase homolog 2)NIT2 CUA002 276 Homo sapiens (Human) 1.16 1.08 NA NA NA NA 1.13 1.07 NA NA NA 1.37 1.55 1.11 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9NQW7 XPP1_HUMAN reviewed Xaa-Pro aminopeptidase 1 (EC 3.4.11.9) (Aminoacylproline aminopeptidase) (Cytosolic aminopeptidase P) (Soluble aminopeptidase P) (sAmp) (X-Pro aminopeptidase 1) (X-prolyl aminopeptidase 1, soluble)XPNPEP1 XPNPEPL XPNPEPL1623 Homo sapiens (Human) 1.03 0.86 NA NA NA NA 1.05 1.15 NA NA NA 1.22 1.15 1.09 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9Y3C8 UFC1_HUMAN reviewed Ubiquitin-fold modifier-conjugating enzyme 1 (Ufm1-conjugating enzyme 1)UFC1 CGI-126 HSPC155 167 Homo sapiens (Human) 1.32 0.65 NA NA NA NA 0.79 1.41 NA NA NA 1.10 1.45 0.96 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA A4D1P6 WDR91_HUMANreviewed WD repeat-containing protein 91WDR91 HSPC049 747 Homo sapiens (Human)NA NA 1.28 1.91 NA NA NA NA 0.84 NA 1.03 NA NA NA 0.86 0.84 0.74 NA NA NA NA

4.01 1.31 0.24 3.96 0.33 5.21 0.82 0.31 3.95 0.21 3.23 0.95 0.73 4.02 0.24 3.83 0.98 0.93 16.68 0.06 16.27 0.85 0.59 16.29 0.05 13.78 O43175 SERA_HUMAN reviewed D-3-phosphoglycerate dehydrogenase (3-PGDH) (EC 1.1.1.95)PHGDH PGDH3 533 Homo sapiens (Human)NA NA NA NA 1.44 1.01 NA NA NA 0.98 NA NA NA NA NA NA NA 1.31 0.82 0.95 0.85

9.28 1.23 0.72 258.77 0.00 317.94 1.26 0.48 15.71 0.08 19.77 0.98 0.92 9.86 0.10 9.64 1.16 0.52 6.87 0.17 7.94 1.20 0.67 59.05 0.02 70.97 O43252 PAPS1_HUMANreviewed Bifunctional 3'-phosphoadenosine 5'-phosphosulfate synthase 1 (PAPS synthase 1) (PAPSS 1) (Sulfurylase kinase 1) (SK 1) (SK1) [Includes: Sulfate adenylyltransferase (EC 2.7.7.4) (ATP-sulfurylase) (Sulfate adenylate transferase) (SAT); Adenylyl-sulfate kinase (EC 2.7.1.25) (3'-phosphoadenosine-5'-phosphosulfate synthase) (APS kinase) (Adenosine-5'-phosphosulfate 3'-phosphotransferase) (Adenylylsulfate 3'-phosphotransferase)]PAPSS1 ATPSK1 PAPSS 624 Homo sapiens (Human)NA NA NA NA 1.12 1.32 NA NA NA 1.16 NA NA NA NA NA NA NA 1.23 1.26 0.98 1.20

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA O75533 SF3B1_HUMANreviewed Splicing factor 3B subunit 1 (Pre-mRNA-splicing factor SF3b 155 kDa subunit) (SF3b155) (Spliceosome-associated protein 155) (SAP 155)SF3B1 SAP155 1304 Homo sapiens (Human)NA NA 0.79 1.79 NA NA NA NA 0.96 NA 0.84 NA NA NA 0.75 0.91 1.57 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA O75592 MYCB2_HUMANreviewed Probable E3 ubiquitin-protein ligase MYCBP2 (EC 6.3.2.-) (Myc-binding protein 2) (Pam/highwire/rpm-1 protein) (Protein associated with Myc)MYCBP2 KIAA0916 PAM4640 Homo sapiens (Human)NA NA 1.21 1.96 NA NA NA NA 0.72 NA 1.18 NA NA NA 0.85 0.95 0.91 NA NA NA NA

6.71 1.51 0.17 4.13 0.36 6.22 0.68 0.42 44.11 0.02 30.06 0.45 0.37 788.45 0.00 355.38 0.94 0.67 4.09 0.23 3.84 1.50 0.41 48.70 0.03 73.00 O95373 IPO7_HUMAN reviewed Importin-7 (Imp7) (Ran-binding protein 7) (RanBP7)IPO7 RANBP7 1038 Homo sapiens (Human)NA NA NA NA 0.43 0.73 NA NA NA 0.94 NA NA NA NA NA NA NA 1.51 0.68 0.45 1.50

1.46 1.06 0.78 2.07 0.51 2.18 0.99 0.91 1.50 0.66 1.48 1.02 0.88 1.50 0.68 1.53 1.12 0.66 2.60 0.43 2.91 1.34 0.23 2.10 0.64 2.82 O95861 BPNT1_HUMANreviewed 3'(2'),5'-bisphosphate nucleotidase 1 (EC 3.1.3.7) (Bisphosphate 3'-nucleotidase 1) (PAP-inositol 1,4-phosphatase) (PIP)BPNT1 308 Homo sapiens (Human)NA NA NA NA 0.74 0.94 NA NA NA 1.12 NA NA NA NA NA NA NA 1.06 0.99 1.02 1.34

3.78 1.07 0.61 3.60 0.30 3.87 1.13 0.43 3.60 0.31 4.07 1.24 0.27 3.59 0.35 4.46 1.53 0.15 3.58 0.43 5.47 1.29 0.31 5.25 0.24 6.75 O95865 DDAH2_HUMANreviewed N(G),N(G)-dimethylarginine dimethylaminohydrolase 2 (DDAH-2) (Dimethylarginine dimethylaminohydrolase 2) (EC 3.5.3.18) (DDAHII) (Dimethylargininase-2) (Protein G6a) (S-phase protein)DDAH2 DDAH G6A NG30 285 Homo sapiens (Human)NA NA NA NA 0.88 1.05 NA NA NA 1.53 NA NA NA NA NA NA NA 1.07 1.13 1.24 1.29

4.63 0.85 0.62 20.03 0.04 17.08 1.29 0.49 23.11 0.06 29.88 1.40 0.62 573.51 0.00 801.87 1.39 0.24 5.13 0.27 7.15 1.26 0.39 7.71 0.16 9.72 P04209 LV211_HUMANreviewed Ig lambda chain V-II region NIG-84 112 Homo sapiens (Human)NA NA NA NA 0.61 1.28 NA NA NA 1.39 NA NA NA NA NA NA NA 0.85 1.29 1.40 1.26

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P24534 EF1B_HUMAN reviewed Elongation factor 1-beta (EF-1-beta)EEF1B2 EEF1B EF1B 225 Homo sapiens (Human)NA NA 0.90 1.53 NA NA NA NA 1.63 NA 0.88 NA NA NA 0.76 1.00 0.73 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P35573 GDE_HUMAN reviewed Glycogen debranching enzyme (Glycogen debrancher) [Includes: 4-alpha-glucanotransferase (EC 2.4.1.25) (Oligo-1,4-1,4-glucantransferase); Amylo-alpha-1,6-glucosidase (Amylo-1,6-glucosidase) (EC 3.2.1.33) (Dextrin 6-alpha-D-glucosidase)]AGL GDE 1532 Homo sapiens (Human)NA NA 0.95 1.11 NA NA NA NA 0.83 NA 0.97 NA NA NA 1.11 1.05 1.29 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P40939 ECHA_HUMAN reviewed Trifunctional enzyme subunit alpha, mitochondrial (78 kDa gastrin-binding protein) (TP-alpha) [Includes: Long-chain enoyl-CoA hydratase (EC 4.2.1.17); Long chain 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.211)]HADHA HADH 763 Homo sapiens (Human)NA NA 1.43 1.77 NA NA NA NA 0.74 NA 0.72 NA NA NA 0.67 0.91 0.96 NA NA NA NA

4.36 1.12 0.57 5.88 0.19 6.58 0.82 0.32 4.00 0.20 3.27 1.08 0.66 5.51 0.20 5.96 0.74 0.46 28.67 0.03 21.30 1.02 0.91 3.95 0.26 4.01 P42677 RS27_HUMAN reviewed 40S ribosomal protein S27 (Metallopan-stimulin 1) (MPS-1)RPS27 MPS1 84 Homo sapiens (Human)NA NA NA NA 0.94 1.10 NA NA NA 0.74 NA NA NA NA NA NA NA 1.12 0.82 1.08 1.02

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P51991 ROA3_HUMAN reviewed Heterogeneous nuclear ribonucleoprotein A3 (hnRNP A3)HNRNPA3 HNRPA3 378 Homo sapiens (Human)NA NA 0.95 1.15 NA NA NA NA 0.80 NA 0.63 NA NA NA 0.70 1.18 1.14 NA NA NA NA

91.60 0.53 0.28 45.96 0.01 24.43 1.15 0.65 17.59 0.07 20.20 1.16 0.44 4.78 0.24 5.55 0.78 0.68 320.23 0.00 250.25 0.73 0.51 66.10 0.01 48.15 P54851 EMP2_HUMAN reviewed Epithelial membrane protein 2 (EMP-2) (Protein XMP)EMP2 XMP 167 Homo sapiens (Human)NA NA NA NA 0.96 0.49 NA NA NA 0.78 NA NA NA NA NA NA NA 0.53 1.15 1.16 0.73

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P62277 RS13_HUMAN reviewed 40S ribosomal protein S13RPS13 151 Homo sapiens (Human)NA NA 1.04 2.25 NA NA NA NA 1.14 NA 1.07 NA NA NA 1.02 1.00 0.88 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P62888 RL30_HUMAN reviewed 60S ribosomal protein L30RPL30 115 Homo sapiens (Human)NA NA 0.80 2.15 NA NA NA NA 0.92 NA 1.04 NA NA NA 0.82 0.94 0.88 NA NA NA NA

3.48 0.60 0.13 3.81 0.16 2.27 1.08 0.59 3.82 0.28 4.14 0.98 0.86 3.79 0.26 3.70 0.79 0.28 4.03 0.20 3.18 0.82 0.30 3.80 0.21 3.10 P84074 HPCA_HUMAN reviewed Neuron-specific calcium-binding protein hippocalcin (Calcium-binding protein BDR-2)HPCA BDR2 193 Homo sapiens (Human)NA NA NA NA 1.21 0.92 NA NA NA 0.79 NA NA NA NA NA NA NA 0.60 1.08 0.98 0.82

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q15631 TSN_HUMAN reviewed Translin (EC 3.1.-.-) (Component 3 of promoter of RISC) (C3PO)TSN 228 Homo sapiens (Human)NA NA 1.07 1.08 NA NA NA NA 1.02 NA 1.15 NA NA NA 0.96 1.09 0.97 NA NA NA NA

11.04 1.02 0.90 4.04 0.25 4.11 1.15 0.68 24.44 0.05 28.01 1.19 0.36 4.04 0.29 4.79 1.17 0.38 4.02 0.29 4.71 0.88 0.48 4.37 0.20 3.87 Q16513 PKN2_HUMAN reviewed Serine/threonine-protein kinase N2 (EC 2.7.11.13) (PKN gamma) (Protein kinase C-like 2) (Protein-kinase C-related kinase 2)PKN2 PRK2 PRKCL2 984 Homo sapiens (Human)NA NA NA NA 1.11 1.39 NA NA NA 1.17 NA NA NA NA NA NA NA 1.02 1.15 1.19 0.88

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q1KMD3 HNRL2_HUMANreviewed Heterogeneous nuclear ribonucleoprotein U-like protein 2 (Scaffold-attachment factor A2) (SAF-A2)HNRNPUL2 HNRPUL2 747 Homo sapiens (Human)NA NA 0.89 1.70 NA NA NA NA 1.24 NA 1.09 NA NA NA 0.66 1.22 1.07 NA NA NA NA

119.16 0.97 0.82 3.70 0.26 3.59 0.89 0.46 3.71 0.24 3.30 0.89 0.45 3.72 0.24 3.30 1.36 0.20 3.68 0.37 5.02 0.91 0.72 13.85 0.07 12.58 Q2VPB7 AP5B1_HUMANreviewed AP-5 complex subunit beta-1 (Adapter-related protein complex 5 beta subunit) (Beta5)AP5B1 PP1030 878 Homo sapiens (Human)NA NA NA NA 0.96 1.15 NA NA NA 1.36 NA NA NA NA NA NA NA 0.97 0.89 0.89 0.91

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q52LJ0 FA98B_HUMANreviewed Protein FAM98BFAM98B 330 Homo sapiens (Human)NA NA 0.82 1.52 NA NA NA NA 1.05 NA 0.80 NA NA NA 0.82 1.10 0.98 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q7L5Y9 MAEA_HUMANreviewed Macrophage erythroblast attacher (Cell proliferation-inducing gene 5 protein) (Erythroblast macrophage protein) (Human lung cancer oncogene 10 protein) (HLC-10)MAEA EMP HLC10 PIG5 396 Homo sapiens (Human)NA NA 0.86 1.86 NA NA NA NA 0.73 NA 0.79 NA NA NA 0.78 0.95 1.00 NA NA NA NA

3.72 0.94 0.68 3.70 0.26 3.49 0.90 0.51 4.26 0.21 3.81 0.95 0.71 3.69 0.26 3.50 0.65 0.15 3.67 0.18 2.37 0.90 0.48 3.69 0.24 3.30 Q96CW1 AP2M1_HUMANreviewed AP-2 complex subunit mu (AP-2 mu chain) (Adapter-related protein complex 2 subunit mu) (Adaptin-mu2) (Adaptor protein complex AP-2 subunit mu) (Clathrin assembly protein complex 2 mu medium chain) (Clathrin coat assembly protein AP50) (Clathrin coat-associated protein AP50) (HA2 50 kDa subunit) (Plasma membrane adaptor AP-2 50 kDa protein)AP2M1 CLAPM1 KIAA0109435 Homo sapiens (Human)NA NA NA NA 0.95 1.02 NA NA NA 0.65 NA NA NA NA NA NA NA 0.94 0.90 0.95 0.90

22.26 0.75 0.24 4.26 0.18 3.21 1.12 0.50 4.35 0.26 4.89 0.94 0.86 39.11 0.02 36.74 1.12 0.65 10.94 0.10 12.27 1.11 0.65 8.19 0.13 9.05 Q9BUT1 BDH2_HUMAN reviewed 3-hydroxybutyrate dehydrogenase type 2 (EC 1.1.1.-) (EC 1.1.1.30) (Dehydrogenase/reductase SDR family member 6) (Oxidoreductase UCPA) (R-beta-hydroxybutyrate dehydrogenase)BDH2 DHRS6 UNQ6308/PRO20933245 Homo sapiens (Human)NA NA NA NA 1.06 1.22 NA NA NA 1.12 NA NA NA NA NA NA NA 0.75 1.12 0.94 1.11

23.15 1.24 0.34 5.06 0.24 6.25 1.16 0.37 3.52 0.33 4.09 1.00 0.99 3.78 0.26 3.77 1.17 0.61 17.75 0.07 20.76 1.44 0.28 8.45 0.17 12.15 Q9H3R2 MUC13_HUMANreviewed Mucin-13 (MUC-13) (Down-regulated in colon cancer 1)MUC13 DRCC1 RECC UNQ6194/PRO20221511 Homo sapiens (Human)NA NA NA NA 1.44 0.89 NA NA NA 1.17 NA NA NA NA NA NA NA 1.24 1.16 1.00 1.44

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9H4A6 GOLP3_HUMANreviewed Golgi phosphoprotein 3 (Coat protein GPP34) (Mitochondrial DNA absence factor) (MIDAS)GOLPH3 GPP34 298 Homo sapiens (Human)NA NA 1.07 0.91 NA NA NA NA 0.91 NA 1.20 NA NA NA 1.04 0.95 1.06 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9NVJ2 ARL8B_HUMANreviewed ADP-ribosylation factor-like protein 8B (ADP-ribosylation factor-like protein 10C) (Novel small G protein indispensable for equal chromosome segregation 1)ARL8B ARL10C GIE1 186 Homo sapiens (Human)NA NA 1.08 1.67 NA NA NA NA 1.00 NA 0.82 NA NA NA 0.92 0.87 0.94 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA A0MZ66 SHOT1_HUMANreviewed Shootin-1 KIAA1598 631 Homo sapiens (Human) 0.93 0.75 NA NA NA NA 0.86 0.98 NA NA NA 1.16 0.99 1.01 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA O14964 HGS_HUMAN reviewed Hepatocyte growth factor-regulated tyrosine kinase substrate (Hrs) (Protein pp110)HGS HRS 777 Homo sapiens (Human) 1.40 1.43 NA NA NA NA 1.07 0.86 NA NA NA 0.87 1.00 0.93 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA O15264 MK13_HUMANreviewed Mitogen-activated protein kinase 13 (MAP kinase 13) (MAPK 13) (EC 2.7.11.24) (Mitogen-activated protein kinase p38 delta) (MAP kinase p38 delta) (Stress-activated protein kinase 4)MAPK13 PRKM13 SAPK4 365 Homo sapiens (Human) 1.16 0.58 NA NA NA NA 0.99 1.02 NA NA NA 1.01 1.10 1.12 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA O43278 SPIT1_HUMAN reviewed Kunitz-type protease inhibitor 1 (Hepatocyte growth factor activator inhibitor type 1) (HAI-1)SPINT1 HAI1 UNQ223/PRO256529 Homo sapiens (Human) 0.82 1.47 NA NA NA NA 1.04 0.91 NA NA NA 0.95 1.01 1.04 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA O60462 NRP2_HUMAN reviewed Neuropilin-2 (Vascular endothelial cell growth factor 165 receptor 2)NRP2 VEGF165R2 931 Homo sapiens (Human) 0.91 0.89 NA NA NA NA 1.55 0.90 NA NA NA 1.04 1.22 1.28 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA O75363 BCAS1_HUMANreviewed Breast carcinoma-amplified sequence 1 (Amplified and overexpressed in breast cancer) (Novel amplified in breast cancer 1)BCAS1 AIBC1 NABC1 584 Homo sapiens (Human) 1.20 1.16 NA NA NA NA 0.72 0.94 NA NA NA 0.97 1.11 0.77 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P06753 TPM3_HUMAN reviewed Tropomyosin alpha-3 chain (Gamma-tropomyosin) (Tropomyosin-3) (Tropomyosin-5) (hTM5)TPM3 285 Homo sapiens (Human) 0.88 1.12 NA NA NA NA 1.32 1.31 NA NA NA 1.51 1.34 1.44 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P07602 SAP_HUMAN reviewed Proactivator polypeptide [Cleaved into: Saposin-A (Protein A); Saposin-B-Val; Saposin-B (Cerebroside sulfate activator) (CSAct) (Dispersin) (Sphingolipid activator protein 1) (SAP-1) (Sulfatide/GM1 activator); Saposin-C (A1 activator) (Co-beta-glucosidase) (Glucosylceramidase activator) (Sphingolipid activator protein 2) (SAP-2); Saposin-D (Component C) (Protein C)]PSAP GLBA SAP1 524 Homo sapiens (Human) 0.36 0.87 NA NA NA NA 1.23 1.01 NA NA NA 1.08 1.44 1.35 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P09874 PARP1_HUMANreviewed Poly [ADP-ribose] polymerase 1 (PARP-1) (EC 2.4.2.30) (ADP-ribosyltransferase diphtheria toxin-like 1) (ARTD1) (NAD(+) ADP-ribosyltransferase 1) (ADPRT 1) (Poly[ADP-ribose] synthase 1)PARP1 ADPRT PPOL 1014 Homo sapiens (Human) 2.11 1.26 NA NA NA NA 1.43 1.30 NA NA NA 1.17 1.01 1.23 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P22626 ROA2_HUMAN reviewed Heterogeneous nuclear ribonucleoproteins A2/B1 (hnRNP A2/B1)HNRNPA2B1 HNRPA2B1 353 Homo sapiens (Human) 0.95 0.70 NA NA NA NA 0.82 1.08 NA NA NA 1.11 1.29 0.87 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P28676 GRAN_HUMANreviewed Grancalcin GCA GCL 217 Homo sapiens (Human) 0.79 1.05 NA NA NA NA 1.11 0.93 NA NA NA 1.34 0.90 0.93 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P35270 SPRE_HUMAN reviewed Sepiapterin reductase (SPR) (EC 1.1.1.153)SPR 261 Homo sapiens (Human) 1.76 0.52 NA NA NA NA 1.22 1.21 NA NA NA 1.09 1.50 0.86 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P48147 PPCE_HUMAN reviewed Prolyl endopeptidase (PE) (EC 3.4.21.26) (Post-proline cleaving enzyme)PREP PEP 710 Homo sapiens (Human) 1.51 1.11 NA NA NA NA 1.15 1.22 NA NA NA 1.44 1.52 1.22 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P50895 BCAM_HUMANreviewed Basal cell adhesion molecule (Auberger B antigen) (B-CAM cell surface glycoprotein) (F8/G253 antigen) (Lutheran antigen) (Lutheran blood group glycoprotein) (CD antigen CD239)BCAM LU MSK19 628 Homo sapiens (Human) 0.74 1.25 NA NA NA NA 0.93 0.87 NA NA NA 0.71 0.96 0.78 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P51812 KS6A3_HUMANreviewed Ribosomal protein S6 kinase alpha-3 (S6K-alpha-3) (EC 2.7.11.1) (90 kDa ribosomal protein S6 kinase 3) (p90-RSK 3) (p90RSK3) (Insulin-stimulated protein kinase 1) (ISPK-1) (MAP kinase-activated protein kinase 1b) (MAPK-activated protein kinase 1b) (MAPKAP kinase 1b) (MAPKAPK-1b) (Ribosomal S6 kinase 2) (RSK-2) (pp90RSK2)RPS6KA3 ISPK1 MAPKAPK1B RSK2740 Homo sapiens (Human) 1.02 0.71 NA NA NA NA 1.21 1.35 NA NA NA 1.40 1.17 1.13 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P63241 IF5A1_HUMAN reviewed Eukaryotic translation initiation factor 5A-1 (eIF-5A-1) (eIF-5A1) (Eukaryotic initiation factor 5A isoform 1) (eIF-5A) (Rev-binding factor) (eIF-4D)EIF5A 154 Homo sapiens (Human) 1.15 0.86 NA NA NA NA 0.99 1.00 NA NA NA 0.96 1.49 0.90 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q08623 HDHD1_HUMANreviewed Pseudouridine-5'-monophosphatase (5'-PsiMPase) (EC 3.1.3.n6) (Haloacid dehalogenase-like hydrolase domain-containing protein 1) (Haloacid dehalogenase-like hydrolase domain-containing protein 1A) (Protein GS1)HDHD1 DXF68S1E FAM16AX GS1 HDHD1A228 Homo sapiens (Human) 0.94 0.65 NA NA NA NA 1.17 0.83 NA NA NA 0.78 1.16 0.81 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q13464 ROCK1_HUMANreviewed Rho-associated protein kinase 1 (EC 2.7.11.1) (Renal carcinoma antigen NY-REN-35) (Rho-associated, coiled-coil-containing protein kinase 1) (Rho-associated, coiled-coil-containing protein kinase I) (ROCK-I) (p160 ROCK-1) (p160ROCK)ROCK1 1354 Homo sapiens (Human) 1.32 2.06 NA NA NA NA 1.18 1.13 NA NA NA 1.05 0.85 0.94 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q13526 PIN1_HUMAN reviewed Peptidyl-prolyl cis-trans isomerase NIMA-interacting 1 (EC 5.2.1.8) (Peptidyl-prolyl cis-trans isomerase Pin1) (PPIase Pin1) (Rotamase Pin1)PIN1 163 Homo sapiens (Human) 1.14 0.91 NA NA NA NA 1.09 1.13 NA NA NA 1.09 1.10 1.01 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q16563 SYPL1_HUMANreviewed Synaptophysin-like protein 1 (Pantophysin)SYPL1 SYPL 259 Homo sapiens (Human) 1.27 1.39 NA NA NA NA 0.76 0.74 NA NA NA 0.85 0.86 0.83 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q2VIR3 IF2GL_HUMAN reviewed Putative eukaryotic translation initiation factor 2 subunit 3-like protein (Eukaryotic translation initiation factor 2 subunit gamma A) (eIF-2-gamma A) (eIF-2gA)EIF2S3L 472 Homo sapiens (Human) 1.10 1.09 NA NA NA NA 1.07 1.16 NA NA NA 1.35 0.96 1.14 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q6GTX8 LAIR1_HUMAN reviewed Leukocyte-associated immunoglobulin-like receptor 1 (LAIR-1) (hLAIR1) (CD antigen CD305)LAIR1 CD305 287 Homo sapiens (Human) 0.92 1.17 NA NA NA NA 1.14 1.09 NA NA NA 1.08 0.92 1.30 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q6PHR2 ULK3_HUMAN reviewed Serine/threonine-protein kinase ULK3 (EC 2.7.11.1) (Unc-51-like kinase 3)ULK3 472 Homo sapiens (Human) 1.31 0.99 NA NA NA NA 1.30 1.05 NA NA NA 1.25 0.90 1.69 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q6UX71 PXDC2_HUMANreviewed Plexin domain-containing protein 2 (Tumor endothelial marker 7-related protein)PLXDC2 TEM7R UNQ2514/PRO6003529 Homo sapiens (Human) 0.79 1.02 NA NA NA NA 1.28 1.12 NA NA NA 1.10 0.83 1.00 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q6ZVM7 TM1L2_HUMANreviewed TOM1-like protein 2 (Target of Myb-like protein 2)TOM1L2 507 Homo sapiens (Human) 2.03 1.46 NA NA NA NA 1.28 0.68 NA NA NA 0.83 0.79 0.96 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q8IZP0 ABI1_HUMAN reviewed Abl interactor 1 (Abelson interactor 1) (Abi-1) (Abl-binding protein 4) (AblBP4) (Eps8 SH3 domain-binding protein) (Eps8-binding protein) (Nap1-binding protein) (Nap1BP) (Spectrin SH3 domain-binding protein 1) (e3B1)ABI1 SSH3BP1 508 Homo sapiens (Human) 0.82 1.20 NA NA NA NA 1.02 1.29 NA NA NA 1.22 0.90 1.34 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q8NG11 TSN14_HUMANreviewed Tetraspanin-14 (Tspan-14) (DC-TM4F2) (Transmembrane 4 superfamily member 14)TSPAN14 TM4SF14 270 Homo sapiens (Human) 0.72 1.16 NA NA NA NA 1.09 1.20 NA NA NA 0.95 0.98 0.84 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q92888 ARHG1_HUMANreviewed Rho guanine nucleotide exchange factor 1 (115 kDa guanine nucleotide exchange factor) (p115-RhoGEF) (p115RhoGEF) (Sub1.5)ARHGEF1 912 Homo sapiens (Human) 0.90 0.81 NA NA NA NA 1.14 1.20 NA NA NA 1.18 0.94 1.28 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q96A65 EXOC4_HUMANreviewed Exocyst complex component 4 (Exocyst complex component Sec8)EXOC4 KIAA1699 SEC8 SEC8L1974 Homo sapiens (Human) 0.92 1.04 NA NA NA NA 0.96 0.96 NA NA NA 0.90 1.00 1.09 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q96M32 KAD7_HUMAN reviewed Adenylate kinase 7 (AK 7) (EC 2.7.4.3) (EC 2.7.4.6) (ATP-AMP transphosphorylase 7)AK7 723 Homo sapiens (Human) 1.36 0.94 NA NA NA NA 0.92 1.02 NA NA NA 1.17 1.26 1.29 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q99653 CHP1_HUMAN reviewed Calcineurin B homologous protein 1 (Calcineurin B-like protein) (Calcium-binding protein CHP) (Calcium-binding protein p22) (EF-hand calcium-binding domain-containing protein p22)CHP1 CHP 195 Homo sapiens (Human) 1.09 1.08 NA NA NA NA 1.08 1.18 NA NA NA 1.08 0.95 0.99 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9BXC9 BBS2_HUMAN reviewed Bardet-Biedl syndrome 2 proteinBBS2 721 Homo sapiens (Human) 1.37 0.87 NA NA NA NA 0.93 1.01 NA NA NA 0.85 1.05 0.75 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9NTX5 ECHD1_HUMANreviewed Ethylmalonyl-CoA decarboxylase (EC 4.1.1.94) (Enoyl-CoA hydratase domain-containing protein 1) (Methylmalonyl-CoA decarboxylase) (MMCD) (EC 4.1.1.41)ECHDC1 307 Homo sapiens (Human) 1.14 0.73 NA NA NA NA 0.98 0.97 NA NA NA 0.93 1.27 0.96 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9UHB9 SRP68_HUMANreviewed Signal recognition particle subunit SRP68 (SRP68) (Signal recognition particle 68 kDa protein)SRP68 627 Homo sapiens (Human) 1.43 1.39 NA NA NA NA 1.30 0.83 NA NA NA 0.96 1.02 1.07 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9UL26 RB22A_HUMANreviewed Ras-related protein Rab-22A (Rab-22)RAB22A RAB22 194 Homo sapiens (Human) 0.95 1.47 NA NA NA NA 1.07 0.77 NA NA NA 1.08 0.76 0.88 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9Y5S2 MRCKB_HUMANreviewed Serine/threonine-protein kinase MRCK beta (EC 2.7.11.1) (CDC42-binding protein kinase beta) (CDC42BP-beta) (DMPK-like beta) (Myotonic dystrophy kinase-related CDC42-binding kinase beta) (MRCK beta) (Myotonic dystrophy protein kinase-like beta)CDC42BPB KIAA1124 1711 Homo sapiens (Human) 0.97 0.92 NA NA NA NA 0.88 0.87 NA NA NA 0.82 0.94 0.84 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA O43493 TGON2_HUMANreviewed Trans-Golgi network integral membrane protein 2 (TGN38 homolog) (TGN46) (TGN48) (Trans-Golgi network protein TGN51)TGOLN2 TGN46 TGN51 480 Homo sapiens (Human)NA NA 1.23 1.96 NA NA NA NA 0.92 NA 0.46 NA NA NA 0.98 1.00 0.86 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA O75674 TM1L1_HUMANreviewed TOM1-like protein 1 (Src-activating and signaling molecule protein) (Target of Myb-like protein 1)TOM1L1 SRCASM 476 Homo sapiens (Human)NA NA 1.45 1.21 NA NA NA NA 1.18 NA 0.99 NA NA NA 0.98 1.26 0.92 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P48637 GSHB_HUMAN reviewed Glutathione synthetase (GSH synthetase) (GSH-S) (EC 6.3.2.3) (Glutathione synthase)GSS 474 Homo sapiens (Human)NA NA 1.01 0.82 NA NA NA NA 0.85 NA 0.83 NA NA NA 1.06 0.90 1.02 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q15052 ARHG6_HUMANreviewed Rho guanine nucleotide exchange factor 6 (Alpha-Pix) (COOL-2) (PAK-interacting exchange factor alpha) (Rac/Cdc42 guanine nucleotide exchange factor 6)ARHGEF6 COOL2 KIAA0006 PIXA776 Homo sapiens (Human)NA NA 0.94 1.82 NA NA NA NA 0.82 NA 1.06 NA NA NA 0.91 0.88 0.90 NA NA NA NA

3.98 1.13 0.72 26.69 0.04 30.17 0.78 0.43 12.84 0.06 9.96 0.67 0.17 4.01 0.17 2.71 1.02 0.97 282.87 0.00 288.51 1.08 0.61 4.04 0.27 4.36 Q15393 SF3B3_HUMANreviewed Splicing factor 3B subunit 3 (Pre-mRNA-splicing factor SF3b 130 kDa subunit) (SF3b130) (STAF130) (Spliceosome-associated protein 130) (SAP 130)SF3B3 KIAA0017 SAP1301217 Homo sapiens (Human)NA NA NA NA 1.26 0.97 NA NA NA 1.02 NA NA NA NA NA NA NA 1.13 0.78 0.67 1.08

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q15404 RSU1_HUMAN reviewed Ras suppressor protein 1 (RSP-1) (Rsu-1)RSU1 RSP1 277 Homo sapiens (Human)NA NA 1.05 0.87 NA NA NA NA 1.30 NA 1.20 NA NA NA 1.16 0.97 1.11 NA NA NA NA

3.29 0.90 0.47 3.52 0.25 3.15 0.88 0.78 78.82 0.01 69.64 0.88 0.69 21.34 0.04 18.77 1.37 0.56 129.12 0.01 177.37 0.66 0.32 18.17 0.04 11.93 Q96KP1 EXOC2_HUMANreviewed Exocyst complex component 2 (Exocyst complex component Sec5)EXOC2 SEC5 SEC5L1 924 Homo sapiens (Human)NA NA NA NA 1.10 0.93 NA NA NA 1.37 NA NA NA NA NA NA NA 0.90 0.88 0.88 0.66

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9BZV2 S19A3_HUMANreviewed Thiamine transporter 2 (ThTr-2) (ThTr2) (Solute carrier family 19 member 3)SLC19A3 496 Homo sapiens (Human)NA NA 2.05 1.10 NA NA NA NA 1.06 NA 1.19 NA NA NA 1.32 1.00 0.73 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA O43760 SNG2_HUMAN reviewed Synaptogyrin-2 (Cellugyrin)SYNGR2 UNQ352/PRO615224 Homo sapiens (Human) 0.82 4.17 NA NA NA NA 0.68 0.76 NA NA NA 0.76 0.77 0.69 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA O75368 SH3L1_HUMANreviewed SH3 domain-binding glutamic acid-rich-like proteinSH3BGRL 114 Homo sapiens (Human) 1.10 1.11 NA NA NA NA 1.10 1.06 NA NA NA 0.96 1.14 0.92 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P25398 RS12_HUMAN reviewed 40S ribosomal protein S12RPS12 132 Homo sapiens (Human) 0.87 1.06 NA NA NA NA 0.81 1.20 NA NA NA 1.19 1.19 1.07 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P26572 MGAT1_HUMANreviewed Alpha-1,3-mannosyl-glycoprotein 2-beta-N-acetylglucosaminyltransferase (EC 2.4.1.101) (N-glycosyl-oligosaccharide-glycoprotein N-acetylglucosaminyltransferase I) (GNT-I) (GlcNAc-T I)MGAT1 GGNT1 GLCT1 GLYT1 MGAT445 Homo sapiens (Human) 1.03 0.65 NA NA NA NA 1.49 0.99 NA NA NA 1.07 1.72 0.94 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P42858 HD_HUMAN reviewed Huntingtin (Huntington disease protein) (HD protein)HTT HD IT15 3142 Homo sapiens (Human) 1.15 0.94 NA NA NA NA 1.16 1.28 NA NA NA 1.42 1.28 1.31 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P48729 KC1A_HUMAN reviewed Casein kinase I isoform alpha (CKI-alpha) (EC 2.7.11.1) (CK1)CSNK1A1 337 Homo sapiens (Human) 1.56 1.11 NA NA NA NA 0.95 0.78 NA NA NA 0.74 1.11 1.01 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q12860 CNTN1_HUMANreviewed Contactin-1 (Glycoprotein gp135) (Neural cell surface protein F3)CNTN1 1018 Homo sapiens (Human) 1.48 1.12 NA NA NA NA 1.38 1.10 NA NA NA 1.14 1.13 1.52 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q13630 FCL_HUMAN reviewed GDP-L-fucose synthase (EC 1.1.1.271) (GDP-4-keto-6-deoxy-D-mannose-3,5-epimerase-4-reductase) (Protein FX) (Red cell NADP(H)-binding protein) (Short-chain dehydrogenase/reductase family 4E member 1)TSTA3 SDR4E1 321 Homo sapiens (Human) 1.07 0.76 NA NA NA NA 0.57 0.86 NA NA NA 1.16 1.29 3.07 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q16610 ECM1_HUMANreviewed Extracellular matrix protein 1 (Secretory component p85)ECM1 540 Homo sapiens (Human) 0.52 0.66 NA NA NA NA 1.83 1.49 NA NA NA 1.35 0.55 1.31 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9BW83 IFT27_HUMAN reviewed Intraflagellar transport protein 27 homolog (Putative GTP-binding protein RAY-like) (Rab-like protein 4)IFT27 RABL4 RAYL 186 Homo sapiens (Human) 1.04 0.99 NA NA NA NA 1.02 0.96 NA NA NA 0.99 1.12 0.94 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9H3Z4 DNJC5_HUMANreviewed DnaJ homolog subfamily C member 5 (Cysteine string protein) (CSP)DNAJC5 CSP 198 Homo sapiens (Human) 0.98 1.17 NA NA NA NA 0.88 0.97 NA NA NA 1.08 0.87 0.93 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9HB21 PKHA1_HUMANreviewed Pleckstrin homology domain-containing family A member 1 (PH domain-containing family A member 1) (Tandem PH domain-containing protein 1) (TAPP-1)PLEKHA1 TAPP1 404 Homo sapiens (Human) 1.66 1.32 NA NA NA NA 1.56 1.01 NA NA NA 0.94 1.23 0.99 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9NRX4 PHP14_HUMANreviewed 14 kDa phosphohistidine phosphatase (EC 3.1.3.-) (Phosphohistidine phosphatase 1) (Protein janus-A homolog)PHPT1 PHP14 CGI-202 HSPC141125 Homo sapiens (Human) 1.16 0.43 NA NA NA NA 1.08 1.47 NA NA NA 1.22 1.77 0.97 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9NUM4 T106B_HUMANreviewed Transmembrane protein 106BTMEM106B 274 Homo sapiens (Human) 0.98 1.52 NA NA NA NA 0.95 0.93 NA NA NA 0.97 1.46 1.08 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9Y4D7 PLXD1_HUMANreviewed Plexin-D1 PLXND1 KIAA0620 1925 Homo sapiens (Human) 1.18 1.28 NA NA NA NA 1.27 0.92 NA NA NA 0.96 1.19 1.42 NA NA NA NA NA NA NA

NA 0.55 NA NA NA NA 0.74 NA NA NA NA 1.02 NA NA NA NA 0.87 NA NA NA NA 2.17 NA NA NA NA P01594 KV102_HUMANreviewed Ig kappa chain V-I region AU 108 Homo sapiens (Human) 0.55 1.11 0.78 0.29 0.77 0.71 1.20 1.15 0.78 0.87 2.08 1.89 0.81 1.54 1.47 0.39 0.40 0.55 0.74 1.02 2.17

NA 1.26 NA NA NA NA 1.48 NA NA NA NA 0.69 NA NA NA NA 1.51 NA NA NA NA 0.79 NA NA NA NA P04220 MUCB_HUMANreviewed Ig mu heavy chain disease protein (BOT) 391 Homo sapiens (Human) 0.39 0.91 0.69 0.60 1.08 0.77 1.18 1.02 0.97 1.51 3.28 1.63 0.38 1.78 5.11 0.63 0.61 1.26 1.48 0.69 0.79

NA 0.84 NA NA NA NA 0.61 NA NA NA NA 0.79 NA NA NA NA 1.37 NA NA NA NA 1.13 NA NA NA NA P01776 HV315_HUMANreviewed Ig heavy chain V-III region WAS 117 Homo sapiens (Human) 0.56 0.75 1.10 0.42 0.50 0.60 1.33 1.08 1.76 1.37 3.95 2.31 0.63 2.01 3.77 0.48 0.43 0.84 0.61 0.79 1.13

NA 1.02 NA NA NA NA 1.04 NA NA NA NA 1.56 NA NA NA NA 0.49 NA NA NA NA 0.84 NA NA NA NA P01770 HV309_HUMANreviewed Ig heavy chain V-III region NIE 119 Homo sapiens (Human) 0.45 0.63 1.75 0.57 0.69 1.10 1.10 1.18 1.78 0.49 2.28 1.90 0.76 1.92 1.67 0.66 0.56 1.02 1.04 1.56 0.84

NA 0.96 NA NA NA NA 1.25 NA NA NA NA 1.33 NA NA NA NA 1.03 NA NA NA NA 1.11 NA NA NA NA P01772 HV311_HUMANreviewed Ig heavy chain V-III region KOL 126 Homo sapiens (Human) 0.73 0.56 1.35 0.64 0.72 1.31 1.01 1.27 2.14 1.03 2.05 1.78 0.85 1.55 2.30 0.98 0.78 0.96 1.25 1.33 1.11

NA 0.53 NA NA NA NA 6.22 NA NA NA NA 0.46 NA NA NA NA 0.49 NA NA NA NA 0.40 NA NA NA NA P01762 HV301_HUMANreviewed Ig heavy chain V-III region TRO 122 Homo sapiens (Human) 0.74 0.81 1.14 0.74 0.31 0.55 0.99 0.83 9.00 0.49 0.85 1.25 0.53 2.59 0.91 0.50 0.18 0.53 6.22 0.46 0.40

NA 0.43 NA NA NA NA 0.52 NA NA NA NA 0.46 NA NA NA NA 0.81 NA NA NA NA 3.16 NA NA NA NA P04229 2B11_HUMAN reviewed HLA class II histocompatibility antigen, DRB1-1 beta chain (MHC class II antigen DRB1*1) (DR-1) (DR1)HLA-DRB1 266 Homo sapiens (Human) 0.37 0.30 0.72 0.27 0.23 0.41 3.06 0.80 1.00 0.81 1.20 0.94 0.36 1.28 1.03 0.35 3.48 0.43 0.52 0.46 3.16

NA 0.37 NA NA NA NA 0.35 NA NA NA NA 0.33 NA NA NA NA 2.34 NA NA NA NA 0.42 NA NA NA NA Q9TQE0 2B19_HUMAN reviewed HLA class II histocompatibility antigen, DRB1-9 beta chain (MHC class II antigen DRB1*9) (DR-9) (DR9)HLA-DRB1 266 Homo sapiens (Human) 0.36 0.31 1.40 1.25 0.23 0.37 0.32 5.03 1.99 2.34 1.28 0.54 0.41 0.35 2.52 0.43 0.49 0.37 0.35 0.33 0.42

NA 0.50 NA NA NA NA 0.80 NA NA NA NA 0.81 NA NA NA NA 0.91 NA NA NA NA 0.80 NA NA NA NA Q9H0U4 RAB1B_HUMANreviewed Ras-related protein Rab-1BRAB1B 201 Homo sapiens (Human) 0.81 0.93 0.83 1.83 1.24 0.66 0.77 0.68 1.05 0.91 0.92 0.65 0.80 1.02 0.80 1.11 1.04 0.50 0.80 0.81 0.80

NA 1.34 NA NA NA NA 4.30 NA NA NA NA 1.16 NA NA NA NA 1.03 NA NA NA NA 1.05 NA NA NA NA P01780 HV319_HUMANreviewed Ig heavy chain V-III region JON 115 Homo sapiens (Human) 0.62 0.50 1.22 0.33 0.41 1.02 1.12 1.78 1.39 1.03 2.22 1.72 0.91 1.56 1.73 0.48 0.47 1.34 4.30 1.16 1.05

NA 0.80 NA NA NA NA 0.82 NA NA NA NA 1.09 NA NA NA NA 0.98 NA NA NA NA 2.67 NA NA NA NA P08727 K1C19_HUMANreviewed Keratin, type I cytoskeletal 19 (Cytokeratin-19) (CK-19) (Keratin-19) (K19)KRT19 400 Homo sapiens (Human) 0.89 1.02 1.40 0.85 1.40 1.52 0.90 0.71 1.01 0.98 0.76 1.02 1.15 1.32 1.22 0.86 1.55 0.80 0.82 1.09 2.67

NA 1.06 NA NA NA NA 1.20 NA NA NA NA 1.31 NA NA NA NA 0.81 NA NA NA NA 1.04 NA NA NA NA P62820 RAB1A_HUMANreviewed Ras-related protein Rab-1A (YPT1-related protein)RAB1A RAB1 205 Homo sapiens (Human) 0.95 1.07 0.84 1.90 0.94 0.98 0.91 0.99 0.84 0.81 0.60 0.76 1.04 0.88 0.55 0.83 1.00 1.06 1.20 1.31 1.04

NA 0.94 NA NA NA NA 1.09 NA NA NA NA 1.03 NA NA NA NA 1.14 NA NA NA NA 1.09 NA NA NA NA P01701 LV103_HUMANreviewed Ig lambda chain V-I region NEW 111 Homo sapiens (Human) 1.00 0.22 2.14 0.24 0.64 1.73 5.11 0.29 0.87 1.14 5.15 0.31 0.21 0.49 7.69 0.70 0.40 0.94 1.09 1.03 1.09

NA 0.82 NA NA NA NA 0.88 NA NA NA NA 0.87 NA NA NA NA 1.08 NA NA NA NA 1.39 NA NA NA NA O00757 F16P2_HUMANreviewed Fructose-1,6-bisphosphatase isozyme 2 (FBPase 2) (EC 3.1.3.11) (D-fructose-1,6-bisphosphate 1-phosphohydrolase 2)FBP2 339 Homo sapiens (Human) 0.82 2.07 0.84 1.69 0.86 1.68 0.99 0.68 0.97 1.08 0.74 1.59 1.13 0.76 0.64 0.56 0.82 0.82 0.88 0.87 1.39

NA 0.77 NA NA NA NA 1.44 NA NA NA NA 1.02 NA NA NA NA 1.07 NA NA NA NA 0.86 NA NA NA NA P29972 AQP1_HUMAN reviewed Aquaporin-1 (AQP-1) (Aquaporin-CHIP) (Urine water channel) (Water channel protein for red blood cells and kidney proximal tubule)AQP1 CHIP28 269 Homo sapiens (Human) 4.71 0.82 1.25 0.96 0.72 0.94 2.59 0.71 1.29 1.07 1.70 0.48 0.74 2.17 1.03 1.03 0.72 0.77 1.44 1.02 0.86

NA 1.26 NA NA NA NA 1.08 NA NA NA NA 1.00 NA NA NA NA 0.82 NA NA NA NA 0.94 NA NA NA NA P09382 LEG1_HUMAN reviewed Galectin-1 (Gal-1) (14 kDa laminin-binding protein) (HLBP14) (14 kDa lectin) (Beta-galactoside-binding lectin L-14-I) (Galaptin) (HBL) (HPL) (Lactose-binding lectin 1) (Lectin galactoside-binding soluble 1) (Putative MAPK-activating protein PM12) (S-Lac lectin 1)LGALS1 135 Homo sapiens (Human) 0.54 0.66 1.16 0.95 0.98 0.87 1.12 1.48 1.14 0.82 1.05 1.02 1.15 1.10 1.20 0.99 0.90 1.26 1.08 1.00 0.94

NA 1.53 NA NA NA NA 1.63 NA NA NA NA 1.48 NA NA NA NA 0.79 NA NA NA NA 0.97 NA NA NA NA Q07654 TFF3_HUMAN reviewed Trefoil factor 3 (Intestinal trefoil factor) (hITF) (Polypeptide P1.B) (hP1.B)TFF3 ITF TFI 80 Homo sapiens (Human) 0.91 1.05 0.82 1.16 0.82 1.81 1.34 1.06 0.84 0.79 0.74 1.33 1.37 1.39 1.21 0.79 0.67 1.53 1.63 1.48 0.97

NA 0.96 NA NA NA NA 1.62 NA NA NA NA 1.03 NA NA NA NA 0.94 NA NA NA NA 1.04 NA NA NA NA Q9Y696 CLIC4_HUMAN reviewed Chloride intracellular channel protein 4 (Intracellular chloride ion channel protein p64H1)CLIC4 253 Homo sapiens (Human) 1.10 1.31 0.99 0.81 0.91 1.77 0.97 0.76 1.27 0.94 1.10 0.85 1.00 0.97 1.24 1.05 0.84 0.96 1.62 1.03 1.04

NA 0.56 NA NA NA NA 1.29 NA NA NA NA 1.00 NA NA NA NA 1.00 NA NA NA NA 0.71 NA NA NA NA Q9H1C7 CYTM1_HUMANreviewed Cysteine-rich and transmembrane domain-containing protein 1CYSTM1 C5orf32 ORF1-FL4997 Homo sapiens (Human) 1.99 2.02 1.72 1.01 1.14 0.63 0.92 0.77 1.22 1.00 1.11 0.66 0.78 0.85 0.98 1.20 0.86 0.56 1.29 1.00 0.71

NA 0.62 NA NA NA NA 1.73 NA NA NA NA 2.09 NA NA NA NA 1.09 NA NA NA NA 1.30 NA NA NA NA P01906 DQA2_HUMAN reviewed HLA class II histocompatibility antigen, DQ alpha 2 chain (DX alpha chain) (HLA class II histocompatibility antigen, DQ(6) alpha chain) (HLA-DQA1) (MHC class II DQA2)HLA-DQA2 HLA-DXA 255 Homo sapiens (Human) 0.82 1.04 1.01 0.77 0.88 1.93 0.34 0.86 1.39 1.09 1.11 0.35 0.99 1.46 2.66 0.92 0.56 0.62 1.73 2.09 1.30

NA 1.60 NA NA NA NA 1.24 NA NA NA NA 1.03 NA NA NA NA 0.99 NA NA NA NA 1.28 NA NA NA NA Q01628 IFM3_HUMAN reviewed Interferon-induced transmembrane protein 3 (Dispanin subfamily A member 2b) (DSPA2b) (Interferon-inducible protein 1-8U)IFITM3 133 Homo sapiens (Human) 0.44 1.34 1.00 0.61 0.99 1.00 1.08 0.94 1.09 0.99 2.06 0.79 1.11 1.19 1.27 0.76 0.93 1.60 1.24 1.03 1.28

NA 1.21 NA NA NA NA 0.96 NA NA NA NA 0.40 NA NA NA NA 0.93 NA NA NA NA 0.45 NA NA NA NA Q7Z4L5 TT21B_HUMANreviewed Tetratricopeptide repeat protein 21B (TPR repeat protein 21B)TTC21B KIAA1992 Nbla106961316 Homo sapiens (Human) 1.77 0.63 0.71 0.77 1.52 0.70 1.30 1.22 0.70 0.93 0.40 1.17 1.00 0.77 0.58 1.22 0.91 1.21 0.96 0.40 0.45

NA 1.48 NA NA NA NA 1.13 NA NA NA NA 1.03 NA NA NA NA 0.97 NA NA NA NA 1.09 NA NA NA NA Q12965 MYO1E_HUMANreviewed Unconventional myosin-Ie (Myosin-Ic) (Unconventional myosin 1E)MYO1E MYO1C 1108 Homo sapiens (Human) 1.02 0.95 0.81 0.85 1.10 0.82 0.84 1.40 0.94 0.97 0.99 1.42 1.25 0.99 1.12 1.25 1.51 1.48 1.13 1.03 1.09

NA 0.66 NA NA NA NA 0.99 NA NA NA NA 0.73 NA NA NA NA 1.13 NA NA NA NA 0.76 NA NA NA NA O60637 TSN3_HUMAN reviewed Tetraspanin-3 (Tspan-3) (Tetraspanin TM4-A) (Transmembrane 4 superfamily member 8)TSPAN3 TM4SF8 253 Homo sapiens (Human) 0.96 1.52 1.31 0.98 0.94 1.85 0.90 0.96 1.41 1.13 1.18 0.92 1.28 1.29 0.79 0.93 1.11 0.66 0.99 0.73 0.76

NA 1.18 NA NA NA NA 1.02 NA NA NA NA 1.16 NA NA NA NA 1.07 NA NA NA NA 1.19 NA NA NA NA P78344 IF4G2_HUMAN reviewed Eukaryotic translation initiation factor 4 gamma 2 (eIF-4-gamma 2) (eIF-4G 2) (eIF4G 2) (Death-associated protein 5) (DAP-5) (p97)EIF4G2 DAP5 OK/SW-cl.75907 Homo sapiens (Human) 0.95 0.55 0.73 0.93 1.17 0.91 0.79 1.13 0.72 1.07 0.11 0.88 1.30 0.83 0.69 0.99 1.01 1.18 1.02 1.16 1.19

NA 1.40 NA NA NA NA 0.62 NA NA NA NA 0.96 NA NA NA NA 3.30 NA NA NA NA 1.50 NA NA NA NA Q13231 CHIT1_HUMANreviewed Chitotriosidase-1 (EC 3.2.1.14) (Chitinase-1)CHIT1 466 Homo sapiens (Human) 0.38 0.45 0.51 0.22 0.39 0.74 1.32 1.27 1.65 3.30 4.35 1.83 0.68 1.83 8.48 0.48 0.51 1.40 0.62 0.96 1.50

NA 0.72 NA NA NA NA 1.27 NA NA NA NA 0.94 NA NA NA NA 0.76 NA NA NA NA 0.78 NA NA NA NA Q969L2 MAL2_HUMAN reviewed Protein MAL2 MAL2 176 Homo sapiens (Human) 1.68 2.13 2.69 1.08 1.17 0.70 0.76 0.59 0.86 0.76 1.01 0.67 0.68 0.65 0.66 1.29 0.96 0.72 1.27 0.94 0.78

NA 0.78 NA NA NA NA 0.88 NA NA NA NA 0.83 NA NA NA NA 0.92 NA NA NA NA 1.15 NA NA NA NA P05452 TETN_HUMAN reviewed Tetranectin (TN) (C-type lectin domain family 3 member B) (Plasminogen kringle 4-binding protein)CLEC3B TNA 202 Homo sapiens (Human) 0.55 1.30 0.70 0.37 0.88 0.53 2.86 1.30 0.94 0.92 1.37 1.78 0.64 1.35 2.78 0.96 0.66 0.78 0.88 0.83 1.15

NA 1.17 NA NA NA NA 1.12 NA NA NA NA 1.04 NA NA NA NA 1.06 NA NA NA NA 0.83 NA NA NA NA P36405 ARL3_HUMAN reviewed ADP-ribosylation factor-like protein 3ARL3 ARFL3 182 Homo sapiens (Human) 1.27 0.86 0.94 0.76 1.06 0.89 1.02 0.93 0.84 1.06 0.71 1.14 1.36 0.92 0.72 1.13 1.28 1.17 1.12 1.04 0.83

NA 1.41 NA NA NA NA 1.09 NA NA NA NA 1.10 NA NA NA NA 2.38 NA NA NA NA 1.02 NA NA NA NA P48960 CD97_HUMAN reviewed CD97 antigen (Leukocyte antigen CD97) (CD antigen CD97) [Cleaved into: CD97 antigen subunit alpha; CD97 antigen subunit beta]CD97 835 Homo sapiens (Human) 0.99 1.38 1.26 0.88 1.22 1.29 1.12 1.09 1.08 2.38 1.51 1.45 0.91 1.34 1.90 1.19 1.12 1.41 1.09 1.10 1.02

NA 1.18 NA NA NA NA 0.85 NA NA NA NA 0.80 NA NA NA NA 0.94 NA NA NA NA 1.15 NA NA NA NA Q15257 PTPA_HUMAN reviewed Serine/threonine-protein phosphatase 2A activator (EC 5.2.1.8) (PP2A, subunit B', PR53 isoform) (Phosphotyrosyl phosphatase activator) (PTPA) (Serine/threonine-protein phosphatase 2A regulatory subunit 4) (Serine/threonine-protein phosphatase 2A regulatory subunit B')PPP2R4 PTPA 358 Homo sapiens (Human) 1.82 0.53 1.00 0.78 0.85 0.52 1.19 1.18 0.99 0.94 0.58 1.29 1.17 1.03 0.74 1.13 1.03 1.18 0.85 0.80 1.15

NA 1.60 NA NA NA NA 1.25 NA NA NA NA 1.09 NA NA NA NA 1.14 NA NA NA NA 0.86 NA NA NA NA Q92882 OSTF1_HUMANreviewed Osteoclast-stimulating factor 1OSTF1 214 Homo sapiens (Human) 1.05 0.57 1.10 0.76 0.88 1.16 0.80 1.13 1.28 1.14 1.32 0.64 1.51 0.79 1.19 1.23 1.21 1.60 1.25 1.09 0.86

NA 0.84 NA NA NA NA 1.25 NA NA NA NA 0.82 NA NA NA NA 0.96 NA NA NA NA 0.06 NA NA NA NA P32856 STX2_HUMAN reviewed Syntaxin-2 (Epimorphin)STX2 EPIM STX2A STX2B STX2C288 Homo sapiens (Human) 1.73 1.40 1.31 1.16 1.42 0.51 1.20 0.79 1.13 0.96 0.02 0.90 1.46 0.93 1.24 1.08 1.09 0.84 1.25 0.82 0.06

NA 1.24 NA NA NA NA 1.00 NA NA NA NA 1.38 NA NA NA NA 1.29 NA NA NA NA 1.33 NA NA NA NA P36969 GPX4_HUMAN reviewed Phospholipid hydroperoxide glutathione peroxidase, mitochondrial (PHGPx) (EC 1.11.1.12) (Glutathione peroxidase 4) (GPx-4) (GSHPx-4)GPX4 197 Homo sapiens (Human) 3.86 1.49 1.04 0.84 0.95 1.24 1.25 1.01 1.33 1.29 1.43 1.21 0.83 1.30 1.52 0.83 1.02 1.24 1.00 1.38 1.33

NA 0.94 NA NA NA NA 1.12 NA NA NA NA 1.18 NA NA NA NA 1.52 NA NA NA NA 1.05 NA NA NA NA P46109 CRKL_HUMAN reviewed Crk-like proteinCRKL 303 Homo sapiens (Human) 1.01 1.14 1.35 0.79 0.98 1.22 0.87 1.34 1.40 1.52 1.44 0.98 0.87 0.91 1.49 1.05 0.96 0.94 1.12 1.18 1.05

NA 0.33 NA NA NA NA 0.80 NA NA NA NA 0.81 NA NA NA NA 0.80 NA NA NA NA 0.48 NA NA NA NA Q15109 RAGE_HUMAN reviewed Advanced glycosylation end product-specific receptor (Receptor for advanced glycosylation end products)AGER RAGE 404 Homo sapiens (Human) 1.16 1.67 2.12 1.50 1.72 1.00 0.92 0.51 0.57 0.80 0.31 0.51 0.80 0.43 0.32 1.59 0.96 0.33 0.80 0.81 0.48

NA 0.99 NA NA NA NA 1.14 NA NA NA NA 0.94 NA NA NA NA 1.07 NA NA NA NA 1.01 NA NA NA NA Q7L5N1 CSN6_HUMAN reviewed COP9 signalosome complex subunit 6 (SGN6) (Signalosome subunit 6) (JAB1-containing signalosome subunit 6) (MOV34 homolog) (Vpr-interacting protein) (hVIP)COPS6 CSN6 HVIP 327 Homo sapiens (Human) 1.20 1.22 1.08 1.21 1.17 1.16 0.67 0.79 1.08 1.07 0.98 0.91 0.84 1.55 1.14 0.99 1.10 0.99 1.14 0.94 1.01

NA 1.14 NA NA NA NA 1.24 NA NA NA NA 1.05 NA NA NA NA 1.48 NA NA NA NA 0.70 NA NA NA NA Q93096 TP4A1_HUMANreviewed Protein tyrosine phosphatase type IVA 1 (EC 3.1.3.48) (PTP(CAAXI)) (Protein-tyrosine phosphatase 4a1) (Protein-tyrosine phosphatase of regenerating liver 1) (PRL-1)PTP4A1 PRL1 PTPCAAX1 173 Homo sapiens (Human) 1.58 1.73 1.06 0.81 1.38 0.60 1.11 0.99 0.93 1.48 0.80 0.74 1.44 0.83 0.84 1.34 1.03 1.14 1.24 1.05 0.70

NA 1.16 NA NA NA NA 1.25 NA NA NA NA 1.08 NA NA NA NA 0.91 NA NA NA NA 1.06 NA NA NA NA Q9BV40 VAMP8_HUMANreviewed Vesicle-associated membrane protein 8 (VAMP-8) (Endobrevin) (EDB)VAMP8 100 Homo sapiens (Human) 1.29 1.05 1.09 1.14 1.04 0.82 0.97 0.92 1.03 0.91 1.33 1.37 0.95 1.04 1.37 0.91 0.90 1.16 1.25 1.08 1.06

NA 1.06 NA NA NA NA 1.00 NA NA NA NA 1.17 NA NA NA NA 1.07 NA NA NA NA 1.28 NA NA NA NA Q9NY33 DPP3_HUMAN reviewed Dipeptidyl peptidase 3 (EC 3.4.14.4) (Dipeptidyl aminopeptidase III) (Dipeptidyl arylamidase III) (Dipeptidyl peptidase III) (DPP III) (Enkephalinase B)DPP3 737 Homo sapiens (Human) 1.10 1.10 1.10 0.86 0.87 1.18 0.94 0.96 1.04 1.07 1.24 0.97 0.94 1.06 1.20 0.86 0.97 1.06 1.00 1.17 1.28

NA 0.77 NA NA NA NA 1.02 NA NA NA NA 0.82 NA NA NA NA 1.02 NA NA NA NA 1.05 NA NA NA NA Q9ULC4 MCTS1_HUMANreviewed Malignant T-cell-amplified sequence 1 (MCT-1) (Multiple copies T-cell malignancies)MCTS1 MCT1 181 Homo sapiens (Human) 1.27 0.74 0.91 1.24 1.03 1.20 0.73 1.57 1.09 1.02 0.96 0.92 1.38 0.83 0.83 0.96 1.50 0.77 1.02 0.82 1.05

NA 1.90 NA NA NA NA 0.79 NA NA NA NA 1.15 NA NA NA NA 1.21 NA NA NA NA 0.84 NA NA NA NA Q9Y383 LC7L2_HUMANreviewed Putative RNA-binding protein Luc7-like 2LUC7L2 CGI-59 CGI-74 392 Homo sapiens (Human) 0.84 1.13 0.74 0.88 0.85 1.18 0.88 0.85 0.77 1.21 1.14 1.18 0.84 1.02 1.33 1.25 1.78 1.90 0.79 1.15 0.84

NA 2.93 NA NA NA NA 0.82 NA NA NA NA 0.87 NA NA NA NA 1.38 NA NA NA NA 1.33 NA NA NA NA P13727 PRG2_HUMAN reviewed Bone marrow proteoglycan (BMPG) (Proteoglycan 2) [Cleaved into: Eosinophil granule major basic protein (EMBP) (MBP) (Pregnancy-associated major basic protein)]PRG2 MBP 222 Homo sapiens (Human) 1.53 1.34 0.68 0.50 0.91 0.86 2.46 1.22 0.62 1.38 0.71 0.91 1.13 2.67 2.44 0.85 0.89 2.93 0.82 0.87 1.33

NA 0.94 NA NA NA NA 1.09 NA NA NA NA 1.05 NA NA NA NA 1.10 NA NA NA NA 1.18 NA NA NA NA P15121 ALDR_HUMAN reviewed Aldose reductase (AR) (EC 1.1.1.21) (Aldehyde reductase) (Aldo-keto reductase family 1 member B1)AKR1B1 ALDR1 316 Homo sapiens (Human) 0.95 0.89 0.68 1.04 0.89 1.55 1.03 1.19 1.27 1.10 1.03 0.92 1.48 0.88 1.90 1.02 0.95 0.94 1.09 1.05 1.18

NA 0.98 NA NA NA NA 1.04 NA NA NA NA 1.07 NA NA NA NA 1.06 NA NA NA NA 0.92 NA NA NA NA Q7Z2W4 ZCCHV_HUMANreviewed Zinc finger CCCH-type antiviral protein 1 (ADP-ribosyltransferase diphtheria toxin-like 13) (ARTD13) (Zinc finger CCCH domain-containing protein 2) (Zinc finger antiviral protein) (ZAP)ZC3HAV1 ZC3HDC2 PRO1677902 Homo sapiens (Human) 1.20 1.16 1.21 0.88 1.18 0.69 0.92 0.85 1.07 1.06 0.79 0.83 0.81 0.88 0.98 1.48 0.95 0.98 1.04 1.07 0.92

NA 1.11 NA NA NA NA 0.72 NA NA NA NA 0.63 NA NA NA NA 1.02 NA NA NA NA 0.92 NA NA NA NA Q9NP97 DLRB1_HUMANreviewed Dynein light chain roadblock-type 1 (Bithoraxoid-like protein) (BLP) (Dynein light chain 2A, cytoplasmic) (Dynein-associated protein Km23) (Roadblock domain-containing protein 1)DYNLRB1 BITH DNCL2A DNLC2A ROBLD1 HSPC16296 Homo sapiens (Human) 0.99 1.04 1.61 1.44 1.19 1.48 0.71 1.00 1.19 1.02 1.10 0.72 0.83 1.36 1.12 1.46 0.86 1.11 0.72 0.63 0.92

NA 1.04 NA NA NA NA 1.13 NA NA NA NA 0.89 NA NA NA NA 1.57 NA NA NA NA 0.76 NA NA NA NA O00453 LST1_HUMAN reviewed Leukocyte-specific transcript 1 protein (Protein B144)LST1 B144 97 Homo sapiens (Human) 0.90 0.86 1.28 1.16 0.91 0.96 1.27 2.10 0.94 1.57 1.03 1.04 0.96 0.94 1.09 0.75 1.48 1.04 1.13 0.89 0.76

NA 0.58 NA NA NA NA 0.60 NA NA NA NA 0.93 NA NA NA NA 1.47 NA NA NA NA 2.39 NA NA NA NA O14791 APOL1_HUMANreviewed Apolipoprotein L1 (Apolipoprotein L) (Apo-L) (ApoL) (Apolipoprotein L-I) (ApoL-I)APOL1 APOL 398 Homo sapiens (Human) 0.18 0.45 0.30 0.74 1.05 1.46 1.90 1.57 0.90 1.47 3.50 0.49 0.43 1.09 2.84 0.48 0.73 0.58 0.60 0.93 2.39

NA 0.61 NA NA NA NA 2.66 NA NA NA NA 1.63 NA NA NA NA 1.19 NA NA NA NA 0.62 NA NA NA NA O43653 PSCA_HUMAN reviewed Prostate stem cell antigenPSCA UNQ206/PRO232 123 Homo sapiens (Human) 0.77 0.12 0.39 1.10 1.76 1.22 0.48 1.54 1.28 1.19 1.16 1.34 1.63 1.13 1.34 0.31 0.27 0.61 2.66 1.63 0.62

NA 0.62 NA NA NA NA 0.80 NA NA NA NA 1.35 NA NA NA NA 1.60 NA NA NA NA 0.65 NA NA NA NA O43914 TYOBP_HUMANreviewed TYRO protein tyrosine kinase-binding protein (DNAX-activation protein 12) (Killer-activating receptor-associated protein) (KAR-associated protein)TYROBP DAP12 KARAP 113 Homo sapiens (Human) 1.06 1.80 1.21 1.13 0.81 1.16 1.27 1.87 1.30 1.60 1.09 1.06 1.18 0.93 1.07 0.97 0.94 0.62 0.80 1.35 0.65

NA 1.25 NA NA NA NA 1.18 NA NA NA NA 1.12 NA NA NA NA 1.12 NA NA NA NA 1.11 NA NA NA NA O60739 EIF1B_HUMAN reviewed Eukaryotic translation initiation factor 1b (eIF1b) (Protein translation factor SUI1 homolog GC20)EIF1B 113 Homo sapiens (Human) 1.30 0.79 0.90 0.59 0.69 1.04 1.18 0.90 1.33 1.12 1.46 1.22 1.11 1.26 1.62 1.10 0.86 1.25 1.18 1.12 1.11

NA 1.35 NA NA NA NA 1.03 NA NA NA NA 0.74 NA NA NA NA 1.14 NA NA NA NA 0.68 NA NA NA NA O75608 LYPA1_HUMANreviewed Acyl-protein thioesterase 1 (APT-1) (hAPT1) (EC 3.1.2.-) (Lysophospholipase 1) (Lysophospholipase I) (LPL-I) (LysoPLA I)LYPLA1 APT1 LPL1 230 Homo sapiens (Human) 1.27 0.66 1.15 0.72 1.00 0.92 1.01 1.33 1.02 1.14 0.90 0.96 1.16 0.90 0.95 0.86 0.81 1.35 1.03 0.74 0.68

NA 1.52 NA NA NA NA 0.55 NA NA NA NA 0.82 NA NA NA NA 1.18 NA NA NA NA 1.13 NA NA NA NA O95197 RTN3_HUMAN reviewed Reticulon-3 (Homolog of ASY protein) (HAP) (Neuroendocrine-specific protein-like 2) (NSP-like protein 2) (Neuroendocrine-specific protein-like II) (NSP-like protein II) (NSPLII)RTN3 ASYIP NSPL2 1032 Homo sapiens (Human) 0.49 0.99 1.14 2.29 1.18 0.68 0.44 0.54 0.76 1.18 0.96 0.67 0.71 0.50 0.98 0.82 1.07 1.52 0.55 0.82 1.13

NA 0.89 NA NA NA NA 0.77 NA NA NA NA 0.96 NA NA NA NA 1.22 NA NA NA NA 1.35 NA NA NA NA O95394 AGM1_HUMANreviewed Phosphoacetylglucosamine mutase (PAGM) (EC 5.4.2.3) (Acetylglucosamine phosphomutase) (N-acetylglucosamine-phosphate mutase) (Phosphoglucomutase-3) (PGM 3)PGM3 AGM1 542 Homo sapiens (Human) 1.35 0.77 1.50 0.99 0.96 1.20 0.77 1.41 0.99 1.22 0.98 1.02 1.51 0.98 0.75 1.04 1.26 0.89 0.77 0.96 1.35

NA 0.90 NA NA NA NA 1.16 NA NA NA NA 1.09 NA NA NA NA 1.25 NA NA NA NA 0.94 NA NA NA NA P02144 MYG_HUMAN reviewed Myoglobin MB 154 Homo sapiens (Human) 1.29 1.14 1.31 0.87 0.99 1.00 1.11 1.22 1.02 1.25 0.99 1.57 1.22 1.18 0.94 1.10 1.27 0.90 1.16 1.09 0.94

NA 1.45 NA NA NA NA 0.89 NA NA NA NA 1.06 NA NA NA NA 1.11 NA NA NA NA 1.29 NA NA NA NA P19525 E2AK2_HUMANreviewed Interferon-induced, double-stranded RNA-activated protein kinase (EC 2.7.11.1) (Eukaryotic translation initiation factor 2-alpha kinase 2) (eIF-2A protein kinase 2) (Interferon-inducible RNA-dependent protein kinase) (P1/eIF-2A protein kinase) (Protein kinase RNA-activated) (PKR) (Tyrosine-protein kinase EIF2AK2) (EC 2.7.10.2) (p68 kinase)EIF2AK2 PKR PRKR 551 Homo sapiens (Human) 0.92 0.84 0.95 1.00 1.03 0.96 1.03 1.20 0.64 1.11 0.40 0.89 1.04 0.94 0.89 0.94 1.33 1.45 0.89 1.06 1.29

NA 1.22 NA NA NA NA 0.89 NA NA NA NA 0.72 NA NA NA NA 0.91 NA NA NA NA 1.00 NA NA NA NA P29218 IMPA1_HUMANreviewed Inositol monophosphatase 1 (IMP 1) (IMPase 1) (EC 3.1.3.25) (Inositol-1(or 4)-monophosphatase 1) (Lithium-sensitive myo-inositol monophosphatase A1)IMPA1 IMPA 277 Homo sapiens (Human) 0.78 0.56 0.99 1.20 0.77 1.36 0.69 1.10 0.84 0.91 0.31 1.09 0.74 4.47 0.45 1.23 1.61 1.22 0.89 0.72 1.00

NA 0.58 NA NA NA NA 0.78 NA NA NA NA 0.79 NA NA NA NA 0.93 NA NA NA NA 1.35 NA NA NA NA P43243 MATR3_HUMANreviewed Matrin-3 MATR3 KIAA0723 847 Homo sapiens (Human) 0.75 0.97 0.84 1.50 0.80 1.18 0.67 1.22 0.90 0.93 1.02 1.05 1.17 0.81 1.37 1.18 1.68 0.58 0.78 0.79 1.35

NA 0.56 NA NA NA NA 0.80 NA NA NA NA 0.76 NA NA NA NA 0.61 NA NA NA NA 0.47 NA NA NA NA P50151 GBG10_HUMANreviewed Guanine nucleotide-binding protein G(I)/G(S)/G(O) subunit gamma-10GNG10 GNGT10 68 Homo sapiens (Human) 0.51 0.73 0.42 0.44 0.50 0.54 0.63 0.70 0.68 0.61 0.47 0.54 0.60 0.51 0.49 0.47 0.51 0.56 0.80 0.76 0.47

NA 1.03 NA NA NA NA 1.04 NA NA NA NA 1.07 NA NA NA NA 1.49 NA NA NA NA 1.04 NA NA NA NA P55196 AFAD_HUMAN reviewed Afadin (ALL1-fused gene from chromosome 6 protein) (Protein AF-6)MLLT4 AF6 1824 Homo sapiens (Human) 1.29 0.90 0.79 0.76 1.18 0.95 1.16 1.34 1.16 1.49 0.91 1.36 1.17 1.05 1.02 1.33 1.49 1.03 1.04 1.07 1.04

NA 0.73 NA NA NA NA 0.62 NA NA NA NA 0.85 NA NA NA NA 0.97 NA NA NA NA 1.06 NA NA NA NA P80303 NUCB2_HUMANreviewed Nucleobindin-2 (DNA-binding protein NEFA) (Gastric cancer antigen Zg4) (Prepronesfatin) [Cleaved into: Nesfatin-1]NUCB2 NEFA 420 Homo sapiens (Human) 0.50 1.25 1.32 0.73 0.87 1.41 0.44 0.87 2.53 0.97 0.59 0.97 2.69 0.86 0.89 0.79 1.28 0.73 0.62 0.85 1.06

NA 1.23 NA NA NA NA 1.23 NA NA NA NA 1.28 NA NA NA NA 1.77 NA NA NA NA 1.05 NA NA NA NA Q08554 DSC1_HUMAN reviewed Desmocollin-1 (Cadherin family member 1) (Desmosomal glycoprotein 2/3) (DG2/DG3)DSC1 CDHF1 894 Homo sapiens (Human) 0.80 1.86 1.04 1.66 1.36 1.48 1.27 1.08 1.70 1.77 1.93 0.87 0.61 1.46 1.48 0.96 1.14 1.23 1.23 1.28 1.05

NA 1.93 NA NA NA NA 0.80 NA NA NA NA 1.34 NA NA NA NA 0.91 NA NA NA NA 1.62 NA NA NA NA Q10589 BST2_HUMAN reviewed Bone marrow stromal antigen 2 (BST-2) (HM1.24 antigen) (Tetherin) (CD antigen CD317)BST2 180 Homo sapiens (Human) 0.43 1.57 1.82 0.84 0.68 0.63 0.86 0.72 1.48 0.91 1.63 0.66 0.83 1.25 1.02 0.61 1.23 1.93 0.80 1.34 1.62

NA 0.71 NA NA NA NA 0.77 NA NA NA NA 0.93 NA NA NA NA 0.97 NA NA NA NA 1.93 NA NA NA NA Q12899 TRI26_HUMAN reviewed Tripartite motif-containing protein 26 (Acid finger protein) (AFP) (RING finger protein 95) (Zinc finger protein 173)TRIM26 RNF95 ZNF173 539 Homo sapiens (Human) 0.66 0.59 0.74 0.97 1.08 1.14 0.82 1.17 0.80 0.97 0.85 0.86 0.87 0.90 0.86 0.98 1.50 0.71 0.77 0.93 1.93

NA 1.09 NA NA NA NA 1.03 NA NA NA NA 0.83 NA NA NA NA 1.10 NA NA NA NA 0.49 NA NA NA NA Q14156 EFR3A_HUMANreviewed Protein EFR3 homolog A (Protein EFR3-like)EFR3A KIAA0143 821 Homo sapiens (Human) 0.85 1.18 0.92 0.87 1.12 0.90 1.03 1.06 1.05 1.10 0.97 0.87 1.23 0.95 0.98 1.12 1.27 1.09 1.03 0.83 0.49

NA 0.65 NA NA NA NA 1.16 NA NA NA NA 0.94 NA NA NA NA 1.23 NA NA NA NA 1.03 NA NA NA NA Q5T6J7 GNTK_HUMAN reviewed Probable gluconokinase (EC 2.7.1.12) (Gluconate kinase)IDNK C9orf103 187 Homo sapiens (Human) 0.45 0.97 0.65 1.05 0.63 1.40 0.80 1.96 0.68 1.23 0.64 1.16 2.11 1.14 0.72 0.89 0.69 0.65 1.16 0.94 1.03

NA 1.15 NA NA NA NA 0.93 NA NA NA NA 0.77 NA NA NA NA 0.91 NA NA NA NA 0.84 NA NA NA NA Q6IA69 NADE_HUMAN reviewed Glutamine-dependent NAD(+) synthetase (EC 6.3.5.1) (NAD(+) synthase [glutamine-hydrolyzing]) (NAD(+) synthetase)NADSYN1 706 Homo sapiens (Human) 0.64 2.09 0.59 2.42 1.39 0.62 0.54 0.51 0.83 0.91 0.58 1.07 0.76 0.57 0.99 0.77 0.62 1.15 0.93 0.77 0.84

NA 0.68 NA NA NA NA 1.04 NA NA NA NA 0.73 NA NA NA NA 1.11 NA NA NA NA 0.68 NA NA NA NA Q8IWZ6 BBS7_HUMAN reviewed Bardet-Biedl syndrome 7 protein (BBS2-like protein 1)BBS7 BBS2L1 715 Homo sapiens (Human) 1.21 1.45 0.88 1.22 1.38 1.05 0.90 0.83 0.85 1.11 0.58 0.73 0.83 0.66 0.58 1.52 1.58 0.68 1.04 0.73 0.68

NA 1.20 NA NA NA NA 1.84 NA NA NA NA 0.88 NA NA NA NA 0.77 NA NA NA NA 0.52 NA NA NA NA Q8TAD7 OCC1_HUMAN reviewed Overexpressed in colon carcinoma 1 protein (OCC-1) (AGD3)OCC1 C12orf75 63 Homo sapiens (Human) 1.55 1.72 1.26 0.87 1.00 0.86 0.62 0.86 0.98 0.77 0.65 0.97 1.04 0.51 0.24 2.20 1.39 1.20 1.84 0.88 0.52

NA 0.91 NA NA NA NA 1.13 NA NA NA NA 1.33 NA NA NA NA 1.76 NA NA NA NA 0.88 NA NA NA NA Q96D96 HVCN1_HUMANreviewed Voltage-gated hydrogen channel 1 (Hydrogen voltage-gated channel 1) (HV1) (Voltage sensor domain-only protein)HVCN1 VSOP UNQ578/PRO1140273 Homo sapiens (Human) 2.09 1.24 1.33 1.73 1.05 0.82 0.96 0.93 1.39 1.76 1.02 0.74 0.59 1.21 1.03 0.91 0.93 0.91 1.13 1.33 0.88

NA 1.25 NA NA NA NA 0.91 NA NA NA NA 1.03 NA NA NA NA 1.13 NA NA NA NA 1.00 NA NA NA NA Q99471 PFD5_HUMAN reviewed Prefoldin subunit 5 (C-Myc-binding protein Mm-1) (Myc modulator 1)PFDN5 MM1 PFD5 154 Homo sapiens (Human) 1.12 1.08 0.94 1.14 1.11 1.01 1.03 1.14 1.02 1.13 0.68 1.14 1.22 1.18 0.96 1.16 1.25 1.25 0.91 1.03 1.00

NA 0.66 NA NA NA NA 1.03 NA NA NA NA 1.08 NA NA NA NA 0.93 NA NA NA NA 0.66 NA NA NA NA Q9BYG5 PAR6B_HUMANreviewed Partitioning defective 6 homolog beta (PAR-6 beta) (PAR-6B)PARD6B PAR6B 372 Homo sapiens (Human) 2.08 1.25 1.96 1.16 1.17 1.01 0.95 0.59 1.06 0.93 0.89 0.51 0.83 0.75 0.74 1.09 0.95 0.66 1.03 1.08 0.66

NA 0.94 NA NA NA NA 0.70 NA NA NA NA 0.68 NA NA NA NA 0.96 NA NA NA NA 1.03 NA NA NA NA Q9C005 DPY30_HUMANreviewed Protein dpy-30 homolog (Dpy-30-like protein) (Dpy-30L)DPY30 99 Homo sapiens (Human) 0.93 1.30 0.78 1.64 1.65 1.26 0.89 1.09 1.04 0.96 0.99 0.90 0.88 0.84 0.91 0.77 1.06 0.94 0.70 0.68 1.03

NA 0.97 NA NA NA NA 0.89 NA NA NA NA 1.13 NA NA NA NA 1.01 NA NA NA NA 0.85 NA NA NA NA Q9UI46 DNAI1_HUMANreviewed Dynein intermediate chain 1, axonemal (Axonemal dynein intermediate chain 1)DNAI1 699 Homo sapiens (Human) 0.96 1.07 1.03 1.40 1.01 0.87 1.08 0.86 1.02 1.01 1.14 0.86 0.76 1.04 1.00 1.01 1.45 0.97 0.89 1.13 0.85

NA 0.90 NA NA NA NA 0.60 NA NA NA NA 0.49 NA NA NA NA 0.79 NA NA NA NA 0.49 NA NA NA NA Q9Y366 IFT52_HUMAN reviewed Intraflagellar transport protein 52 homolog (Protein NGD5 homolog)IFT52 C20orf9 NGD5 CGI-53437 Homo sapiens (Human) 1.19 1.16 0.93 1.22 1.19 0.91 1.48 0.84 0.96 0.79 0.11 1.07 0.86 0.75 0.68 1.31 1.39 0.90 0.60 0.49 0.49

NA 0.56 NA NA NA NA 0.96 NA NA NA NA 0.84 NA NA NA NA 0.79 NA NA NA NA 0.91 NA NA NA NA Q9Y3D6 FIS1_HUMAN reviewed Mitochondrial fission 1 protein (FIS1 homolog) (hFis1) (Tetratricopeptide repeat protein 11) (TPR repeat protein 11)FIS1 TTC11 CGI-135 152 Homo sapiens (Human) 1.23 1.08 0.98 1.10 0.96 0.94 0.74 0.92 1.01 0.79 0.69 1.20 1.31 0.76 0.77 1.04 1.34 0.56 0.96 0.84 0.91

NA 1.30 NA NA NA NA 2.81 NA NA NA NA 1.18 NA NA NA NA 1.95 NA NA NA NA 1.42 NA NA NA NA P06316 LV107_HUMANreviewed Ig lambda chain V-I region BL2 130 Homo sapiens (Human) 1.05 0.93 0.63 0.75 3.76 1.95 2.33 0.16 0.93 0.61 1.30 2.81 1.18 1.42

NA 0.50 NA NA NA NA 1.06 NA NA NA NA 0.97 NA NA NA NA 0.88 NA NA NA NA 0.66 NA NA NA NA P10114 RAP2A_HUMANreviewed Ras-related protein Rap-2a (RbBP-30)RAP2A 183 Homo sapiens (Human) 2.42 1.71 1.08 0.96 0.81 0.88 0.49 0.56 1.24 0.95 0.50 1.06 0.97 0.66

NA 0.90 NA NA NA NA 0.60 NA NA NA NA 1.03 NA NA NA NA 0.97 NA NA NA NA 1.20 NA NA NA NA P05091 ALDH2_HUMANreviewed Aldehyde dehydrogenase, mitochondrial (EC 1.2.1.3) (ALDH class 2) (ALDH-E2) (ALDHI)ALDH2 ALDM 517 Homo sapiens (Human) 0.86 1.04 NA NA 1.00 1.20 0.56 1.07 NA 0.97 NA 0.95 0.94 0.73 NA NA NA 0.90 0.60 1.03 1.20

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q5RHP9 CA173_HUMANreviewed Uncharacterized protein C1orf173C1orf173 1530 Homo sapiens (Human) 1.18 1.04 1.58 0.90 NA NA 1.65 1.40 1.38 NA 1.40 1.34 0.98 1.27 1.30 1.21 1.53 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P06748 NPM_HUMAN reviewed Nucleophosmin (NPM) (Nucleolar phosphoprotein B23) (Nucleolar protein NO38) (Numatrin)NPM1 NPM 294 Homo sapiens (Human) 0.86 1.32 0.95 0.73 NA NA 0.87 1.09 1.28 NA 1.62 1.33 0.74 0.78 1.48 0.75 0.79 NA NA NA NA

NA 0.91 NA NA NA NA 0.92 NA NA NA NA 0.93 NA NA NA NA 1.05 NA NA NA NA 0.77 NA NA NA NA P48426 PI42A_HUMAN reviewed Phosphatidylinositol 5-phosphate 4-kinase type-2 alpha (EC 2.7.1.149) (1-phosphatidylinositol 5-phosphate 4-kinase 2-alpha) (Diphosphoinositide kinase 2-alpha) (PIP5KIII) (Phosphatidylinositol 5-phosphate 4-kinase type II alpha) (PI(5)P 4-kinase type II alpha) (PIP4KII-alpha) (PtdIns(4)P-5-kinase B isoform) (PtdIns(4)P-5-kinase C isoform) (PtdIns(5)P-4-kinase isoform 2-alpha)PIP4K2A PIP5K2 PIP5K2A 406 Homo sapiens (Human) 1.20 1.30 0.74 0.79 0.90 1.05 0.69 1.09 1.03 0.89 0.91 0.92 0.93 0.77

NA 0.63 NA NA NA NA 0.63 NA NA NA NA 0.54 NA NA NA NA 0.67 NA NA NA NA 0.64 NA NA NA NA Q8NDH3 PEPL1_HUMANreviewed Probable aminopeptidase NPEPL1 (EC 3.4.11.-) (Aminopeptidase-like 1)NPEPL1 KIAA1974 523 Homo sapiens (Human) 1.92 1.43 2.05 0.66 0.69 0.67 0.70 1.12 1.40 0.76 0.63 0.63 0.54 0.64

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA O94886 TM63A_HUMANreviewed Transmembrane protein 63ATMEM63A KIAA0489 KIAA0792807 Homo sapiens (Human) 2.07 1.29 1.01 0.79 NA NA 0.79 0.50 1.66 NA 1.86 1.17 0.98 0.83 1.47 0.79 0.94 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P18136 KV313_HUMANreviewed Ig kappa chain V-III region HIC 129 Homo sapiens (Human) 0.46 0.74 1.18 0.52 NA NA 1.24 1.09 2.11 NA 2.79 0.80 0.58 1.80 2.12 0.67 0.60 NA NA NA NA

NA 0.88 NA NA NA NA 1.26 NA NA NA NA 1.00 NA NA NA NA 0.86 NA NA NA NA 1.07 NA NA NA NA A5A3E0 POTEF_HUMANreviewed POTE ankyrin domain family member F (ANKRD26-like family C member 1B) (Chimeric POTE-actin protein)POTEF A26C1B 1075 Homo sapiens (Human)NA NA 0.92 1.14 1.10 0.87 NA NA 1.12 0.86 0.82 NA NA NA 0.92 0.90 1.18 0.88 1.26 1.00 1.07

NA 1.33 NA NA NA NA 1.22 NA NA NA NA 1.13 NA NA NA NA 0.86 NA NA NA NA 1.04 NA NA NA NA P01775 HV314_HUMANreviewed Ig heavy chain V-III region LAY 119 Homo sapiens (Human)NA NA 1.33 0.58 0.63 1.16 NA NA 2.12 0.86 3.83 NA NA NA 1.72 0.68 0.67 1.33 1.22 1.13 1.04

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q95IE3 2B1C_HUMAN reviewed HLA class II histocompatibility antigen, DRB1-12 beta chain (MHC class II antigen DRB1*12) (DR-12) (DR12)HLA-DRB1 266 Homo sapiens (Human) 0.43 0.55 1.05 1.13 NA NA 0.73 4.18 1.55 NA 1.56 0.75 0.53 0.71 1.85 0.93 0.82 NA NA NA NA
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NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q96F07 CYFP2_HUMANreviewed Cytoplasmic FMR1-interacting protein 2 (p53-inducible protein 121)CYFIP2 KIAA1168 PIR1211278 Homo sapiens (Human) 0.83 0.85 0.78 0.90 NA NA 1.14 0.85 0.93 NA 3.23 1.10 0.68 1.12 1.31 0.79 0.81 NA NA NA NA

NA 1.43 NA NA NA NA 1.61 NA NA NA NA 1.23 NA NA NA NA 1.23 NA NA NA NA 1.27 NA NA NA NA P06319 LV605_HUMANreviewed Ig lambda chain V-VI region EB4 131 Homo sapiens (Human) 0.62 0.61 NA NA 0.82 0.93 1.59 1.05 NA 1.23 NA 1.69 0.66 1.48 NA NA NA 1.43 1.61 1.23 1.27

NA 0.94 NA NA NA NA 1.04 NA NA NA NA 1.09 NA NA NA NA 1.41 NA NA NA NA 0.93 NA NA NA NA P07947 YES_HUMAN reviewed Tyrosine-protein kinase Yes (EC 2.7.10.2) (Proto-oncogene c-Yes) (p61-Yes)YES1 YES 543 Homo sapiens (Human) 1.24 1.36 NA NA 0.92 0.86 1.05 0.89 NA 1.41 NA 0.81 1.11 1.12 NA NA NA 0.94 1.04 1.09 0.93

NA 1.67 NA NA NA NA 0.98 NA NA NA NA 1.07 NA NA NA NA 1.12 NA NA NA NA 1.03 NA NA NA NA P31947 1433S_HUMANreviewed 14-3-3 protein sigma (Epithelial cell marker protein 1) (Stratifin)SFN HME1 248 Homo sapiens (Human)NA NA 1.02 0.65 1.56 1.73 NA NA 1.08 1.12 0.89 NA NA NA 0.84 0.82 1.34 1.67 0.98 1.07 1.03

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P01707 LV204_HUMANreviewed Ig lambda chain V-II region TRO 111 Homo sapiens (Human) 0.66 0.64 1.18 0.90 NA NA 0.81 0.87 1.58 NA 3.21 0.85 0.63 2.01 1.38 0.67 0.69 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q8TAV4 STML3_HUMANreviewed Stomatin-like protein 3 (SLP-3)STOML3 291 Homo sapiens (Human) 1.60 0.71 0.79 1.13 NA NA 0.58 0.90 0.83 NA 0.97 0.90 0.78 0.68 1.46 1.27 1.09 NA NA NA NA

NA 0.99 NA NA NA NA 0.79 NA NA NA NA 1.10 NA NA NA NA 1.09 NA NA NA NA 1.22 NA NA NA NA O43681 ASNA_HUMAN reviewed ATPase ASNA1 (EC 3.6.-.-) (Arsenical pump-driving ATPase) (Arsenite-stimulated ATPase) (Transmembrane domain recognition complex 40 kDa ATPase subunit) (hARSA-I) (hASNA-I)ASNA1 ARSA TRC40 348 Homo sapiens (Human) 1.17 0.97 NA NA 0.89 1.16 0.86 0.96 NA 1.09 NA 0.97 1.05 0.87 NA NA NA 0.99 0.79 1.10 1.22

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P01815 HV202_HUMANreviewed Ig heavy chain V-II region COR 120 Homo sapiens (Human) 0.83 0.67 1.66 1.13 NA NA 0.67 1.59 1.18 NA 1.81 0.78 0.72 1.66 1.16 1.05 0.69 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P04438 HV208_HUMANreviewed Ig heavy chain V-II region SESS 147 Homo sapiens (Human) 0.70 0.86 0.16 0.84 NA NA 1.28 0.53 1.38 NA 1.10 0.82 0.66 1.11 0.13 0.47 0.41 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P43405 KSYK_HUMAN reviewed Tyrosine-protein kinase SYK (EC 2.7.10.2) (Spleen tyrosine kinase) (p72-Syk)SYK 635 Homo sapiens (Human) 0.88 1.51 0.88 0.92 NA NA 1.17 0.87 1.08 NA 1.20 1.06 0.97 1.01 1.30 1.01 1.06 NA NA NA NA

NA 0.73 NA NA NA NA 0.90 NA NA NA NA 0.77 NA NA NA NA 0.97 NA NA NA NA 0.78 NA NA NA NA P55010 IF5_HUMAN reviewed Eukaryotic translation initiation factor 5 (eIF-5)EIF5 431 Homo sapiens (Human) 1.11 0.83 NA NA 1.64 1.00 0.84 1.06 NA 0.97 NA 1.23 1.24 0.87 NA NA NA 0.73 0.90 0.77 0.78

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P57735 RAB25_HUMANreviewed Ras-related protein Rab-25 (CATX-8)RAB25 CATX8 213 Homo sapiens (Human) 0.91 1.38 1.37 0.93 NA NA 1.03 0.86 1.00 NA 1.93 0.84 0.59 0.99 0.88 1.08 1.17 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P63172 DYLT1_HUMANreviewed Dynein light chain Tctex-type 1 (Protein CW-1) (T-complex testis-specific protein 1 homolog)DYNLT1 TCTEL1 TCTEX-1 TCTEX1113 Homo sapiens (Human) 0.96 0.98 0.57 1.30 NA NA 0.81 1.04 0.78 NA 0.70 0.57 0.78 0.69 0.58 0.90 0.92 NA NA NA NA

NA 1.93 NA NA NA NA 0.84 NA NA NA NA 1.10 NA NA NA NA 0.60 NA NA NA NA 1.12 NA NA NA NA Q9Y6K5 OAS3_HUMAN reviewed 2'-5'-oligoadenylate synthase 3 ((2-5')oligo(A) synthase 3) (2-5A synthase 3) (EC 2.7.7.84) (p100 OAS) (p100OAS)OAS3 P/OKcl.4 1087 Homo sapiens (Human) 0.76 1.01 NA NA 0.67 0.80 1.07 0.83 NA 0.60 NA 0.84 1.18 0.96 NA NA NA 1.93 0.84 1.10 1.12

NA 0.88 NA NA NA NA 1.89 NA NA NA NA 0.74 NA NA NA NA 2.65 NA NA NA NA 0.80 NA NA NA NA O00442 RTCA_HUMAN reviewed RNA 3'-terminal phosphate cyclase (RNA cyclase) (RNA-3'-phosphate cyclase) (EC 6.5.1.4) (RNA terminal phosphate cyclase domain-containing protein 1) (RTC domain-containing protein 1)RTCA RPC RPC1 RTC1 RTCD1366 Homo sapiens (Human)NA NA 1.05 0.68 0.97 1.01 NA NA 0.88 2.65 0.52 NA NA NA 0.75 0.79 0.96 0.88 1.89 0.74 0.80

NA 0.97 NA NA NA NA 0.49 NA NA NA NA 0.75 NA NA NA NA 0.82 NA NA NA NA 0.76 NA NA NA NA P23258 TBG1_HUMAN reviewed Tubulin gamma-1 chain (Gamma-1-tubulin) (Gamma-tubulin complex component 1) (GCP-1)TUBG1 TUBG 451 Homo sapiens (Human)NA NA 0.78 2.76 1.75 0.70 NA NA 0.68 0.82 0.87 NA NA NA 0.98 0.71 0.81 0.97 0.49 0.75 0.76

NA 0.71 NA NA NA NA 1.55 NA NA NA NA 1.69 NA NA NA NA 0.94 NA NA NA NA 1.12 NA NA NA NA Q16881 TRXR1_HUMANreviewed Thioredoxin reductase 1, cytoplasmic (TR) (EC 1.8.1.9) (Gene associated with retinoic and interferon-induced mortality 12 protein) (GRIM-12) (Gene associated with retinoic and IFN-induced mortality 12 protein) (KM-102-derived reductase-like factor) (Thioredoxin reductase TR1)TXNRD1 GRIM12 KDRF 649 Homo sapiens (Human)NA NA 1.08 0.92 1.07 3.04 NA NA 1.06 0.94 1.16 NA NA NA 1.21 1.05 1.27 0.71 1.55 1.69 1.12

NA 1.34 NA NA NA NA 0.92 NA NA NA NA 0.88 NA NA NA NA 1.11 NA NA NA NA 1.14 NA NA NA NA Q2PPJ7 RGPA2_HUMANreviewed Ral GTPase-activating protein subunit alpha-2 (250 kDa substrate of Akt) (AS250) (p220)RALGAPA2 C20orf74 KIAA12721873 Homo sapiens (Human)NA NA 0.82 1.29 1.37 1.29 NA NA 0.79 1.11 0.16 NA NA NA 0.77 1.08 1.75 1.34 0.92 0.88 1.14

NA 1.00 NA NA NA NA 1.28 NA NA NA NA 1.23 NA NA NA NA 1.71 NA NA NA NA 1.28 NA NA NA NA Q96BJ8 ELMO3_HUMANreviewed Engulfment and cell motility protein 3ELMO3 720 Homo sapiens (Human)NA NA 0.79 0.66 0.91 0.90 NA NA 1.35 1.71 0.96 NA NA NA 1.59 0.86 0.75 1.00 1.28 1.23 1.28

NA 1.38 NA NA NA NA 1.37 NA NA NA NA 1.34 NA NA NA NA 1.84 NA NA NA NA 2.66 NA NA NA NA Q96PP8 GBP5_HUMAN reviewed Guanylate-binding protein 5 (GBP-TA antigen) (GTP-binding protein 5) (GBP-5) (Guanine nucleotide-binding protein 5)GBP5 UNQ2427/PRO4987586 Homo sapiens (Human)NA NA 0.41 0.59 0.90 0.82 NA NA 0.88 1.84 1.80 NA NA NA 1.97 0.61 1.34 1.38 1.37 1.34 2.66

NA 0.90 NA NA NA NA 1.09 NA NA NA NA 1.10 NA NA NA NA 1.24 NA NA NA NA 0.74 NA NA NA NA Q9NR31 SAR1A_HUMANreviewed GTP-binding protein SAR1a (COPII-associated small GTPase)SAR1A SAR1 SARA SARA1 198 Homo sapiens (Human)NA NA 1.66 1.17 1.05 0.84 NA NA 1.03 1.24 1.22 NA NA NA 1.46 1.44 1.22 0.90 1.09 1.10 0.74

NA 1.20 NA NA NA NA 1.07 NA NA NA NA 0.55 NA NA NA NA 0.69 NA NA NA NA 0.50 NA NA NA NA O15431 COPT1_HUMANreviewed High affinity copper uptake protein 1 (Copper transporter 1) (hCTR1) (Solute carrier family 31 member 1)SLC31A1 COPT1 CTR1 190 Homo sapiens (Human) 1.47 2.37 NA NA 1.20 0.80 0.66 0.86 NA 0.69 NA 1.25 1.73 0.65 NA NA NA 1.20 1.07 0.55 0.50

NA 1.09 NA NA NA NA 0.87 NA NA NA NA 1.02 NA NA NA NA 1.09 NA NA NA NA 1.07 NA NA NA NA P06454 PTMA_HUMANreviewed Prothymosin alpha [Cleaved into: Prothymosin alpha, N-terminally processed; Thymosin alpha-1]PTMA TMSA 111 Homo sapiens (Human) 0.79 1.18 NA NA 1.91 1.00 1.06 0.91 NA 1.09 NA 0.42 0.55 0.60 NA NA NA 1.09 0.87 1.02 1.07

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P10586 PTPRF_HUMANreviewed Receptor-type tyrosine-protein phosphatase F (EC 3.1.3.48) (Leukocyte common antigen related) (LAR)PTPRF LAR 1907 Homo sapiens (Human) 1.16 1.43 1.21 1.06 NA NA 1.86 1.02 1.40 NA 1.63 1.64 1.09 1.34 1.68 1.05 0.84 NA NA NA NA

NA 1.05 NA NA NA NA 1.08 NA NA NA NA 1.20 NA NA NA NA 1.09 NA NA NA NA 1.16 NA NA NA NA P14324 FPPS_HUMAN reviewed Farnesyl pyrophosphate synthase (FPP synthase) (FPS) (EC 2.5.1.10) ((2E,6E)-farnesyl diphosphate synthase) (Dimethylallyltranstransferase) (EC 2.5.1.1) (Farnesyl diphosphate synthase) (Geranyltranstransferase)FDPS FPS KIAA1293 419 Homo sapiens (Human) 1.85 1.22 NA NA 0.76 1.05 0.85 1.01 NA 1.09 NA 0.85 1.39 0.91 NA NA NA 1.05 1.08 1.20 1.16

NA 1.34 NA NA NA NA 0.92 NA NA NA NA 1.35 NA NA NA NA 1.19 NA NA NA NA 0.91 NA NA NA NA P21730 C5AR1_HUMANreviewed C5a anaphylatoxin chemotactic receptor 1 (C5a anaphylatoxin chemotactic receptor) (C5a-R) (C5aR) (CD antigen CD88)C5AR1 C5AR C5R1 350 Homo sapiens (Human) 0.58 0.93 NA NA 0.93 0.97 1.14 1.85 NA 1.19 NA 1.17 0.98 1.00 NA NA NA 1.34 0.92 1.35 0.91

NA 0.94 NA NA NA NA 0.92 NA NA NA NA 1.01 NA NA NA NA 1.06 NA NA NA NA 0.97 NA NA NA NA Q00169 PIPNA_HUMANreviewed Phosphatidylinositol transfer protein alpha isoform (PI-TP-alpha) (PtdIns transfer protein alpha) (PtdInsTP alpha)PITPNA PITPN 270 Homo sapiens (Human) 1.30 0.66 NA NA 0.82 1.25 1.02 1.32 NA 1.06 NA 1.25 1.49 1.04 NA NA NA 0.94 0.92 1.01 0.97

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q04446 GLGB_HUMAN reviewed 1,4-alpha-glucan-branching enzyme (EC 2.4.1.18) (Brancher enzyme) (Glycogen-branching enzyme)GBE1 702 Homo sapiens (Human) 1.26 0.83 1.04 0.71 NA NA 0.94 1.17 1.58 NA 1.39 1.03 1.23 1.09 1.96 0.86 0.85 NA NA NA NA

NA 0.87 NA NA NA NA 0.81 NA NA NA NA 0.84 NA NA NA NA 0.98 NA NA NA NA 0.90 NA NA NA NA Q15102 PA1B3_HUMANreviewed Platelet-activating factor acetylhydrolase IB subunit gamma (EC 3.1.1.47) (PAF acetylhydrolase 29 kDa subunit) (PAF-AH 29 kDa subunit) (PAF-AH subunit gamma) (PAFAH subunit gamma)PAFAH1B3 PAFAHG 231 Homo sapiens (Human) 2.91 0.42 NA NA 0.75 0.79 1.13 1.54 NA 0.98 NA 1.09 1.76 1.07 NA NA NA 0.87 0.81 0.84 0.90

NA 1.51 NA NA NA NA 0.99 NA NA NA NA 0.80 NA NA NA NA 1.06 NA NA NA NA 0.97 NA NA NA NA Q8NDA8 MROH1_HUMANreviewed Maestro heat-like repeat-containing protein family member 1 (HEAT repeat-containing protein 7A)MROH1 HEATR7A KIAA18331641 Homo sapiens (Human) 1.04 1.05 NA NA 1.63 0.88 0.86 0.97 NA 1.06 NA 0.96 1.20 1.08 NA NA NA 1.51 0.99 0.80 0.97

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q8TD19 NEK9_HUMAN reviewed Serine/threonine-protein kinase Nek9 (EC 2.7.11.1) (Nercc1 kinase) (Never in mitosis A-related kinase 9) (NimA-related protein kinase 9) (NimA-related kinase 8) (Nek8)NEK9 KIAA1995 NEK8 NERCC979 Homo sapiens (Human) 1.13 1.26 0.92 1.58 NA NA 0.93 0.82 0.67 NA 0.76 0.91 0.93 0.92 0.52 0.93 0.78 NA NA NA NA

NA 0.76 NA NA NA NA 0.75 NA NA NA NA 1.00 NA NA NA NA 0.80 NA NA NA NA 1.00 NA NA NA NA Q92482 AQP3_HUMAN reviewed Aquaporin-3 (AQP-3) (Aquaglyceroporin-3)AQP3 292 Homo sapiens (Human) 0.67 1.14 NA NA 0.79 1.25 1.72 1.01 NA 0.80 NA 1.72 0.85 0.85 NA NA NA 0.76 0.75 1.00 1.00

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q92734 TFG_HUMAN reviewed Protein TFG (TRK-fused gene protein)TFG 400 Homo sapiens (Human) 0.91 1.47 1.22 1.71 NA NA 1.31 0.77 1.03 NA 1.24 0.94 0.78 1.00 0.73 1.26 1.14 NA NA NA NA

NA 1.03 NA NA NA NA 1.17 NA NA NA NA 0.93 NA NA NA NA 0.71 NA NA NA NA 1.05 NA NA NA NA O43657 TSN6_HUMAN reviewed Tetraspanin-6 (Tspan-6) (A15 homolog) (Putative NF-kappa-B-activating protein 321) (T245 protein) (Tetraspanin TM4-D) (Transmembrane 4 superfamily member 6)TSPAN6 TM4SF6 UNQ767/PRO1560245 Homo sapiens (Human)NA NA 1.65 1.07 0.90 1.15 NA NA 0.87 0.71 1.26 NA NA NA 0.84 0.99 1.00 1.03 1.17 0.93 1.05

NA 1.08 NA NA NA NA 1.26 NA NA NA NA 0.99 NA NA NA NA 0.98 NA NA NA NA 0.73 NA NA NA NA O60291 MGRN1_HUMANreviewed E3 ubiquitin-protein ligase MGRN1 (EC 6.3.2.-) (Mahogunin RING finger protein 1) (RING finger protein 156)MGRN1 KIAA0544 RNF156552 Homo sapiens (Human)NA NA 1.85 1.18 1.06 0.54 NA NA 1.04 0.98 1.22 NA NA NA 0.88 1.12 0.87 1.08 1.26 0.99 0.73

NA 0.92 NA NA NA NA 0.61 NA NA NA NA 1.17 NA NA NA NA 1.50 NA NA NA NA 1.21 NA NA NA NA O95471 CLD7_HUMAN reviewed Claudin-7 (CLDN-7)CLDN7 CEPTRL2 CPETRL2 211 Homo sapiens (Human)NA NA 0.88 0.67 0.86 0.63 NA NA 1.43 1.50 0.94 NA NA NA 0.82 1.17 1.29 0.92 0.61 1.17 1.21

NA 1.04 NA NA NA NA 0.85 NA NA NA NA 0.86 NA NA NA NA 1.09 NA NA NA NA 1.01 NA NA NA NA P07332 FES_HUMAN reviewed Tyrosine-protein kinase Fes/Fps (EC 2.7.10.2) (Feline sarcoma/Fujinami avian sarcoma oncogene homolog) (Proto-oncogene c-Fes) (Proto-oncogene c-Fps) (p93c-fes)FES FPS 822 Homo sapiens (Human)NA NA 0.80 1.98 1.36 1.11 NA NA 0.80 1.09 1.10 NA NA NA 1.00 1.10 1.04 1.04 0.85 0.86 1.01

NA 0.87 NA NA NA NA 0.81 NA NA NA NA 0.87 NA NA NA NA 1.12 NA NA NA NA 1.12 NA NA NA NA P10155 RO60_HUMAN reviewed 60 kDa SS-A/Ro ribonucleoprotein (60 kDa Ro protein) (60 kDa ribonucleoprotein Ro) (RoRNP) (Ro 60 kDa autoantigen) (Sjoegren syndrome antigen A2) (Sjoegren syndrome type A antigen) (SS-A) (TROVE domain family member 2)TROVE2 RO60 SSA2 538 Homo sapiens (Human)NA NA 0.97 1.15 0.99 1.41 NA NA 0.86 1.12 0.85 NA NA NA 0.74 1.17 1.46 0.87 0.81 0.87 1.12

NA 0.74 NA NA NA NA 0.81 NA NA NA NA 0.96 NA NA NA NA 1.20 NA NA NA NA 1.18 NA NA NA NA P36222 CH3L1_HUMANreviewed Chitinase-3-like protein 1 (39 kDa synovial protein) (Cartilage glycoprotein 39) (CGP-39) (GP-39) (hCGP-39) (YKL-40)CHI3L1 383 Homo sapiens (Human)NA NA 1.04 0.66 0.71 0.79 NA NA 1.02 1.20 5.19 NA NA NA 1.78 0.76 0.67 0.74 0.81 0.96 1.18

NA 0.83 NA NA NA NA 0.89 NA NA NA NA 0.95 NA NA NA NA 1.03 NA NA NA NA 0.73 NA NA NA NA P54619 AAKG1_HUMANreviewed 5'-AMP-activated protein kinase subunit gamma-1 (AMPK gamma1) (AMPK subunit gamma-1) (AMPKg)PRKAG1 331 Homo sapiens (Human)NA NA 0.78 1.15 1.07 1.47 NA NA 0.75 1.03 0.47 NA NA NA 0.67 1.03 1.28 0.83 0.89 0.95 0.73

NA 1.21 NA NA NA NA 1.02 NA NA NA NA 0.89 NA NA NA NA 0.86 NA NA NA NA 0.84 NA NA NA NA P57772 SELB_HUMAN reviewed Selenocysteine-specific elongation factor (Elongation factor sec) (Eukaryotic elongation factor, selenocysteine-tRNA-specific)EEFSEC SELB 596 Homo sapiens (Human)NA NA 1.09 1.02 0.91 0.80 NA NA 0.97 0.86 0.63 NA NA NA 1.62 1.12 0.82 1.21 1.02 0.89 0.84

NA 1.19 NA NA NA NA 0.97 NA NA NA NA 1.02 NA NA NA NA 1.15 NA NA NA NA 1.12 NA NA NA NA P62244 RS15A_HUMANreviewed 40S ribosomal protein S15aRPS15A OK/SW-cl.82 130 Homo sapiens (Human)NA NA 1.14 1.11 1.14 1.02 NA NA 1.14 1.15 0.60 NA NA NA 1.03 1.16 1.30 1.19 0.97 1.02 1.12

NA 1.31 NA NA NA NA 0.94 NA NA NA NA 1.34 NA NA NA NA 0.98 NA NA NA NA 1.03 NA NA NA NA Q04941 PLP2_HUMAN reviewed Proteolipid protein 2 (Differentiation-dependent protein A4) (Intestinal membrane A4 protein)PLP2 A4 152 Homo sapiens (Human)NA NA 1.17 1.29 1.49 0.80 NA NA 1.01 0.98 0.67 NA NA NA 0.84 0.94 1.87 1.31 0.94 1.34 1.03

NA 0.97 NA NA NA NA 1.17 NA NA NA NA 1.10 NA NA NA NA 2.01 NA NA NA NA 0.97 NA NA NA NA Q14247 SRC8_HUMAN reviewed Src substrate cortactin (Amplaxin) (Oncogene EMS1)CTTN EMS1 550 Homo sapiens (Human)NA NA 1.23 0.58 1.27 0.75 NA NA 1.76 2.01 1.29 NA NA NA 1.13 0.98 0.95 0.97 1.17 1.10 0.97

NA 1.46 NA NA NA NA 0.80 NA NA NA NA 1.06 NA NA NA NA 1.03 NA NA NA NA 2.21 NA NA NA NA Q15084 PDIA6_HUMANreviewed Protein disulfide-isomerase A6 (EC 5.3.4.1) (Endoplasmic reticulum protein 5) (ER protein 5) (ERp5) (Protein disulfide isomerase P5) (Thioredoxin domain-containing protein 7)PDIA6 ERP5 P5 TXNDC7 440 Homo sapiens (Human)NA NA 0.92 1.40 1.16 1.03 NA NA 0.94 1.03 0.85 NA NA NA 0.77 0.76 1.55 1.46 0.80 1.06 2.21

NA 1.10 NA NA NA NA 1.06 NA NA NA NA 1.12 NA NA NA NA 1.10 NA NA NA NA 1.73 NA NA NA NA Q15435 PP1R7_HUMANreviewed Protein phosphatase 1 regulatory subunit 7 (Protein phosphatase 1 regulatory subunit 22)PPP1R7 SDS22 360 Homo sapiens (Human)NA NA 0.86 0.99 0.76 1.42 NA NA 0.84 1.10 1.00 NA NA NA 1.03 1.40 1.14 1.10 1.06 1.12 1.73

NA 1.79 NA NA NA NA 0.76 NA NA NA NA 1.47 NA NA NA NA 0.02 NA NA NA NA 1.07 NA NA NA NA Q16629 SRSF7_HUMANreviewed Serine/arginine-rich splicing factor 7 (Splicing factor 9G8) (Splicing factor, arginine/serine-rich 7)SRSF7 SFRS7 238 Homo sapiens (Human)NA NA 0.84 1.15 0.96 1.43 NA NA 0.80 0.02 0.74 NA NA NA 0.98 0.87 1.67 1.79 0.76 1.47 1.07

NA 1.40 NA NA NA NA 0.95 NA NA NA NA 0.75 NA NA NA NA 1.36 NA NA NA NA 0.97 NA NA NA NA Q8N3U4 STAG2_HUMANreviewed Cohesin subunit SA-2 (SCC3 homolog 2) (Stromal antigen 2)STAG2 SA2 1231 Homo sapiens (Human)NA NA 0.78 1.30 1.29 1.96 NA NA 0.83 1.36 0.39 NA NA NA 1.08 1.03 1.06 1.40 0.95 0.75 0.97

NA 0.86 NA NA NA NA 1.09 NA NA NA NA 1.05 NA NA NA NA 1.07 NA NA NA NA 0.83 NA NA NA NA Q8NFU3 TSTD1_HUMANreviewed Thiosulfate sulfurtransferase/rhodanese-like domain-containing protein 1TSTD1 KAT 115 Homo sapiens (Human)NA NA 1.35 1.07 1.43 1.11 NA NA 0.77 1.07 0.82 NA NA NA 0.47 1.10 1.26 0.86 1.09 1.05 0.83

NA 1.08 NA NA NA NA 0.77 NA NA NA NA 0.58 NA NA NA NA 1.13 NA NA NA NA 0.85 NA NA NA NA Q8TC71 MIEAP_HUMANreviewed Mitochondria-eating protein (Spermatogenesis-associated protein 18)SPATA18 MIEAP 538 Homo sapiens (Human)NA NA 0.84 1.03 1.29 1.19 NA NA 0.91 1.13 0.16 NA NA NA 0.81 1.16 1.71 1.08 0.77 0.58 0.85

NA 1.03 NA NA NA NA 1.13 NA NA NA NA 0.78 NA NA NA NA 0.87 NA NA NA NA 1.39 NA NA NA NA Q9BQG0 MBB1A_HUMANreviewed Myb-binding protein 1AMYBBP1A P160 1328 Homo sapiens (Human)NA NA 0.80 0.79 1.32 1.62 NA NA 0.68 0.87 0.61 NA NA NA 0.90 0.87 1.89 1.03 1.13 0.78 1.39

NA 0.83 NA NA NA NA 0.94 NA NA NA NA 0.92 NA NA NA NA 0.88 NA NA NA NA 0.99 NA NA NA NA Q9BTU6 P4K2A_HUMANreviewed Phosphatidylinositol 4-kinase type 2-alpha (EC 2.7.1.67) (Phosphatidylinositol 4-kinase type II-alpha)PI4K2A 479 Homo sapiens (Human)NA NA 1.00 2.40 0.79 0.83 NA NA 0.77 0.88 1.06 NA NA NA 1.18 0.98 0.93 0.83 0.94 0.92 0.99

NA 1.28 NA NA NA NA 1.16 NA NA NA NA 0.92 NA NA NA NA 0.98 NA NA NA NA 1.01 NA NA NA NA Q9H173 SIL1_HUMAN reviewed Nucleotide exchange factor SIL1 (BiP-associated protein) (BAP)SIL1 UNQ545/PRO836 461 Homo sapiens (Human)NA NA 1.20 0.96 0.80 0.77 NA NA 1.30 0.98 1.23 NA NA NA 1.28 1.04 0.79 1.28 1.16 0.92 1.01

NA 0.92 NA NA NA NA 0.98 NA NA NA NA 1.07 NA NA NA NA 1.31 NA NA NA NA 1.14 NA NA NA NA Q9H3U1 UN45A_HUMANreviewed Protein unc-45 homolog A (Unc-45A) (GCUNC-45) (Smooth muscle cell-associated protein 1) (SMAP-1)UNC45A SMAP1 944 Homo sapiens (Human)NA NA 1.09 0.91 0.91 0.95 NA NA 1.22 1.31 1.55 NA NA NA 1.27 1.32 1.08 0.92 0.98 1.07 1.14

NA 0.78 NA NA NA NA 0.54 NA NA NA NA 0.77 NA NA NA NA 0.75 NA NA NA NA 1.11 NA NA NA NA Q9UBQ5 EIF3K_HUMAN reviewed Eukaryotic translation initiation factor 3 subunit K (eIF3k) (Eukaryotic translation initiation factor 3 subunit 12) (Muscle-specific gene M9 protein) (PLAC-24) (eIF-3 p25) (eIF-3 p28)EIF3K EIF3S12 ARG134 HSPC029 MSTP001 PTD001218 Homo sapiens (Human)NA NA 0.76 2.59 1.55 0.87 NA NA 0.59 0.75 0.69 NA NA NA 0.46 0.67 0.85 0.78 0.54 0.77 1.11

NA 0.94 NA NA NA NA 0.90 NA NA NA NA 0.96 NA NA NA NA 0.94 NA NA NA NA 0.86 NA NA NA NA Q9Y285 SYFA_HUMAN reviewed Phenylalanine--tRNA ligase alpha subunit (EC 6.1.1.20) (CML33) (Phenylalanyl-tRNA synthetase alpha subunit) (PheRS)FARSA FARS FARSL FARSLA508 Homo sapiens (Human)NA NA 0.91 0.81 0.97 0.94 NA NA 1.35 0.94 0.90 NA NA NA 0.86 1.26 1.30 0.94 0.90 0.96 0.86

NA 1.57 NA NA NA NA 1.88 NA NA NA NA 1.02 NA NA NA NA 0.73 NA NA NA NA 1.31 NA NA NA NA Q9Y4I1 MYO5A_HUMANreviewed Unconventional myosin-Va (Dilute myosin heavy chain, non-muscle) (Myosin heavy chain 12) (Myosin-12) (Myoxin)MYO5A MYH12 1855 Homo sapiens (Human)NA NA 0.68 0.92 1.15 2.55 NA NA 0.70 0.73 0.75 NA NA NA 0.80 0.98 0.91 1.57 1.88 1.02 1.31

NA 1.35 NA NA NA NA 1.04 NA NA NA NA 1.09 NA NA NA NA 1.11 NA NA NA NA 1.23 NA NA NA NA Q9Y5S1 TRPV2_HUMANreviewed Transient receptor potential cation channel subfamily V member 2 (TrpV2) (Osm-9-like TRP channel 2) (OTRPC2) (Vanilloid receptor-like protein 1) (VRL-1)TRPV2 VRL 764 Homo sapiens (Human)NA NA 1.06 1.05 0.90 0.76 NA NA 1.23 1.11 1.17 NA NA NA 1.43 0.88 1.00 1.35 1.04 1.09 1.23

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA O14807 RASM_HUMANreviewed Ras-related protein M-Ras (Ras-related protein R-Ras3)MRAS RRAS3 208 Homo sapiens (Human) 1.11 1.76 1.75 1.19 NA NA 1.22 0.89 1.30 NA 1.55 0.56 0.63 0.86 1.42 1.28 1.25 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA O15260 SURF4_HUMANreviewed Surfeit locus protein 4SURF4 SURF-4 269 Homo sapiens (Human) 0.59 1.76 0.86 1.68 NA NA 0.59 0.99 0.82 NA 1.03 0.97 0.79 1.05 1.06 0.93 1.42 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA O60496 DOK2_HUMAN reviewed Docking protein 2 (Downstream of tyrosine kinase 2) (p56(dok-2))DOK2 412 Homo sapiens (Human) 0.84 1.19 1.08 1.41 NA NA 1.06 1.46 1.04 NA 0.83 1.05 0.88 1.34 0.97 1.03 1.03 NA NA NA NA

NA 0.85 NA NA NA NA 1.01 NA NA NA NA 1.05 NA NA NA NA 1.78 NA NA NA NA 1.27 NA NA NA NA O75915 PRAF3_HUMANreviewed PRA1 family protein 3 (ADP-ribosylation factor-like protein 6-interacting protein 5) (ARL-6-interacting protein 5) (Aip-5) (Cytoskeleton-related vitamin A-responsive protein) (Dermal papilla-derived protein 11) (GTRAP3-18) (Glutamate transporter EAAC1-interacting protein) (JM5) (Prenylated Rab acceptor protein 2) (Protein JWa) (Putative MAPK-activating protein PM27)ARL6IP5 DERP11 JWA PRA2 PRAF3 HSPC127188 Homo sapiens (Human) 0.62 1.20 NA NA 0.81 1.14 0.62 0.94 NA 1.78 NA 0.73 0.76 0.75 NA NA NA 0.85 1.01 1.05 1.27

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA O94915 FRYL_HUMAN reviewed Protein furry homolog-like (ALL1-fused gene from chromosome 4p12 protein)FRYL AF4P12 KIAA0826 3013 Homo sapiens (Human) 0.97 1.42 0.97 1.38 NA NA 1.02 0.77 0.86 NA 0.58 1.10 0.93 1.08 1.52 0.94 0.77 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA O95049 ZO3_HUMAN reviewed Tight junction protein ZO-3 (Tight junction protein 3) (Zona occludens protein 3) (Zonula occludens protein 3)TJP3 ZO3 933 Homo sapiens (Human) 1.52 0.83 2.53 0.83 NA NA 0.96 1.21 1.82 NA 1.87 1.07 1.05 1.02 1.56 1.54 1.44 NA NA NA NA

NA 1.12 NA NA NA NA 0.94 NA NA NA NA 1.20 NA NA NA NA 1.33 NA NA NA NA 0.85 NA NA NA NA P00746 CFAD_HUMAN reviewed Complement factor D (EC 3.4.21.46) (Adipsin) (C3 convertase activator) (Properdin factor D)CFD DF PFD 253 Homo sapiens (Human) 1.15 1.31 NA NA 1.05 0.72 1.62 1.18 NA 1.33 NA 1.54 1.01 1.72 NA NA NA 1.12 0.94 1.20 0.85

NA 1.53 NA NA NA NA 0.64 NA NA NA NA 0.63 NA NA NA NA 1.11 NA NA NA NA 2.14 NA NA NA NA P02735 P0DJI9 merge SAA2 Homo sapiens (Human) 0.11 1.06 NA NA 2.47 0.82 0.56 0.22 NA 1.11 NA 0.36 0.48 4.30 NA NA NA 1.53 0.64 0.63 2.14

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P05386 RLA1_HUMAN reviewed 60S acidic ribosomal protein P1RPLP1 RRP1 114 Homo sapiens (Human) 0.49 0.22 0.61 3.49 NA NA 0.22 0.31 0.76 NA 0.52 0.37 0.49 0.34 0.70 0.68 0.87 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P11274 BCR_HUMAN reviewed Breakpoint cluster region protein (EC 2.7.11.1) (Renal carcinoma antigen NY-REN-26)BCR BCR1 D22S11 1271 Homo sapiens (Human) 1.84 0.95 2.29 1.07 NA NA 0.98 0.71 1.31 NA 0.79 0.67 0.91 0.88 0.76 1.49 1.41 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P13693 TCTP_HUMAN reviewed Translationally-controlled tumor protein (TCTP) (Fortilin) (Histamine-releasing factor) (HRF) (p23)TPT1 172 Homo sapiens (Human) 0.94 0.80 1.13 0.71 NA NA 0.72 0.88 1.16 NA 1.35 1.19 1.28 1.01 1.08 1.04 1.01 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P20810 ICAL_HUMAN reviewed Calpastatin (Calpain inhibitor) (Sperm BS-17 component)CAST 708 Homo sapiens (Human) 0.81 0.75 1.14 0.94 NA NA 1.05 1.26 0.98 NA 0.98 1.02 0.94 1.18 0.74 1.30 1.46 NA NA NA NA

NA 1.04 NA NA NA NA 0.89 NA NA NA NA 0.86 NA NA NA NA 0.74 NA NA NA NA 1.40 NA NA NA NA P21283 VATC1_HUMANreviewed V-type proton ATPase subunit C 1 (V-ATPase subunit C 1) (Vacuolar proton pump subunit C 1)ATP6V1C1 ATP6C ATP6D VATC382 Homo sapiens (Human) 1.09 1.00 NA NA 0.98 1.00 1.08 1.16 NA 0.74 NA 0.94 1.39 1.03 NA NA NA 1.04 0.89 0.86 1.40

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P25325 THTM_HUMANreviewed 3-mercaptopyruvate sulfurtransferase (MST) (EC 2.8.1.2)MPST TST2 297 Homo sapiens (Human) 1.37 1.14 1.49 1.60 NA NA 1.05 1.04 1.00 NA 1.17 1.15 0.97 1.08 1.14 0.83 1.02 NA NA NA NA

NA 0.69 NA NA NA NA 0.74 NA NA NA NA 0.54 NA NA NA NA 0.80 NA NA NA NA 0.44 NA NA NA NA P30039 PBLD_HUMAN reviewed Phenazine biosynthesis-like domain-containing protein (EC 5.1.-.-) (MAWD-binding protein) (MAWDBP) (Unknown protein 32 from 2D-page of liver tissue)PBLD MAWBP 288 Homo sapiens (Human) 1.57 0.73 NA NA 0.82 0.87 0.94 0.78 NA 0.80 NA 1.03 1.29 0.78 NA NA NA 0.69 0.74 0.54 0.44

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P31995 FCG2C_HUMANreviewed Low affinity immunoglobulin gamma Fc region receptor II-c (IgG Fc receptor II-c) (CDw32) (Fc-gamma RII-c) (Fc-gamma-RIIc) (FcRII-c) (CD antigen CD32)FCGR2C CD32 FCG2 IGFR2323 Homo sapiens (Human) 0.49 1.02 0.81 0.82 NA NA 1.13 1.36 1.58 NA 1.32 1.57 0.79 1.32 1.47 0.93 0.95 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P35268 RL22_HUMAN reviewed 60S ribosomal protein L22 (EBER-associated protein) (EAP) (Epstein-Barr virus small RNA-associated protein) (Heparin-binding protein HBp15)RPL22 128 Homo sapiens (Human) 0.78 0.90 1.13 1.01 NA NA 1.00 1.06 1.39 NA 2.09 1.72 1.00 1.66 1.31 1.23 0.92 NA NA NA NA

NA 1.04 NA NA NA NA 0.99 NA NA NA NA 0.76 NA NA NA NA 0.87 NA NA NA NA 0.60 NA NA NA NA P36915 GNL1_HUMAN reviewed Guanine nucleotide-binding protein-like 1 (GTP-binding protein HSR1)GNL1 HSR1 607 Homo sapiens (Human) 1.39 0.55 NA NA 0.71 1.18 1.37 1.37 NA 0.87 NA 1.30 1.35 1.22 NA NA NA 1.04 0.99 0.76 0.60

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P49419 AL7A1_HUMANreviewed Alpha-aminoadipic semialdehyde dehydrogenase (Alpha-AASA dehydrogenase) (EC 1.2.1.31) (Aldehyde dehydrogenase family 7 member A1) (EC 1.2.1.3) (Antiquitin-1) (Betaine aldehyde dehydrogenase) (EC 1.2.1.8) (Delta1-piperideine-6-carboxylate dehydrogenase) (P6c dehydrogenase)ALDH7A1 ATQ1 539 Homo sapiens (Human) 2.06 0.72 0.99 1.29 NA NA 0.73 0.87 0.80 NA 0.72 0.66 1.15 0.88 0.67 0.81 1.08 NA NA NA NA

NA 0.55 NA NA NA NA 1.51 NA NA NA NA 2.31 NA NA NA NA 1.36 NA NA NA NA 0.99 NA NA NA NA P49753 ACOT2_HUMANreviewed Acyl-coenzyme A thioesterase 2, mitochondrial (Acyl-CoA thioesterase 2) (EC 3.1.2.2) (Acyl-coenzyme A thioester hydrolase 2a) (CTE-Ia) (Long-chain acyl-CoA thioesterase 2) (ZAP128)ACOT2 PTE2 PTE2A 483 Homo sapiens (Human) 1.53 0.97 NA NA 0.49 1.62 1.61 0.96 NA 1.36 NA 0.34 1.90 1.90 NA NA NA 0.55 1.51 2.31 0.99

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P49908 SEPP1_HUMANreviewed Selenoprotein P (SeP)SEPP1 SELP 381 Homo sapiens (Human) 0.79 0.59 1.15 0.69 NA NA 2.03 0.87 1.29 NA 2.33 1.67 0.53 1.42 2.15 1.00 0.74 NA NA NA NA

NA 0.99 NA NA NA NA 1.28 NA NA NA NA 0.87 NA NA NA NA 2.61 NA NA NA NA 1.07 NA NA NA NA P61086 UBE2K_HUMANreviewed Ubiquitin-conjugating enzyme E2 K (EC 6.3.2.19) (Huntingtin-interacting protein 2) (HIP-2) (Ubiquitin carrier protein) (Ubiquitin-conjugating enzyme E2-25 kDa) (Ubiquitin-conjugating enzyme E2(25K)) (Ubiquitin-conjugating enzyme E2-25K) (Ubiquitin-protein ligase)UBE2K HIP2 LIG 200 Homo sapiens (Human) 2.98 2.40 NA NA 1.81 1.01 1.83 1.09 NA 2.61 NA 0.85 1.11 1.39 NA NA NA 0.99 1.28 0.87 1.07

NA 0.91 NA NA NA NA 0.94 NA NA NA NA 0.77 NA NA NA NA 0.91 NA NA NA NA 0.73 NA NA NA NA P68402 PA1B2_HUMANreviewed Platelet-activating factor acetylhydrolase IB subunit beta (EC 3.1.1.47) (PAF acetylhydrolase 30 kDa subunit) (PAF-AH 30 kDa subunit) (PAF-AH subunit beta) (PAFAH subunit beta)PAFAH1B2 PAFAHB 229 Homo sapiens (Human) 1.89 0.54 NA NA 0.95 1.01 0.69 1.07 NA 0.91 NA 0.79 1.61 0.91 NA NA NA 0.91 0.94 0.77 0.73

NA 1.90 NA NA NA NA 1.07 NA NA NA NA 0.77 NA NA NA NA 1.95 NA NA NA NA 1.41 NA NA NA NA Q00653 NFKB2_HUMANreviewed Nuclear factor NF-kappa-B p100 subunit (DNA-binding factor KBF2) (H2TF1) (Lymphocyte translocation chromosome 10 protein) (Nuclear factor of kappa light polypeptide gene enhancer in B-cells 2) (Oncogene Lyt-10) (Lyt10) [Cleaved into: Nuclear factor NF-kappa-B p52 subunit]NFKB2 LYT10 900 Homo sapiens (Human) 1.27 0.57 NA NA 1.56 0.01 0.63 0.98 NA 1.95 NA 0.88 0.90 0.90 NA NA NA 1.90 1.07 0.77 1.41

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q13057 COASY_HUMANreviewed Bifunctional coenzyme A synthase (CoA synthase) (NBP) (POV-2) [Includes: Phosphopantetheine adenylyltransferase (EC 2.7.7.3) (Dephospho-CoA pyrophosphorylase) (Pantetheine-phosphate adenylyltransferase) (PPAT); Dephospho-CoA kinase (DPCK) (EC 2.7.1.24) (Dephosphocoenzyme A kinase) (DPCOAK)]COASY PSEC0106 564 Homo sapiens (Human) 1.17 0.84 0.90 0.91 NA NA 1.04 1.17 0.83 NA 0.83 1.02 1.29 1.02 0.99 1.13 1.12 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q14242 SELPL_HUMAN reviewed P-selectin glycoprotein ligand 1 (PSGL-1) (Selectin P ligand) (CD antigen CD162)SELPLG 412 Homo sapiens (Human) 0.66 1.27 1.22 1.05 NA NA 1.16 1.43 1.37 NA 1.26 0.84 1.17 1.07 1.30 0.92 1.17 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q15506 SP17_HUMAN reviewed Sperm surface protein Sp17 (Cancer/testis antigen 22) (CT22) (Sp17-1) (Sperm autoantigenic protein 17) (Sperm protein 17)SPA17 SP17 151 Homo sapiens (Human) 1.30 1.02 0.87 1.13 NA NA 0.73 0.80 0.77 NA 0.67 0.78 0.86 0.60 0.87 0.83 1.35 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q15884 F1892_HUMANreviewed Protein FAM189A2 (Protein X123)FAM189A2 C9orf61 X123 450 Homo sapiens (Human) 0.92 1.69 2.25 1.22 NA NA 1.02 0.99 0.83 NA 0.82 1.11 0.64 0.88 0.98 1.03 0.81 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q16625 OCLN_HUMAN reviewed Occludin OCLN 522 Homo sapiens (Human) 1.34 1.55 1.80 0.78 NA NA 1.38 1.21 5.01 NA 1.41 1.14 0.92 1.61 1.32 0.88 1.08 NA NA NA NA

NA 0.88 NA NA NA NA 0.90 NA NA NA NA 0.93 NA NA NA NA 0.85 NA NA NA NA 1.08 NA NA NA NA Q53EL6 PDCD4_HUMANreviewed Programmed cell death protein 4 (Neoplastic transformation inhibitor protein) (Nuclear antigen H731-like) (Protein 197/15a)PDCD4 H731 469 Homo sapiens (Human) 1.38 0.43 NA NA 1.08 0.71 0.98 1.23 NA 0.85 NA 1.04 1.31 0.71 NA NA NA 0.88 0.90 0.93 1.08

NA 0.82 NA NA NA NA 0.92 NA NA NA NA 1.34 NA NA NA NA 0.96 NA NA NA NA 0.96 NA NA NA NA Q5VSP4 LC1L1_HUMANreviewed Putative lipocalin 1-like protein 1 (Lipocalin 1-like pseudogene 1)LCN1P1 LCN1L1 162 Homo sapiens (Human) 0.49 1.95 NA NA 3.43 0.48 0.59 0.57 NA 0.96 NA 0.60 0.88 0.44 NA NA NA 0.82 0.92 1.34 0.96

NA 1.12 NA NA NA NA 1.21 NA NA NA NA 1.35 NA NA NA NA 1.18 NA NA NA NA 1.72 NA NA NA NA Q6UXG2 K1324_HUMANreviewed UPF0577 protein KIAA1324 (Estrogen-induced gene 121 protein)KIAA1324 EIG121 UNQ2426/PRO49851013 Homo sapiens (Human) 0.87 1.21 NA NA 0.71 1.16 1.15 0.78 NA 1.18 NA 1.09 0.96 1.19 NA NA NA 1.12 1.21 1.35 1.72

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q6YHK3 CD109_HUMANreviewed CD109 antigen (150 kDa TGF-beta-1-binding protein) (C3 and PZP-like alpha-2-macroglobulin domain-containing protein 7) (Platelet-specific Gov antigen) (p180) (r150) (CD antigen CD109)CD109 CPAMD7 1445 Homo sapiens (Human) 0.91 0.85 1.19 0.79 NA NA 0.85 0.99 1.38 NA 1.78 0.94 1.18 1.20 1.97 1.19 1.05 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q6ZS81 WDFY4_HUMANreviewed WD repeat- and FYVE domain-containing protein 4WDFY4 C10orf64 KIAA16073184 Homo sapiens (Human) 1.20 1.11 1.06 1.35 NA NA 0.94 1.14 0.87 NA 0.63 0.91 1.07 1.01 0.75 0.82 0.72 NA NA NA NA

NA 1.08 NA NA NA NA 0.91 NA NA NA NA 0.99 NA NA NA NA 0.91 NA NA NA NA 1.30 NA NA NA NA Q7L5D6 GET4_HUMAN reviewed Golgi to ER traffic protein 4 homolog (Conserved edge-expressed protein) (Transmembrane domain recognition complex 35 kDa subunit) (TRC35)GET4 C7orf20 CEE TRC35 CGI-20327 Homo sapiens (Human) 0.93 0.75 NA NA 1.14 0.97 0.95 1.05 NA 0.91 NA 1.02 0.99 1.11 NA NA NA 1.08 0.91 0.99 1.30

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q7Z3U7 MON2_HUMANreviewed Protein MON2 homolog (Protein SF21)MON2 KIAA1040 SF21 1718 Homo sapiens (Human) 1.02 1.13 0.77 1.32 NA NA 0.81 0.90 0.78 NA 0.94 0.84 1.11 0.90 0.82 1.09 0.92 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q86SQ4 GP126_HUMANreviewed G-protein coupled receptor 126 (Developmentally regulated G-protein-coupled receptor) (Vascular inducible G protein-coupled receptor)GPR126 DREG VIGR 1221 Homo sapiens (Human) 1.48 0.67 0.50 0.75 NA NA 1.23 1.41 0.90 NA 1.13 2.48 0.94 1.82 1.71 1.07 1.41 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q8N122 RPTOR_HUMANreviewed Regulatory-associated protein of mTOR (Raptor) (p150 target of rapamycin (TOR)-scaffold protein)RPTOR KIAA1303 RAPTOR1335 Homo sapiens (Human) 1.24 0.98 0.87 1.23 NA NA 1.00 0.87 1.67 NA 1.16 1.21 1.05 1.44 1.42 0.77 0.98 NA NA NA NA

NA 0.99 NA NA NA NA 1.03 NA NA NA NA 0.73 NA NA NA NA 0.96 NA NA NA NA 0.60 NA NA NA NA Q8TCT8 SPP2A_HUMANreviewed Signal peptide peptidase-like 2A (SPP-like 2A) (SPPL2a) (EC 3.4.23.-) (Intramembrane protease 3) (IMP-3) (Presenilin-like protein 2)SPPL2A IMP3 PSL2 PSEC0147520 Homo sapiens (Human) 1.73 1.63 NA NA 1.08 0.73 0.63 0.73 NA 0.96 NA 0.96 1.32 0.93 NA NA NA 0.99 1.03 0.73 0.60

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q8WV92 MITD1_HUMANreviewed MIT domain-containing protein 1MITD1 249 Homo sapiens (Human) 0.93 1.14 2.22 0.97 NA NA 0.97 1.19 2.09 NA 1.70 1.17 0.78 1.85 1.16 0.93 0.74 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q96EK6 GNA1_HUMAN reviewed Glucosamine 6-phosphate N-acetyltransferase (EC 2.3.1.4) (Phosphoglucosamine acetylase) (Phosphoglucosamine transacetylase)GNPNAT1 GNA1 184 Homo sapiens (Human) 1.13 0.99 0.68 0.62 NA NA 1.05 0.89 0.75 NA 0.95 1.05 1.32 1.09 1.16 0.82 0.75 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q96H20 SNF8_HUMAN reviewed Vacuolar-sorting protein SNF8 (ELL-associated protein of 30 kDa) (ESCRT-II complex subunit VPS22) (hVps22)SNF8 EAP30 258 Homo sapiens (Human) 0.93 1.19 1.61 0.99 NA NA 0.89 0.92 0.96 NA 0.94 1.06 0.97 0.99 0.79 1.27 0.96 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9BQA1 MEP50_HUMANreviewed Methylosome protein 50 (MEP-50) (Androgen receptor cofactor p44) (WD repeat-containing protein 77) (p44/Mep50)WDR77 MEP50 HKMT1069 Nbla10071342 Homo sapiens (Human) 0.79 2.15 0.76 0.89 NA NA 0.53 0.57 0.87 NA 1.94 0.65 0.71 0.55 1.71 0.71 1.06 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9H4A9 DPEP2_HUMANreviewed Dipeptidase 2 (EC 3.4.13.19)DPEP2 UNQ284/PRO323 486 Homo sapiens (Human) 0.77 1.47 1.17 0.87 NA NA 1.12 0.86 1.16 NA 0.80 0.88 1.50 0.91 1.12 1.15 0.82 NA NA NA NA

NA 0.83 NA NA NA NA 1.10 NA NA NA NA 0.88 NA NA NA NA 0.74 NA NA NA NA 0.88 NA NA NA NA Q9HA64 KT3K_HUMAN reviewed Ketosamine-3-kinase (EC 2.7.1.-) (Fructosamine-3-kinase-related protein) (FN3K-RP) (FN3K-related protein)FN3KRP 309 Homo sapiens (Human) 1.63 0.64 NA NA 1.12 1.06 1.02 0.92 NA 0.74 NA 1.22 1.13 0.70 NA NA NA 0.83 1.10 0.88 0.88

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9NRX5 SERC1_HUMANreviewed Serine incorporator 1 (Tumor differentially expressed protein 1-like) (Tumor differentially expressed protein 2)SERINC1 KIAA1253 TDE1L TDE2 UNQ396/PRO732453 Homo sapiens (Human) 1.23 1.58 1.57 1.08 NA NA 0.87 0.82 1.07 NA 1.19 0.94 0.97 0.88 0.84 1.08 1.03 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9NT62 ATG3_HUMAN reviewed Ubiquitin-like-conjugating enzyme ATG3 (EC 6.3.2.-) (Autophagy-related protein 3) (APG3-like) (hApg3) (Protein PC3-96)ATG3 APG3 APG3L 314 Homo sapiens (Human) 0.82 0.49 1.02 1.27 NA NA 0.93 1.36 1.03 NA 1.29 0.88 1.09 1.17 1.12 1.10 1.28 NA NA NA NA

NA 1.19 NA NA NA NA 1.10 NA NA NA NA 1.24 NA NA NA NA 1.12 NA NA NA NA 1.24 NA NA NA NA Q9NZL9 MAT2B_HUMANreviewed Methionine adenosyltransferase 2 subunit beta (Methionine adenosyltransferase II beta) (MAT II beta) (Putative dTDP-4-keto-6-deoxy-D-glucose 4-reductase)MAT2B TGR MSTP045 Nbla02999 UNQ2435/PRO4995334 Homo sapiens (Human) 0.81 0.52 NA NA 0.94 0.94 0.71 0.90 NA 1.12 NA 1.09 1.04 0.96 NA NA NA 1.19 1.10 1.24 1.24

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9UBW8 CSN7A_HUMANreviewed COP9 signalosome complex subunit 7a (SGN7a) (Signalosome subunit 7a) (Dermal papilla-derived protein 10) (JAB1-containing signalosome subunit 7a)COPS7A CSN7A DERP10 275 Homo sapiens (Human) 1.00 0.89 0.98 1.12 NA NA 0.81 1.01 1.24 NA 1.44 1.21 1.06 1.07 1.10 1.01 1.11 NA NA NA NA

NA 1.36 NA NA NA NA 0.76 NA NA NA NA 0.99 NA NA NA NA 0.89 NA NA NA NA 1.34 NA NA NA NA Q9UHD2 TBK1_HUMAN reviewed Serine/threonine-protein kinase TBK1 (EC 2.7.11.1) (NF-kappa-B-activating kinase) (T2K) (TANK-binding kinase 1)TBK1 NAK 729 Homo sapiens (Human) 0.79 0.86 NA NA 1.13 1.23 0.96 1.23 NA 0.89 NA 1.39 1.18 1.36 NA NA NA 1.36 0.76 0.99 1.34

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9Y2L5 TPPC8_HUMANreviewed Trafficking protein particle complex subunit 8 (Protein TRS85 homolog)TRAPPC8 KIAA1012 1435 Homo sapiens (Human) 0.44 1.02 0.74 0.95 NA NA 0.75 0.96 1.15 NA 1.62 1.09 0.78 0.95 1.74 1.04 1.14 NA NA NA NA

NA 0.79 NA NA NA NA 1.05 NA NA NA NA 0.96 NA NA NA NA 1.01 NA NA NA NA 0.76 NA NA NA NA Q9Y3E7 CHMP3_HUMANreviewed Charged multivesicular body protein 3 (Chromatin-modifying protein 3) (Neuroendocrine differentiation factor) (Vacuolar protein sorting-associated protein 24) (hVps24)CHMP3 CGI149 NEDF VPS24 CGI-149222 Homo sapiens (Human) 2.04 1.35 NA NA 1.03 0.51 1.49 0.84 NA 1.01 NA 0.96 1.08 0.98 NA NA NA 0.79 1.05 0.96 0.76

NA 1.34 NA NA NA NA 1.12 NA NA NA NA 1.23 NA NA NA NA 1.34 NA NA NA NA 0.97 NA NA NA NA Q9Y3R5 DOP2_HUMAN reviewed Protein dopey-2DOPEY2 C21orf5 KIAA09332298 Homo sapiens (Human) 1.02 1.06 NA NA 1.04 1.46 0.71 0.80 NA 1.34 NA 0.79 1.59 0.78 NA NA NA 1.34 1.12 1.23 0.97

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9Y6I3 EPN1_HUMAN reviewed Epsin-1 (EH domain-binding mitotic phosphoprotein) (EPS-15-interacting protein 1)EPN1 576 Homo sapiens (Human) 1.19 1.36 1.19 1.23 NA NA 0.87 0.75 0.94 NA 0.81 0.70 1.42 0.65 0.63 1.32 1.11 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P01601 KV109_HUMANreviewed Ig kappa chain V-I region HK101 (Fragment)117 Homo sapiens (Human) 0.67 0.67 NA NA NA NA 1.13 1.40 NA NA NA 1.25 0.58 1.53 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P01614 KV201_HUMANreviewed Ig kappa chain V-II region Cum 115 Homo sapiens (Human) 0.44 0.63 NA NA NA NA 0.81 1.03 NA NA NA 1.17 0.67 1.73 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9Y446 PKP3_HUMAN reviewed Plakophilin-3 PKP3 797 Homo sapiens (Human) 1.28 1.33 NA NA NA NA 0.84 0.69 NA NA NA 0.67 0.89 1.06 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P01620 KV302_HUMANreviewed Ig kappa chain V-III region SIE 109 Homo sapiens (Human) 0.85 0.69 NA NA NA NA 1.06 1.02 NA NA NA 1.16 0.64 1.54 NA NA NA NA NA NA NA

NA 1.27 NA NA NA NA 1.00 NA NA NA NA 1.00 NA NA NA NA 0.79 NA NA NA NA 1.05 NA NA NA NA P01825 HV207_HUMANreviewed Ig heavy chain V-II region NEWM 117 Homo sapiens (Human) NA NA 0.75 0.79 NA 0.79 NA NA NA NA 1.27 1.00 1.00 1.05

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q5Y7A7 2B1D_HUMAN reviewed HLA class II histocompatibility antigen, DRB1-13 beta chain (MHC class II antigen DRB1*13) (DR-13) (DR13)HLA-DRB1 266 Homo sapiens (Human) 0.80 1.37 NA NA NA NA 1.29 1.03 NA NA NA 0.89 1.32 1.14 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P01617 KV204_HUMANreviewed Ig kappa chain V-II region TEW 113 Homo sapiens (Human)NA NA 1.56 0.39 NA NA NA NA 1.99 NA 1.80 NA NA NA 2.27 0.95 0.39 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q92930 RAB8B_HUMANreviewed Ras-related protein Rab-8BRAB8B 207 Homo sapiens (Human) 1.22 1.39 NA NA NA NA 1.16 1.22 NA NA NA 0.91 1.01 1.08 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P62070 RRAS2_HUMANreviewed Ras-related protein R-Ras2 (Ras-like protein TC21) (Teratocarcinoma oncogene)RRAS2 TC21 204 Homo sapiens (Human) 1.11 1.40 NA NA NA NA 1.39 2.33 NA NA NA 1.15 1.19 1.06 NA NA NA NA NA NA NA

NA 1.31 NA NA NA NA 1.05 NA NA NA NA 1.07 NA NA NA NA 1.04 NA NA NA NA 1.09 NA NA NA NA Q15080 NCF4_HUMAN reviewed Neutrophil cytosol factor 4 (NCF-4) (Neutrophil NADPH oxidase factor 4) (SH3 and PX domain-containing protein 4) (p40-phox) (p40phox)NCF4 SH3PXD4 339 Homo sapiens (Human)NA NA NA NA 0.95 0.96 NA NA NA 1.04 NA NA NA NA NA NA NA 1.31 1.05 1.07 1.09

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P16422 EPCAM_HUMANreviewed Epithelial cell adhesion molecule (Ep-CAM) (Adenocarcinoma-associated antigen) (Cell surface glycoprotein Trop-1) (Epithelial cell surface antigen) (Epithelial glycoprotein) (EGP) (Epithelial glycoprotein 314) (EGP314) (hEGP314) (KS 1/4 antigen) (KSA) (Major gastrointestinal tumor-associated protein GA733-2) (Tumor-associated calcium signal transducer 1) (CD antigen CD326)EPCAM GA733-2 M1S2 M4S1 MIC18 TACSTD1 TROP1314 Homo sapiens (Human) 1.03 1.56 NA NA NA NA 1.13 0.94 NA NA NA 1.15 0.74 1.07 NA NA NA NA NA NA NA

NA 1.88 NA NA NA NA 0.50 NA NA NA NA 1.64 NA NA NA NA 1.40 NA NA NA NA 2.94 NA NA NA NA P35542 SAA4_HUMAN reviewed Serum amyloid A-4 protein (Constitutively expressed serum amyloid A protein) (C-SAA)SAA4 CSAA 130 Homo sapiens (Human) NA NA 0.50 1.02 NA 1.40 NA NA NA NA 1.88 0.50 1.64 2.94

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9Y4L1 HYOU1_HUMANreviewed Hypoxia up-regulated protein 1 (150 kDa oxygen-regulated protein) (ORP-150) (170 kDa glucose-regulated protein) (GRP-170)HYOU1 GRP170 ORP150 999 Homo sapiens (Human)NA NA 0.70 0.99 NA NA NA NA 0.95 NA 1.20 NA NA NA 1.71 0.82 1.21 NA NA NA NA

NA 0.76 NA NA NA NA 1.13 NA NA NA NA 1.16 NA NA NA NA 1.01 NA NA NA NA 0.93 NA NA NA NA O14786 NRP1_HUMAN reviewed Neuropilin-1 (Vascular endothelial cell growth factor 165 receptor) (CD antigen CD304)NRP1 NRP VEGF165R 923 Homo sapiens (Human) NA NA 0.72 0.80 NA 1.01 NA NA NA NA 0.76 1.13 1.16 0.93

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA O43143 DHX15_HUMANreviewed Putative pre-mRNA-splicing factor ATP-dependent RNA helicase DHX15 (EC 3.6.4.13) (ATP-dependent RNA helicase #46) (DEAH box protein 15)DHX15 DBP1 DDX15 795 Homo sapiens (Human) 0.60 0.54 NA NA 0.96 NA 0.67 0.62 1.08 1.09 NA NA NA NA

NA 1.07 NA NA NA NA 1.24 NA NA NA NA 0.85 NA NA NA NA 0.91 NA NA NA NA 0.84 NA NA NA NA O95208 EPN2_HUMAN reviewed Epsin-2 (EPS-15-interacting protein 2)EPN2 KIAA1065 641 Homo sapiens (Human) NA NA 1.28 0.86 NA 0.91 NA NA NA NA 1.07 1.24 0.85 0.84

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P22352 GPX3_HUMAN reviewed Glutathione peroxidase 3 (GPx-3) (GSHPx-3) (EC 1.11.1.9) (Extracellular glutathione peroxidase) (Plasma glutathione peroxidase) (GPx-P) (GSHPx-P)GPX3 GPXP 226 Homo sapiens (Human) 0.39 0.48 NA NA 0.74 NA 1.07 2.17 0.61 0.76 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q2M389 WASH7_HUMANreviewed WASH complex subunit 7KIAA1033 1173 Homo sapiens (Human) 30.52 15.14 NA NA 1.44 NA 0.68 2.53 0.86 0.86 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q5SW96 ARH_HUMAN reviewed Low density lipoprotein receptor adapter protein 1 (Autosomal recessive hypercholesterolemia protein)LDLRAP1 ARH 308 Homo sapiens (Human) 0.96 1.01 NA NA NA NA 1.04 1.14 NA NA NA 1.44 1.10 1.16 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9P0V3 SH3B4_HUMANreviewed SH3 domain-binding protein 4 (EH-binding protein 10) (Transferrin receptor-trafficking protein)SH3BP4 BOG25 EHB10 TTP963 Homo sapiens (Human) 0.95 1.17 NA NA NA NA 0.95 0.89 NA NA NA 0.98 1.00 0.93 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9Y2E6 DTX4_HUMAN reviewed E3 ubiquitin-protein ligase DTX4 (EC 6.3.2.-) (Protein deltex-4) (Deltex4) (RING finger protein 155)DTX4 KIAA0937 RNF155 619 Homo sapiens (Human) 1.09 1.10 NA NA NA NA 1.07 0.69 NA NA NA 0.93 0.91 1.17 NA NA NA NA NA NA NA

NA 1.97 NA NA NA NA 0.84 NA NA NA NA 0.91 NA NA NA NA 1.16 NA NA NA NA 1.75 NA NA NA NA P48594 SPB4_HUMAN reviewed Serpin B4 (Leupin) (Peptidase inhibitor 11) (PI-11) (Squamous cell carcinoma antigen 2) (SCCA-2)SERPINB4 PI11 SCCA2 390 Homo sapiens (Human)NA NA NA NA 1.25 0.86 NA NA NA 1.16 NA NA NA NA NA NA NA 1.97 0.84 0.91 1.75

NA 7.65 NA NA NA NA 0.41 NA NA NA NA 0.68 NA NA NA NA 0.53 NA NA NA NA 1.20 NA NA NA NA P06899 H2B1J_HUMANreviewed Histone H2B type 1-J (Histone H2B.1) (Histone H2B.r) (H2B/r)HIST1H2BJ H2BFR 126 Homo sapiens (Human)NA NA NA NA 1.58 0.22 NA NA NA 0.53 NA NA NA NA NA NA NA 7.65 0.41 0.68 1.20

NA 1.14 NA NA NA NA 1.57 NA NA NA NA 1.41 NA NA NA NA 1.63 NA NA NA NA 1.26 NA NA NA NA P01624 KV306_HUMANreviewed Ig kappa chain V-III region POM 109 Homo sapiens (Human)NA NA NA NA 0.89 0.97 NA NA NA 1.63 NA NA NA NA NA NA NA 1.14 1.57 1.41 1.26

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q14315 FLNC_HUMAN reviewed Filamin-C (FLN-C) (FLNc) (ABP-280-like protein) (ABP-L) (Actin-binding-like protein) (Filamin-2) (Gamma-filamin)FLNC ABPL FLN2 2725 Homo sapiens (Human)NA NA 4.91 9.54 NA NA NA NA 1.64 NA 1.57 NA NA NA 1.04 1.17 1.21 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q30134 2B18_HUMAN reviewed HLA class II histocompatibility antigen, DRB1-8 beta chain (MHC class II antigen DRB1*8) (DR-8) (DR8) (DRw8)HLA-DRB1 266 Homo sapiens (Human) 0.08 0.05 NA NA NA NA 0.09 0.10 NA NA NA 6.62 0.12 0.15 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P01604 KV112_HUMANreviewed Ig kappa chain V-I region Kue 108 Homo sapiens (Human)NA NA 1.47 0.43 NA NA NA NA 2.40 NA 2.38 NA NA NA 2.09 0.83 0.78 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P42330 AK1C3_HUMANreviewed Aldo-keto reductase family 1 member C3 (EC 1.-.-.-) (17-beta-hydroxysteroid dehydrogenase type 5) (17-beta-HSD 5) (3-alpha-HSD type II, brain) (3-alpha-hydroxysteroid dehydrogenase type 2) (3-alpha-HSD type 2) (EC 1.1.1.357) (Chlordecone reductase homolog HAKRb) (Dihydrodiol dehydrogenase 3) (DD-3) (DD3) (Dihydrodiol dehydrogenase type I) (HA1753) (Indanol dehydrogenase) (EC 1.1.1.112) (Prostaglandin F synthase) (PGFS) (EC 1.1.1.188) (Testosterone 17-beta-dehydrogenase 5) (EC 1.1.1.239) (EC 1.1.1.64) (Trans-1,2-dihydrobenzene-1,2-diol dehydrogenase) (EC 1.3.1.20)AKR1C3 DDH1 HSD17B5 KIAA0119 PGFS323 Homo sapiens (Human) 1.26 0.61 NA NA NA NA 0.85 1.05 NA NA NA 1.15 1.14 1.06 NA NA NA NA NA NA NA

NA 0.98 NA NA NA NA 2.72 NA NA NA NA 1.00 NA NA NA NA 1.96 NA NA NA NA 0.92 NA NA NA NA P83593 KV405_HUMANreviewed Ig kappa chain V-IV region STH (Fragment)109 Homo sapiens (Human)NA NA NA NA 0.32 1.76 NA NA NA 1.96 NA NA NA NA NA NA NA 0.98 2.72 1.00 0.92

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P01778 HV317_HUMANreviewed Ig heavy chain V-III region ZAP 116 Homo sapiens (Human) 0.82 0.55 NA NA NA NA 1.56 1.11 NA NA NA 1.05 0.48 2.13 NA NA NA NA NA NA NA

NA 1.06 NA NA NA NA 1.33 NA NA NA NA 1.27 NA NA NA NA 1.31 NA NA NA NA 1.30 NA NA NA NA P06889 LV405_HUMANreviewed Ig lambda chain V-IV region MOL 106 Homo sapiens (Human)NA NA NA NA 0.87 1.26 NA NA NA 1.31 NA NA NA NA NA NA NA 1.06 1.33 1.27 1.30

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P84077 ARF1_HUMAN reviewed ADP-ribosylation factor 1ARF1 181 Homo sapiens (Human)NA NA 1.31 0.91 NA NA NA NA 1.18 NA 1.05 NA NA NA 2.11 1.23 1.21 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q96AX2 RAB37_HUMANreviewed Ras-related protein Rab-37RAB37 223 Homo sapiens (Human)NA NA 0.93 0.90 NA NA NA NA 0.64 NA 1.41 NA NA NA 1.39 0.92 1.27 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P15531 NDKA_HUMAN reviewed Nucleoside diphosphate kinase A (NDK A) (NDP kinase A) (EC 2.7.4.6) (Granzyme A-activated DNase) (GAAD) (Metastasis inhibition factor nm23) (Tumor metastatic process-associated protein) (nm23-H1)NME1 NDPKA NM23 152 Homo sapiens (Human)NA NA 0.87 1.38 NA NA NA NA 0.85 NA 0.93 NA NA NA 1.14 0.90 1.12 NA NA NA NA

NA 1.26 NA NA NA NA 1.16 NA NA NA NA 0.99 NA NA NA NA 0.91 NA NA NA NA 1.46 NA NA NA NA P17693 HLAG_HUMAN reviewed HLA class I histocompatibility antigen, alpha chain G (HLA G antigen) (MHC class I antigen G)HLA-G HLA-6.0 HLAG 338 Homo sapiens (Human)NA NA NA NA 1.06 0.63 NA NA NA 0.91 NA NA NA NA NA NA NA 1.26 1.16 0.99 1.46

NA 0.94 NA NA NA NA 0.88 NA NA NA NA 0.87 NA NA NA NA 1.07 NA NA NA NA 1.09 NA NA NA NA P46939 UTRO_HUMAN reviewed Utrophin (Dystrophin-related protein 1) (DRP-1)UTRN DMDL DRP1 3433 Homo sapiens (Human)NA NA NA NA 1.01 0.91 NA NA NA 1.07 NA NA NA NA NA NA NA 0.94 0.88 0.87 1.09

NA 1.17 NA NA NA NA 1.08 NA NA NA NA 0.66 NA NA NA NA 1.22 NA NA NA NA 0.83 NA NA NA NA Q9H9S4 CB39L_HUMANreviewed Calcium-binding protein 39-like (Antigen MLAA-34) (MO25beta) (Mo25-like protein)CAB39L 337 Homo sapiens (Human)NA NA NA NA 1.16 0.72 NA NA NA 1.22 NA NA NA NA NA NA NA 1.17 1.08 0.66 0.83

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P47755 CAZA2_HUMANreviewed F-actin-capping protein subunit alpha-2 (CapZ alpha-2)CAPZA2 286 Homo sapiens (Human) 1.31 1.09 NA NA NA NA 0.81 0.94 NA NA NA 0.82 1.02 0.77 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P05771 KPCB_HUMAN reviewed Protein kinase C beta type (PKC-B) (PKC-beta) (EC 2.7.11.13)PRKCB PKCB PRKCB1 671 Homo sapiens (Human)NA NA 1.31 1.24 NA NA NA NA 1.00 NA 0.27 NA NA NA 0.94 0.91 1.74 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P63027 VAMP2_HUMANreviewed Vesicle-associated membrane protein 2 (VAMP-2) (Synaptobrevin-2)VAMP2 SYB2 116 Homo sapiens (Human)NA NA 1.15 1.48 NA NA NA NA 1.03 NA 0.89 NA NA NA 0.55 0.88 1.05 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q8TD47 RS4Y2_HUMANreviewed 40S ribosomal protein S4, Y isoform 2RPS4Y2 RPS4Y2P 263 Homo sapiens (Human)NA NA 1.06 1.83 NA NA NA NA 0.38 NA 1.56 NA NA NA 1.91 0.76 0.64 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q99878 H2A1J_HUMANreviewed Histone H2A type 1-J (Histone H2A/e)HIST1H2AJ H2AFE 128 Homo sapiens (Human)NA NA 0.30 1.19 NA NA NA NA 0.30 NA 0.56 NA NA NA 0.50 0.15 0.34 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA O00506 STK25_HUMANreviewed Serine/threonine-protein kinase 25 (EC 2.7.11.1) (Ste20-like kinase) (Sterile 20/oxidant stress-response kinase 1) (SOK-1) (Ste20/oxidant stress response kinase 1)STK25 SOK1 YSK1 426 Homo sapiens (Human) 1.82 1.52 NA NA NA NA 0.83 0.67 NA NA NA 0.51 1.07 0.63 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA O75037 KI21B_HUMAN reviewed Kinesin-like protein KIF21BKIF21B KIAA0449 1637 Homo sapiens (Human) 1.07 0.68 NA NA NA NA 1.02 0.59 NA NA NA 1.17 0.88 0.95 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P11234 RALB_HUMAN reviewed Ras-related protein Ral-BRALB 206 Homo sapiens (Human) 1.07 0.86 NA NA NA NA 1.07 1.51 NA NA NA 1.12 0.97 1.26 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P17081 RHOQ_HUMANreviewed Rho-related GTP-binding protein RhoQ (Ras-like protein TC10) (Ras-like protein family member 7A)RHOQ ARHQ RASL7A TC10205 Homo sapiens (Human) 1.23 1.56 NA NA NA NA 0.84 1.04 NA NA NA 1.05 1.00 1.03 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P38919 IF4A3_HUMAN reviewed Eukaryotic initiation factor 4A-III (eIF-4A-III) (eIF4A-III) (EC 3.6.4.13) (ATP-dependent RNA helicase DDX48) (ATP-dependent RNA helicase eIF4A-3) (DEAD box protein 48) (Eukaryotic initiation factor 4A-like NUK-34) (Eukaryotic translation initiation factor 4A isoform 3) (Nuclear matrix protein 265) (NMP 265) (hNMP 265) [Cleaved into: Eukaryotic initiation factor 4A-III, N-terminally processed]EIF4A3 DDX48 KIAA0111 411 Homo sapiens (Human) 1.03 0.60 NA NA NA NA 0.90 1.24 NA NA NA 1.00 0.88 1.25 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P50238 CRIP1_HUMAN reviewed Cysteine-rich protein 1 (CRP-1) (Cysteine-rich heart protein) (CRHP) (hCRHP) (Cysteine-rich intestinal protein) (CRIP)CRIP1 CRIP CRP1 77 Homo sapiens (Human) 0.92 0.76 NA NA NA NA 0.90 1.39 NA NA NA 0.78 0.87 1.06 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P54289 CA2D1_HUMANreviewed Voltage-dependent calcium channel subunit alpha-2/delta-1 (Voltage-gated calcium channel subunit alpha-2/delta-1) [Cleaved into: Voltage-dependent calcium channel subunit alpha-2-1; Voltage-dependent calcium channel subunit delta-1]CACNA2D1 CACNL2A CCHL2A MHS31103 Homo sapiens (Human) 1.06 2.00 NA NA NA NA 1.70 0.80 NA NA NA 0.89 0.85 1.16 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q8N5H3 FA89B_HUMANreviewed Protein FAM89BFAM89B 189 Homo sapiens (Human) 1.19 1.32 NA NA NA NA 1.19 0.89 NA NA NA 1.01 0.99 1.34 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q96EY5 MB12A_HUMANreviewed Multivesicular body subunit 12A (CIN85/CD2AP family-binding protein) (ESCRT-I complex subunit MVB12A) (Protein FAM125A)MVB12A CFBP FAM125A 273 Homo sapiens (Human) 0.88 1.46 NA NA NA NA 1.19 0.92 NA NA NA 0.99 1.50 0.80 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9UJU6 DBNL_HUMAN reviewed Drebrin-like protein (Cervical SH3P7) (Cervical mucin-associated protein) (Drebrin-F) (HPK1-interacting protein of 55 kDa) (HIP-55) (SH3 domain-containing protein 7)DBNL CMAP SH3P7 PP5423430 Homo sapiens (Human) 1.44 1.01 NA NA NA NA 1.09 1.04 NA NA NA 1.38 1.12 1.06 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9UL25 RAB21_HUMANreviewed Ras-related protein Rab-21RAB21 KIAA0118 225 Homo sapiens (Human) 1.11 1.54 NA NA NA NA 0.88 1.00 NA NA NA 0.82 1.02 0.96 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9Y2E4 DIP2C_HUMANreviewed Disco-interacting protein 2 homolog C (DIP2 homolog C)DIP2C KIAA0934 1556 Homo sapiens (Human) 1.91 2.21 NA NA NA NA 0.68 0.43 NA NA NA 0.41 0.54 0.71 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA O00471 EXOC5_HUMANreviewed Exocyst complex component 5 (Exocyst complex component Sec10) (hSec10)EXOC5 SEC10 SEC10L1 708 Homo sapiens (Human)NA NA 0.81 1.05 NA NA NA NA 0.80 NA 0.74 NA NA NA 1.20 0.88 0.68 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA O75110 ATP9A_HUMANreviewed Probable phospholipid-transporting ATPase IIA (EC 3.6.3.1) (ATPase class II type 9A)ATP9A ATPIIA KIAA0611 1047 Homo sapiens (Human)NA NA 1.66 1.17 NA NA NA NA 0.81 NA 0.68 NA NA NA 0.52 1.19 1.24 NA NA NA NA

NA 4.77 NA NA NA NA 0.81 NA NA NA NA 0.71 NA NA NA NA 0.75 NA NA NA NA 0.86 NA NA NA NA O75367 H2AY_HUMAN reviewed Core histone macro-H2A.1 (Histone macroH2A1) (mH2A1) (Histone H2A.y) (H2A/y) (Medulloblastoma antigen MU-MB-50.205)H2AFY MACROH2A1 372 Homo sapiens (Human)NA NA NA NA 1.13 0.95 NA NA NA 0.75 NA NA NA NA NA NA NA 4.77 0.81 0.71 0.86

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA O75935 DCTN3_HUMANreviewed Dynactin subunit 3 (Dynactin complex subunit 22 kDa subunit) (p22)DCTN3 DCTN22 186 Homo sapiens (Human)NA NA 0.91 1.95 NA NA NA NA 1.06 NA 0.98 NA NA NA 0.85 0.89 0.78 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA O95352 ATG7_HUMAN reviewed Ubiquitin-like modifier-activating enzyme ATG7 (ATG12-activating enzyme E1 ATG7) (Autophagy-related protein 7) (APG7-like) (hAGP7) (Ubiquitin-activating enzyme E1-like protein)ATG7 APG7L 703 Homo sapiens (Human)NA NA 0.58 0.97 NA NA NA NA 0.77 NA 0.64 NA NA NA 0.68 1.06 1.57 NA NA NA NA

NA 1.68 NA NA NA NA 0.94 NA NA NA NA 0.96 NA NA NA NA 1.45 NA NA NA NA 0.73 NA NA NA NA P13688 CEAM1_HUMANreviewed Carcinoembryonic antigen-related cell adhesion molecule 1 (Biliary glycoprotein 1) (BGP-1) (CD antigen CD66a)CEACAM1 BGP BGP1 526 Homo sapiens (Human)NA NA NA NA 1.19 0.68 NA NA NA 1.45 NA NA NA NA NA NA NA 1.68 0.94 0.96 0.73

NA 0.82 NA NA NA NA 1.00 NA NA NA NA 0.93 NA NA NA NA 1.43 NA NA NA NA 0.61 NA NA NA NA P43246 MSH2_HUMANreviewed DNA mismatch repair protein Msh2 (hMSH2) (MutS protein homolog 2)MSH2 934 Homo sapiens (Human)NA NA NA NA 1.12 2.15 NA NA NA 1.43 NA NA NA NA NA NA NA 0.82 1.00 0.93 0.61

NA 1.50 NA NA NA NA 1.41 NA NA NA NA 1.18 NA NA NA NA 1.19 NA NA NA NA 1.43 NA NA NA NA P49221 TGM4_HUMANreviewed Protein-glutamine gamma-glutamyltransferase 4 (EC 2.3.2.13) (Fibrinoligase) (Prostate transglutaminase) (Prostate-specific transglutaminase) (Transglutaminase P) (TG(P)) (TGP) (TGase P) (Transglutaminase-4) (TGase-4)TGM4 684 Homo sapiens (Human)NA NA NA NA 0.30 1.38 NA NA NA 1.19 NA NA NA NA NA NA NA 1.50 1.41 1.18 1.43

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P49407 ARRB1_HUMANreviewed Beta-arrestin-1 (Arrestin beta-1)ARRB1 ARR1 418 Homo sapiens (Human)NA NA 1.11 1.26 NA NA NA NA 1.25 NA 0.99 NA NA NA 1.30 1.33 1.19 NA NA NA NA

NA 1.26 NA NA NA NA 0.90 NA NA NA NA 0.86 NA NA NA NA 1.13 NA NA NA NA 1.04 NA NA NA NA P54819 KAD2_HUMAN reviewed Adenylate kinase 2, mitochondrial (AK 2) (EC 2.7.4.3) (ATP-AMP transphosphorylase 2) (ATP:AMP phosphotransferase) (Adenylate monophosphate kinase) [Cleaved into: Adenylate kinase 2, mitochondrial, N-terminally processed]AK2 ADK2 239 Homo sapiens (Human)NA NA NA NA 1.59 1.41 NA NA NA 1.13 NA NA NA NA NA NA NA 1.26 0.90 0.86 1.04

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P55087 AQP4_HUMAN reviewed Aquaporin-4 (AQP-4) (Mercurial-insensitive water channel) (MIWC) (WCH4)AQP4 323 Homo sapiens (Human)NA NA 1.64 1.05 NA NA NA NA 0.81 NA 1.36 NA NA NA 1.05 1.24 0.77 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q15181 IPYR_HUMAN reviewed Inorganic pyrophosphatase (EC 3.6.1.1) (Pyrophosphate phospho-hydrolase) (PPase)PPA1 IOPPP PP 289 Homo sapiens (Human)NA NA 0.89 0.73 NA NA NA NA 1.03 NA 1.13 NA NA NA 0.91 0.99 1.12 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q2M1P5 KIF7_HUMAN reviewed Kinesin-like protein KIF7KIF7 UNQ340/PRO539 1343 Homo sapiens (Human)NA NA 0.92 0.99 NA NA NA NA 1.04 NA 0.64 NA NA NA 0.89 1.10 1.36 NA NA NA NA

NA 1.23 NA NA NA NA 1.02 NA NA NA NA 1.13 NA NA NA NA 1.36 NA NA NA NA 0.78 NA NA NA NA Q5T601 GP110_HUMANreviewed Probable G-protein coupled receptor 110 (G-protein coupled receptor KPG_012) (G-protein coupled receptor PGR19)GPR110 PGR19 910 Homo sapiens (Human)NA NA NA NA 1.69 0.90 NA NA NA 1.36 NA NA NA NA NA NA NA 1.23 1.02 1.13 0.78

NA 1.00 NA NA NA NA 1.00 NA NA NA NA 1.05 NA NA NA NA 0.85 NA NA NA NA 1.09 NA NA NA NA Q8TDB6 DTX3L_HUMANreviewed E3 ubiquitin-protein ligase DTX3L (EC 6.3.2.-) (B-lymphoma- and BAL-associated protein) (Protein deltex-3-like) (Rhysin-2) (Rhysin2)DTX3L BBAP 740 Homo sapiens (Human)NA NA NA NA 0.89 1.10 NA NA NA 0.85 NA NA NA NA NA NA NA 1.00 1.00 1.05 1.09

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q92878 RAD50_HUMANreviewed DNA repair protein RAD50 (hRAD50) (EC 3.6.-.-)RAD50 1312 Homo sapiens (Human)NA NA 0.74 1.16 NA NA NA NA 1.04 NA 0.84 NA NA NA 1.30 0.98 1.40 NA NA NA NA

NA 0.51 NA NA NA NA 0.70 NA NA NA NA 0.61 NA NA NA NA 0.93 NA NA NA NA 0.66 NA NA NA NA Q96DT5 DYH11_HUMANreviewed Dynein heavy chain 11, axonemal (Axonemal beta dynein heavy chain 11) (Ciliary dynein heavy chain 11)DNAH11 4523 Homo sapiens (Human)NA NA NA NA 0.61 0.69 NA NA NA 0.93 NA NA NA NA NA NA NA 0.51 0.70 0.61 0.66

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q96FJ2 DYL2_HUMAN reviewed Dynein light chain 2, cytoplasmic (8 kDa dynein light chain b) (DLC8b) (Dynein light chain LC8-type 2)DYNLL2 DLC2 89 Homo sapiens (Human)NA NA 0.90 1.63 NA NA NA NA 0.78 NA 0.66 NA NA NA 0.53 0.78 0.86 NA NA NA NA

NA 1.18 NA NA NA NA 0.93 NA NA NA NA 0.97 NA NA NA NA 1.08 NA NA NA NA 1.65 NA NA NA NA Q99733 NP1L4_HUMANreviewed Nucleosome assembly protein 1-like 4 (Nucleosome assembly protein 2) (NAP-2)NAP1L4 NAP2 375 Homo sapiens (Human)NA NA NA NA 1.20 1.05 NA NA NA 1.08 NA NA NA NA NA NA NA 1.18 0.93 0.97 1.65

NA 1.20 NA NA NA NA 1.12 NA NA NA NA 1.36 NA NA NA NA 1.74 NA NA NA NA 1.27 NA NA NA NA Q9HBI0 PARVG_HUMANreviewed Gamma-parvin PARVG 331 Homo sapiens (Human)NA NA NA NA 0.95 1.38 NA NA NA 1.74 NA NA NA NA NA NA NA 1.20 1.12 1.36 1.27

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9UDY2 ZO2_HUMAN reviewed Tight junction protein ZO-2 (Tight junction protein 2) (Zona occludens protein 2) (Zonula occludens protein 2)TJP2 X104 ZO2 1190 Homo sapiens (Human)NA NA 1.22 0.95 NA NA NA NA 1.24 NA 1.10 NA NA NA 1.03 0.89 1.06 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9UPU5 UBP24_HUMANreviewed Ubiquitin carboxyl-terminal hydrolase 24 (EC 3.4.19.12) (Deubiquitinating enzyme 24) (Ubiquitin thioesterase 24) (Ubiquitin-specific-processing protease 24)USP24 KIAA1057 2620 Homo sapiens (Human)NA NA 0.81 1.33 NA NA NA NA 0.87 NA 0.86 NA NA NA 0.95 1.14 0.94 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9Y2D4 EXC6B_HUMANreviewed Exocyst complex component 6B (Exocyst complex component Sec15B) (SEC15-like protein 2)EXOC6B KIAA0919 SEC15B SEC15L2811 Homo sapiens (Human)NA NA 0.63 1.94 NA NA NA NA 0.73 NA 1.12 NA NA NA 2.11 0.97 0.80 NA NA NA NA

NA 0.87 NA NA NA NA 1.19 NA NA NA NA 1.04 NA NA NA NA 1.68 NA NA NA NA 1.18 NA NA NA NA Q9Y5Z4 HEBP2_HUMANreviewed Heme-binding protein 2 (Placental protein 23) (PP23) (Protein SOUL)HEBP2 C6orf34 SOUL 205 Homo sapiens (Human)NA NA NA NA 1.17 1.14 NA NA NA 1.68 NA NA NA NA NA NA NA 0.87 1.19 1.04 1.18

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA O43861 ATP9B_HUMANreviewed Probable phospholipid-transporting ATPase IIB (EC 3.6.3.1) (ATPase class II type 9B)ATP9B ATPIIB NEO1L HUSSY-201147 Homo sapiens (Human) 1.31 2.05 NA NA NA NA 0.88 0.69 NA NA NA 1.00 1.40 0.79 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P06865 HEXA_HUMAN reviewed Beta-hexosaminidase subunit alpha (EC 3.2.1.52) (Beta-N-acetylhexosaminidase subunit alpha) (Hexosaminidase subunit A) (N-acetyl-beta-glucosaminidase subunit alpha)HEXA 529 Homo sapiens (Human) 0.74 1.41 NA NA NA NA 1.53 1.25 NA NA NA 1.42 1.19 1.14 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P17302 CXA1_HUMAN reviewed Gap junction alpha-1 protein (Connexin-43) (Cx43) (Gap junction 43 kDa heart protein)GJA1 GJAL 382 Homo sapiens (Human) 1.04 1.74 NA NA NA NA 0.92 0.71 NA NA NA 0.94 0.62 1.65 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P20020 AT2B1_HUMANreviewed Plasma membrane calcium-transporting ATPase 1 (PMCA1) (EC 3.6.3.8) (Plasma membrane calcium ATPase isoform 1) (Plasma membrane calcium pump isoform 1)ATP2B1 PMCA1 1258 Homo sapiens (Human) 0.76 0.91 NA NA NA NA 0.93 1.37 NA NA NA 1.43 0.67 1.02 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P25774 CATS_HUMAN reviewed Cathepsin S (EC 3.4.22.27)CTSS 331 Homo sapiens (Human) 0.51 0.90 NA NA NA NA 1.28 0.93 NA NA NA 1.40 1.21 1.18 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P36980 FHR2_HUMAN reviewed Complement factor H-related protein 2 (FHR-2) (DDESK59) (H factor-like 3) (H factor-like protein 2)CFHR2 CFHL2 FHR2 HFL3 270 Homo sapiens (Human) 0.52 0.89 NA NA NA NA 2.34 1.14 NA NA NA 1.21 0.82 1.33 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P41250 SYG_HUMAN reviewed Glycine--tRNA ligase (EC 6.1.1.14) (Diadenosine tetraphosphate synthetase) (AP-4-A synthetase) (Glycyl-tRNA synthetase) (GlyRS)GARS 739 Homo sapiens (Human) 1.46 1.01 NA NA NA NA 1.13 1.05 NA NA NA 1.43 1.21 1.38 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P42685 FRK_HUMAN reviewed Tyrosine-protein kinase FRK (EC 2.7.10.2) (FYN-related kinase) (Nuclear tyrosine protein kinase RAK) (Protein-tyrosine kinase 5)FRK PTK5 RAK 505 Homo sapiens (Human) 1.39 1.28 NA NA NA NA 0.88 0.76 NA NA NA 0.89 1.05 0.97 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P53992 SC24C_HUMANreviewed Protein transport protein Sec24C (SEC24-related protein C)SEC24C KIAA0079 1094 Homo sapiens (Human) 1.05 0.81 NA NA NA NA 0.78 0.91 NA NA NA 0.84 0.92 0.73 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P62906 RL10A_HUMANreviewed 60S ribosomal protein L10a (CSA-19) (Neural precursor cell expressed developmentally down-regulated protein 6) (NEDD-6)RPL10A NEDD6 217 Homo sapiens (Human) 1.30 0.47 NA NA NA NA 0.89 1.47 NA NA NA 1.58 1.39 1.22 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P67775 PP2AA_HUMANreviewed Serine/threonine-protein phosphatase 2A catalytic subunit alpha isoform (PP2A-alpha) (EC 3.1.3.16) (Replication protein C) (RP-C)PPP2CA 309 Homo sapiens (Human) 1.06 0.75 NA NA NA NA 0.88 1.08 NA NA NA 0.92 1.16 0.95 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q13867 BLMH_HUMANreviewed Bleomycin hydrolase (BH) (BLM hydrolase) (BMH) (EC 3.4.22.40)BLMH 455 Homo sapiens (Human) 0.92 1.38 NA NA NA NA 1.06 1.62 NA NA NA 1.24 0.84 1.22 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q14155 ARHG7_HUMANreviewed Rho guanine nucleotide exchange factor 7 (Beta-Pix) (COOL-1) (PAK-interacting exchange factor beta) (p85)ARHGEF7 COOL1 KIAA0142 P85SPR PAK3BP PIXB Nbla10314803 Homo sapiens (Human) 0.92 1.00 NA NA NA NA 1.07 0.95 NA NA NA 0.89 0.96 0.94 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q15836 VAMP3_HUMANreviewed Vesicle-associated membrane protein 3 (VAMP-3) (Cellubrevin) (CEB) (Synaptobrevin-3)VAMP3 SYB3 100 Homo sapiens (Human) 1.11 1.50 NA NA NA NA 0.80 0.99 NA NA NA 0.88 0.85 1.07 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q16775 GLO2_HUMAN reviewed Hydroxyacylglutathione hydrolase, mitochondrial (EC 3.1.2.6) (Glyoxalase II) (Glx II)HAGH GLO2 HAGH1 308 Homo sapiens (Human) 1.72 1.26 NA NA NA NA 1.17 1.15 NA NA NA 1.21 1.13 1.21 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q3MIR4 CC50B_HUMANreviewed Cell cycle control protein 50B (Transmembrane protein 30B)TMEM30B CDC50B 351 Homo sapiens (Human) 0.79 0.95 NA NA NA NA 0.96 1.27 NA NA NA 1.58 1.04 1.35 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q5SSG8 MUC21_HUMANreviewed Mucin-21 (MUC-21) (Epiglycanin)MUC21 C6orf205 UNQ697/PRO1342566 Homo sapiens (Human) 1.93 1.42 NA NA NA NA 1.18 0.80 NA NA NA 1.01 1.54 0.85 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q6FI13 H2A2A_HUMANreviewed Histone H2A type 2-A (Histone H2A.2) (Histone H2A/o)HIST2H2AA3 H2AFO HIST2H2AA; HIST2H2AA4130 Homo sapiens (Human) 0.06 0.72 NA NA NA NA 0.09 0.20 NA NA NA 0.12 0.09 0.20 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q8NEU8 DP13B_HUMANreviewed DCC-interacting protein 13-beta (Dip13-beta) (Adapter protein containing PH domain, PTB domain and leucine zipper motif 2)APPL2 DIP13B 664 Homo sapiens (Human) 1.06 1.27 NA NA NA NA 1.09 1.00 NA NA NA 0.90 1.04 0.98 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q96FV2 SCRN2_HUMANreviewed Secernin-2 SCRN2 425 Homo sapiens (Human) 1.27 0.94 NA NA NA NA 1.45 1.02 NA NA NA 1.07 0.95 1.08 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q96T51 RUFY1_HUMANreviewed RUN and FYVE domain-containing protein 1 (FYVE-finger protein EIP1) (La-binding protein 1) (Rab4-interacting protein) (Zinc finger FYVE domain-containing protein 12)RUFY1 RABIP4 ZFYVE12 708 Homo sapiens (Human) 0.88 0.91 NA NA NA NA 0.75 0.63 NA NA NA 0.82 1.01 0.97 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q99961 SH3G1_HUMANreviewed Endophilin-A2 (EEN fusion partner of MLL) (Endophilin-2) (Extra eleven-nineteen leukemia fusion gene protein) (EEN) (SH3 domain protein 2B) (SH3 domain-containing GRB2-like protein 1)SH3GL1 CNSA1 SH3D2B 368 Homo sapiens (Human) 1.09 0.94 NA NA NA NA 1.17 0.80 NA NA NA 1.00 1.52 1.23 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9HB40 RISC_HUMAN reviewed Retinoid-inducible serine carboxypeptidase (EC 3.4.16.-) (Serine carboxypeptidase 1)SCPEP1 RISC SCP1 MSTP034 UNQ265/PRO302452 Homo sapiens (Human) 0.90 0.95 NA NA NA NA 1.14 1.06 NA NA NA 1.79 1.48 1.62 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9NWU2 GID8_HUMAN reviewed Glucose-induced degradation protein 8 homolog (Two hybrid-associated protein 1 with RanBPM) (Twa1)GID8 C20orf11 228 Homo sapiens (Human) 1.14 1.86 NA NA NA NA 0.75 0.77 NA NA NA 0.64 1.01 0.82 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9UBN7 HDAC6_HUMANreviewed Histone deacetylase 6 (HD6) (EC 3.5.1.98)HDAC6 KIAA0901 JM21 1215 Homo sapiens (Human) 0.86 0.81 NA NA NA NA 0.95 1.20 NA NA NA 0.97 1.28 1.01 NA NA NA NA NA NA NA

NA 1.70 NA NA NA NA 1.52 NA NA NA NA 1.66 NA NA NA NA 1.07 NA NA NA NA 1.23 NA NA NA NA A6H8M9 CDHR4_HUMANreviewed Cadherin-related family member 4 (Cadherin-like protein 29)CDHR4 CDH29 UNQ9392/PRO34300788 Homo sapiens (Human)NA NA NA NA 1.23 0.77 NA NA NA 1.07 NA NA NA NA NA NA NA 1.70 1.52 1.66 1.23

NA 1.26 NA NA NA NA 0.80 NA NA NA NA 0.72 NA NA NA NA 1.02 NA NA NA NA 2.10 NA NA NA NA O00562 PITM1_HUMANreviewed Membrane-associated phosphatidylinositol transfer protein 1 (Drosophila retinal degeneration B homolog) (Phosphatidylinositol transfer protein, membrane-associated 1) (PITPnm 1) (Pyk2 N-terminal domain-interacting receptor 2) (NIR-2)PITPNM1 DRES9 NIR2 PITPNM1244 Homo sapiens (Human)NA NA NA NA 1.22 0.97 NA NA NA 1.02 NA NA NA NA NA NA NA 1.26 0.80 0.72 2.10

NA 1.80 NA NA NA NA 0.78 NA NA NA NA 0.76 NA NA NA NA 0.98 NA NA NA NA 0.80 NA NA NA NA O14727 APAF_HUMAN reviewed Apoptotic protease-activating factor 1 (APAF-1)APAF1 KIAA0413 1248 Homo sapiens (Human)NA NA NA NA 1.63 1.26 NA NA NA 0.98 NA NA NA NA NA NA NA 1.80 0.78 0.76 0.80

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA O14933 UB2L6_HUMANreviewed Ubiquitin/ISG15-conjugating enzyme E2 L6 (EC 6.3.2.19) (Retinoic acid-induced gene B protein) (RIG-B) (UbcH8) (Ubiquitin carrier protein L6) (Ubiquitin-protein ligase L6)UBE2L6 UBCH8 153 Homo sapiens (Human)NA NA 0.97 0.87 NA NA NA NA 1.01 NA 1.67 NA NA NA 1.44 1.18 1.32 NA NA NA NA

NA 0.97 NA NA NA NA 1.14 NA NA NA NA 0.81 NA NA NA NA 1.02 NA NA NA NA 0.83 NA NA NA NA O14975 S27A2_HUMANreviewed Very long-chain acyl-CoA synthetase (VLACS) (VLCS) (EC 6.2.1.-) (Fatty acid transport protein 2) (FATP-2) (Fatty-acid-coenzyme A ligase, very long-chain 1) (Long-chain-fatty-acid--CoA ligase) (EC 6.2.1.3) (Solute carrier family 27 member 2) (THCA-CoA ligase) (Very long-chain-fatty-acid-CoA ligase)SLC27A2 ACSVL1 FACVL1 FATP2 VLACS620 Homo sapiens (Human)NA NA NA NA 1.15 0.83 NA NA NA 1.02 NA NA NA NA NA NA NA 0.97 1.14 0.81 0.83

NA 1.17 NA NA NA NA 0.89 NA NA NA NA 0.94 NA NA NA NA 1.36 NA NA NA NA 1.24 NA NA NA NA O14976 GAK_HUMAN reviewed Cyclin-G-associated kinase (EC 2.7.11.1)GAK 1311 Homo sapiens (Human)NA NA NA NA 1.39 1.01 NA NA NA 1.36 NA NA NA NA NA NA NA 1.17 0.89 0.94 1.24

NA 0.78 NA NA NA NA 1.54 NA NA NA NA 1.19 NA NA NA NA 0.82 NA NA NA NA 0.76 NA NA NA NA O43286 B4GT5_HUMANreviewed Beta-1,4-galactosyltransferase 5 (Beta-1,4-GalTase 5) (Beta4Gal-T5) (b4Gal-T5) (EC 2.4.1.-) (Beta-1,4-GalT II) (UDP-Gal:beta-GlcNAc beta-1,4-galactosyltransferase 5) (UDP-galactose:beta-N-acetylglucosamine beta-1,4-galactosyltransferase 5)B4GALT5 388 Homo sapiens (Human)NA NA NA NA 0.53 0.72 NA NA NA 0.82 NA NA NA NA NA NA NA 0.78 1.54 1.19 0.76

NA 1.19 NA NA NA NA 1.49 NA NA NA NA 0.93 NA NA NA NA 0.89 NA NA NA NA 0.90 NA NA NA NA O43520 AT8B1_HUMANreviewed Probable phospholipid-transporting ATPase IC (EC 3.6.3.1) (ATPase class I type 8B member 1) (Familial intrahepatic cholestasis type 1)ATP8B1 ATPIC FIC1 PFIC 1251 Homo sapiens (Human)NA NA NA NA 1.83 0.51 NA NA NA 0.89 NA NA NA NA NA NA NA 1.19 1.49 0.93 0.90

NA 1.02 NA NA NA NA 1.00 NA NA NA NA 0.71 NA NA NA NA 1.12 NA NA NA NA 0.78 NA NA NA NA O43598 DNPH1_HUMANreviewed 2'-deoxynucleoside 5'-phosphate N-hydrolase 1 (EC 3.2.2.-) (c-Myc-responsive protein RCL)DNPH1 C6orf108 RCL 174 Homo sapiens (Human)NA NA NA NA 0.97 0.65 NA NA NA 1.12 NA NA NA NA NA NA NA 1.02 1.00 0.71 0.78

NA 1.18 NA NA NA NA 1.04 NA NA NA NA 0.89 NA NA NA NA 0.98 NA NA NA NA 0.98 NA NA NA NA O43776 SYNC_HUMAN reviewed Asparagine--tRNA ligase, cytoplasmic (EC 6.1.1.22) (Asparaginyl-tRNA synthetase) (AsnRS)NARS 548 Homo sapiens (Human)NA NA NA NA 0.96 1.13 NA NA NA 0.98 NA NA NA NA NA NA NA 1.18 1.04 0.89 0.98

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA O43822 CU002_HUMANreviewed Protein C21orf2 (C21orf-HUMF09G8.5) (YF5/A2)C21orf2 256 Homo sapiens (Human)NA NA 0.85 1.11 NA NA NA NA 0.90 NA 0.97 NA NA NA 0.81 1.24 1.61 NA NA NA NA

NA 1.08 NA NA NA NA 0.93 NA NA NA NA 0.84 NA NA NA NA 1.06 NA NA NA NA 1.23 NA NA NA NA O60547 GMDS_HUMANreviewed GDP-mannose 4,6 dehydratase (EC 4.2.1.47) (GDP-D-mannose dehydratase) (GMD)GMDS 372 Homo sapiens (Human)NA NA NA NA 1.20 1.96 NA NA NA 1.06 NA NA NA NA NA NA NA 1.08 0.93 0.84 1.23

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA O60749 SNX2_HUMAN reviewed Sorting nexin-2 (Transformation-related gene 9 protein) (TRG-9)SNX2 TRG9 519 Homo sapiens (Human)NA NA 1.29 1.00 NA NA NA NA 1.07 NA 0.92 NA NA NA 0.63 1.03 0.79 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA O60832 DKC1_HUMAN reviewed H/ACA ribonucleoprotein complex subunit 4 (EC 5.4.99.-) (CBF5 homolog) (Dyskerin) (Nopp140-associated protein of 57 kDa) (Nucleolar protein NAP57) (Nucleolar protein family A member 4) (snoRNP protein DKC1)DKC1 NOLA4 514 Homo sapiens (Human)NA NA 0.72 1.43 NA NA NA NA 0.86 NA 0.92 NA NA NA 1.06 0.84 1.58 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA O75165 DJC13_HUMANreviewed DnaJ homolog subfamily C member 13 (Required for receptor-mediated endocytosis 8) (RME-8)DNAJC13 KIAA0678 RME82243 Homo sapiens (Human)NA NA 0.79 1.09 NA NA NA NA 0.98 NA 0.90 NA NA NA 1.12 0.83 0.79 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA O75348 VATG1_HUMANreviewed V-type proton ATPase subunit G 1 (V-ATPase subunit G 1) (V-ATPase 13 kDa subunit 1) (Vacuolar proton pump subunit G 1) (Vacuolar proton pump subunit M16)ATP6V1G1 ATP6G ATP6G1 ATP6J118 Homo sapiens (Human)NA NA 0.56 2.97 NA NA NA NA 0.51 NA 0.82 NA NA NA 0.29 0.75 0.66 NA NA NA NA

NA 0.83 NA NA NA NA 4.94 NA NA NA NA 0.72 NA NA NA NA 1.49 NA NA NA NA 0.90 NA NA NA NA O75365 TP4A3_HUMANreviewed Protein tyrosine phosphatase type IVA 3 (EC 3.1.3.48) (PRL-R) (Protein-tyrosine phosphatase 4a3) (Protein-tyrosine phosphatase of regenerating liver 3) (PRL-3)PTP4A3 PRL3 173 Homo sapiens (Human)NA NA NA NA 1.11 1.39 NA NA NA 1.49 NA NA NA NA NA NA NA 0.83 4.94 0.72 0.90

NA 1.10 NA NA NA NA 1.14 NA NA NA NA 1.42 NA NA NA NA 1.19 NA NA NA NA 1.42 NA NA NA NA O75976 CBPD_HUMAN reviewed Carboxypeptidase D (EC 3.4.17.22) (Metallocarboxypeptidase D) (gp180)CPD 1380 Homo sapiens (Human)NA NA NA NA 1.06 1.06 NA NA NA 1.19 NA NA NA NA NA NA NA 1.10 1.14 1.42 1.42

NA 0.83 NA NA NA NA 1.18 NA NA NA NA 0.94 NA NA NA NA 1.21 NA NA NA NA 0.92 NA NA NA NA O95379 TFIP8_HUMAN reviewed Tumor necrosis factor alpha-induced protein 8 (TNF alpha-induced protein 8) (Head and neck tumor and metastasis-related protein) (MDC-3.13) (NF-kappa-B-inducible DED-containing protein) (NDED) (SCC-S2) (TNF-induced protein GG2-1)TNFAIP8 198 Homo sapiens (Human)NA NA NA NA 0.83 1.14 NA NA NA 1.21 NA NA NA NA NA NA NA 0.83 1.18 0.94 0.92

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA O95398 RPGF3_HUMANreviewed Rap guanine nucleotide exchange factor 3 (Exchange factor directly activated by cAMP 1) (Exchange protein directly activated by cAMP 1) (EPAC 1) (Rap1 guanine-nucleotide-exchange factor directly activated by cAMP) (cAMP-regulated guanine nucleotide exchange factor I) (cAMP-GEFI)RAPGEF3 CGEF1 EPAC EPAC1923 Homo sapiens (Human)NA NA 0.94 0.77 NA NA NA NA 1.37 NA 1.70 NA NA NA 1.79 0.80 0.81 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P00367 DHE3_HUMAN reviewed Glutamate dehydrogenase 1, mitochondrial (GDH 1) (EC 1.4.1.3)GLUD1 GLUD 558 Homo sapiens (Human)NA NA 1.02 1.11 NA NA NA NA 1.38 NA 1.77 NA NA NA 1.77 0.72 0.94 NA NA NA NA

NA 0.98 NA NA NA NA 0.56 NA NA NA NA 1.41 NA NA NA NA 0.72 NA NA NA NA 0.68 NA NA NA NA P00915 CAH1_HUMAN reviewed Carbonic anhydrase 1 (EC 4.2.1.1) (Carbonate dehydratase I) (Carbonic anhydrase B) (CAB) (Carbonic anhydrase I) (CA-I)CA1 261 Homo sapiens (Human)NA NA NA NA 0.47 0.93 NA NA NA 0.72 NA NA NA NA NA NA NA 0.98 0.56 1.41 0.68

NA 1.19 NA NA NA NA 0.89 NA NA NA NA 0.81 NA NA NA NA 0.87 NA NA NA NA 1.28 NA NA NA NA P04179 SODM_HUMANreviewed Superoxide dismutase [Mn], mitochondrial (EC 1.15.1.1)SOD2 222 Homo sapiens (Human)NA NA NA NA 1.45 0.66 NA NA NA 0.87 NA NA NA NA NA NA NA 1.19 0.89 0.81 1.28

NA 1.19 NA NA NA NA 0.95 NA NA NA NA 0.74 NA NA NA NA 1.07 NA NA NA NA 0.89 NA NA NA NA P04844 RPN2_HUMAN reviewed Dolichyl-diphosphooligosaccharide--protein glycosyltransferase subunit 2 (EC 2.4.99.18) (Dolichyl-diphosphooligosaccharide--protein glycosyltransferase 63 kDa subunit) (RIBIIR) (Ribophorin II) (RPN-II) (Ribophorin-2)RPN2 631 Homo sapiens (Human)NA NA NA NA 1.20 1.05 NA NA NA 1.07 NA NA NA NA NA NA NA 1.19 0.95 0.74 0.89

NA 0.26 NA NA NA NA 0.84 NA NA NA NA 0.87 NA NA NA NA 0.92 NA NA NA NA 0.67 NA NA NA NA P07108 ACBP_HUMAN reviewed Acyl-CoA-binding protein (ACBP) (Diazepam-binding inhibitor) (DBI) (Endozepine) (EP)DBI 87 Homo sapiens (Human)NA NA NA NA 0.90 1.79 NA NA NA 0.92 NA NA NA NA NA NA NA 0.26 0.84 0.87 0.67

NA 1.25 NA NA NA NA 0.83 NA NA NA NA 0.83 NA NA NA NA 1.06 NA NA NA NA 1.02 NA NA NA NA P07686 HEXB_HUMAN reviewed Beta-hexosaminidase subunit beta (EC 3.2.1.52) (Beta-N-acetylhexosaminidase subunit beta) (Hexosaminidase subunit B) (Cervical cancer proto-oncogene 7 protein) (HCC-7) (N-acetyl-beta-glucosaminidase subunit beta) [Cleaved into: Beta-hexosaminidase subunit beta chain B; Beta-hexosaminidase subunit beta chain A]HEXB HCC7 556 Homo sapiens (Human)NA NA NA NA 0.77 0.84 NA NA NA 1.06 NA NA NA NA NA NA NA 1.25 0.83 0.83 1.02

NA 4.05 NA NA NA NA 1.21 NA NA NA NA 0.72 NA NA NA NA 1.01 NA NA NA NA 2.44 NA NA NA NA P09237 MMP7_HUMANreviewed Matrilysin (EC 3.4.24.23) (Matrin) (Matrix metalloproteinase-7) (MMP-7) (Pump-1 protease) (Uterine metalloproteinase)MMP7 MPSL1 PUMP1 267 Homo sapiens (Human)NA NA NA NA 0.54 1.10 NA NA NA 1.01 NA NA NA NA NA NA NA 4.05 1.21 0.72 2.44

NA 2.97 NA NA NA NA 0.86 NA NA NA NA 0.77 NA NA NA NA 1.54 NA NA NA NA 0.91 NA NA NA NA P09913 IFIT2_HUMAN reviewed Interferon-induced protein with tetratricopeptide repeats 2 (IFIT-2) (ISG-54 K) (Interferon-induced 54 kDa protein) (IFI-54K) (P54)IFIT2 CIG-42 G10P2 IFI54 ISG54472 Homo sapiens (Human)NA NA NA NA 0.95 0.67 NA NA NA 1.54 NA NA NA NA NA NA NA 2.97 0.86 0.77 0.91

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P09923 PPBI_HUMAN reviewed Intestinal-type alkaline phosphatase (IAP) (Intestinal alkaline phosphatase) (EC 3.1.3.1)ALPI 528 Homo sapiens (Human)NA NA 2.08 1.63 NA NA NA NA 0.81 NA 1.43 NA NA NA 0.62 1.43 0.80 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P0DJI8 SAA1_HUMAN reviewed Serum amyloid A-1 protein (SAA) [Cleaved into: Amyloid protein A (Amyloid fibril protein AA); Serum amyloid protein A(2-104); Serum amyloid protein A(3-104); Serum amyloid protein A(2-103); Serum amyloid protein A(2-102); Serum amyloid protein A(4-101)]SAA1 122 Homo sapiens (Human)NA NA 0.88 2.29 NA NA NA NA 0.56 NA 0.73 NA NA NA 0.97 0.78 1.19 NA NA NA NA

NA 0.58 NA NA NA NA 1.07 NA NA NA NA 1.38 NA NA NA NA 1.53 NA NA NA NA 0.68 NA NA NA NA P10696 PPBN_HUMAN reviewed Alkaline phosphatase, placental-like (EC 3.1.3.1) (ALP-1) (Alkaline phosphatase Nagao isozyme) (Germ cell alkaline phosphatase) (GCAP) (Placental alkaline phosphatase-like) (PLAP-like)ALPPL2 ALPPL 532 Homo sapiens (Human)NA NA NA NA 0.93 1.02 NA NA NA 1.53 NA NA NA NA NA NA NA 0.58 1.07 1.38 0.68

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P11172 UMPS_HUMANreviewed Uridine 5'-monophosphate synthase (UMP synthase) [Includes: Orotate phosphoribosyltransferase (OPRT) (OPRTase) (EC 2.4.2.10); Orotidine 5'-phosphate decarboxylase (ODC) (EC 4.1.1.23) (OMPdecase)]UMPS OK/SW-cl.21 480 Homo sapiens (Human)NA NA 0.96 0.94 NA NA NA NA 0.99 NA 0.92 NA NA NA 0.90 0.87 1.57 NA NA NA NA

NA 0.57 NA NA NA NA 0.96 NA NA NA NA 0.83 NA NA NA NA 1.04 NA NA NA NA 1.70 NA NA NA NA P11597 CETP_HUMAN reviewed Cholesteryl ester transfer protein (Lipid transfer protein I)CETP 493 Homo sapiens (Human)NA NA NA NA 0.99 1.03 NA NA NA 1.04 NA NA NA NA NA NA NA 0.57 0.96 0.83 1.70

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P14866 HNRPL_HUMANreviewed Heterogeneous nuclear ribonucleoprotein L (hnRNP L)HNRNPL HNRPL P/OKcl.14589 Homo sapiens (Human)NA NA 1.25 1.10 NA NA NA NA 0.95 NA 1.28 NA NA NA 1.36 0.98 1.03 NA NA NA NA

NA 1.26 NA NA NA NA 0.80 NA NA NA NA 0.88 NA NA NA NA 0.99 NA NA NA NA 3.70 NA NA NA NA P14902 I23O1_HUMANreviewed Indoleamine 2,3-dioxygenase 1 (IDO-1) (EC 1.13.11.52) (Indoleamine-pyrrole 2,3-dioxygenase)IDO1 IDO INDO 403 Homo sapiens (Human)NA NA NA NA 0.72 0.63 NA NA NA 0.99 NA NA NA NA NA NA NA 1.26 0.80 0.88 3.70

NA 1.11 NA NA NA NA 0.91 NA NA NA NA 1.15 NA NA NA NA 0.89 NA NA NA NA 0.93 NA NA NA NA P15151 PVR_HUMAN reviewed Poliovirus receptor (Nectin-like protein 5) (NECL-5) (CD antigen CD155)PVR PVS 417 Homo sapiens (Human)NA NA NA NA 0.89 0.93 NA NA NA 0.89 NA NA NA NA NA NA NA 1.11 0.91 1.15 0.93

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P19961 AMY2B_HUMANreviewed Alpha-amylase 2B (EC 3.2.1.1) (1,4-alpha-D-glucan glucanohydrolase 2B) (Carcinoid alpha-amylase)AMY2B 511 Homo sapiens (Human)NA NA 1.15 0.61 NA NA NA NA 1.63 NA 0.92 NA NA NA 3.12 1.13 0.41 NA NA NA NA

NA 0.64 NA NA NA NA 0.40 NA NA NA NA 0.45 NA NA NA NA 0.59 NA NA NA NA 0.41 NA NA NA NA P21462 FPR1_HUMAN reviewed fMet-Leu-Phe receptor (fMLP receptor) (N-formyl peptide receptor) (FPR) (N-formylpeptide chemoattractant receptor)FPR1 350 Homo sapiens (Human)NA NA NA NA 0.54 0.49 NA NA NA 0.59 NA NA NA NA NA NA NA 0.64 0.40 0.45 0.41

NA 1.00 NA NA NA NA 1.09 NA NA NA NA 1.08 NA NA NA NA 0.93 NA NA NA NA 0.79 NA NA NA NA P22079 PERL_HUMAN reviewed Lactoperoxidase (LPO) (EC 1.11.1.7) (Salivary peroxidase) (SPO)LPO SAPX 712 Homo sapiens (Human)NA NA NA NA 1.37 0.87 NA NA NA 0.93 NA NA NA NA NA NA NA 1.00 1.09 1.08 0.79

NA 1.75 NA NA NA NA 1.02 NA NA NA NA 1.16 NA NA NA NA 1.02 NA NA NA NA 1.39 NA NA NA NA P22234 PUR6_HUMAN reviewed Multifunctional protein ADE2 [Includes: Phosphoribosylaminoimidazole-succinocarboxamide synthase (EC 6.3.2.6) (SAICAR synthetase); Phosphoribosylaminoimidazole carboxylase (EC 4.1.1.21) (AIR carboxylase) (AIRC)]PAICS ADE2 AIRC PAIS 425 Homo sapiens (Human)NA NA NA NA 1.36 1.31 NA NA NA 1.02 NA NA NA NA NA NA NA 1.75 1.02 1.16 1.39

NA 0.96 NA NA NA NA 1.40 NA NA NA NA 1.08 NA NA NA NA 2.66 NA NA NA NA 0.95 NA NA NA NA P23588 IF4B_HUMAN reviewed Eukaryotic translation initiation factor 4B (eIF-4B)EIF4B 611 Homo sapiens (Human)NA NA NA NA 2.20 1.19 NA NA NA 2.66 NA NA NA NA NA NA NA 0.96 1.40 1.08 0.95

NA 0.87 NA NA NA NA 0.91 NA NA NA NA 0.64 NA NA NA NA 0.99 NA NA NA NA 0.09 NA NA NA NA P24666 PPAC_HUMAN reviewed Low molecular weight phosphotyrosine protein phosphatase (LMW-PTP) (LMW-PTPase) (EC 3.1.3.48) (Adipocyte acid phosphatase) (Low molecular weight cytosolic acid phosphatase) (EC 3.1.3.2) (Red cell acid phosphatase 1)ACP1 158 Homo sapiens (Human)NA NA NA NA 0.78 1.26 NA NA NA 0.99 NA NA NA NA NA NA NA 0.87 0.91 0.64 0.09

NA 1.04 NA NA NA NA 0.95 NA NA NA NA 0.97 NA NA NA NA 1.02 NA NA NA NA 0.76 NA NA NA NA P25705 ATPA_HUMAN reviewed ATP synthase subunit alpha, mitochondrialATP5A1 ATP5A ATP5AL2 ATPM553 Homo sapiens (Human)NA NA NA NA 1.36 0.95 NA NA NA 1.02 NA NA NA NA NA NA NA 1.04 0.95 0.97 0.76

NA 1.01 NA NA NA NA 1.46 NA NA NA NA 2.02 NA NA NA NA 0.66 NA NA NA NA 1.15 NA NA NA NA P30203 CD6_HUMAN reviewed T-cell differentiation antigen CD6 (T12) (TP120) (CD antigen CD6)CD6 668 Homo sapiens (Human)NA NA NA NA 0.59 0.80 NA NA NA 0.66 NA NA NA NA NA NA NA 1.01 1.46 2.02 1.15

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P30419 NMT1_HUMANreviewed Glycylpeptide N-tetradecanoyltransferase 1 (EC 2.3.1.97) (Myristoyl-CoA:protein N-myristoyltransferase 1) (NMT 1) (Type I N-myristoyltransferase) (Peptide N-myristoyltransferase 1)NMT1 NMT 496 Homo sapiens (Human)NA NA 1.18 2.10 NA NA NA NA 0.87 NA 0.72 NA NA NA 0.48 1.30 1.36 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P36954 RPB9_HUMAN reviewed DNA-directed RNA polymerase II subunit RPB9 (RNA polymerase II subunit B9) (DNA-directed RNA polymerase II subunit I) (RNA polymerase II 14.5 kDa subunit) (RPB14.5)POLR2I 125 Homo sapiens (Human)NA NA 1.92 1.46 NA NA NA NA 0.96 NA 1.05 NA NA NA 1.54 0.94 0.90 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P42226 STAT6_HUMANreviewed Signal transducer and activator of transcription 6 (IL-4 Stat)STAT6 847 Homo sapiens (Human)NA NA 0.62 0.90 NA NA NA NA 0.84 NA 1.00 NA NA NA 1.11 0.85 0.86 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P42229 STA5A_HUMANreviewed Signal transducer and activator of transcription 5ASTAT5A STAT5 794 Homo sapiens (Human)NA NA 1.17 1.25 NA NA NA NA 0.90 NA 1.24 NA NA NA 1.04 1.00 0.97 NA NA NA NA

NA 0.98 NA NA NA NA 0.91 NA NA NA NA 0.89 NA NA NA NA 1.34 NA NA NA NA 0.79 NA NA NA NA P42338 PK3CB_HUMANreviewed Phosphatidylinositol 4,5-bisphosphate 3-kinase catalytic subunit beta isoform (PI3-kinase subunit beta) (PI3K-beta) (PI3Kbeta) (PtdIns-3-kinase subunit beta) (EC 2.7.1.153) (Phosphatidylinositol 4,5-bisphosphate 3-kinase 110 kDa catalytic subunit beta) (PtdIns-3-kinase subunit p110-beta) (p110beta)PIK3CB PIK3C1 1070 Homo sapiens (Human)NA NA NA NA 1.11 0.97 NA NA NA 1.34 NA NA NA NA NA NA NA 0.98 0.91 0.89 0.79

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P46019 KPB2_HUMAN reviewed Phosphorylase b kinase regulatory subunit alpha, liver isoform (Phosphorylase kinase alpha L subunit)PHKA2 PHKLA PYK 1235 Homo sapiens (Human)NA NA 1.19 1.42 NA NA NA NA 1.09 NA 1.14 NA NA NA 1.38 1.02 0.98 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P46379 BAG6_HUMAN reviewed Large proline-rich protein BAG6 (BAG family molecular chaperone regulator 6) (BCL2-associated athanogene 6) (BAG-6) (BAG6) (HLA-B-associated transcript 3) (Protein G3) (Protein Scythe)BAG6 BAT3 G3 1132 Homo sapiens (Human)NA NA 1.12 2.49 NA NA NA NA 0.89 NA 0.96 NA NA NA 0.74 0.73 0.95 NA NA NA NA

NA 0.68 NA NA NA NA 0.63 NA NA NA NA 0.79 NA NA NA NA 0.70 NA NA NA NA 0.81 NA NA NA NA P46783 RS10_HUMAN reviewed 40S ribosomal protein S10RPS10 165 Homo sapiens (Human)NA NA NA NA 1.42 0.72 NA NA NA 0.70 NA NA NA NA NA NA NA 0.68 0.63 0.79 0.81

NA 1.13 NA NA NA NA 1.26 NA NA NA NA 1.11 NA NA NA NA 1.10 NA NA NA NA 0.83 NA NA NA NA P49281 NRAM2_HUMANreviewed Natural resistance-associated macrophage protein 2 (NRAMP 2) (Divalent cation transporter 1) (Divalent metal transporter 1) (DMT-1) (Solute carrier family 11 member 2)SLC11A2 DCT1 DMT1 NRAMP2 OK/SW-cl.20568 Homo sapiens (Human)NA NA NA NA 1.05 0.94 NA NA NA 1.10 NA NA NA NA NA NA NA 1.13 1.26 1.11 0.83

NA 1.06 NA NA NA NA 0.58 NA NA NA NA 0.76 NA NA NA NA 0.77 NA NA NA NA 1.30 NA NA NA NA P49755 TMEDA_HUMANreviewed Transmembrane emp24 domain-containing protein 10 (21 kDa transmembrane-trafficking protein) (S31III125) (S31I125) (Tmp-21-I) (Transmembrane protein Tmp21) (p23) (p24 family protein delta-1) (p24delta1) (p24delta)TMED10 TMP21 219 Homo sapiens (Human)NA NA NA NA 0.77 1.27 NA NA NA 0.77 NA NA NA NA NA NA NA 1.06 0.58 0.76 1.30

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P49840 GSK3A_HUMANreviewed Glycogen synthase kinase-3 alpha (GSK-3 alpha) (EC 2.7.11.26) (Serine/threonine-protein kinase GSK3A) (EC 2.7.11.1)GSK3A 483 Homo sapiens (Human)NA NA 1.14 1.03 NA NA NA NA 0.84 NA 1.22 NA NA NA 1.16 1.16 1.16 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P49902 5NTC_HUMAN reviewed Cytosolic purine 5'-nucleotidase (EC 3.1.3.5) (Cytosolic 5'-nucleotidase II)NT5C2 NT5B NT5CP PNT5561 Homo sapiens (Human)NA NA 0.84 1.54 NA NA NA NA 0.77 NA 0.84 NA NA NA 0.89 0.85 0.98 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P50224 ST1A3_HUMANreviewed Sulfotransferase 1A3/1A4 (ST1A3/ST1A4) (EC 2.8.2.1) (Aryl sulfotransferase 1A3/1A4) (Catecholamine-sulfating phenol sulfotransferase) (HAST3) (M-PST) (Monoamine-sulfating phenol sulfotransferase) (Placental estrogen sulfotransferase) (Sulfotransferase, monoamine-preferring) (Thermolabile phenol sulfotransferase) (TL-PST)SULT1A3 STM; SULT1A4 295 Homo sapiens (Human)NA NA 0.96 0.78 NA NA NA NA 1.18 NA 1.02 NA NA NA 1.14 1.17 1.21 NA NA NA NA

NA 1.28 NA NA NA NA 0.98 NA NA NA NA 0.85 NA NA NA NA 0.90 NA NA NA NA 1.75 NA NA NA NA P51159 RB27A_HUMANreviewed Ras-related protein Rab-27A (Rab-27) (GTP-binding protein Ram)RAB27A RAB27 221 Homo sapiens (Human)NA NA NA NA 0.91 1.00 NA NA NA 0.90 NA NA NA NA NA NA NA 1.28 0.98 0.85 1.75

NA 0.66 NA NA NA NA 0.83 NA NA NA NA 0.79 NA NA NA NA 0.93 NA NA NA NA 0.88 NA NA NA NA P53384 NUBP1_HUMANreviewed Cytosolic Fe-S cluster assembly factor NUBP1 (Nucleotide-binding protein 1) (NBP 1)NUBP1 NBP NBP1 320 Homo sapiens (Human)NA NA NA NA 0.92 1.16 NA NA NA 0.93 NA NA NA NA NA NA NA 0.66 0.83 0.79 0.88

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P55036 PSMD4_HUMANreviewed 26S proteasome non-ATPase regulatory subunit 4 (26S proteasome regulatory subunit RPN10) (26S proteasome regulatory subunit S5A) (Antisecretory factor 1) (AF) (ASF) (Multiubiquitin chain-binding protein)PSMD4 MCB1 377 Homo sapiens (Human)NA NA 0.41 3.16 NA NA NA NA 0.51 NA 0.43 NA NA NA 0.33 0.54 0.63 NA NA NA NA

NA 0.50 NA NA NA NA 0.58 NA NA NA NA 0.51 NA NA NA NA 0.72 NA NA NA NA 0.56 NA NA NA NA P55327 TPD52_HUMANreviewed Tumor protein D52 (Protein N8)TPD52 224 Homo sapiens (Human)NA NA NA NA 1.72 0.76 NA NA NA 0.72 NA NA NA NA NA NA NA 0.50 0.58 0.51 0.56

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P61927 RL37_HUMAN reviewed 60S ribosomal protein L37 (G1.16)RPL37 97 Homo sapiens (Human)NA NA 0.57 3.03 NA NA NA NA 0.79 NA 0.56 NA NA NA 0.65 0.87 0.92 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P62304 RUXE_HUMAN reviewed Small nuclear ribonucleoprotein E (snRNP-E) (Sm protein E) (Sm-E) (SmE)SNRPE 92 Homo sapiens (Human)NA NA 0.78 2.14 NA NA NA NA 0.41 NA 0.57 NA NA NA 0.50 0.74 1.15 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P62314 SMD1_HUMANreviewed Small nuclear ribonucleoprotein Sm D1 (Sm-D1) (Sm-D autoantigen) (snRNP core protein D1)SNRPD1 119 Homo sapiens (Human)NA NA 1.48 1.08 NA NA NA NA 0.97 NA 0.87 NA NA NA 0.84 0.98 1.01 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P62714 PP2AB_HUMANreviewed Serine/threonine-protein phosphatase 2A catalytic subunit beta isoform (PP2A-beta) (EC 3.1.3.16)PPP2CB 309 Homo sapiens (Human)NA NA 1.04 1.03 NA NA NA NA 0.94 NA 0.94 NA NA NA 0.93 1.06 1.36 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P68400 CSK21_HUMANreviewed Casein kinase II subunit alpha (CK II alpha) (EC 2.7.11.1)CSNK2A1 CK2A1 391 Homo sapiens (Human)NA NA 0.99 1.45 NA NA NA NA 0.97 NA 1.20 NA NA NA 1.44 0.91 1.44 NA NA NA NA

NA 1.17 NA NA NA NA 0.82 NA NA NA NA 0.95 NA NA NA NA 0.89 NA NA NA NA 1.51 NA NA NA NA Q00765 REEP5_HUMANreviewed Receptor expression-enhancing protein 5 (Polyposis locus protein 1) (Protein TB2)REEP5 C5orf18 DP1 TB2 189 Homo sapiens (Human)NA NA NA NA 0.90 0.93 NA NA NA 0.89 NA NA NA NA NA NA NA 1.17 0.82 0.95 1.51

NA 0.69 NA NA NA NA 0.45 NA NA NA NA 0.60 NA NA NA NA 0.51 NA NA NA NA 0.59 NA NA NA NA Q02750 MP2K1_HUMANreviewed Dual specificity mitogen-activated protein kinase kinase 1 (MAP kinase kinase 1) (MAPKK 1) (MKK1) (EC 2.7.12.2) (ERK activator kinase 1) (MAPK/ERK kinase 1) (MEK 1)MAP2K1 MEK1 PRKMK1 393 Homo sapiens (Human)NA NA NA NA 0.50 0.49 NA NA NA 0.51 NA NA NA NA NA NA NA 0.69 0.45 0.60 0.59

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q08945 SSRP1_HUMANreviewed FACT complex subunit SSRP1 (Chromatin-specific transcription elongation factor 80 kDa subunit) (Facilitates chromatin transcription complex 80 kDa subunit) (FACT 80 kDa subunit) (FACTp80) (Facilitates chromatin transcription complex subunit SSRP1) (Recombination signal sequence recognition protein 1) (Structure-specific recognition protein 1) (hSSRP1) (T160)SSRP1 FACT80 709 Homo sapiens (Human)NA NA 1.06 0.87 NA NA NA NA 1.01 NA 0.82 NA NA NA 0.99 0.94 1.92 NA NA NA NA

NA 1.10 NA NA NA NA 0.97 NA NA NA NA 0.88 NA NA NA NA 1.32 NA NA NA NA 1.55 NA NA NA NA Q13085 ACACA_HUMANreviewed Acetyl-CoA carboxylase 1 (ACC1) (EC 6.4.1.2) (ACC-alpha) [Includes: Biotin carboxylase (EC 6.3.4.14)]ACACA ACAC ACC1 ACCA2346 Homo sapiens (Human)NA NA NA NA 1.56 1.51 NA NA NA 1.32 NA NA NA NA NA NA NA 1.10 0.97 0.88 1.55

NA 1.11 NA NA NA NA 0.83 NA NA NA NA 0.93 NA NA NA NA 1.46 NA NA NA NA 0.86 NA NA NA NA Q13131 AAPK1_HUMANreviewed 5'-AMP-activated protein kinase catalytic subunit alpha-1 (AMPK subunit alpha-1) (EC 2.7.11.1) (Acetyl-CoA carboxylase kinase) (ACACA kinase) (EC 2.7.11.27) (Hydroxymethylglutaryl-CoA reductase kinase) (HMGCR kinase) (EC 2.7.11.31) (Tau-protein kinase PRKAA1) (EC 2.7.11.26)PRKAA1 AMPK1 559 Homo sapiens (Human)NA NA NA NA 0.94 1.11 NA NA NA 1.46 NA NA NA NA NA NA NA 1.11 0.83 0.93 0.86

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q13237 KGP2_HUMAN reviewed cGMP-dependent protein kinase 2 (cGK 2) (cGK2) (EC 2.7.11.12) (cGMP-dependent protein kinase II) (cGKII)PRKG2 PRKGR2 762 Homo sapiens (Human)NA NA 1.20 0.66 NA NA NA NA 1.03 NA 1.00 NA NA NA 1.05 1.18 0.87 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q13332 PTPRS_HUMANreviewed Receptor-type tyrosine-protein phosphatase S (R-PTP-S) (EC 3.1.3.48) (Receptor-type tyrosine-protein phosphatase sigma) (R-PTP-sigma)PTPRS 1948 Homo sapiens (Human)NA NA 1.72 1.48 NA NA NA NA 1.65 NA 1.08 NA NA NA 1.11 2.34 1.01 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q13435 SF3B2_HUMANreviewed Splicing factor 3B subunit 2 (Pre-mRNA-splicing factor SF3b 145 kDa subunit) (SF3b145) (SF3b150) (Spliceosome-associated protein 145) (SAP 145)SF3B2 SAP145 895 Homo sapiens (Human)NA NA 0.78 3.18 NA NA NA NA 0.74 NA 0.62 NA NA NA 0.47 0.80 1.09 NA NA NA NA

NA 1.09 NA NA NA NA 0.91 NA NA NA NA 1.20 NA NA NA NA 1.01 NA NA NA NA 1.57 NA NA NA NA Q15485 FCN2_HUMAN reviewed Ficolin-2 (37 kDa elastin-binding protein) (Collagen/fibrinogen domain-containing protein 2) (EBP-37) (Ficolin-B) (Ficolin-beta) (Hucolin) (L-ficolin) (Serum lectin p35)FCN2 FCNL 313 Homo sapiens (Human)NA NA NA NA 0.70 1.88 NA NA NA 1.01 NA NA NA NA NA NA NA 1.09 0.91 1.20 1.57

NA 1.13 NA NA NA NA 1.11 NA NA NA NA 1.20 NA NA NA NA 1.47 NA NA NA NA 1.18 NA NA NA NA Q15628 TRADD_HUMANreviewed Tumor necrosis factor receptor type 1-associated DEATH domain protein (TNFR1-associated DEATH domain protein) (TNFRSF1A-associated via death domain)TRADD 312 Homo sapiens (Human)NA NA NA NA 1.16 0.93 NA NA NA 1.47 NA NA NA NA NA NA NA 1.13 1.11 1.20 1.18

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q15751 HERC1_HUMANreviewed Probable E3 ubiquitin-protein ligase HERC1 (EC 6.3.2.-) (HECT domain and RCC1-like domain-containing protein 1) (p532) (p619)HERC1 4861 Homo sapiens (Human)NA NA 0.94 1.32 NA NA NA NA 0.86 NA 1.34 NA NA NA 1.55 0.95 0.88 NA NA NA NA

NA 0.91 NA NA NA NA 0.66 NA NA NA NA 0.85 NA NA NA NA 0.84 NA NA NA NA 0.93 NA NA NA NA Q1HG43 DOXA1_HUMANreviewed Dual oxidase maturation factor 1 (Dual oxidase activator 1) (Numb-interacting protein)DUOXA1 NIP NUMBIP 343 Homo sapiens (Human)NA NA NA NA 1.42 1.02 NA NA NA 0.84 NA NA NA NA NA NA NA 0.91 0.66 0.85 0.93

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q2TAY7 SMU1_HUMANreviewed WD40 repeat-containing protein SMU1 (Smu-1 suppressor of mec-8 and unc-52 protein homolog) [Cleaved into: WD40 repeat-containing protein SMU1, N-terminally processed]SMU1 513 Homo sapiens (Human)NA NA 0.74 1.34 NA NA NA NA 0.71 NA 0.64 NA NA NA 0.81 0.94 1.31 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q5D862 FILA2_HUMAN reviewed Filaggrin-2 (FLG-2) (Intermediate filament-associated and psoriasis-susceptibility protein) (Ifapsoriasin)FLG2 IFPS 2391 Homo sapiens (Human)NA NA 0.76 0.47 NA NA NA NA 1.17 NA 4.74 NA NA NA 1.54 0.80 0.59 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q5JWR5 DOP1_HUMAN reviewed Protein dopey-1DOPEY1 KIAA1117 2465 Homo sapiens (Human)NA NA 1.20 1.50 NA NA NA NA 1.08 NA 1.39 NA NA NA 1.25 1.03 1.00 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q5K4L6 S27A3_HUMANreviewed Long-chain fatty acid transport protein 3 (FATP-3) (Fatty acid transport protein 3) (EC 6.2.1.-) (Solute carrier family 27 member 3) (Very long-chain acyl-CoA synthetase homolog 3) (VLCS-3)SLC27A3 ACSVL3 FATP3 PSEC0067 UNQ367/PRO703730 Homo sapiens (Human)NA NA 1.25 1.09 NA NA NA NA 1.20 NA 1.16 NA NA NA 1.21 0.66 0.77 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q5TDH0 DDI2_HUMAN reviewed Protein DDI1 homolog 2DDI2 399 Homo sapiens (Human)NA NA 1.00 1.05 NA NA NA NA 1.80 NA 1.54 NA NA NA 1.05 1.10 0.96 NA NA NA NA

NA 1.01 NA NA NA NA 0.83 NA NA NA NA 0.84 NA NA NA NA 0.87 NA NA NA NA 1.06 NA NA NA NA Q658Y4 F91A1_HUMANreviewed Protein FAM91A1FAM91A1 838 Homo sapiens (Human)NA NA NA NA 1.27 1.10 NA NA NA 0.87 NA NA NA NA NA NA NA 1.01 0.83 0.84 1.06

NA 0.84 NA NA NA NA 0.91 NA NA NA NA 0.64 NA NA NA NA 1.34 NA NA NA NA 0.71 NA NA NA NA Q6NV74 K121L_HUMANreviewed Uncharacterized protein KIAA1211-likeKIAA1211L C2orf55 962 Homo sapiens (Human)NA NA NA NA 1.35 0.92 NA NA NA 1.34 NA NA NA NA NA NA NA 0.84 0.91 0.64 0.71

NA 1.21 NA NA NA NA 1.38 NA NA NA NA 1.62 NA NA NA NA 1.81 NA NA NA NA 1.15 NA NA NA NA Q6NZI2 PTRF_HUMAN reviewed Polymerase I and transcript release factor (Cavin-1)PTRF FKSG13 390 Homo sapiens (Human)NA NA NA NA 1.17 1.10 NA NA NA 1.81 NA NA NA NA NA NA NA 1.21 1.38 1.62 1.15

NA 4.23 NA NA NA NA 1.80 NA NA NA NA 0.84 NA NA NA NA 0.86 NA NA NA NA 0.79 NA NA NA NA Q6UX06 OLFM4_HUMANreviewed Olfactomedin-4 (OLM4) (Antiapoptotic protein GW112) (G-CSF-stimulated clone 1 protein) (hGC-1) (hOLfD)OLFM4 GW112 UNQ362/PRO698510 Homo sapiens (Human)NA NA NA NA 1.66 0.43 NA NA NA 0.86 NA NA NA NA NA NA NA 4.23 1.80 0.84 0.79

NA 1.07 NA NA NA NA 0.81 NA NA NA NA 0.94 NA NA NA NA 0.92 NA NA NA NA 1.12 NA NA NA NA Q6YN16 HSDL2_HUMANreviewed Hydroxysteroid dehydrogenase-like protein 2 (EC 1.-.-.-)HSDL2 C9orf99 418 Homo sapiens (Human)NA NA NA NA 0.79 0.70 NA NA NA 0.92 NA NA NA NA NA NA NA 1.07 0.81 0.94 1.12

NA 1.03 NA NA NA NA 1.33 NA NA NA NA 0.86 NA NA NA NA 1.56 NA NA NA NA 0.87 NA NA NA NA Q7L1V2 MON1B_HUMANreviewed Vacuolar fusion protein MON1 homolog B (HSV-1 stimulation-related gene 1 protein) (HSV-I stimulating-related protein)MON1B HSRG1 KIAA0872 SAND2547 Homo sapiens (Human)NA NA NA NA 1.07 1.13 NA NA NA 1.56 NA NA NA NA NA NA NA 1.03 1.33 0.86 0.87

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q86TI2 DPP9_HUMAN reviewed Dipeptidyl peptidase 9 (DP9) (EC 3.4.14.5) (Dipeptidyl peptidase IV-related protein 2) (DPRP-2) (Dipeptidyl peptidase IX) (DPP IX) (Dipeptidyl peptidase-like protein 9) (DPLP9)DPP9 DPRP2 863 Homo sapiens (Human)NA NA 1.18 2.07 NA NA NA NA 1.02 NA 0.71 NA NA NA 0.83 0.95 0.86 NA NA NA NA

NA 0.70 NA NA NA NA 0.57 NA NA NA NA 0.50 NA NA NA NA 0.76 NA NA NA NA 0.49 NA NA NA NA Q86UC2 RSPH3_HUMANreviewed Radial spoke head protein 3 homolog (Radial spoke head-like protein 2)RSPH3 RSHL2 RSP3 560 Homo sapiens (Human)NA NA NA NA 1.06 0.81 NA NA NA 0.76 NA NA NA NA NA NA NA 0.70 0.57 0.50 0.49

NA 1.10 NA NA NA NA 0.98 NA NA NA NA 0.83 NA NA NA NA 0.84 NA NA NA NA 0.70 NA NA NA NA Q86VH2 KIF27_HUMAN reviewed Kinesin-like protein KIF27KIF27 1401 Homo sapiens (Human)NA NA NA NA 1.11 0.98 NA NA NA 0.84 NA NA NA NA NA NA NA 1.10 0.98 0.83 0.70

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q86XW9 TXND6_HUMANreviewed Thioredoxin domain-containing protein 6 (Thioredoxin-like protein 2) (Txl-2)NME9 TXL2 TXNDC6 330 Homo sapiens (Human)NA NA 1.11 1.53 NA NA NA NA 1.22 NA 1.15 NA NA NA 1.15 1.10 1.75 NA NA NA NA

NA 1.13 NA NA NA NA 1.12 NA NA NA NA 1.12 NA NA NA NA 0.95 NA NA NA NA 1.07 NA NA NA NA Q86YV0 RASL3_HUMANreviewed RAS protein activator like-3RASAL3 1011 Homo sapiens (Human)NA NA NA NA 1.07 1.25 NA NA NA 0.95 NA NA NA NA NA NA NA 1.13 1.12 1.12 1.07

NA 1.03 NA NA NA NA 0.82 NA NA NA NA 0.73 NA NA NA NA 0.99 NA NA NA NA 1.12 NA NA NA NA Q8IWE2 NXP20_HUMANreviewed Protein NOXP20 (Nervous system overexpressed protein 20) (Protein FAM114A1)FAM114A1 NOXP20 563 Homo sapiens (Human)NA NA NA NA 1.58 0.86 NA NA NA 0.99 NA NA NA NA NA NA NA 1.03 0.82 0.73 1.12

NA 1.33 NA NA NA NA 1.24 NA NA NA NA 0.96 NA NA NA NA 1.86 NA NA NA NA 1.22 NA NA NA NA Q8IZ21 PHAR4_HUMANreviewed Phosphatase and actin regulator 4PHACTR4 PRO2963 702 Homo sapiens (Human)NA NA NA NA 1.14 1.07 NA NA NA 1.86 NA NA NA NA NA NA NA 1.33 1.24 0.96 1.22

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q8N163 CCAR2_HUMANreviewed Cell cycle and apoptosis regulator protein 2 (Cell division cycle and apoptosis regulator protein 2) (DBIRD complex subunit KIAA1967) (Deleted in breast cancer gene 1 protein) (DBC-1) (DBC.1) (p30 DBC)CCAR2 DBC1 KIAA1967 923 Homo sapiens (Human)NA NA 0.84 0.85 NA NA NA NA 0.91 NA 2.09 NA NA NA 0.95 0.96 1.45 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q8N271 PROM2_HUMANreviewed Prominin-2 (PROM-2) (Prominin-like protein 2) (hPROML2)PROM2 PROML2 UNQ2521/PRO6014834 Homo sapiens (Human)NA NA 1.51 1.07 NA NA NA NA 1.25 NA 0.88 NA NA NA 0.56 1.25 1.17 NA NA NA NA

NA 1.83 NA NA NA NA 0.92 NA NA NA NA 1.01 NA NA NA NA 0.99 NA NA NA NA 1.06 NA NA NA NA Q8N307 MUC20_HUMANreviewed Mucin-20 (MUC-20)MUC20 KIAA1359 UNQ2782/PRO7170709 Homo sapiens (Human)NA NA NA NA 1.62 0.75 NA NA NA 0.99 NA NA NA NA NA NA NA 1.83 0.92 1.01 1.06

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q8N695 SC5A8_HUMANreviewed Sodium-coupled monocarboxylate transporter 1 (Apical iodide transporter) (Electrogenic sodium monocarboxylate cotransporter) (Sodium iodide-related cotransporter) (Solute carrier family 5 member 8)SLC5A8 AIT SMCT SMCT1 610 Homo sapiens (Human)NA NA 0.56 0.74 NA NA NA NA 1.45 NA 1.16 NA NA NA 0.67 1.12 2.23 NA NA NA NA

NA 2.58 NA NA NA NA 0.91 NA NA NA NA 0.70 NA NA NA NA 0.82 NA NA NA NA 0.95 NA NA NA NA Q8N6Q3 CD177_HUMANreviewed CD177 antigen (Human neutrophil alloantigen 2a) (HNA-2a) (NB1 glycoprotein) (NB1 GP) (Polycythemia rubra vera protein 1) (PRV-1) (CD antigen CD177)CD177 NB1 PRV1 UNQ595/PRO1181437 Homo sapiens (Human)NA NA NA NA 2.63 0.57 NA NA NA 0.82 NA NA NA NA NA NA NA 2.58 0.91 0.70 0.95

NA 0.79 NA NA NA NA 1.21 NA NA NA NA 0.98 NA NA NA NA 0.90 NA NA NA NA 0.91 NA NA NA NA Q8N752 KC1AL_HUMANreviewed Casein kinase I isoform alpha-like (CKI-alpha-like) (EC 2.7.11.1) (CK1)CSNK1A1L 337 Homo sapiens (Human)NA NA NA NA 0.93 0.73 NA NA NA 0.90 NA NA NA NA NA NA NA 0.79 1.21 0.98 0.91

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q8NC51 PAIRB_HUMANreviewed Plasminogen activator inhibitor 1 RNA-binding protein (PAI1 RNA-binding protein 1) (PAI-RBP1) (SERPINE1 mRNA-binding protein 1)SERBP1 PAIRBP1 CGI-55 408 Homo sapiens (Human)NA NA 0.90 1.60 NA NA NA NA 0.92 NA 0.94 NA NA NA 0.83 1.11 0.85 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q8NCG7 DGLB_HUMAN reviewed Sn1-specific diacylglycerol lipase beta (DGL-beta) (EC 3.1.1.-) (KCCR13L)DAGLB 672 Homo sapiens (Human)NA NA 1.14 1.68 NA NA NA NA 1.00 NA 1.30 NA NA NA 1.34 0.91 0.74 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q8NCJ5 SPRY3_HUMANreviewed SPRY domain-containing protein 3SPRYD3 442 Homo sapiens (Human)NA NA 0.84 0.89 NA NA NA NA 0.86 NA 1.03 NA NA NA 1.12 0.89 0.81 NA NA NA NA

NA 3.07 NA NA NA NA 0.82 NA NA NA NA 0.72 NA NA NA NA 0.95 NA NA NA NA 0.80 NA NA NA NA Q8NDM7 WDR96_HUMANreviewed WD repeat-containing protein 96WDR96 C10orf79 1665 Homo sapiens (Human)NA NA NA NA 1.35 0.90 NA NA NA 0.95 NA NA NA NA NA NA NA 3.07 0.82 0.72 0.80

NA 0.91 NA NA NA NA 0.79 NA NA NA NA 1.05 NA NA NA NA 1.79 NA NA NA NA 0.87 NA NA NA NA Q8NE71 ABCF1_HUMANreviewed ATP-binding cassette sub-family F member 1 (ATP-binding cassette 50) (TNF-alpha-stimulated ABC protein)ABCF1 ABC50 845 Homo sapiens (Human)NA NA NA NA 1.07 1.42 NA NA NA 1.79 NA NA NA NA NA NA NA 0.91 0.79 1.05 0.87

NA 0.79 NA NA NA NA 0.84 NA NA NA NA 0.93 NA NA NA NA 1.40 NA NA NA NA 1.34 NA NA NA NA Q8NFW8 NEUA_HUMAN reviewed N-acylneuraminate cytidylyltransferase (EC 2.7.7.43) (CMP-N-acetylneuraminic acid synthase) (CMP-NeuNAc synthase)CMAS 434 Homo sapiens (Human)NA NA NA NA 0.95 1.59 NA NA NA 1.40 NA NA NA NA NA NA NA 0.79 0.84 0.93 1.34

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q8NHS0 DNJB8_HUMANreviewed DnaJ homolog subfamily B member 8DNAJB8 232 Homo sapiens (Human)NA NA 1.33 1.13 NA NA NA NA 0.88 NA 0.82 NA NA NA 0.90 1.01 1.47 NA NA NA NA

NA 1.18 NA NA NA NA 0.91 NA NA NA NA 1.09 NA NA NA NA 0.95 NA NA NA NA 1.33 NA NA NA NA Q8TBX8 PI42C_HUMAN reviewed Phosphatidylinositol 5-phosphate 4-kinase type-2 gamma (EC 2.7.1.149) (Phosphatidylinositol 5-phosphate 4-kinase type II gamma) (PI(5)P 4-kinase type II gamma) (PIP4KII-gamma)PIP4K2C PIP5K2C 421 Homo sapiens (Human)NA NA NA NA 0.84 0.89 NA NA NA 0.95 NA NA NA NA NA NA NA 1.18 0.91 1.09 1.33

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q8TDX7 NEK7_HUMAN reviewed Serine/threonine-protein kinase Nek7 (EC 2.7.11.1) (Never in mitosis A-related kinase 7) (NimA-related protein kinase 7)NEK7 302 Homo sapiens (Human)NA NA 1.18 0.97 NA NA NA NA 1.00 NA 1.60 NA NA NA 1.12 1.02 1.25 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q8TE23 TS1R2_HUMANreviewed Taste receptor type 1 member 2 (G-protein coupled receptor 71) (Sweet taste receptor T1R2)TAS1R2 GPR71 T1R2 TR2 839 Homo sapiens (Human)NA NA 1.52 0.62 NA NA NA NA 0.99 NA 0.87 NA NA NA 2.21 0.50 0.41 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q8WV41 SNX33_HUMANreviewed Sorting nexin-33 (SH3 and PX domain-containing protein 3)SNX33 SH3PX3 SH3PXD3C SNX30574 Homo sapiens (Human)NA NA 1.62 0.88 NA NA NA NA 1.25 NA 1.91 NA NA NA 1.22 1.13 1.03 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q92572 AP3S1_HUMANreviewed AP-3 complex subunit sigma-1 (AP-3 complex subunit sigma-3A) (Adapter-related protein complex 3 subunit sigma-1) (Clathrin-associated/assembly/adapter protein, small 3) (Sigma-3A-adaptin) (Sigma3A-adaptin) (Sigma-adaptin 3a)AP3S1 CLAPS3 193 Homo sapiens (Human)NA NA 0.67 2.20 NA NA NA NA 0.96 NA 0.86 NA NA NA 0.72 0.95 0.96 NA NA NA NA

NA 1.32 NA NA NA NA 1.34 NA NA NA NA 1.07 NA NA NA NA 1.08 NA NA NA NA 1.26 NA NA NA NA Q92619 HMHA1_HUMANreviewed Minor histocompatibility protein HA-1 [Cleaved into: Minor histocompatibility antigen HA-1 (mHag HA-1)]HMHA1 KIAA0223 1136 Homo sapiens (Human)NA NA NA NA 1.40 1.03 NA NA NA 1.08 NA NA NA NA NA NA NA 1.32 1.34 1.07 1.26

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q92896 GSLG1_HUMANreviewed Golgi apparatus protein 1 (CFR-1) (Cysteine-rich fibroblast growth factor receptor) (E-selectin ligand 1) (ESL-1) (Golgi sialoglycoprotein MG-160)GLG1 CFR1 ESL1 MG1601179 Homo sapiens (Human)NA NA 1.02 0.91 NA NA NA NA 0.73 NA 1.28 NA NA NA 1.27 0.89 1.10 NA NA NA NA

NA 0.81 NA NA NA NA 1.00 NA NA NA NA 1.02 NA NA NA NA 1.17 NA NA NA NA 0.94 NA NA NA NA Q93052 LPP_HUMAN reviewed Lipoma-preferred partner (LIM domain-containing preferred translocation partner in lipoma)LPP 612 Homo sapiens (Human)NA NA NA NA 0.92 1.66 NA NA NA 1.17 NA NA NA NA NA NA NA 0.81 1.00 1.02 0.94

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q96A22 CK052_HUMANreviewed Uncharacterized protein C11orf52C11orf52 123 Homo sapiens (Human)NA NA 2.85 1.09 NA NA NA NA 0.86 NA 0.66 NA NA NA 0.57 1.07 0.66 NA NA NA NA

NA 1.88 NA NA NA NA 1.34 NA NA NA NA 1.10 NA NA NA NA 3.15 NA NA NA NA 1.31 NA NA NA NA Q96EB1 ELP4_HUMAN reviewed Elongator complex protein 4 (hELP4) (PAX6 neighbor gene protein)ELP4 C11orf19 PAXNEB 424 Homo sapiens (Human)NA NA NA NA 0.81 0.83 NA NA NA 3.15 NA NA NA NA NA NA NA 1.88 1.34 1.10 1.31

NA 0.86 NA NA NA NA 0.82 NA NA NA NA 0.96 NA NA NA NA 0.79 NA NA NA NA 0.87 NA NA NA NA Q96HD1 CREL1_HUMANreviewed Cysteine-rich with EGF-like domain protein 1CRELD1 CIRRIN UNQ188/PRO214420 Homo sapiens (Human)NA NA NA NA 0.93 0.89 NA NA NA 0.79 NA NA NA NA NA NA NA 0.86 0.82 0.96 0.87

NA 1.13 NA NA NA NA 0.95 NA NA NA NA 0.99 NA NA NA NA 1.17 NA NA NA NA 1.19 NA NA NA NA Q96L92 SNX27_HUMANreviewed Sorting nexin-27SNX27 KIAA0488 My014 541 Homo sapiens (Human)NA NA NA NA 0.91 1.13 NA NA NA 1.17 NA NA NA NA NA NA NA 1.13 0.95 0.99 1.19

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q99439 CNN2_HUMAN reviewed Calponin-2 (Calponin H2, smooth muscle) (Neutral calponin)CNN2 309 Homo sapiens (Human)NA NA 0.95 0.73 NA NA NA NA 1.18 NA 1.61 NA NA NA 2.20 1.15 1.03 NA NA NA NA

NA 0.61 NA NA NA NA 1.07 NA NA NA NA 0.93 NA NA NA NA 3.72 NA NA NA NA 0.97 NA NA NA NA Q99447 PCY2_HUMAN reviewed Ethanolamine-phosphate cytidylyltransferase (EC 2.7.7.14) (CTP:phosphoethanolamine cytidylyltransferase) (Phosphorylethanolamine transferase)PCYT2 389 Homo sapiens (Human)NA NA NA NA 0.93 0.88 NA NA NA 3.72 NA NA NA NA NA NA NA 0.61 1.07 0.93 0.97

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q99732 LITAF_HUMAN reviewed Lipopolysaccharide-induced tumor necrosis factor-alpha factor (LPS-induced TNF-alpha factor) (Small integral membrane protein of lysosome/late endosome) (p53-induced gene 7 protein)LITAF PIG7 SIMPLE 161 Homo sapiens (Human)NA NA 1.11 1.03 NA NA NA NA 1.08 NA 1.14 NA NA NA 0.88 1.05 1.15 NA NA NA NA

NA 0.81 NA NA NA NA 1.08 NA NA NA NA 0.83 NA NA NA NA 0.97 NA NA NA NA 0.77 NA NA NA NA Q9BRG1 VPS25_HUMANreviewed Vacuolar protein-sorting-associated protein 25 (hVps25) (Dermal papilla-derived protein 9) (ELL-associated protein of 20 kDa) (ESCRT-II complex subunit VPS25)VPS25 DERP9 EAP20 176 Homo sapiens (Human)NA NA NA NA 1.30 0.72 NA NA NA 0.97 NA NA NA NA NA NA NA 0.81 1.08 0.83 0.77

NA 0.86 NA NA NA NA 0.86 NA NA NA NA 0.83 NA NA NA NA 0.79 NA NA NA NA 0.76 NA NA NA NA Q9BXB4 OSB11_HUMANreviewed Oxysterol-binding protein-related protein 11 (ORP-11) (OSBP-related protein 11)OSBPL11 ORP11 OSBP12 747 Homo sapiens (Human)NA NA NA NA 1.10 1.01 NA NA NA 0.79 NA NA NA NA NA NA NA 0.86 0.86 0.83 0.76

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9BZ29 DOCK9_HUMANreviewed Dedicator of cytokinesis protein 9 (Cdc42 guanine nucleotide exchange factor zizimin-1)DOCK9 KIAA1058 2069 Homo sapiens (Human)NA NA 1.72 0.90 NA NA NA NA 1.17 NA 0.82 NA NA NA 0.85 1.25 1.28 NA NA NA NA

NA 0.99 NA NA NA NA 1.29 NA NA NA NA 1.08 NA NA NA NA 1.31 NA NA NA NA 0.87 NA NA NA NA Q9BZE9 ASPC1_HUMANreviewed Tether containing UBX domain for GLUT4 (Alveolar soft part sarcoma chromosomal region candidate gene 1 protein) (Alveolar soft part sarcoma locus) (Renal papillary cell carcinoma protein 17) (UBX domain-containing protein 9)ASPSCR1 ASPL RCC17 TUG UBXD9 UBXN9553 Homo sapiens (Human)NA NA NA NA 1.03 1.31 NA NA NA 1.31 NA NA NA NA NA NA NA 0.99 1.29 1.08 0.87

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9H015 S22A4_HUMANreviewed Solute carrier family 22 member 4 (Ergothioneine transporter) (ET transporter) (Organic cation/carnitine transporter 1)SLC22A4 ETT OCTN1 UT2H551 Homo sapiens (Human)NA NA 0.69 1.91 NA NA NA NA 0.87 NA 1.11 NA NA NA 0.89 1.24 1.16 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9H0W9 CK054_HUMANreviewed Ester hydrolase C11orf54 (EC 3.1.-.-)C11orf54 LP4947 PTD012 315 Homo sapiens (Human)NA NA 0.95 0.64 NA NA NA NA 1.44 NA 1.32 NA NA NA 1.20 1.28 1.10 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9H8S9 MOB1A_HUMANreviewed MOB kinase activator 1A (Mob1 alpha) (Mob1A) (Mob1 homolog 1B) (Mps one binder kinase activator-like 1B)MOB1A C2orf6 MOB4B MOBK1B MOBKL1B216 Homo sapiens (Human)NA NA 1.34 0.86 NA NA NA NA 1.45 NA 1.16 NA NA NA 1.18 1.06 1.00 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9HCH5 SYTL2_HUMAN reviewed Synaptotagmin-like protein 2 (Breast cancer-associated antigen SGA-72M) (Exophilin-4)SYTL2 KIAA1597 SGA72M SLP2 SLP2A934 Homo sapiens (Human)NA NA 0.61 0.92 NA NA NA NA 0.87 NA 1.02 NA NA NA 0.52 1.33 1.24 NA NA NA NA

NA 2.54 NA NA NA NA 0.72 NA NA NA NA 0.88 NA NA NA NA 0.96 NA NA NA NA 0.97 NA NA NA NA Q9HCS2 CP4FC_HUMANreviewed Cytochrome P450 4F12 (EC 1.14.14.1) (CYPIVF12)CYP4F12 UNQ568/PRO1129524 Homo sapiens (Human)NA NA NA NA 1.25 0.80 NA NA NA 0.96 NA NA NA NA NA NA NA 2.54 0.72 0.88 0.97

NA 1.08 NA NA NA NA 1.10 NA NA NA NA 1.00 NA NA NA NA 1.23 NA NA NA NA 0.95 NA NA NA NA Q9NQ48 LZTL1_HUMAN reviewed Leucine zipper transcription factor-like protein 1LZTFL1 299 Homo sapiens (Human)NA NA NA NA 1.04 0.84 NA NA NA 1.23 NA NA NA NA NA NA NA 1.08 1.10 1.00 0.95
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NA 0.83 NA NA NA NA 0.70 NA NA NA NA 0.83 NA NA NA NA 0.88 NA NA NA NA 1.06 NA NA NA NA Q9NR09 BIRC6_HUMANreviewed Baculoviral IAP repeat-containing protein 6 (EC 6.3.2.-) (BIR repeat-containing ubiquitin-conjugating enzyme) (BRUCE) (Ubiquitin-conjugating BIR domain enzyme apollon) (APOLLON)BIRC6 KIAA1289 4857 Homo sapiens (Human)NA NA NA NA 0.93 1.35 NA NA NA 0.88 NA NA NA NA NA NA NA 0.83 0.70 0.83 1.06

NA 1.11 NA NA NA NA 1.23 NA NA NA NA 1.01 NA NA NA NA 1.45 NA NA NA NA 0.92 NA NA NA NA Q9NSC7 SIA7A_HUMAN reviewed Alpha-N-acetylgalactosaminide alpha-2,6-sialyltransferase 1 (EC 2.4.99.3) (GalNAc alpha-2,6-sialyltransferase I) (ST6GalNAc I) (ST6GalNAcI) (Sialyltransferase 7A) (SIAT7-A)ST6GALNAC1 SIAT7A UNQ543/PRO848600 Homo sapiens (Human)NA NA NA NA 1.14 0.98 NA NA NA 1.45 NA NA NA NA NA NA NA 1.11 1.23 1.01 0.92

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9NSD9 SYFB_HUMAN reviewed Phenylalanine--tRNA ligase beta subunit (EC 6.1.1.20) (Phenylalanyl-tRNA synthetase beta subunit) (PheRS)FARSB FARSLB FRSB HSPC173589 Homo sapiens (Human)NA NA 1.11 0.91 NA NA NA NA 0.56 NA 0.64 NA NA NA 0.61 1.30 1.21 NA NA NA NA

NA 0.96 NA NA NA NA 0.97 NA NA NA NA 1.11 NA NA NA NA 1.15 NA NA NA NA 1.50 NA NA NA NA Q9NWV8 BABA1_HUMANreviewed BRISC and BRCA1-A complex member 1 (Mediator of RAP80 interactions and targeting subunit of 40 kDa) (New component of the BRCA1-A complex)BABAM1 C19orf62 MERIT40 NBA1 HSPC142329 Homo sapiens (Human)NA NA NA NA 1.13 1.66 NA NA NA 1.15 NA NA NA NA NA NA NA 0.96 0.97 1.11 1.50

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9NZ32 ARP10_HUMANreviewed Actin-related protein 10 (Actin-related protein 11) (hARP11)ACTR10 ACTR11 ARP11 417 Homo sapiens (Human)NA NA 0.46 2.38 NA NA NA NA 0.63 NA 0.76 NA NA NA 0.83 0.63 0.68 NA NA NA NA

NA 0.54 NA NA NA NA 0.64 NA NA NA NA 0.62 NA NA NA NA 0.95 NA NA NA NA 0.71 NA NA NA NA Q9P0J7 KCMF1_HUMANreviewed E3 ubiquitin-protein ligase KCMF1 (EC 6.3.2.-) (FGF-induced in gastric cancer) (Potassium channel modulatory factor) (PCMF) (ZZ-type zinc finger-containing protein 1)KCMF1 FIGC ZZZ1 381 Homo sapiens (Human)NA NA NA NA 1.18 1.12 NA NA NA 0.95 NA NA NA NA NA NA NA 0.54 0.64 0.62 0.71

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9P260 K1468_HUMANreviewed LisH domain and HEAT repeat-containing protein KIAA1468KIAA1468 1216 Homo sapiens (Human)NA NA 1.13 1.15 NA NA NA NA 0.94 NA 0.71 NA NA NA 1.05 0.98 1.14 NA NA NA NA

NA 0.55 NA NA NA NA 0.84 NA NA NA NA 1.21 NA NA NA NA 1.16 NA NA NA NA 0.81 NA NA NA NA Q9P2B2 FPRP_HUMAN reviewed Prostaglandin F2 receptor negative regulator (CD9 partner 1) (CD9P-1) (Glu-Trp-Ile EWI motif-containing protein F) (EWI-F) (Prostaglandin F2-alpha receptor regulatory protein) (Prostaglandin F2-alpha receptor-associated protein) (CD antigen CD315)PTGFRN CD9P1 EWIF FPRP KIAA1436879 Homo sapiens (Human)NA NA NA NA 1.20 1.77 NA NA NA 1.16 NA NA NA NA NA NA NA 0.55 0.84 1.21 0.81

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9P2T1 GMPR2_HUMANreviewed GMP reductase 2 (EC 1.7.1.7) (Guanosine 5'-monophosphate oxidoreductase 2) (Guanosine monophosphate reductase 2)GMPR2 348 Homo sapiens (Human)NA NA 0.98 1.23 NA NA NA NA 0.82 NA 0.59 NA NA NA 0.45 1.04 1.18 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9UBI1 COMD3_HUMANreviewed COMM domain-containing protein 3 (Protein Bup) (Protein PIL)COMMD3 BUP C10orf8 195 Homo sapiens (Human)NA NA 1.07 1.56 NA NA NA NA 1.21 NA 1.23 NA NA NA 1.01 1.00 0.72 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9UHL4 DPP2_HUMAN reviewed Dipeptidyl peptidase 2 (EC 3.4.14.2) (Dipeptidyl aminopeptidase II) (Dipeptidyl peptidase 7) (Dipeptidyl peptidase II) (DPP II) (Quiescent cell proline dipeptidase)DPP7 DPP2 QPP 492 Homo sapiens (Human)NA NA 1.02 1.74 NA NA NA NA 0.86 NA 0.08 NA NA NA 0.75 0.81 0.66 NA NA NA NA

NA 0.96 NA NA NA NA 0.99 NA NA NA NA 1.15 NA NA NA NA 0.63 NA NA NA NA 1.16 NA NA NA NA Q9UK32 KS6A6_HUMANreviewed Ribosomal protein S6 kinase alpha-6 (S6K-alpha-6) (EC 2.7.11.1) (90 kDa ribosomal protein S6 kinase 6) (p90-RSK 6) (p90RSK6) (Ribosomal S6 kinase 4) (RSK-4) (pp90RSK4)RPS6KA6 RSK4 745 Homo sapiens (Human)NA NA NA NA 0.78 0.99 NA NA NA 0.63 NA NA NA NA NA NA NA 0.96 0.99 1.15 1.16

NA 1.27 NA NA NA NA 1.02 NA NA NA NA 1.15 NA NA NA NA 1.55 NA NA NA NA 1.79 NA NA NA NA Q9UMS4 PRP19_HUMANreviewed Pre-mRNA-processing factor 19 (Nuclear matrix protein 200) (PRP19/PSO4 homolog) (hPso4) (Senescence evasion factor)PRPF19 NMP200 PRP19 SNEV504 Homo sapiens (Human)NA NA NA NA 0.93 1.44 NA NA NA 1.55 NA NA NA NA NA NA NA 1.27 1.02 1.15 1.79

NA 1.05 NA NA NA NA 0.94 NA NA NA NA 1.16 NA NA NA NA 0.93 NA NA NA NA 1.35 NA NA NA NA Q9UPN7 PP6R1_HUMANreviewed Serine/threonine-protein phosphatase 6 regulatory subunit 1 (SAPS domain family member 1)PPP6R1 KIAA1115 PP6R1 SAPS1881 Homo sapiens (Human)NA NA NA NA 0.82 1.09 NA NA NA 0.93 NA NA NA NA NA NA NA 1.05 0.94 1.16 1.35

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9UPU7 TBD2B_HUMANreviewed TBC1 domain family member 2BTBC1D2B KIAA1055 963 Homo sapiens (Human)NA NA 1.57 0.99 NA NA NA NA 0.93 NA 0.66 NA NA NA 0.69 1.44 0.94 NA NA NA NA

NA 0.63 NA NA NA NA 0.96 NA NA NA NA 1.12 NA NA NA NA 1.26 NA NA NA NA 0.93 NA NA NA NA Q9UPX8 SHAN2_HUMANreviewed SH3 and multiple ankyrin repeat domains protein 2 (Shank2) (Cortactin-binding protein 1) (CortBP1) (Proline-rich synapse-associated protein 1)SHANK2 CORTBP1 KIAA1022 PROSAP11470 Homo sapiens (Human)NA NA NA NA 0.84 0.97 NA NA NA 1.26 NA NA NA NA NA NA NA 0.63 0.96 1.12 0.93

NA 1.94 NA NA NA NA 1.02 NA NA NA NA 0.87 NA NA NA NA 0.81 NA NA NA NA 0.86 NA NA NA NA Q9Y223 GLCNE_HUMANreviewed Bifunctional UDP-N-acetylglucosamine 2-epimerase/N-acetylmannosamine kinase (UDP-GlcNAc-2-epimerase/ManAc kinase) [Includes: UDP-N-acetylglucosamine 2-epimerase (hydrolyzing) (EC 3.2.1.183) (UDP-GlcNAc-2-epimerase) (Uridine diphosphate-N-acetylglucosamine-2-epimerase); N-acetylmannosamine kinase (EC 2.7.1.60) (ManAc kinase)]GNE GLCNE 722 Homo sapiens (Human)NA NA NA NA 1.07 0.65 NA NA NA 0.81 NA NA NA NA NA NA NA 1.94 1.02 0.87 0.86

NA 1.02 NA NA NA NA 0.92 NA NA NA NA 1.39 NA NA NA NA 1.31 NA NA NA NA 0.72 NA NA NA NA Q9Y2J2 E41L3_HUMANreviewed Band 4.1-like protein 3 (4.1B) (Differentially expressed in adenocarcinoma of the lung protein 1) (DAL-1) [Cleaved into: Band 4.1-like protein 3, N-terminally processed]EPB41L3 DAL1 KIAA09871087 Homo sapiens (Human)NA NA NA NA 0.72 1.02 NA NA NA 1.31 NA NA NA NA NA NA NA 1.02 0.92 1.39 0.72

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9Y2S2 CRYL1_HUMANreviewed Lambda-crystallin homolog (EC 1.1.1.45) (L-gulonate 3-dehydrogenase) (Gul3DH)CRYL1 CRY 319 Homo sapiens (Human)NA NA 1.42 0.72 NA NA NA NA 1.02 NA 0.82 NA NA NA 1.00 1.35 1.35 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9Y2V2 CHSP1_HUMANreviewed Calcium-regulated heat stable protein 1 (Calcium-regulated heat-stable protein of 24 kDa) (CRHSP-24)CARHSP1 147 Homo sapiens (Human)NA NA 1.43 1.07 NA NA NA NA 1.02 NA 0.89 NA NA NA 0.74 1.10 1.35 NA NA NA NA

NA 0.66 NA NA NA NA 0.76 NA NA NA NA 0.90 NA NA NA NA 1.15 NA NA NA NA 1.43 NA NA NA NA Q9Y2X3 NOP58_HUMANreviewed Nucleolar protein 58 (Nucleolar protein 5)NOP58 NOL5 NOP5 HSPC120529 Homo sapiens (Human)NA NA NA NA 0.94 0.98 NA NA NA 1.15 NA NA NA NA NA NA NA 0.66 0.76 0.90 1.43

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9Y2Z0 SUGT1_HUMANreviewed Suppressor of G2 allele of SKP1 homolog (Protein 40-6-3) (Sgt1)SUGT1 365 Homo sapiens (Human)NA NA 1.11 1.04 NA NA NA NA 1.10 NA 1.07 NA NA NA 0.85 0.96 1.23 NA NA NA NA

NA 1.10 NA NA NA NA 0.79 NA NA NA NA 1.02 NA NA NA NA 1.57 NA NA NA NA 0.43 NA NA NA NA Q9Y3C0 CCD53_HUMANreviewed WASH complex subunit CCDC53 (Coiled-coil domain-containing protein 53)CCDC53 AD-016 CGI-116 x0009194 Homo sapiens (Human)NA NA NA NA 1.49 1.03 NA NA NA 1.57 NA NA NA NA NA NA NA 1.10 0.79 1.02 0.43

NA 1.25 NA NA NA NA 1.52 NA NA NA NA 2.47 NA NA NA NA 2.22 NA NA NA NA 1.17 NA NA NA NA Q9Y3P8 SIT1_HUMAN reviewed Signaling threshold-regulating transmembrane adapter 1 (SHP2-interacting transmembrane adapter protein) (Suppression-inducing transmembrane adapter 1) (gp30/40)SIT1 SIT 196 Homo sapiens (Human)NA NA NA NA 1.04 0.85 NA NA NA 2.22 NA NA NA NA NA NA NA 1.25 1.52 2.47 1.17

NA 1.40 NA NA NA NA 0.87 NA NA NA NA 0.92 NA NA NA NA 1.15 NA NA NA NA 0.68 NA NA NA NA Q9Y4H4 GPSM3_HUMANreviewed G-protein-signaling modulator 3 (Activator of G-protein signaling 4) (G18.1b) (Protein G18)GPSM3 AGS4 C6orf9 G18 160 Homo sapiens (Human)NA NA NA NA 0.84 0.83 NA NA NA 1.15 NA NA NA NA NA NA NA 1.40 0.87 0.92 0.68

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9Y587 AP4S1_HUMANreviewed AP-4 complex subunit sigma-1 (AP-4 adapter complex subunit sigma-1) (Adapter-related protein complex 4 subunit sigma-1) (Sigma-1 subunit of AP-4) (Sigma-4-adaptin) (Sigma4-adaptin)AP4S1 144 Homo sapiens (Human)NA NA 0.82 1.18 NA NA NA NA 0.79 NA 0.74 NA NA NA 1.43 1.05 0.92 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9Y5P4 C43BP_HUMANreviewed Collagen type IV alpha-3-binding protein (Ceramide transfer protein) (hCERT) (Goodpasture antigen-binding protein) (GPBP) (START domain-containing protein 11) (StARD11) (StAR-related lipid transfer protein 11)COL4A3BP CERT STARD11624 Homo sapiens (Human)NA NA 0.94 1.42 NA NA NA NA 0.91 NA 1.02 NA NA NA 1.03 1.19 1.19 NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA C4AMC7 WASH3_HUMANreviewed Putative WAS protein family homolog 3 (Protein FAM39DP)WASH3P FAM39DP 463 Homo sapiens (Human) 0.67 0.95 NA NA NA NA 1.13 0.70 NA NA NA 0.92 0.80 0.83 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA O00170 AIP_HUMAN reviewed AH receptor-interacting protein (AIP) (Aryl-hydrocarbon receptor-interacting protein) (HBV X-associated protein 2) (XAP-2) (Immunophilin homolog ARA9)AIP XAP2 330 Homo sapiens (Human) 1.31 1.09 NA NA NA NA 0.82 0.93 NA NA NA 0.77 0.76 1.00 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA O00629 IMA3_HUMAN reviewed Importin subunit alpha-3 (Importin alpha Q1) (Qip1) (Karyopherin subunit alpha-4)KPNA4 QIP1 521 Homo sapiens (Human) 1.10 0.67 NA NA NA NA 0.94 1.13 NA NA NA 1.06 1.38 1.30 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA O14494 LPP1_HUMAN reviewed Lipid phosphate phosphohydrolase 1 (EC 3.1.3.4) (PAP2-alpha) (Phosphatidate phosphohydrolase type 2a) (Phosphatidic acid phosphatase 2a) (PAP-2a) (PAP2a)PPAP2A LPP1 284 Homo sapiens (Human) 1.21 1.40 NA NA NA NA 0.85 0.79 NA NA NA 0.85 0.87 0.99 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA O14773 TPP1_HUMAN reviewed Tripeptidyl-peptidase 1 (TPP-1) (EC 3.4.14.9) (Cell growth-inhibiting gene 1 protein) (Lysosomal pepstatin-insensitive protease) (LPIC) (Tripeptidyl aminopeptidase) (Tripeptidyl-peptidase I) (TPP-I)TPP1 CLN2 GIG1 UNQ267/PRO304563 Homo sapiens (Human) 1.14 1.04 NA NA NA NA 0.92 0.93 NA NA NA 0.99 1.51 1.05 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA O14817 TSN4_HUMAN reviewed Tetraspanin-4 (Tspan-4) (Novel antigen 2) (NAG-2) (Transmembrane 4 superfamily member 7)TSPAN4 NAG2 TM4SF7 238 Homo sapiens (Human) 0.76 0.95 NA NA NA NA 1.42 0.79 NA NA NA 0.79 1.06 1.49 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA O15344 TRI18_HUMAN reviewed E3 ubiquitin-protein ligase Midline-1 (EC 6.3.2.-) (Midin) (Putative transcription factor XPRF) (RING finger protein 59) (RING finger protein Midline-1) (Tripartite motif-containing protein 18)MID1 FXY RNF59 TRIM18 XPRF667 Homo sapiens (Human) 1.06 1.04 NA NA NA NA 1.51 0.95 NA NA NA 1.04 0.93 1.01 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA O43505 B3GN1_HUMANreviewed N-acetyllactosaminide beta-1,3-N-acetylglucosaminyltransferase (EC 2.4.1.149) (I-beta-1,3-N-acetylglucosaminyltransferase) (iGnT) (Poly-N-acetyllactosamine extension enzyme) (UDP-GlcNAc:betaGal beta-1,3-N-acetylglucosaminyltransferase 1)B3GNT1 B3GNT6 415 Homo sapiens (Human) 1.59 0.71 NA NA NA NA 1.29 0.95 NA NA NA 0.91 1.52 1.96 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA O43765 SGTA_HUMAN reviewed Small glutamine-rich tetratricopeptide repeat-containing protein alpha (Alpha-SGT) (Vpu-binding protein) (UBP)SGTA SGT SGT1 313 Homo sapiens (Human) 1.61 0.78 NA NA NA NA 0.61 0.92 NA NA NA 0.92 1.71 1.19 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA O60256 KPRB_HUMAN reviewed Phosphoribosyl pyrophosphate synthase-associated protein 2 (PRPP synthase-associated protein 2) (41 kDa phosphoribosypyrophosphate synthetase-associated protein) (PAP41)PRPSAP2 369 Homo sapiens (Human) 1.03 1.16 NA NA NA NA 1.09 0.92 NA NA NA 1.13 1.22 0.96 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA O60271 JIP4_HUMAN reviewed C-Jun-amino-terminal kinase-interacting protein 4 (JIP-4) (JNK-interacting protein 4) (Cancer/testis antigen 89) (CT89) (Human lung cancer oncogene 6 protein) (HLC-6) (JNK-associated leucine-zipper protein) (JLP) (Mitogen-activated protein kinase 8-interacting protein 4) (Proliferation-inducing protein 6) (Protein highly expressed in testis) (PHET) (Sperm surface protein) (Sperm-associated antigen 9) (Sperm-specific protein) (Sunday driver 1)SPAG9 HSS KIAA0516 MAPK8IP4 SYD1 HLC61321 Homo sapiens (Human) 0.93 0.79 NA NA NA NA 1.07 1.08 NA NA NA 1.39 1.21 1.22 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA O60502 NCOAT_HUMANreviewed Bifunctional protein NCOAT (Meningioma-expressed antigen 5) (Nuclear cytoplasmic O-GlcNAcase and acetyltransferase) [Includes: Protein O-GlcNAcase (EC 3.2.1.169) (Glycoside hydrolase O-GlcNAcase) (Hexosaminidase C) (N-acetyl-beta-D-glucosaminidase) (N-acetyl-beta-glucosaminidase) (O-GlcNAcase) (OGA); Histone acetyltransferase (HAT) (EC 2.3.1.48)]MGEA5 HEXC KIAA0679 MEA5916 Homo sapiens (Human) 0.83 0.72 NA NA NA NA 1.19 0.95 NA NA NA 0.97 0.88 1.50 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA O60711 LPXN_HUMAN reviewed Leupaxin LPXN LDLP 386 Homo sapiens (Human) 0.63 0.47 NA NA NA NA 1.17 1.42 NA NA NA 1.18 0.66 0.98 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA O75179 ANR17_HUMANreviewed Ankyrin repeat domain-containing protein 17 (Gene trap ankyrin repeat protein) (Serologically defined breast cancer antigen NY-BR-16)ANKRD17 GTAR KIAA06972603 Homo sapiens (Human) 1.20 0.91 NA NA NA NA 1.22 1.19 NA NA NA 1.35 1.24 0.99 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA O75436 VP26A_HUMANreviewed Vacuolar protein sorting-associated protein 26A (Vesicle protein sorting 26A) (hVPS26)VPS26A VPS26 327 Homo sapiens (Human) 0.97 1.00 NA NA NA NA 1.25 0.98 NA NA NA 1.10 1.14 1.21 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA O75832 PSD10_HUMANreviewed 26S proteasome non-ATPase regulatory subunit 10 (26S proteasome regulatory subunit p28) (Gankyrin) (p28(GANK))PSMD10 226 Homo sapiens (Human) 1.24 0.72 NA NA NA NA 0.77 1.10 NA NA NA 1.21 1.04 0.90 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA O76003 GLRX3_HUMANreviewed Glutaredoxin-3 (PKC-interacting cousin of thioredoxin) (PICOT) (PKC-theta-interacting protein) (PKCq-interacting protein) (Thioredoxin-like protein 2)GLRX3 PICOT TXNL2 HUSSY-22335 Homo sapiens (Human) 1.48 0.59 NA NA NA NA 0.94 1.44 NA NA NA 1.12 1.81 1.14 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA O76041 NEBL_HUMAN reviewed Nebulette (Actin-binding Z-disk protein)NEBL LNEBL 1014 Homo sapiens (Human) 1.07 1.07 NA NA NA NA 0.88 0.71 NA NA NA 1.00 0.52 0.95 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA O94811 TPPP_HUMAN reviewed Tubulin polymerization-promoting protein (TPPP) (25 kDa brain-specific protein) (TPPP/p25) (p24) (p25-alpha)TPPP TPPP1 219 Homo sapiens (Human) 1.23 0.95 NA NA NA NA 1.01 1.38 NA NA NA 1.29 1.10 0.90 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA O95297 MPZL1_HUMANreviewed Myelin protein zero-like protein 1 (Protein zero-related)MPZL1 PZR UNQ849/PRO1787269 Homo sapiens (Human) 1.65 2.45 NA NA NA NA 1.23 0.96 NA NA NA 0.91 0.83 1.14 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA O95372 LYPA2_HUMANreviewed Acyl-protein thioesterase 2 (APT-2) (EC 3.1.2.-) (Lysophospholipase II) (LPL-II) (LysoPLA II)LYPLA2 APT2 231 Homo sapiens (Human) 0.84 1.04 NA NA NA NA 0.87 0.96 NA NA NA 0.96 0.74 1.19 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA O95630 STABP_HUMANreviewed STAM-binding protein (EC 3.4.19.-) (Associated molecule with the SH3 domain of STAM) (Endosome-associated ubiquitin isopeptidase)STAMBP AMSH 424 Homo sapiens (Human) 1.89 1.28 NA NA NA NA 0.89 0.65 NA NA NA 0.55 0.85 0.78 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P00488 F13A_HUMAN reviewed Coagulation factor XIII A chain (Coagulation factor XIIIa) (EC 2.3.2.13) (Protein-glutamine gamma-glutamyltransferase A chain) (Transglutaminase A chain)F13A1 F13A 732 Homo sapiens (Human) 0.61 0.64 NA NA NA NA 1.42 1.34 NA NA NA 1.13 0.79 1.33 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P00491 PNPH_HUMAN reviewed Purine nucleoside phosphorylase (PNP) (EC 2.4.2.1) (Inosine phosphorylase) (Inosine-guanosine phosphorylase)PNP NP 289 Homo sapiens (Human) 1.11 1.21 NA NA NA NA 1.25 1.34 NA NA NA 1.53 1.02 1.58 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P05089 ARGI1_HUMANreviewed Arginase-1 (EC 3.5.3.1) (Liver-type arginase) (Type I arginase)ARG1 322 Homo sapiens (Human) 0.71 1.75 NA NA NA NA 0.98 0.92 NA NA NA 0.77 0.61 1.25 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P0C870 JMJD7_HUMANreviewed JmjC domain-containing protein 7 (Jumonji domain-containing protein 7)JMJD7 316 Homo sapiens (Human) 1.59 1.28 NA NA NA NA 0.94 0.94 NA NA NA 0.79 0.83 1.01 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P11226 MBL2_HUMAN reviewed Mannose-binding protein C (MBP-C) (Collectin-1) (MBP1) (Mannan-binding protein) (Mannose-binding lectin)MBL2 COLEC1 MBL 248 Homo sapiens (Human) 0.18 0.47 NA NA NA NA 0.86 0.91 NA NA NA 0.68 0.53 0.75 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P12955 PEPD_HUMAN reviewed Xaa-Pro dipeptidase (X-Pro dipeptidase) (EC 3.4.13.9) (Imidodipeptidase) (Peptidase D) (Proline dipeptidase) (Prolidase)PEPD PRD 493 Homo sapiens (Human) 1.21 1.49 NA NA NA NA 0.82 0.88 NA NA NA 1.06 1.42 0.97 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P14678 RSMB_HUMANreviewed Small nuclear ribonucleoprotein-associated proteins B and B' (snRNP-B) (Sm protein B/B') (Sm-B/B') (SmB/B')SNRPB COD SNRPB1 240 Homo sapiens (Human) 1.70 1.56 NA NA NA NA 0.91 0.65 NA NA NA 1.74 0.78 0.97 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P16930 FAAA_HUMAN reviewed Fumarylacetoacetase (FAA) (EC 3.7.1.2) (Beta-diketonase) (Fumarylacetoacetate hydrolase)FAH 419 Homo sapiens (Human) 2.71 1.65 NA NA NA NA 0.89 0.99 NA NA NA 0.82 1.57 0.80 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P17813 EGLN_HUMAN reviewed Endoglin (CD antigen CD105)ENG END 658 Homo sapiens (Human) 1.33 1.42 NA NA NA NA 1.29 1.32 NA NA NA 0.92 1.09 1.05 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P18440 ARY1_HUMAN reviewed Arylamine N-acetyltransferase 1 (EC 2.3.1.5) (Arylamide acetylase 1) (Monomorphic arylamine N-acetyltransferase) (MNAT) (N-acetyltransferase type 1) (NAT-1)NAT1 AAC1 290 Homo sapiens (Human) 1.12 0.44 NA NA NA NA 0.75 1.25 NA NA NA 1.17 1.05 0.92 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P19634 SL9A1_HUMANreviewed Sodium/hydrogen exchanger 1 (APNH) (Na(+)/H(+) antiporter, amiloride-sensitive) (Na(+)/H(+) exchanger 1) (NHE-1) (Solute carrier family 9 member 1)SLC9A1 APNH1 NHE1 815 Homo sapiens (Human) 1.26 0.86 NA NA NA NA 1.17 1.05 NA NA NA 1.38 0.94 1.49 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P20042 IF2B_HUMAN reviewed Eukaryotic translation initiation factor 2 subunit 2 (Eukaryotic translation initiation factor 2 subunit beta) (eIF-2-beta)EIF2S2 EIF2B 333 Homo sapiens (Human) 0.96 1.80 NA NA NA NA 0.87 0.97 NA NA NA 1.13 0.70 1.02 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P20138 CD33_HUMAN reviewed Myeloid cell surface antigen CD33 (Sialic acid-binding Ig-like lectin 3) (Siglec-3) (gp67) (CD antigen CD33)CD33 SIGLEC3 364 Homo sapiens (Human) 0.52 1.35 NA NA NA NA 0.91 1.54 NA NA NA 1.04 0.94 0.85 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P25098 ARBK1_HUMANreviewed Beta-adrenergic receptor kinase 1 (Beta-ARK-1) (EC 2.7.11.15) (G-protein coupled receptor kinase 2)ADRBK1 BARK BARK1 GRK2689 Homo sapiens (Human) 1.10 0.78 NA NA NA NA 1.02 1.09 NA NA NA 0.82 1.00 1.13 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P25685 DNJB1_HUMANreviewed DnaJ homolog subfamily B member 1 (DnaJ protein homolog 1) (Heat shock 40 kDa protein 1) (HSP40) (Heat shock protein 40) (Human DnaJ protein 1) (hDj-1)DNAJB1 DNAJ1 HDJ1 HSPF1340 Homo sapiens (Human) 0.94 0.83 NA NA NA NA 0.97 1.01 NA NA NA 1.36 1.28 0.90 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P27824 CALX_HUMAN reviewed Calnexin (IP90) (Major histocompatibility complex class I antigen-binding protein p88) (p90)CANX 592 Homo sapiens (Human) 0.59 0.82 NA NA NA NA 0.45 0.92 NA NA NA 0.72 0.51 0.81 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P31943 HNRH1_HUMANreviewed Heterogeneous nuclear ribonucleoprotein H (hnRNP H) [Cleaved into: Heterogeneous nuclear ribonucleoprotein H, N-terminally processed]HNRNPH1 HNRPH HNRPH1449 Homo sapiens (Human) 0.75 0.75 NA NA NA NA 0.62 0.58 NA NA NA 0.81 0.95 0.63 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P35754 GLRX1_HUMANreviewed Glutaredoxin-1 (Thioltransferase-1) (TTase-1)GLRX GRX 106 Homo sapiens (Human) 0.81 0.54 NA NA NA NA 0.76 1.11 NA NA NA 1.02 0.99 0.98 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P40189 IL6RB_HUMAN reviewed Interleukin-6 receptor subunit beta (IL-6 receptor subunit beta) (IL-6R subunit beta) (IL-6R-beta) (IL-6RB) (CDw130) (Interleukin-6 signal transducer) (Membrane glycoprotein 130) (gp130) (Oncostatin-M receptor subunit alpha) (CD antigen CD130)IL6ST 918 Homo sapiens (Human) 1.03 1.03 NA NA NA NA 1.39 0.53 NA NA NA 0.97 1.46 1.28 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P41208 CETN2_HUMANreviewed Centrin-2 (Caltractin isoform 1)CETN2 CALT CEN2 172 Homo sapiens (Human) 0.77 0.96 NA NA NA NA 1.53 1.29 NA NA NA 1.35 0.67 1.26 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P43251 BTD_HUMAN reviewed Biotinidase (Biotinase) (EC 3.5.1.12)BTD 543 Homo sapiens (Human) 0.78 0.81 NA NA NA NA 1.21 0.96 NA NA NA 1.83 0.75 1.84 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P43487 RANG_HUMANreviewed Ran-specific GTPase-activating protein (Ran-binding protein 1) (RanBP1)RANBP1 201 Homo sapiens (Human) 1.10 0.77 NA NA NA NA 0.85 1.04 NA NA NA 1.20 1.34 1.06 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P48739 PIPNB_HUMANreviewed Phosphatidylinositol transfer protein beta isoform (PI-TP-beta) (PtdIns transfer protein beta) (PtdInsTP beta)PITPNB 271 Homo sapiens (Human) 1.65 2.22 NA NA NA NA 1.08 0.92 NA NA NA 1.01 1.14 1.42 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P49354 FNTA_HUMAN reviewed Protein farnesyltransferase/geranylgeranyltransferase type-1 subunit alpha (EC 2.5.1.58) (EC 2.5.1.59) (CAAX farnesyltransferase subunit alpha) (FTase-alpha) (Ras proteins prenyltransferase subunit alpha) (Type I protein geranyl-geranyltransferase subunit alpha) (GGTase-I-alpha)FNTA 379 Homo sapiens (Human) 1.26 0.56 NA NA NA NA 0.92 0.78 NA NA NA 0.76 1.35 0.94 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P49841 GSK3B_HUMANreviewed Glycogen synthase kinase-3 beta (GSK-3 beta) (EC 2.7.11.26) (Serine/threonine-protein kinase GSK3B) (EC 2.7.11.1)GSK3B 420 Homo sapiens (Human) 1.10 1.01 NA NA NA NA 1.07 0.82 NA NA NA 1.20 0.95 1.05 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P55735 SEC13_HUMANreviewed Protein SEC13 homolog (SEC13-like protein 1) (SEC13-related protein)SEC13 D3S1231E SEC13L1 SEC13R322 Homo sapiens (Human) 0.68 0.99 NA NA NA NA 0.96 1.06 NA NA NA 0.93 1.11 1.22 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P61421 VA0D1_HUMANreviewed V-type proton ATPase subunit d 1 (V-ATPase subunit d 1) (32 kDa accessory protein) (V-ATPase 40 kDa accessory protein) (V-ATPase AC39 subunit) (p39) (Vacuolar proton pump subunit d 1)ATP6V0D1 ATP6D VPATPD351 Homo sapiens (Human) 0.96 1.04 NA NA NA NA 0.72 0.85 NA NA NA 0.71 1.16 0.81 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P62068 UBP46_HUMANreviewed Ubiquitin carboxyl-terminal hydrolase 46 (EC 3.4.19.12) (Deubiquitinating enzyme 46) (Ubiquitin thioesterase 46) (Ubiquitin-specific-processing protease 46)USP46 366 Homo sapiens (Human) 1.22 1.02 NA NA NA NA 1.20 1.11 NA NA NA 0.91 1.11 1.00 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P62495 ERF1_HUMAN reviewed Eukaryotic peptide chain release factor subunit 1 (Eukaryotic release factor 1) (eRF1) (Protein Cl1) (TB3-1)ETF1 ERF1 RF1 SUP45L1 437 Homo sapiens (Human) 1.14 0.52 NA NA NA NA 0.84 1.04 NA NA NA 0.96 1.14 0.97 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P62899 RL31_HUMAN reviewed 60S ribosomal protein L31RPL31 125 Homo sapiens (Human) 1.05 0.81 NA NA NA NA 0.78 0.99 NA NA NA 1.13 0.91 0.86 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P78310 CXAR_HUMAN reviewed Coxsackievirus and adenovirus receptor (CAR) (hCAR) (CVB3-binding protein) (Coxsackievirus B-adenovirus receptor) (HCVADR)CXADR CAR 365 Homo sapiens (Human) 1.30 1.99 NA NA NA NA 0.86 0.66 NA NA NA 0.65 0.80 1.11 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P78559 MAP1A_HUMANreviewed Microtubule-associated protein 1A (MAP-1A) (Proliferation-related protein p80) [Cleaved into: MAP1A heavy chain; MAP1 light chain LC2]MAP1A MAP1L 2803 Homo sapiens (Human) 0.95 2.37 NA NA NA NA 0.54 0.61 NA NA NA 0.74 0.85 0.71 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P83436 COG7_HUMAN reviewed Conserved oligomeric Golgi complex subunit 7 (COG complex subunit 7) (Component of oligomeric Golgi complex 7)COG7 UNQ3082/PRO10013770 Homo sapiens (Human) 0.97 0.96 NA NA NA NA 0.96 0.99 NA NA NA 1.46 1.12 0.96 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q02818 NUCB1_HUMANreviewed Nucleobindin-1 (CALNUC)NUCB1 NUC 461 Homo sapiens (Human) 0.89 1.16 NA NA NA NA 1.17 0.97 NA NA NA 1.25 1.34 1.22 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q03405 UPAR_HUMAN reviewed Urokinase plasminogen activator surface receptor (U-PAR) (uPAR) (Monocyte activation antigen Mo3) (CD antigen CD87)PLAUR MO3 UPAR 335 Homo sapiens (Human) 0.41 1.18 NA NA NA NA 1.18 2.20 NA NA NA 0.69 1.13 0.86 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q06481 APLP2_HUMANreviewed Amyloid-like protein 2 (APLP-2) (APPH) (Amyloid protein homolog) (CDEI box-binding protein) (CDEBP)APLP2 APPL2 763 Homo sapiens (Human) 0.96 1.17 NA NA NA NA 1.06 0.70 NA NA NA 1.11 0.83 0.98 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q08188 TGM3_HUMANreviewed Protein-glutamine gamma-glutamyltransferase E (EC 2.3.2.13) (Transglutaminase E) (TG(E)) (TGE) (TGase E) (Transglutaminase-3) (TGase-3) [Cleaved into: Protein-glutamine gamma-glutamyltransferase E 50 kDa catalytic chain; Protein-glutamine gamma-glutamyltransferase E 27 kDa non-catalytic chain]TGM3 693 Homo sapiens (Human) 0.62 2.22 NA NA NA NA 0.90 0.92 NA NA NA 0.68 0.88 1.10 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q08209 PP2BA_HUMANreviewed Serine/threonine-protein phosphatase 2B catalytic subunit alpha isoform (EC 3.1.3.16) (CAM-PRP catalytic subunit) (Calmodulin-dependent calcineurin A subunit alpha isoform)PPP3CA CALNA CNA 521 Homo sapiens (Human) 1.21 1.12 NA NA NA NA 1.16 1.00 NA NA NA 1.15 1.10 1.02 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q12979 ABR_HUMAN reviewed Active breakpoint cluster region-related proteinABR 859 Homo sapiens (Human) 1.26 0.61 NA NA NA NA 1.08 0.86 NA NA NA 1.13 0.79 1.05 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q13303 KCAB2_HUMANreviewed Voltage-gated potassium channel subunit beta-2 (K(+) channel subunit beta-2) (Kv-beta-2) (hKvbeta2)KCNAB2 KCNA2B KCNK2 367 Homo sapiens (Human) 0.81 1.08 NA NA NA NA 1.43 1.18 NA NA NA 1.68 1.26 1.43 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q13308 PTK7_HUMAN reviewed Inactive tyrosine-protein kinase 7 (Colon carcinoma kinase 4) (CCK-4) (Protein-tyrosine kinase 7) (Pseudo tyrosine kinase receptor 7) (Tyrosine-protein kinase-like 7)PTK7 CCK4 1070 Homo sapiens (Human) 0.80 0.94 NA NA NA NA 1.45 1.05 NA NA NA 0.87 0.88 1.03 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q13620 CUL4B_HUMANreviewed Cullin-4B (CUL-4B)CUL4B KIAA0695 913 Homo sapiens (Human) 1.13 0.79 NA NA NA NA 0.93 1.09 NA NA NA 0.97 1.08 0.82 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q13636 RAB31_HUMANreviewed Ras-related protein Rab-31 (Ras-related protein Rab-22B)RAB31 RAB22B 194 Homo sapiens (Human) 0.59 1.61 NA NA NA NA 1.08 0.78 NA NA NA 0.90 0.91 0.80 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q15126 PMVK_HUMANreviewed Phosphomevalonate kinase (PMKase) (hPMK) (EC 2.7.4.2)PMVK PMKI 192 Homo sapiens (Human) 0.92 0.48 NA NA NA NA 0.80 1.04 NA NA NA 2.69 0.81 4.42 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q15274 NADC_HUMAN reviewed Nicotinate-nucleotide pyrophosphorylase [carboxylating] (EC 2.4.2.19) (Quinolinate phosphoribosyltransferase [decarboxylating]) (QAPRTase) (QPRTase)QPRT 297 Homo sapiens (Human) 1.37 1.48 NA NA NA NA 0.85 0.81 NA NA NA 0.67 0.85 1.25 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q15283 RASA2_HUMANreviewed Ras GTPase-activating protein 2 (GTPase-activating protein 1m) (GAP1m)RASA2 GAP1M RASGAP 850 Homo sapiens (Human) 0.73 0.56 NA NA NA NA 0.94 1.09 NA NA NA 5.87 0.91 1.12 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q2M3M2 SC5A9_HUMANreviewed Sodium/glucose cotransporter 4 (Na(+)/glucose cotransporter 4) (hSGLT4) (Solute carrier family 5 member 9)SLC5A9 SGLT4 681 Homo sapiens (Human) 1.04 0.92 NA NA NA NA 0.52 0.36 NA NA NA 0.38 0.27 0.50 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q567U6 CCD93_HUMANreviewed Coiled-coil domain-containing protein 93CCDC93 631 Homo sapiens (Human) 0.88 0.98 NA NA NA NA 1.25 0.97 NA NA NA 1.01 0.98 1.09 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q5SZK8 FREM2_HUMANreviewed FRAS1-related extracellular matrix protein 2 (ECM3 homolog)FREM2 3169 Homo sapiens (Human) 0.82 0.79 NA NA NA NA 1.06 0.91 NA NA NA 1.59 0.74 1.12 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q5T2S8 ARMC4_HUMANreviewed Armadillo repeat-containing protein 4ARMC4 1044 Homo sapiens (Human) 0.93 0.62 NA NA NA NA 0.89 1.35 NA NA NA 1.39 1.02 1.03 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q5T749 KPRP_HUMAN reviewed Keratinocyte proline-rich protein (hKPRP)KPRP C1orf45 579 Homo sapiens (Human) 0.82 1.68 NA NA NA NA 1.23 0.96 NA NA NA 1.07 0.76 1.40 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q5VZ89 DEN4C_HUMANreviewed DENN domain-containing protein 4CDENND4C C9orf55 C9orf55B1673 Homo sapiens (Human) 0.88 0.73 NA NA NA NA 0.82 1.05 NA NA NA 0.84 1.22 0.74 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q68DK2 ZFY26_HUMANreviewed Zinc finger FYVE domain-containing protein 26 (FYVE domain-containing centrosomal protein) (FYVE-CENT) (Spastizin)ZFYVE26 KIAA0321 2539 Homo sapiens (Human) 0.78 0.99 NA NA NA NA 1.04 0.81 NA NA NA 0.81 1.16 0.92 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q6GQQ9 OTU7B_HUMANreviewed OTU domain-containing protein 7B (EC 3.4.19.12) (Cellular zinc finger anti-NF-kappa-B protein) (Zinc finger A20 domain-containing protein 1) (Zinc finger protein Cezanne)OTUD7B ZA20D1 843 Homo sapiens (Human) 1.38 0.88 NA NA NA NA 2.45 0.94 NA NA NA 0.74 1.10 1.11 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q6P996 PDXD1_HUMANreviewed Pyridoxal-dependent decarboxylase domain-containing protein 1 (EC 4.1.1.-)PDXDC1 KIAA0251 788 Homo sapiens (Human) 0.77 1.05 NA NA NA NA 0.75 1.12 NA NA NA 1.01 0.78 0.93 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q6UWD8 CP054_HUMANreviewed Transmembrane protein C16orf54C16orf54 UNQ9389/PRO34280224 Homo sapiens (Human) 0.70 0.86 NA NA NA NA 1.06 1.06 NA NA NA 0.88 1.09 1.09 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q6VY07 PACS1_HUMANreviewed Phosphofurin acidic cluster sorting protein 1 (PACS-1)PACS1 KIAA1175 963 Homo sapiens (Human) 0.78 1.01 NA NA NA NA 1.67 1.12 NA NA NA 1.24 0.90 0.93 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q6ZU64 CC108_HUMANreviewed Coiled-coil domain-containing protein 108CCDC108 1925 Homo sapiens (Human) 1.86 1.15 NA NA NA NA 1.25 1.20 NA NA NA 1.14 0.97 1.01 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q7Z7D3 VTCN1_HUMANreviewed V-set domain-containing T-cell activation inhibitor 1 (B7h.5) (Immune costimulatory protein B7-H4) (Protein B7S1) (T-cell costimulatory molecule B7x)VTCN1 B7H4 UNQ659/PRO1291282 Homo sapiens (Human) 0.67 1.15 NA NA NA NA 0.87 1.45 NA NA NA 1.52 1.88 1.03 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q86UP2 KTN1_HUMAN reviewed Kinectin (CG-1 antigen) (Kinesin receptor)KTN1 CG1 KIAA0004 1357 Homo sapiens (Human) 0.59 1.71 NA NA NA NA 0.73 1.05 NA NA NA 1.33 1.64 0.97 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q8IY33 MILK2_HUMANreviewed MICAL-like protein 2 (Junctional Rab13-binding protein) (Molecule interacting with CasL-like 2) (MICAL-L2)MICALL2 JRAB 904 Homo sapiens (Human) 0.65 1.02 NA NA NA NA 0.78 0.94 NA NA NA 0.85 0.87 0.69 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q8N357 S35F6_HUMANreviewed Solute carrier family 35 member F6 (ANT2-binding protein) (ANT2BP) (Transport and Golgi organization 9 homolog)SLC35F6 C2orf18 UNQ3047/PRO9863371 Homo sapiens (Human) 1.19 1.84 NA NA NA NA 0.98 0.68 NA NA NA 0.85 1.37 1.22 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q8N7R7 CCYL1_HUMANreviewed Cyclin-Y-like protein 1CCNYL1 359 Homo sapiens (Human) 1.30 1.34 NA NA NA NA 1.31 0.97 NA NA NA 1.09 0.98 0.96 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q8NCW5 NNRE_HUMAN reviewed NAD(P)H-hydrate epimerase (EC 5.1.99.6) (Apolipoprotein A-I-binding protein) (AI-BP) (NAD(P)HX epimerase) (YjeF N-terminal domain-containing protein 1) (YjeF_N1)APOA1BP AIBP YJEFN1 288 Homo sapiens (Human) 1.30 0.67 NA NA NA NA 1.12 1.39 NA NA NA 0.95 1.12 1.01 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q8NEZ2 VP37A_HUMANreviewed Vacuolar protein sorting-associated protein 37A (hVps37A) (ESCRT-I complex subunit VPS37A) (Hepatocellular carcinoma-related protein 1)VPS37A HCRP1 397 Homo sapiens (Human) 1.25 1.08 NA NA NA NA 1.08 0.93 NA NA NA 0.86 1.12 1.06 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q8NI35 INADL_HUMANreviewed InaD-like protein (Inadl protein) (hINADL) (Pals1-associated tight junction protein) (Protein associated to tight junctions)INADL PATJ 1801 Homo sapiens (Human) 1.40 1.18 NA NA NA NA 1.01 0.70 NA NA NA 0.68 0.92 0.81 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q8TDZ2 MICA1_HUMANreviewed Protein-methionine sulfoxide oxidase MICAL1 (EC 1.14.13.-) (Molecule interacting with CasL protein 1) (MICAL-1) (NEDD9-interacting protein with calponin homology and LIM domains)MICAL1 MICAL NICAL 1067 Homo sapiens (Human) 0.70 0.59 NA NA NA NA 0.89 1.14 NA NA NA 1.25 1.22 1.51 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q8TEA8 DTD1_HUMAN reviewed D-tyrosyl-tRNA(Tyr) deacylase 1 (EC 3.1.-.-) (DNA-unwinding element-binding protein B) (DUE-B) (Histidyl-tRNA synthase-related)DTD1 C20orf88 DUEB HARS2209 Homo sapiens (Human) 1.80 1.48 NA NA NA NA 0.58 1.12 NA NA NA 1.10 1.07 1.46 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q8TF74 WIPF2_HUMANreviewed WAS/WASL-interacting protein family member 2 (WASP-interacting protein-related protein) (WIP- and CR16-homologous protein) (WIP-related protein)WIPF2 WICH WIRE PP10631440 Homo sapiens (Human) 1.49 1.12 NA NA NA NA 1.09 0.76 NA NA NA 0.86 0.75 1.09 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q8WXG6 MADD_HUMANreviewed MAP kinase-activating death domain protein (Differentially expressed in normal and neoplastic cells) (Insulinoma glucagonoma clone 20) (Rab3 GDP/GTP exchange factor)MADD DENN IG20 KIAA03581647 Homo sapiens (Human) 1.35 1.29 NA NA NA NA 0.92 0.93 NA NA NA 0.93 1.10 0.96 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q92530 PSMF1_HUMANreviewed Proteasome inhibitor PI31 subunit (hPI31)PSMF1 271 Homo sapiens (Human) 1.67 0.49 NA NA NA NA 1.19 1.38 NA NA NA 1.14 1.24 1.18 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q96BJ3 AIDA_HUMAN reviewed Axin interactor, dorsalization-associated protein (Axin interaction partner and dorsalization antagonist)AIDA C1orf80 306 Homo sapiens (Human) 1.30 0.83 NA NA NA NA 1.27 1.01 NA NA NA 0.70 1.13 0.99 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q96FZ7 CHMP6_HUMANreviewed Charged multivesicular body protein 6 (Chromatin-modifying protein 6) (Vacuolar protein sorting-associated protein 20) (Vps20) (hVps20)CHMP6 VPS20 201 Homo sapiens (Human) 1.18 2.23 NA NA NA NA 0.98 1.02 NA NA NA 0.93 0.96 1.04 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q96M27 PRRC1_HUMANreviewed Protein PRRC1 (Proline-rich and coiled-coil-containing protein 1)PRRC1 445 Homo sapiens (Human) 1.07 0.76 NA NA NA NA 1.04 0.92 NA NA NA 0.94 0.84 0.98 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q99784 NOE1_HUMAN reviewed Noelin (Neuronal olfactomedin-related ER localized protein) (Olfactomedin-1)OLFM1 NOE1 NOEL1 485 Homo sapiens (Human) 0.63 0.53 NA NA NA NA 1.09 1.00 NA NA NA 0.99 0.92 2.07 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q99873 ANM1_HUMANreviewed Protein arginine N-methyltransferase 1 (EC 2.1.1.-) (Histone-arginine N-methyltransferase PRMT1) (EC 2.1.1.125) (Interferon receptor 1-bound protein 4)PRMT1 HMT2 HRMT1L2 IR1B4361 Homo sapiens (Human) 1.07 1.14 NA NA NA NA 0.88 0.98 NA NA NA 1.14 1.06 1.24 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9BPU9 B9D2_HUMAN reviewed B9 domain-containing protein 2 (MKS1-related protein 2)B9D2 MKSR2 175 Homo sapiens (Human) 1.37 0.99 NA NA NA NA 0.92 0.96 NA NA NA 0.94 0.78 0.84 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9BPX5 ARP5L_HUMANreviewed Actin-related protein 2/3 complex subunit 5-like protein (Arp2/3 complex 16 kDa subunit 2) (ARC16-2)ARPC5L 153 Homo sapiens (Human) 1.74 2.68 NA NA NA NA 1.27 0.59 NA NA NA 1.57 0.74 0.57 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9BQ13 KCD14_HUMANreviewed BTB/POZ domain-containing protein KCTD14KCTD14 255 Homo sapiens (Human) 1.15 1.04 NA NA NA NA 1.05 0.72 NA NA NA 1.05 1.08 1.14 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9BXT2 CCG6_HUMAN reviewed Voltage-dependent calcium channel gamma-6 subunit (Neuronal voltage-gated calcium channel gamma-6 subunit)CACNG6 260 Homo sapiens (Human) 2.90 1.82 NA NA NA NA 1.17 0.88 NA NA NA 0.91 0.83 0.97 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9BZL4 PP12C_HUMANreviewed Protein phosphatase 1 regulatory subunit 12C (Protein phosphatase 1 myosin-binding subunit of 85 kDa) (Protein phosphatase 1 myosin-binding subunit p85)PPP1R12C LENG3 MBS85 782 Homo sapiens (Human) 1.10 1.22 NA NA NA NA 0.89 1.03 NA NA NA 0.91 1.18 0.97 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9BZV1 UBXN6_HUMANreviewed UBX domain-containing protein 6 (UBX domain-containing protein 1)UBXN6 UBXD1 UBXDC2 441 Homo sapiens (Human) 1.24 1.09 NA NA NA NA 1.09 1.16 NA NA NA 1.16 1.17 1.19 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9C0B1 FTO_HUMAN reviewed Alpha-ketoglutarate-dependent dioxygenase FTO (EC 1.14.11.-) (Fat mass and obesity-associated protein)FTO KIAA1752 505 Homo sapiens (Human) 1.09 0.77 NA NA NA NA 0.96 1.08 NA NA NA 1.27 0.97 1.33 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9C0E2 XPO4_HUMAN reviewed Exportin-4 (Exp4)XPO4 KIAA1721 1151 Homo sapiens (Human) 1.29 1.11 NA NA NA NA 1.44 0.91 NA NA NA 0.89 1.00 1.36 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9C0I1 MTMRC_HUMANreviewed Myotubularin-related protein 12 (Phosphatidylinositol 3 phosphate 3-phosphatase adapter subunit) (3-PAP) (3-phosphatase adapter protein)MTMR12 KIAA1682 PIP3AP747 Homo sapiens (Human) 1.09 0.74 NA NA NA NA 1.16 1.05 NA NA NA 1.10 1.02 1.02 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9H2A7 CXL16_HUMANreviewed C-X-C motif chemokine 16 (Scavenger receptor for phosphatidylserine and oxidized low density lipoprotein) (SR-PSOX) (Small-inducible cytokine B16) (Transmembrane chemokine CXCL16)CXCL16 SCYB16 SRPSOX UNQ2759/PRO6714254 Homo sapiens (Human) 1.61 1.10 NA NA NA NA 1.95 0.88 NA NA NA 1.25 0.76 0.91 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9H2M9 RBGPR_HUMANreviewed Rab3 GTPase-activating protein non-catalytic subunit (RGAP-iso) (Rab3 GTPase-activating protein 150 kDa subunit) (Rab3-GAP p150) (Rab3-GAP150) (Rab3-GAP regulatory subunit)RAB3GAP2 KIAA0839 1393 Homo sapiens (Human) 0.95 0.99 NA NA NA NA 0.61 1.10 NA NA NA 0.94 0.96 0.86 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9H3K6 BOLA2_HUMANreviewed BolA-like protein 2BOLA2 BOLA2A My016; BOLA2B86 Homo sapiens (Human) 1.06 0.86 NA NA NA NA 1.04 1.15 NA NA NA 1.12 1.07 1.13 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9H977 WDR54_HUMANreviewed WD repeat-containing protein 54WDR54 334 Homo sapiens (Human) 1.05 0.88 NA NA NA NA 0.88 1.03 NA NA NA 1.02 1.03 0.90 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9HAN9 NMNA1_HUMANreviewed Nicotinamide mononucleotide adenylyltransferase 1 (NMN adenylyltransferase 1) (EC 2.7.7.1) (Nicotinate-nucleotide adenylyltransferase 1) (NaMN adenylyltransferase 1) (EC 2.7.7.18)NMNAT1 NMNAT 279 Homo sapiens (Human) 0.75 1.03 NA NA NA NA 0.93 0.75 NA NA NA 0.78 0.95 0.90 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9HCM2 PLXA4_HUMANreviewed Plexin-A4 PLXNA4 KIAA1550 PLXNA4A PLXNA4B UNQ2820/PRO340031894 Homo sapiens (Human) 1.20 1.05 NA NA NA NA 1.15 0.89 NA NA NA 2.12 0.99 1.27 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9NQC8 IFT46_HUMAN reviewed Intraflagellar transport protein 46 homologIFT46 C11orf2 C11orf60 304 Homo sapiens (Human) 1.20 1.06 NA NA NA NA 1.06 0.77 NA NA NA 1.05 0.94 0.73 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9NUP9 LIN7C_HUMAN reviewed Protein lin-7 homolog C (Lin-7C) (Mammalian lin-seven protein 3) (MALS-3) (Vertebrate lin-7 homolog 3) (Veli-3)LIN7C MALS3 VELI3 197 Homo sapiens (Human) 1.36 1.40 NA NA NA NA 0.82 0.68 NA NA NA 0.65 0.80 0.73 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9NW97 TMM51_HUMANreviewed Transmembrane protein 51TMEM51 C1orf72 253 Homo sapiens (Human) 1.23 1.04 NA NA NA NA 1.14 1.34 NA NA NA 1.02 0.72 1.57 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9NZH0 GPC5B_HUMANreviewed G-protein coupled receptor family C group 5 member B (A-69G12.1) (Retinoic acid-induced gene 2 protein) (RAIG-2)GPRC5B RAIG2 403 Homo sapiens (Human) 1.41 0.90 NA NA NA NA 1.11 0.80 NA NA NA 0.79 0.98 1.01 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9NZT1 CALL5_HUMANreviewed Calmodulin-like protein 5 (Calmodulin-like skin protein)CALML5 CLSP 146 Homo sapiens (Human) 0.80 0.85 NA NA NA NA 0.81 0.73 NA NA NA 2.36 0.71 1.01 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9NZT2 OGFR_HUMAN reviewed Opioid growth factor receptor (OGFr) (Protein 7-60) (Zeta-type opioid receptor)OGFR 677 Homo sapiens (Human) 1.07 0.63 NA NA NA NA 0.78 0.93 NA NA NA 0.87 1.11 0.95 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9P2A4 ABI3_HUMAN reviewed ABI gene family member 3 (New molecule including SH3) (Nesh)ABI3 NESH 366 Homo sapiens (Human) 0.71 0.64 NA NA NA NA 1.00 1.58 NA NA NA 1.37 0.95 1.36 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9P2G1 AKIB1_HUMANreviewed Ankyrin repeat and IBR domain-containing protein 1ANKIB1 KIAA1386 1089 Homo sapiens (Human) 0.99 1.15 NA NA NA NA 0.98 0.99 NA NA NA 1.22 1.17 1.17 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9UBB4 ATX10_HUMANreviewed Ataxin-10 (Brain protein E46 homolog) (Spinocerebellar ataxia type 10 protein)ATXN10 SCA10 475 Homo sapiens (Human) 1.34 0.78 NA NA NA NA 0.87 1.18 NA NA NA 1.03 1.33 0.86 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9UBQ7 GRHPR_HUMANreviewed Glyoxylate reductase/hydroxypyruvate reductase (EC 1.1.1.79) (EC 1.1.1.81)GRHPR GLXR MSTP035 328 Homo sapiens (Human) 0.93 0.90 NA NA NA NA 0.95 1.18 NA NA NA 1.36 1.09 1.47 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9UHD1 CHRD1_HUMANreviewed Cysteine and histidine-rich domain-containing protein 1 (CHORD domain-containing protein 1) (CHORD-containing protein 1) (CHP-1) (Protein morgana)CHORDC1 CHP1 332 Homo sapiens (Human) 1.32 0.58 NA NA NA NA 1.09 1.04 NA NA NA 2.69 1.03 0.90 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9UHR6 ZNHI2_HUMANreviewed Zinc finger HIT domain-containing protein 2 (Protein FON)ZNHIT2 C11orf5 403 Homo sapiens (Human) 1.65 1.05 NA NA NA NA 1.09 1.05 NA NA NA 0.95 1.10 0.94 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9UNZ2 NSF1C_HUMANreviewed NSFL1 cofactor p47 (UBX domain-containing protein 2C) (p97 cofactor p47)NSFL1C UBXN2C 370 Homo sapiens (Human) 1.49 1.33 NA NA NA NA 1.02 0.94 NA NA NA 0.72 1.06 0.78 NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P01599 KV107_HUMANreviewed Ig kappa chain V-I region Gal 108 Homo sapiens (Human) NA NA NA NA NA NA NA NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P01613 KV121_HUMANreviewed Ig kappa chain V-I region Ni 112 Homo sapiens (Human) NA NA NA NA NA NA NA NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P04207 KV308_HUMANreviewed Ig kappa chain V-III region CLL (Rheumatoid factor)129 Homo sapiens (Human) NA NA NA NA NA NA NA NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P01700 LV102_HUMANreviewed Ig lambda chain V-I region HA 112 Homo sapiens (Human) NA NA NA NA NA NA NA NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P01771 HV310_HUMANreviewed Ig heavy chain V-III region HIL 121 Homo sapiens (Human) NA NA NA NA NA NA NA NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P42285 SK2L2_HUMANreviewed Superkiller viralicidic activity 2-like 2 (EC 3.6.4.13) (ATP-dependent helicase SKIV2L2)SKIV2L2 KIAA0052 Mtr4 1042 Homo sapiens (Human) NA NA NA NA NA NA NA NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q969T9 WBP2_HUMANreviewed WW domain-binding protein 2 (WBP-2)WBP2 261 Homo sapiens (Human) NA NA NA NA NA NA NA NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P01768 HV307_HUMANreviewed Ig heavy chain V-III region CAM 122 Homo sapiens (Human) NA NA NA NA NA NA NA NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P01742 HV101_HUMANreviewed Ig heavy chain V-I region EU 117 Homo sapiens (Human) NA NA NA NA NA NA NA NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P06326 HV107_HUMANreviewed Ig heavy chain V-I region Mot 125 Homo sapiens (Human)NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9NUV9 GIMA4_HUMANreviewed GTPase IMAP family member 4 (Immunity-associated nucleotide 1 protein) (IAN-1) (hIAN1) (Immunity-associated protein 4)GIMAP4 IAN1 IMAP4 MSTP062329 Homo sapiens (Human) NA NA NA NA NA NA NA NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P62306 RUXF_HUMAN reviewed Small nuclear ribonucleoprotein F (snRNP-F) (Sm protein F) (Sm-F) (SmF)SNRPF PBSCF 86 Homo sapiens (Human)NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q8NB25 F184A_HUMANreviewed Protein FAM184AFAM184A C6orf60 1140 Homo sapiens (Human)NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P41226 UBA7_HUMAN reviewed Ubiquitin-like modifier-activating enzyme 7 (Ubiquitin-activating enzyme 7) (D8) (Ubiquitin-activating enzyme E1 homolog)UBA7 UBE1L UBE2 1012 Homo sapiens (Human) NA NA NA NA NA NA NA NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q14157 UBP2L_HUMANreviewed Ubiquitin-associated protein 2-like (Protein NICE-4)UBAP2L KIAA0144 NICE41087 Homo sapiens (Human) NA NA NA NA NA NA NA NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q8WVV9 HNRLL_HUMANreviewed Heterogeneous nuclear ribonucleoprotein L-like (hnRNPLL) (Stromal RNA-regulating factor)HNRNPLL HNRPLL SRRF BLOCK24542 Homo sapiens (Human) NA NA NA NA NA NA NA NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9GZZ9 UBA5_HUMAN reviewed Ubiquitin-like modifier-activating enzyme 5 (Ubiquitin-activating enzyme 5) (ThiFP1) (UFM1-activating enzyme) (Ubiquitin-activating enzyme E1 domain-containing protein 1)UBA5 UBE1DC1 404 Homo sapiens (Human) NA NA NA NA NA NA NA NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9HCS7 SYF1_HUMAN reviewed Pre-mRNA-splicing factor SYF1 (Protein HCNP) (XPA-binding protein 2)XAB2 HCNP KIAA1177 SYF1 PP3898855 Homo sapiens (Human) NA NA NA NA NA NA NA NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9HD42 CHM1A_HUMANreviewed Charged multivesicular body protein 1a (Chromatin-modifying protein 1a) (CHMP1a) (Vacuolar protein sorting-associated protein 46-1) (Vps46-1) (hVps46-1)CHMP1A CHMP1 KIAA0047 PCOLN3 PRSM1196 Homo sapiens (Human) NA NA NA NA NA NA NA NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P01621 KV303_HUMANreviewed Ig kappa chain V-III region NG9 (Fragment)100 Homo sapiens (Human)NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P48668 K2C6C_HUMANreviewed Keratin, type II cytoskeletal 6C (Cytokeratin-6C) (CK-6C) (Cytokeratin-6E) (CK-6E) (Keratin K6h) (Keratin-6C) (K6C) (Type-II keratin Kb12)KRT6C KRT6E 564 Homo sapiens (Human)NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P06309 KV205_HUMANreviewed Ig kappa chain V-II region GM607 (Fragment)117 Homo sapiens (Human)NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P01769 HV308_HUMANreviewed Ig heavy chain V-III region GA 122 Homo sapiens (Human)NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q29974 2B1G_HUMAN reviewed HLA class II histocompatibility antigen, DRB1-16 beta chain (MHC class II antigen DRB1*16) (DR-16) (DR16)HLA-DRB1 266 Homo sapiens (Human)NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA A6NJS3 IV1U1_HUMANreviewed Putative V-set and immunoglobulin domain-containing-like protein IGHV1OR21-1 (Immunoglobulin heavy variable 1 orphon 21-1)IGHV1OR21-1 120 Homo sapiens (Human)NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P01721 LV601_HUMANreviewed Ig lambda chain V-VI region AR 112 Homo sapiens (Human) NA NA NA NA NA NA NA NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA O95837 GNA14_HUMANreviewed Guanine nucleotide-binding protein subunit alpha-14 (G alpha-14) (G-protein subunit alpha-14)GNA14 355 Homo sapiens (Human)NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P13762 DRB4_HUMAN reviewed HLA class II histocompatibility antigen, DR beta 4 chain (MHC class II antigen DRB4)HLA-DRB4 266 Homo sapiens (Human) NA NA NA NA NA NA NA NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q15286 RAB35_HUMANreviewed Ras-related protein Rab-35 (GTP-binding protein RAY) (Ras-related protein Rab-1C)RAB35 RAB1C RAY 201 Homo sapiens (Human) NA NA NA NA NA NA NA NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P02100 HBE_HUMAN reviewed Hemoglobin subunit epsilon (Epsilon-globin) (Hemoglobin epsilon chain)HBE1 HBE 147 Homo sapiens (Human)NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P30046 DOPD_HUMANreviewed D-dopachrome decarboxylase (EC 4.1.1.84) (D-dopachrome tautomerase) (Phenylpyruvate tautomerase II)DDT 118 Homo sapiens (Human)NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P54707 AT12A_HUMANreviewed Potassium-transporting ATPase alpha chain 2 (EC 3.6.3.10) (Non-gastric H(+)/K(+) ATPase subunit alpha) (Proton pump)ATP12A ATP1AL1 1039 Homo sapiens (Human)NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P01711 LV208_HUMANreviewed Ig lambda chain V-II region VIL 111 Homo sapiens (Human) NA NA NA NA NA NA NA NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P61077 UB2D3_HUMANreviewed Ubiquitin-conjugating enzyme E2 D3 (EC 6.3.2.19) (Ubiquitin carrier protein D3) (Ubiquitin-conjugating enzyme E2(17)KB 3) (Ubiquitin-conjugating enzyme E2-17 kDa 3) (Ubiquitin-protein ligase D3)UBE2D3 UBC5C UBCH5C 147 Homo sapiens (Human)NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q15477 SKIV2_HUMAN reviewed Helicase SKI2W (Ski2) (EC 3.6.4.-) (Helicase-like protein) (HLP)SKIV2L DDX13 SKI2W SKIV2 W1246 Homo sapiens (Human)NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9H0R5 GBP3_HUMAN reviewed Guanylate-binding protein 3 (GTP-binding protein 3) (GBP-3) (Guanine nucleotide-binding protein 3)GBP3 595 Homo sapiens (Human)NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9UKG1 DP13A_HUMANreviewed DCC-interacting protein 13-alpha (Dip13-alpha) (Adapter protein containing PH domain, PTB domain and leucine zipper motif 1)APPL1 APPL DIP13A KIAA1428709 Homo sapiens (Human)NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P07942 LAMB1_HUMANreviewed Laminin subunit beta-1 (Laminin B1 chain) (Laminin-1 subunit beta) (Laminin-10 subunit beta) (Laminin-12 subunit beta) (Laminin-2 subunit beta) (Laminin-6 subunit beta) (Laminin-8 subunit beta)LAMB1 1786 Homo sapiens (Human) NA NA NA NA NA NA NA NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q14008 CKAP5_HUMANreviewed Cytoskeleton-associated protein 5 (Colonic and hepatic tumor overexpressed gene protein) (Ch-TOG)CKAP5 KIAA0097 2032 Homo sapiens (Human) NA NA NA NA NA NA NA NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q8NEP3 DAAF1_HUMANreviewed Dynein assembly factor 1, axonemal (Leucine-rich repeat-containing protein 50)DNAAF1 LRRC50 725 Homo sapiens (Human) NA NA NA NA NA NA NA NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA O75534 CSDE1_HUMANreviewed Cold shock domain-containing protein E1 (N-ras upstream gene protein) (Protein UNR)CSDE1 D1S155E KIAA0885 NRU UNR798 Homo sapiens (Human)NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA O94956 SO2B1_HUMANreviewed Solute carrier organic anion transporter family member 2B1 (Organic anion transporter B) (OATP-B) (Organic anion transporter polypeptide-related protein 2) (OATP-RP2) (OATPRP2) (Solute carrier family 21 member 9)SLCO2B1 KIAA0880 OATP2B1 OATPB SLC21A9709 Homo sapiens (Human)NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P06730 IF4E_HUMAN reviewed Eukaryotic translation initiation factor 4E (eIF-4E) (eIF4E) (eIF-4F 25 kDa subunit) (mRNA cap-binding protein)EIF4E EIF4EL1 EIF4F 217 Homo sapiens (Human)NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P07204 TRBM_HUMANreviewed Thrombomodulin (TM) (Fetomodulin) (CD antigen CD141)THBD THRM 575 Homo sapiens (Human)NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P48449 ERG7_HUMAN reviewed Lanosterol synthase (EC 5.4.99.7) (2,3-epoxysqualene--lanosterol cyclase) (Oxidosqualene--lanosterol cyclase) (OSC) (hOSC)LSS OSC 732 Homo sapiens (Human)NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q07812 BAX_HUMAN reviewed Apoptosis regulator BAX (Bcl-2-like protein 4) (Bcl2-L-4)BAX BCL2L4 192 Homo sapiens (Human)NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q0VDG4 SCRN3_HUMANreviewed Secernin-3 SCRN3 424 Homo sapiens (Human)NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q14C86 GAPD1_HUMANreviewed GTPase-activating protein and VPS9 domain-containing protein 1 (GAPex-5) (Rab5-activating protein 6)GAPVD1 GAPEX5 KIAA1521 RAP61478 Homo sapiens (Human)NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q66LE6 2ABD_HUMAN reviewed Serine/threonine-protein phosphatase 2A 55 kDa regulatory subunit B delta isoform (PP2A subunit B isoform B55-delta) (PP2A subunit B isoform PR55-delta) (PP2A subunit B isoform R2-delta) (PP2A subunit B isoform delta)PPP2R2D KIAA1541 453 Homo sapiens (Human)NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q93100 KPBB_HUMAN reviewed Phosphorylase b kinase regulatory subunit beta (Phosphorylase kinase subunit beta)PHKB 1093 Homo sapiens (Human)NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q96AQ2 TM125_HUMANreviewed Transmembrane protein 125TMEM125 219 Homo sapiens (Human)NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q96CS7 PKHB2_HUMANreviewed Pleckstrin homology domain-containing family B member 2 (PH domain-containing family B member 2) (Evectin-2)PLEKHB2 EVT2 222 Homo sapiens (Human)NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9BSB4 ATGA1_HUMANreviewed Autophagy-related protein 101ATG101 C12orf44 PP894 218 Homo sapiens (Human)NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9H2U1 DHX36_HUMANreviewed Probable ATP-dependent RNA helicase DHX36 (EC 3.6.4.13) (DEAH box protein 36) (MLE-like protein 1) (RNA helicase associated with AU-rich element ARE)DHX36 DDX36 KIAA1488 MLEL1 RHAU1008 Homo sapiens (Human)NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9NPF4 OSGEP_HUMANreviewed Probable tRNA threonylcarbamoyladenosine biosynthesis protein OSGEP (hOSGEP) (t(6)A37 threonylcarbamoyladenosine biosynthesis protein OSGEP)OSGEP GCPL1 335 Homo sapiens (Human)NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P08118 MSMB_HUMANreviewed Beta-microseminoprotein (Immunoglobulin-binding factor) (IGBF) (PN44) (Prostate secreted seminal plasma protein) (Prostate secretory protein of 94 amino acids) (PSP-94) (PSP94) (Seminal plasma beta-inhibin)MSMB PRSP 114 Homo sapiens (Human) NA NA NA NA NA NA NA NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P35611 ADDA_HUMANreviewed Alpha-adducin (Erythrocyte adducin subunit alpha)ADD1 ADDA 737 Homo sapiens (Human) NA NA NA NA NA NA NA NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P61289 PSME3_HUMANreviewed Proteasome activator complex subunit 3 (11S regulator complex subunit gamma) (REG-gamma) (Activator of multicatalytic protease subunit 3) (Ki nuclear autoantigen) (Proteasome activator 28 subunit gamma) (PA28g) (PA28gamma)PSME3 254 Homo sapiens (Human) NA NA NA NA NA NA NA NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q13098 CSN1_HUMAN reviewed COP9 signalosome complex subunit 1 (SGN1) (Signalosome subunit 1) (G protein pathway suppressor 1) (GPS-1) (JAB1-containing signalosome subunit 1) (Protein MFH)GPS1 COPS1 CSN1 491 Homo sapiens (Human) NA NA NA NA NA NA NA NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q2WGJ9 FR1L6_HUMANreviewed Fer-1-like protein 6FER1L6 C8orfK23 1857 Homo sapiens (Human) NA NA NA NA NA NA NA NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q49A92 CH034_HUMANreviewed Uncharacterized protein C8orf34 (Protein VEST-1)C8orf34 452 Homo sapiens (Human) NA NA NA NA NA NA NA NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q59GN2 R39L5_HUMANreviewed Putative 60S ribosomal protein L39-like 5 (60S ribosomal protein L39 pseudogene 5)RPL39P5 51 Homo sapiens (Human) NA NA NA NA NA NA NA NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q5T750 XP32_HUMAN reviewed Skin-specific protein 32XP32 C1orf68 250 Homo sapiens (Human) NA NA NA NA NA NA NA NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9H1H9 KI13A_HUMAN reviewed Kinesin-like protein KIF13A (Kinesin-like protein RBKIN)KIF13A RBKIN 1805 Homo sapiens (Human) NA NA NA NA NA NA NA NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9UBC2 EP15R_HUMANreviewed Epidermal growth factor receptor substrate 15-like 1 (Eps15-related protein) (Eps15R)EPS15L1 EPS15R 864 Homo sapiens (Human) NA NA NA NA NA NA NA NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9UEW8 STK39_HUMANreviewed STE20/SPS1-related proline-alanine-rich protein kinase (Ste-20-related kinase) (EC 2.7.11.1) (DCHT) (Serine/threonine-protein kinase 39)STK39 SPAK 545 Homo sapiens (Human) NA NA NA NA NA NA NA NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9UNS2 CSN3_HUMAN reviewed COP9 signalosome complex subunit 3 (SGN3) (Signalosome subunit 3) (JAB1-containing signalosome subunit 3)COPS3 CSN3 423 Homo sapiens (Human) NA NA NA NA NA NA NA NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9UNW1 MINP1_HUMANreviewed Multiple inositol polyphosphate phosphatase 1 (EC 3.1.3.62) (2,3-bisphosphoglycerate 3-phosphatase) (2,3-BPG phosphatase) (EC 3.1.3.80) (Inositol (1,3,4,5)-tetrakisphosphate 3-phosphatase) (Ins(1,3,4,5)P(4) 3-phosphatase)MINPP1 MIPP UNQ900/PRO1917487 Homo sapiens (Human) NA NA NA NA NA NA NA NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P04264 K2C1_HUMAN reviewed Keratin, type II cytoskeletal 1 (67 kDa cytokeratin) (Cytokeratin-1) (CK-1) (Hair alpha protein) (Keratin-1) (K1) (Type-II keratin Kb1)KRT1 KRTA 644 Homo sapiens (Human)NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA P0DI82 TPC2B_HUMANreviewed Trafficking protein particle complex subunit 2 protein TRAPPC2P1 (MBP-1-interacting protein 2A) (MIP-2A)TRAPPC2P1 SEDLP1 TRAPPC2.19140 Homo sapiens (Human)NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
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Proteins quantified in sarcoidosis samples. The list if aim at including values with sufficient values for statistical evaluation, but allows for up to 33% missing values*

Count 840 proteins * these are error factors and p-values from ProteinPilot and not actual ratios

ID IF no countsarc countlof CountEF Protein names PQ Accession count_exp:ID Best Exp1_Unused Exp1_Total Exp2_Unused Exp2_Total Exp3_Unused Exp3_Total Covermax Exp1_.Cov.95. Exp2_.Cov.95. Exp3_.Cov.95. Pmax Exp1_Peptides.95..Exp2_Peptides.95..Exp3_Peptides.95..AvCalc CalcMax Exp1_count Exp2_count Exp3_count Exo26_ref_114.113_1Exo26_PVal.114.113Exo26_EF.114.113Exo26_LowerCI.114.113Exo26_UpperCI.114.113Exo24_ref_115.113_1Exo24_PVal.115.113Exo24_EF.115.113 Exo24_LowerCI.115.113Exo24_UpperCI.115.113 Exo23_ref_114.113_2Exo23_PVal.114.113Exo23_EF.114.113Exo23_LowerCI.114.113Exo23_UpperCI.114.113Exo25_ref_115.113_2Exo25_PVal.115.113Exo25_EF.115.113Exo25_LowerCI.115.113Exo25_UpperCI.115.113Exo22ref_114.113_3Exo22rPVal.114.113Exo22rEF.114.113Exo22rLowerCI.114.113Exo22rUpperCI.114.113Exo6_117.113_1Exo6_1PVal.117.113Exo6_1EF.117.113Exo6_1LowerCI.117.113Exo6_1UpperCI.117.113Exo3_121.113_1Exo3_1PVal.121.113Exo3_1EF.121.113 Exo3_1LowerCI.121.113Exo3_1UpperCI.121.113Exo9_119.113_2Exo9_1PVal.119.113Exo9_1EF.119.113 Exo9_1LowerCI.119.113Exo9_1UpperCI.119.113Exo18_118.113_3Exo18_PVal.119.113Exo18_EF.119.113 Exo18_LowerCI.119.113Exo18_UpperCI.119.113 Exo1_121.113_2Exo1_1PVal.121.113Exo1_1EF.121.113 Exo1_1LowerCI.121.113Exo1_1UpperCI.121.113 Exo15_116.113_1Exo15_PVal.116.113Exo15_EF.116.113Exo15_LowerCI.116.113Exo15_UpperCI.116.113Exo10_118.113_1Exo10_PVal.118.113Exo10_EF.118.113Exo10_LowerCI.118.113Exo10_UpperCI.118.113Exo11_119.113_1Exo11_PVal.119.113Exo11_EF.119.113Exo11_LowerCI.119.113Exo11_UpperCI.119.113Exo19_116.113_2Exo19_PVal.116.113Exo19_EF.116.113 Exo19_LowerCI.116.113Exo19_UpperCI.116.113 Exo13_117.113_2Exo13_PVal.117.113Exo13_EF.117.113Exo13_LowerCI.117.113Exo13_UpperCI.117.113Exo4_118.113_2Exo4_1PVal.118.113Exo4_1EF.118.113Exo4_1LowerCI.118.113Exo5_115.113_3Exo5_1PVal.116.113Exo5_1EF.116.113Exo5_1LowerCI.116.113

A5D8V6 1 2 55 42 80 Vacuolar protein sorting-associated protein 37C (hVps37C) (ESCRT-I complex subunit VPS37C)A5D8V6 sp|A5D8V6|VP37C_HUMAN3 4.58 3.13 3.44 4.58 4.69 2.19 2.37 12.1100001 12.1100001 5.63400015 8.73199999 3 3 2 2 2 3 2 3 2 1.36 0.48 39.41 0.03 53.78 1.59 0.22 8.12 0.20 12.90 1.88 0.05 1.85 1.02 3.48 0.96 0.65 1.45 0.66 1.39 1.10 NA NA NA NA 1.16 0.39 3.77 0.31 4.38 0.91 0.88 497.89 0.00 453.39 0.95 0.73 1.81 0.52 1.71 0.83 NA NA NA NA 0.82 0.20 1.57 0.52 1.29 0.99 0.95 6.71 0.15 6.63 1.07 0.64 3.79 0.28 4.05 1.03 0.83 4.28 0.24 4.41 0.79 0.28 2.04 0.39 1.60 1.26 0.12 1.45 0.87 1.83 0.96 0.70 1.46 0.66 0.77 NA NA NA

A5YKK6 1 3 55 42 80 CCR4-NOT transcription complex subunit 1 (CCR4-associated factor 1) (Negative regulator of transcription subunit 1 homolog) (NOT1H) (hNOT1)A5YKK6 sp|A5YKK6|CNOT1_HUMAN3 4.92 4.52 8.33 4.92 7.38 2.88 4.78 1.30500002 1.30500002 1.30500002 0.42090002 2 2 2 1 2 2 2 2 1 0.91 0.77 20.11 0.05 18.39 1.06 0.64 3.52 0.30 3.74 0.92 0.71 8.38 0.11 7.72 0.95 0.72 3.53 0.27 3.37 1.11 NA NA NA NA 1.20 0.51 10.64 0.11 12.73 0.88 0.77 85.34 0.01 74.73 0.98 0.87 3.54 0.28 3.46 1.57 NA NA NA NA 1.14 0.40 3.52 0.33 4.03 0.99 0.98 31.27 0.03 30.96 0.84 0.52 10.50 0.08 8.80 1.19 0.53 11.21 0.11 13.36 1.41 0.29 8.70 0.16 12.30 0.90 0.48 3.54 0.25 3.18 0.92 0.56 3.54 0.26 0.90 NA NA NA

A6NJ16 1 4 55 34 92 Putative V-set and immunoglobulin domain-containing-like protein IGHV4OR15-8 (Immunoglobulin heavy variable 4 orphon 15-8) (Putative V-set and immunoglobulin domain-containing protein 6)A6NJ16 sp|A6NJ16|VSIG6_HUMAN3 7.11 1.73 2.92 2.99 7.71 7.11 8.62 36.590001 33.3299995 24.3900001 36.590001 8 4 6 8 6 13 1 5 13 0.36 0.82 1.54 0.20 2.66 0.58 4.08 0.55 0.09 2.33 0.24 1.27 0.82 0.28 1.80 0.46 1.47 0.71 0.97 1.75 0.08 2.04 0.86 3.57 0.65 0.03 1.42 0.45 0.92 1.60 0.39 6.49 0.25 10.39 1.12 1.01 1.52 1.93 0.15 3.40 0.57 6.55 0.71 0.34 3.18 0.22 2.27 0.56 0.26 4.86 0.12 0.86 0.34 1.67 0.52

B0I1T2 1 5 75 50 120 Unconventional myosin-Ig [Cleaved into: Minor histocompatibility antigen HA-2 (mHag HA-2)]B0I1T2 sp|B0I1T2|MYO1G_HUMAN3 8.21 5.01 8.57 5.38 8.56 8.21 11.65 8.74300003 6.28700033 6.87600002 8.74300003 5 4 5 5 4 6 4 2 6 0.51 0.07 2.24 0.23 1.14 0.71 0.08 1.54 0.46 1.09 0.54 0.25 25.97 0.02 13.97 0.47 0.23 37.11 0.01 17.50 0.83 0.15 1.43 0.58 1.18 1.42 0.06 1.48 0.97 2.10 2.10 0.01 1.47 1.43 3.08 1.39 0.19 3.63 0.38 5.04 1.66 0.03 1.43 1.16 2.37 1.12 0.73 22.41 0.05 24.99 1.11 0.55 1.87 0.59 2.07 0.79 0.15 1.56 0.51 1.23 1.47 0.05 1.46 1.00 2.15 1.37 0.48 43.57 0.03 59.68 0.84 0.37 4.53 0.18 3.79 1.64 0.36 56.50 0.03 1.42 0.16 1.96 0.72

B9A064 1 6 75 50 120 Immunoglobulin lambda-like polypeptide 5 (G lambda-1) (Germline immunoglobulin lambda 1)B9A064 sp|B9A064|IGLL5_HUMAN3 35.84 35.84 35.84 27.8 27.8 6.27 31.06 50 50 42.9899991 46.7299998 68 62 68 53 54 80 37 44 80 0.43 0.00 1.33 0.32 0.57 1.01 0.98 2.76 0.37 2.79 1.37 0.03 1.31 1.05 1.79 0.58 0.03 1.52 0.38 0.88 0.57 0.01 1.33 0.43 0.76 1.20 0.65 3.23 0.37 3.89 0.89 0.68 2.29 0.39 2.03 1.71 0.03 1.53 1.12 2.63 0.99 0.96 1.56 0.64 1.55 2.57 0.00 1.46 1.77 3.74 1.05 0.89 2.87 0.37 3.01 0.52 0.05 1.95 0.27 1.02 1.18 0.67 2.97 0.40 3.49 1.36 0.17 1.73 0.78 2.34 0.79 0.24 1.69 0.47 1.33 0.56 0.04 1.73 0.32 0.95 0.66 1.42 0.67

O00151 1 7 55 42 80 PDZ and LIM domain protein 1 (C-terminal LIM domain protein 1) (Elfin) (LIM domain protein CLP-36)O00151 sp|O00151|PDLI1_HUMAN3 5.13 4.49 4.87 5.13 5.3 4 4.13 20.0599998 11.2499997 20.0599998 11.2499997 4 3 4 3 3 5 5 3 2 0.91 0.39 1.33 0.69 1.21 0.79 0.24 1.67 0.48 1.32 1.19 0.18 1.44 0.83 1.70 0.90 0.35 1.43 0.63 1.30 0.75 NA NA NA NA 1.14 0.22 1.32 0.87 1.51 1.25 0.08 1.31 0.96 1.65 1.19 0.18 1.44 0.83 1.70 0.83 NA NA NA NA 1.24 0.16 1.51 0.82 1.87 1.15 0.49 1.74 0.66 1.99 1.40 0.06 1.45 0.97 2.02 0.94 0.72 1.70 0.55 1.59 1.15 0.59 2.58 0.45 2.97 1.47 0.05 1.44 1.02 2.12 1.45 0.07 1.58 0.91 0.87 NA NA NA

O00159 1 8 75 50 120 Unconventional myosin-Ic (Myosin I beta) (MMI-beta) (MMIb)O00159 sp|O00159|MYO1C_HUMAN3 56.28 55.39 57.64 56.28 58.93 51.68 56.52 33.3999991 31.6100001 33.3999991 29.0699989 35 31 35 32 35 43 32 30 43 1.13 0.01 1.09 1.04 1.23 0.99 0.77 1.08 0.91 1.07 1.89 0.00 1.10 1.73 2.07 0.73 0.00 1.08 0.67 0.79 1.04 0.33 1.09 0.96 1.13 1.01 0.86 1.12 0.90 1.13 0.89 0.05 1.13 0.79 1.00 1.37 0.00 1.07 1.28 1.47 0.99 0.98 1.65 0.60 1.64 1.01 0.79 1.12 0.90 1.14 1.06 0.39 1.14 0.93 1.20 0.89 0.01 1.08 0.82 0.96 1.26 0.00 1.09 1.15 1.37 1.23 0.00 1.14 1.07 1.41 1.23 0.00 1.07 1.15 1.32 1.16 0.00 1.08 1.07 0.81 0.02 1.18 0.69

O00160 1 9 75 50 120 Unconventional myosin-If (Myosin-Ie)O00160 sp|O00160|MYO1F_HUMAN3 9.35 7.99 9.98 9.35 10.53 9.11 12.3 5.46399988 5.37299998 5.46399988 5.19100018 6 5 6 5 5 8 2 6 8 0.65 0.27 12.44 0.05 8.05 0.57 0.16 5.99 0.09 3.41 0.92 0.39 1.29 0.71 1.18 1.09 0.53 1.41 0.77 1.53 1.11 0.46 1.42 0.78 1.57 1.04 0.80 4.27 0.24 4.43 1.04 0.92 57.14 0.02 59.43 0.83 0.05 1.21 0.69 1.00 1.02 0.94 1.64 0.62 1.66 1.31 0.16 1.53 0.85 2.00 0.93 0.63 4.35 0.21 4.03 1.25 0.60 47.73 0.03 59.55 0.81 0.61 45.21 0.02 36.56 1.38 0.17 1.69 0.81 2.33 0.98 0.77 1.21 0.81 1.18 0.88 0.14 1.21 0.73 1.64 0.05 1.63 1.00

O00161 1 10 75 50 120 Synaptosomal-associated protein 23 (SNAP-23) (Vesicle-membrane fusion protein SNAP-23)O00161 sp|O00161|SNP23_HUMAN3 6.3 5.14 5.27 6.08 6.27 6.3 6.62 21.7999995 21.7999995 17.5400004 17.5400004 4 4 3 3 7 9 5 6 9 1.03 0.82 1.76 0.59 1.82 1.23 0.16 1.51 0.81 1.85 1.11 0.54 1.63 0.68 1.82 0.94 0.61 1.38 0.68 1.30 1.10 0.26 1.26 0.88 1.39 0.88 0.27 1.42 0.62 1.26 1.16 0.29 1.57 0.74 1.82 1.08 0.56 1.49 0.73 1.61 1.19 0.39 1.72 0.69 2.05 1.18 0.16 1.33 0.89 1.57 1.05 0.85 2.62 0.40 2.75 0.90 0.42 1.54 0.59 1.40 0.93 0.55 1.56 0.60 1.45 1.04 0.80 1.56 0.67 1.62 1.01 0.95 1.27 0.79 1.28 0.98 0.89 1.37 0.72 1.08 0.51 1.36 0.79

O00182 1 11 75 50 120 Galectin-9 (Gal-9) (Ecalectin) (Tumor antigen HOM-HD-21)O00182 sp|O00182|LEG9_HUMAN3 6 4.05 4.1 6 6.06 3.76 3.82 10.1400003 7.88699985 10.1400003 6.19699992 4 2 4 2 3 4 3 4 3 1.05 0.72 3.55 0.30 3.72 1.38 0.19 3.55 0.39 4.90 1.00 0.96 1.44 0.69 1.44 1.50 0.09 1.76 0.85 2.63 0.99 0.97 3.92 0.25 3.90 0.99 0.96 3.56 0.28 3.53 1.05 0.72 3.55 0.30 3.72 0.92 0.42 1.45 0.63 1.33 1.01 0.94 4.28 0.24 4.33 1.17 0.21 1.46 0.80 1.72 0.82 0.31 3.84 0.21 3.14 0.88 0.41 3.54 0.25 3.11 0.98 0.85 3.55 0.27 3.47 0.93 0.77 2.58 0.36 2.40 1.09 0.66 2.00 0.54 2.17 1.04 0.70 1.45 0.72 1.07 0.72 5.91 0.18

O00194 1 12 55 34 92 Ras-related protein Rab-27B (C25KG)O00194 sp|O00194|RB27B_HUMAN3 8.68 8.68 10.93 1.87 2.68 2.19 2.28 27.9799998 27.9799998 10.0900002 5.04599996 7 7 4 2 3 4 4 2 4 1.10 0.44 1.41 0.78 1.55 1.29 0.12 1.45 0.88 1.87 0.94 NA NA NA NA 0.89 NA NA NA NA 0.91 0.54 3.72 0.25 3.40 1.10 0.60 1.67 0.66 1.83 0.87 0.17 1.28 0.68 1.11 0.80 NA NA NA NA 0.96 0.77 3.67 0.26 3.53 0.63 NA NA NA NA 1.05 0.59 1.28 0.82 1.34 1.31 0.14 1.53 0.86 2.01 1.21 0.42 1.93 0.63 2.35 0.59 NA NA NA NA 1.19 NA NA NA NA 1.31 NA NA NA 1.09 0.89 432.19 0.00

O00203 1 13 75 50 120 AP-3 complex subunit beta-1 (Adapter-related protein complex 3 subunit beta-1) (Adaptor protein complex AP-3 subunit beta-1) (Beta-3A-adaptin) (Clathrin assembly protein complex 3 beta-1 large chain)O00203 sp|O00203|AP3B1_HUMAN3 5.19 5.19 6.78 3.03 3.96 4.44 5.87 3.10800001 2.83400007 0.9141 3.10800001 3 3 1 3 2 3 3 2 2 0.77 0.24 3.76 0.21 2.90 1.48 0.17 3.78 0.39 5.59 0.72 0.50 60.85 0.01 43.83 1.39 0.45 35.01 0.04 48.76 0.76 0.31 6.06 0.13 4.63 0.68 0.17 3.78 0.18 2.56 0.98 0.90 4.77 0.21 4.67 0.66 0.19 5.02 0.13 3.31 1.03 0.83 3.54 0.29 3.63 0.49 0.34 244.50 0.00 118.92 0.68 0.17 3.78 0.18 2.58 1.16 0.40 3.75 0.31 4.33 0.86 0.38 3.71 0.23 3.19 1.02 0.92 10.83 0.09 11.09 0.80 0.43 9.59 0.08 7.68 0.73 0.49 52.06 0.01 0.62 0.26 14.27 0.04

O00231 1 14 75 50 120 26S proteasome non-ATPase regulatory subunit 11 (26S proteasome regulatory subunit RPN6) (26S proteasome regulatory subunit S9) (26S proteasome regulatory subunit p44.5)O00231 sp|O00231|PSD11_HUMAN3 10.47 10.23 11.86 10.47 11.73 9.71 10.74 18.4799999 18.4799999 15.3999999 16.3499996 6 6 6 6 8 11 6 7 11 0.96 0.62 1.21 0.80 1.16 1.20 0.21 1.40 0.86 1.68 0.72 0.02 1.29 0.56 0.92 1.80 0.01 1.47 1.22 2.64 1.36 0.02 1.26 1.07 1.71 0.72 0.03 1.33 0.54 0.95 0.75 0.01 1.21 0.62 0.91 0.80 0.04 1.23 0.65 0.98 0.77 0.01 1.18 0.66 0.91 0.76 0.16 1.52 0.50 1.16 0.89 0.16 1.20 0.74 1.07 0.94 0.44 1.21 0.78 1.14 0.81 0.05 1.24 0.66 1.01 0.71 0.15 1.69 0.42 1.19 0.87 0.09 1.18 0.74 1.03 1.02 0.91 1.59 0.64 0.94 0.45 1.19 0.79

O00232 1 15 75 50 120 26S proteasome non-ATPase regulatory subunit 12 (26S proteasome regulatory subunit RPN5) (26S proteasome regulatory subunit p55)O00232 sp|O00232|PSD12_HUMAN3 10.49 10.49 11.16 9.57 10.17 8.31 9.08 22.8100002 22.8100002 13.6000007 13.1600007 7 7 5 6 7 8 7 6 8 0.95 0.56 1.23 0.77 1.17 1.32 0.01 1.19 1.11 1.57 0.66 0.05 1.49 0.44 0.99 1.83 0.04 1.78 1.03 3.25 1.32 0.04 1.27 1.04 1.67 0.76 0.21 1.63 0.47 1.24 0.69 0.00 1.20 0.57 0.82 0.72 0.03 1.30 0.56 0.94 0.91 0.51 1.46 0.62 1.34 1.13 0.82 5.04 0.23 5.72 0.66 0.04 1.47 0.45 0.97 0.90 0.19 1.19 0.76 1.07 0.85 0.23 1.37 0.62 1.16 1.06 0.90 3.58 0.30 3.79 0.86 0.31 1.49 0.58 1.28 0.77 0.07 1.36 0.56 0.97 0.81 1.38 0.71

O00299 1 16 75 50 120 Chloride intracellular channel protein 1 (Chloride channel ABP) (Nuclear chloride ion channel 27) (NCC27) (Regulatory nuclear chloride ion channel protein) (hRNCC)O00299 sp|O00299|CLIC1_HUMAN3 16.66 13.97 15.01 15.79 17.23 16.66 18.1 56.0199976 56.0199976 44.8100001 48.1299996 12 12 12 11 19 22 18 16 22 1.21 0.08 1.25 0.97 1.51 0.91 0.20 1.16 0.78 1.06 1.08 0.42 1.22 0.88 1.32 0.86 0.03 1.13 0.76 0.98 1.35 0.00 1.19 1.13 1.61 0.91 0.16 1.15 0.79 1.05 1.04 0.58 1.15 0.90 1.20 1.05 0.63 1.28 0.83 1.35 0.83 0.07 1.23 0.68 1.02 1.03 0.76 1.27 0.81 1.32 0.93 0.61 1.34 0.70 1.25 1.34 0.01 1.24 1.08 1.66 0.93 0.35 1.19 0.78 1.10 0.79 0.10 1.35 0.58 1.06 1.16 0.04 1.15 1.01 1.33 1.21 0.01 1.13 1.07 1.34 0.04 1.32 1.01

O00303 1 17 75 50 120 Eukaryotic translation initiation factor 3 subunit F (eIF3f) (Deubiquitinating enzyme eIF3f) (EC 3.4.19.12) (Eukaryotic translation initiation factor 3 subunit 5) (eIF-3-epsilon) (eIF3 p47)O00303 sp|O00303|EIF3F_HUMAN3 7.9 7.9 8 6 6.02 6.05 6.2 14.5699993 14.5699993 12.3199999 12.3199999 4 4 4 3 4 5 5 3 5 0.69 0.01 1.21 0.57 0.83 2.00 0.02 1.69 1.19 3.37 0.83 0.30 1.80 0.46 1.49 2.00 0.01 1.44 1.39 2.88 1.13 0.65 12.65 0.09 14.27 0.65 0.01 1.33 0.49 0.87 0.78 0.02 1.20 0.65 0.94 0.84 0.17 1.44 0.58 1.20 1.04 0.76 3.60 0.29 3.74 1.17 0.23 1.47 0.79 1.72 0.62 0.01 1.29 0.48 0.79 0.86 0.09 1.21 0.71 1.04 0.80 0.03 1.20 0.66 0.96 0.88 0.66 2.89 0.30 2.55 0.83 0.15 1.44 0.57 1.19 0.94 0.62 1.62 0.58 0.88 0.54 6.28 0.14

O00391 1 18 75 50 120 Sulfhydryl oxidase 1 (hQSOX) (EC 1.8.3.2) (Quiescin Q6)O00391 sp|O00391|QSOX1_HUMAN3 36.25 28.96 30.8 36.25 37.39 26.45 28.2 30.6600004 25.2999991 30.6600004 24.0999997 24 20 24 17 22 28 17 28 20 1.91 0.00 1.24 1.54 2.37 0.59 0.00 1.18 0.50 0.70 1.42 0.00 1.14 1.25 1.62 1.17 0.07 1.19 0.98 1.40 0.71 0.00 1.15 0.61 0.81 1.15 0.09 1.19 0.97 1.37 0.75 0.00 1.17 0.64 0.88 1.10 0.13 1.13 0.97 1.25 0.79 0.03 1.22 0.65 0.97 0.91 0.32 1.21 0.76 1.10 1.00 0.98 1.28 0.78 1.28 0.75 0.00 1.20 0.62 0.90 0.80 0.09 1.31 0.61 1.04 1.25 0.00 1.15 1.09 1.43 1.53 0.00 1.20 1.27 1.84 0.56 0.00 1.15 0.49 0.78 0.06 1.31 0.59

O00410 1 19 55 42 80 Importin-5 (Imp5) (Importin subunit beta-3) (Karyopherin beta-3) (Ran-binding protein 5) (RanBP5)O00410 sp|O00410|IPO5_HUMAN3 6.2 6.2 7.46 6.15 6.85 4.05 5.22 4.28400002 4.28400002 4.01099995 3.19099985 4 4 4 3 4 4 3 4 4 0.98 0.84 1.44 0.68 1.42 1.22 0.72 8.27 0.15 10.12 0.99 0.88 1.47 0.67 1.45 1.07 0.54 1.46 0.73 1.56 0.99 NA NA NA NA 0.80 0.12 1.44 0.55 1.15 0.98 0.85 1.52 0.64 1.49 0.91 0.40 1.47 0.62 1.33 0.99 NA NA NA NA 0.91 0.40 1.47 0.62 1.34 1.10 0.40 1.45 0.76 1.58 1.17 0.20 1.44 0.81 1.69 0.85 0.19 1.44 0.59 1.22 1.04 0.72 1.51 0.69 1.57 1.16 0.25 1.47 0.79 1.70 1.36 0.21 2.08 0.65 1.23 NA NA NA

O00560 1 21 75 50 120 Syntenin-1 (Melanoma differentiation-associated protein 9) (MDA-9) (Pro-TGF-alpha cytoplasmic domain-interacting protein 18) (TACIP18) (Scaffold protein Pbp1) (Syndecan-binding protein 1)O00560 sp|O00560|SDCB1_HUMAN3 48.12 44.38 45.29 48.12 48.38 46.23 47.96 72.149998 68.4599996 65.7700002 72.149998 70 52 61 70 45 62 29 43 62 1.77 0.00 1.21 1.47 2.14 1.77 0.02 1.56 1.14 2.76 2.40 0.00 1.18 2.03 2.85 1.45 0.00 1.13 1.28 1.64 0.98 0.80 1.24 0.79 1.21 1.13 0.48 1.45 0.78 1.64 0.56 0.01 1.46 0.39 0.82 1.17 0.06 1.18 0.99 1.38 0.92 0.43 1.27 0.72 1.16 0.96 0.76 1.31 0.73 1.26 0.66 0.18 1.88 0.35 1.25 0.80 0.07 1.27 0.63 1.02 0.71 0.13 1.60 0.44 1.13 0.96 0.79 1.36 0.71 1.31 1.05 0.34 1.12 0.94 1.18 0.93 0.22 1.12 0.83 0.58 0.00 1.36 0.43

O00571 1 22 75 50 120 ATP-dependent RNA helicase DDX3X (EC 3.6.4.13) (DEAD box protein 3, X-chromosomal) (DEAD box, X isoform) (Helicase-like protein 2) (HLP2)O00571 sp|O00571|DDX3X_HUMAN3 8.84 2.38 2.89 8.84 9.01 4.77 4.98 6.49499968 5.28700016 6.49499968 5.73999994 4 3 4 3 3 4 2 4 3 1.13 0.45 3.62 0.31 4.08 0.80 0.28 3.90 0.20 3.12 1.45 0.34 2.80 0.52 4.06 1.15 0.59 2.12 0.54 2.44 0.89 0.51 4.44 0.20 3.96 0.95 0.68 3.59 0.26 3.40 1.12 0.47 3.62 0.31 4.04 1.08 0.37 1.25 0.86 1.35 0.94 0.88 59.65 0.02 56.24 1.15 0.15 1.26 0.92 1.45 0.96 0.75 3.59 0.27 3.44 1.36 0.27 5.71 0.24 7.76 0.94 0.63 3.59 0.26 3.36 1.20 0.08 1.25 0.95 1.50 1.13 0.20 1.26 0.89 1.42 1.04 0.73 1.38 0.75 0.90 0.53 4.43 0.20

O00592 1 23 55 34 92 Podocalyxin (GCTM-2 antigen) (Gp200) (Podocalyxin-like protein 1) (PC) (PCLP-1)O00592 sp|O00592|PODXL_HUMAN3 4.01 1.52 1.7 3.89 4 4.01 4.18 3.5840001 1.25399996 3.5840001 3.5840001 2 1 2 2 2 4 1 2 4 1.43 1.60 1.88 0.19 12.04 0.16 22.64 0.78 0.24 3.58 0.22 2.79 1.12 0.47 3.52 0.32 3.92 1.99 0.81 1.13 0.44 3.51 0.32 3.95 1.22 0.29 3.52 0.35 4.29 1.06 0.86 21.25 0.05 22.46 1.84 1.31 1.89 1.27 0.25 3.51 0.36 4.47 1.20 0.32 3.51 0.34 4.21 1.06 0.67 3.51 0.30 1.33 0.38 11.77 0.11

O00764 1 26 75 50 120 Pyridoxal kinase (EC 2.7.1.35) (Pyridoxine kinase)O00764 sp|O00764|PDXK_HUMAN3 12.07 12.07 12.21 7.57 7.74 8.73 8.85 25 25 16.99 22.1200004 7 7 4 5 4 6 6 4 3 1.39 0.01 1.22 1.14 1.69 0.71 0.02 1.31 0.54 0.92 1.16 0.35 1.70 0.68 1.98 0.72 0.10 1.65 0.43 1.18 1.15 0.76 85.51 0.01 98.39 1.08 0.34 1.21 0.89 1.31 1.07 0.33 1.18 0.91 1.26 1.02 0.96 3.73 0.27 3.79 0.73 0.52 63.48 0.01 46.65 0.89 0.75 3.63 0.25 3.24 1.41 0.05 1.42 0.99 2.00 1.15 0.24 1.30 0.88 1.50 1.19 0.04 1.17 1.01 1.39 0.85 0.66 4.05 0.21 3.42 0.94 0.64 1.67 0.56 1.57 1.05 0.60 1.42 0.74 2.00 0.41 683.79 0.00

O14617 1 27 75 50 120 AP-3 complex subunit delta-1 (AP-3 complex subunit delta) (Adapter-related protein complex 3 subunit delta-1) (Delta-adaptin)O14617 sp|O14617|AP3D1_HUMAN3 4.22 1.33 2.35 4.22 4.74 3.65 4.65 4.85699996 0.78059998 4.85699996 3.816 3 1 3 3 3 5 2 3 5 0.71 0.48 60.61 0.01 42.83 1.34 0.23 4.11 0.33 5.50 0.93 0.85 54.16 0.02 50.24 1.27 0.62 82.37 0.02 104.34 0.64 0.05 1.59 0.40 1.01 0.87 0.78 139.43 0.01 121.40 1.05 0.81 6.17 0.17 6.45 1.06 0.89 62.38 0.02 65.88 0.97 0.72 1.44 0.67 1.39 1.36 0.21 3.85 0.35 5.22 0.84 0.58 16.92 0.05 14.23 1.14 0.54 7.14 0.16 8.17 0.90 0.78 50.25 0.02 45.02 1.03 0.84 4.94 0.21 5.10 0.98 0.88 3.81 0.26 3.74 1.07 0.76 7.73 0.14 1.24 0.55 3.74 0.33

O14672 1 28 75 50 120 Disintegrin and metalloproteinase domain-containing protein 10 (ADAM 10) (EC 3.4.24.81) (CDw156) (Kuzbanian protein homolog) (Mammalian disintegrin-metalloprotease) (CD antigen CD156c)O14672 sp|O14672|ADA10_HUMAN3 7.57 7.57 8.42 5.18 5.37 3.85 4.27 6.28300011 6.28300011 4.41199988 4.947 4 4 3 3 4 5 4 4 5 0.96 0.68 1.43 0.67 1.37 1.74 0.02 1.43 1.22 2.49 1.69 0.29 4.85 0.35 8.20 1.07 0.49 1.45 0.74 1.56 1.06 0.80 10.75 0.10 11.44 0.97 0.71 1.43 0.68 1.38 1.17 0.20 1.43 0.82 1.66 1.06 0.60 1.51 0.70 1.61 0.98 0.94 19.40 0.05 18.94 1.02 0.90 2.07 0.49 2.12 0.90 0.32 1.42 0.63 1.28 0.96 0.71 1.43 0.68 1.38 0.82 0.30 1.81 0.45 1.50 0.92 0.74 2.45 0.38 2.26 1.25 0.19 1.64 0.76 2.04 1.25 0.12 1.45 0.87 0.81 0.33 4.83 0.17

O14745 1 30 75 50 120 Na(+)/H(+) exchange regulatory cofactor NHE-RF1 (NHERF-1) (Ezrin-radixin-moesin-binding phosphoprotein 50) (EBP50) (Regulatory cofactor of Na(+)/H(+) exchanger) (Sodium-hydrogen exchanger regulatory factor 1) (Solute carrier family 9 isoform A3 regulatory factor 1)O14745 sp|O14745|NHRF1_HUMAN3 22.25 21.76 22.12 16.68 16.96 22.25 22.79 36.0300005 32.4000001 26.5399993 36.0300005 17 17 11 17 19 32 12 14 32 1.24 0.02 1.18 1.05 1.47 1.04 0.44 1.14 0.92 1.19 0.97 0.78 1.26 0.77 1.23 0.87 0.07 1.17 0.74 1.02 1.32 0.00 1.13 1.17 1.49 0.79 0.01 1.18 0.67 0.93 0.92 0.15 1.14 0.81 1.04 0.95 0.43 1.17 0.81 1.11 1.00 0.98 1.32 0.76 1.31 0.79 0.02 1.19 0.66 0.94 0.77 0.00 1.14 0.68 0.88 1.36 0.00 1.13 1.20 1.54 0.73 0.00 1.14 0.64 0.82 0.56 0.01 1.39 0.40 0.78 1.22 0.02 1.17 1.04 1.43 1.32 0.01 1.17 1.13 1.60 0.00 1.16 1.38

O14908 1 32 75 50 120 PDZ domain-containing protein GIPC1 (GAIP C-terminus-interacting protein) (RGS-GAIP-interacting protein) (RGS19-interacting protein 1) (Tax interaction protein 2) (TIP-2)O14908 sp|O14908|GIPC1_HUMAN3 10.75 10.75 11.43 4.09 4.27 5.99 6.31 21.6199994 21.6199994 7.80799985 12.9099995 6 6 2 3 6 7 7 4 6 1.33 0.07 1.37 0.97 1.82 1.48 0.02 1.37 1.08 2.03 2.01 0.10 4.14 0.49 8.33 0.96 0.78 4.15 0.23 3.99 1.23 0.13 1.44 0.85 1.78 1.05 0.52 1.18 0.89 1.23 0.96 0.76 1.37 0.70 1.32 1.12 0.49 4.10 0.27 4.60 1.12 0.45 1.67 0.67 1.86 1.06 0.70 4.12 0.26 4.36 0.95 0.63 1.28 0.74 1.22 0.99 0.83 1.18 0.84 1.16 1.01 0.94 1.24 0.81 1.25 0.77 0.33 6.57 0.12 5.08 1.20 0.35 4.17 0.29 5.02 1.08 0.63 4.15 0.26 0.94 0.55 1.44 0.65

O14980 1 33 75 50 120 Exportin-1 (Exp1) (Chromosome region maintenance 1 protein homolog)O14980 sp|O14980|XPO1_HUMAN3 8.83 6.69 7.55 6.15 7.3 8.83 10.04 8.03000033 7.00299963 6.16200008 8.03000033 5 5 5 5 6 8 6 5 8 1.37 0.15 1.69 0.81 2.31 1.11 0.78 2.90 0.38 3.21 1.00 1.00 2.27 0.44 2.27 1.14 0.27 1.47 0.78 1.68 1.26 0.11 1.42 0.89 1.78 0.84 0.11 1.27 0.66 1.07 1.01 0.92 1.28 0.79 1.29 1.09 0.83 4.68 0.23 5.10 1.41 0.12 1.75 0.80 2.47 1.30 0.42 3.13 0.42 4.07 0.93 0.43 1.27 0.73 1.19 1.01 0.91 1.45 0.70 1.47 0.92 0.39 1.29 0.72 1.19 1.08 0.85 4.82 0.22 5.21 1.17 0.21 1.47 0.80 1.72 1.15 0.25 1.47 0.79 1.20 0.15 1.42 0.85

O15118 1 34 75 50 120 Niemann-Pick C1 proteinO15118 sp|O15118|NPC1_HUMAN3 11.19 11.19 12.19 8.39 9.08 2.42 3.09 4.06900011 4.06900011 3.20799984 1.72099993 6 6 5 2 5 8 8 5 2 1.00 0.96 1.17 0.86 1.17 2.57 0.00 1.41 1.82 3.63 2.01 0.00 1.28 1.57 2.56 0.94 0.51 1.30 0.72 1.22 0.91 0.53 3.75 0.24 3.41 0.99 0.94 1.38 0.72 1.36 0.65 0.14 1.89 0.34 1.22 1.40 0.02 1.28 1.10 1.79 0.92 0.59 3.72 0.25 3.43 0.78 0.65 4.81 0.16 3.75 0.84 0.19 1.33 0.63 1.12 1.56 0.02 1.37 1.14 2.13 0.99 0.94 1.33 0.74 1.32 0.77 0.09 1.40 0.55 1.08 0.99 0.92 1.28 0.78 1.27 0.94 0.47 1.27 0.74 0.71 0.22 4.73 0.15

O15143 1 35 55 42 80 Actin-related protein 2/3 complex subunit 1B (Arp2/3 complex 41 kDa subunit) (p41-ARC)O15143 sp|O15143|ARC1B_HUMAN3 6.85 6.85 7.82 5.48 6.4 5.05 6.05 13.9799997 13.9799997 8.60200003 11.5599997 4 4 3 3 3 3 3 3 2 0.70 0.19 3.86 0.18 2.72 1.19 0.42 5.41 0.22 6.41 0.75 0.09 1.47 0.51 1.11 2.06 0.02 1.54 1.34 3.17 1.34 NA NA NA NA 0.75 0.22 3.87 0.19 2.89 0.88 0.55 7.47 0.12 6.54 0.75 0.22 2.01 0.37 1.51 0.43 NA NA NA NA 0.79 0.12 1.47 0.54 1.16 0.97 0.85 3.87 0.25 3.77 1.03 0.88 5.91 0.17 6.07 0.93 0.77 10.32 0.09 9.65 0.64 0.04 1.46 0.43 0.93 0.79 0.12 1.47 0.54 1.16 0.83 0.17 1.47 0.57 1.43 NA NA NA

O15144 1 36 75 50 120 Actin-related protein 2/3 complex subunit 2 (Arp2/3 complex 34 kDa subunit) (p34-ARC)O15144 sp|O15144|ARPC2_HUMAN3 13.09 9.29 10.4 13.09 14.09 12.26 13.11 23.6699998 15.0000006 18.0000007 23.6699998 7 5 7 7 9 9 9 9 8 0.72 0.00 1.17 0.62 0.84 0.98 0.72 1.17 0.84 1.14 0.79 0.06 1.30 0.61 1.02 1.59 0.03 1.46 1.09 2.32 1.13 0.24 1.27 0.89 1.44 0.74 0.00 1.17 0.63 0.86 0.87 0.07 1.17 0.75 1.02 0.96 0.80 1.47 0.65 1.41 0.80 0.09 1.32 0.61 1.05 0.94 0.72 1.52 0.62 1.43 0.91 0.27 1.23 0.74 1.11 0.96 0.59 1.19 0.81 1.15 0.93 0.31 1.18 0.78 1.10 0.90 0.62 1.67 0.54 1.50 0.91 0.17 1.17 0.77 1.06 0.82 0.02 1.17 0.70 0.98 0.88 1.50 0.65

O15145 1 37 75 50 120 Actin-related protein 2/3 complex subunit 3 (Arp2/3 complex 21 kDa subunit) (p21-ARC)O15145 sp|O15145|ARPC3_HUMAN3 5.75 5.75 6.14 5.11 5.58 5.36 5.67 17.4199998 17.4199998 17.4199998 17.4199998 5 4 5 5 7 10 6 4 10 0.73 0.03 1.31 0.56 0.96 1.11 0.24 1.26 0.88 1.39 0.72 0.06 1.42 0.51 1.03 2.11 0.01 1.42 1.49 2.98 1.57 0.03 1.42 1.10 2.24 0.69 0.02 1.27 0.54 0.88 0.78 0.04 1.26 0.62 0.98 0.75 0.07 1.42 0.53 1.06 0.87 0.46 1.87 0.47 1.64 1.00 1.00 2.98 0.34 2.98 0.93 0.64 1.56 0.60 1.45 0.97 0.72 1.26 0.77 1.22 0.90 0.23 1.25 0.72 1.13 0.79 0.36 2.33 0.34 1.85 0.91 0.37 1.42 0.64 1.29 0.78 0.09 1.42 0.55 1.07 0.79 2.64 0.41

O15247 1 38 75 50 120 Chloride intracellular channel protein 2 (XAP121)O15247 sp|O15247|CLIC2_HUMAN3 4.04 2.1 5.66 1.74 3.04 4.04 6.38 15.7900006 10.5300002 13.3599997 15.7900006 4 3 3 4 4 7 3 2 7 1.08 0.61 4.19 0.26 4.54 1.16 0.38 3.73 0.31 4.34 1.51 0.15 3.52 0.43 5.30 0.94 0.68 4.18 0.22 3.93 1.00 0.99 3.60 0.28 3.61 1.03 0.84 3.76 0.27 3.86 0.66 0.17 4.16 0.16 2.77 1.02 0.97 118.05 0.01 119.95 0.94 0.63 3.58 0.26 3.35 1.16 0.59 11.94 0.10 13.85 0.79 0.32 5.03 0.16 3.97 1.37 0.32 9.17 0.15 12.56 0.90 0.48 3.73 0.24 3.34 1.13 0.60 8.29 0.14 9.36 1.18 0.34 3.52 0.34 4.15 1.00 0.98 3.51 0.28 0.70 0.44 41.42 0.02

O15400 1 39 75 50 120 Syntaxin-7 O15400 sp|O15400|STX7_HUMAN3 9.89 3.7 3.83 9.89 9.95 2.12 2.21 33.7199986 22.2200006 33.7199986 11.1100003 6 4 6 2 3 4 2 4 3 1.31 0.23 3.57 0.37 4.67 1.53 0.15 3.57 0.43 5.45 2.00 0.03 1.67 1.20 3.35 1.12 0.34 1.49 0.75 1.67 1.01 0.96 7.59 0.13 7.67 0.98 0.85 3.55 0.27 3.47 1.01 0.95 4.91 0.21 4.95 1.16 0.59 2.70 0.43 3.12 1.56 0.40 58.18 0.03 90.51 1.34 0.12 1.61 0.83 2.16 1.11 0.78 37.34 0.03 41.31 0.95 0.90 90.82 0.01 85.93 1.02 0.85 3.56 0.29 3.64 1.37 0.07 1.46 0.94 2.00 1.21 0.17 1.47 0.82 1.77 0.93 0.48 1.46 0.64 0.89 0.46 3.52 0.25

O15484 1 40 75 50 120 Calpain-5 (EC 3.4.22.-) (Calpain htra-3) (New calpain 3) (nCL-3)O15484 sp|O15484|CAN5_HUMAN3 10.57 10.57 11.29 10.05 10.43 5.98 6.51 12.6599997 10.4699999 12.6599997 9.06300023 6 6 6 4 5 7 7 4 3 1.10 0.58 1.48 0.74 1.63 1.07 0.51 1.25 0.85 1.33 0.93 0.75 1.92 0.49 1.78 0.85 0.11 1.25 0.68 1.07 1.30 0.54 41.12 0.03 53.37 0.71 0.04 1.39 0.51 0.99 1.04 0.56 1.16 0.90 1.20 0.78 0.12 1.44 0.54 1.13 1.25 0.50 17.97 0.07 22.48 0.77 0.30 1.92 0.40 1.48 1.16 0.10 1.21 0.96 1.41 1.37 0.03 1.32 1.04 1.81 0.76 0.03 1.26 0.61 0.96 0.69 0.12 1.72 0.40 1.18 1.10 0.28 1.25 0.88 1.38 1.45 0.07 1.51 0.96 1.60 0.33 31.59 0.05

O15551 1 42 75 50 120 Claudin-3 (Clostridium perfringens enterotoxin receptor 2) (CPE-R 2) (CPE-receptor 2) (Rat ventral prostate.1 protein homolog) (hRVP1)O15551 sp|O15551|CLD3_HUMAN3 3.41 3.41 3.41 3.33 3.33 3.21 3.21 10.4500003 9.5449999 10.4500003 10.4500003 2 2 2 2 3 5 2 3 5 1.72 0.14 4.40 0.39 7.55 1.47 0.27 9.40 0.16 13.85 1.47 0.17 3.74 0.39 5.49 0.86 0.39 3.76 0.23 3.25 1.05 0.79 6.19 0.17 6.50 0.83 0.35 4.43 0.19 3.66 1.03 0.82 4.41 0.23 4.56 1.28 0.25 3.74 0.34 4.79 1.38 0.19 3.54 0.39 4.88 1.22 0.43 7.88 0.16 9.64 1.01 0.98 92.82 0.01 94.07 1.19 0.42 5.51 0.22 6.56 0.64 0.17 4.85 0.13 3.10 0.77 0.67 371.38 0.00 285.54 1.03 0.80 3.72 0.28 3.85 1.79 0.14 5.36 0.33 0.97 0.97 2711.10 0.00

O43237 1 43 75 50 120 Cytoplasmic dynein 1 light intermediate chain 2 (Dynein light intermediate chain 2, cytosolic) (LIC-2) (LIC53/55)O43237 sp|O43237|DC1L2_HUMAN3 6.74 6.74 7.25 6.09 6.47 4.09 4.72 11.7899999 11.7899999 8.73999968 6.30099997 4 3 4 3 3 5 2 5 2 0.92 0.56 3.63 0.25 3.34 1.14 0.59 9.61 0.12 10.97 0.88 0.30 1.51 0.58 1.32 1.65 0.09 2.03 0.81 3.34 1.28 0.28 4.41 0.29 5.66 0.62 0.13 3.63 0.17 2.25 0.89 0.44 3.62 0.24 3.21 0.93 0.54 1.54 0.60 1.43 0.90 0.84 158.66 0.01 142.95 0.84 0.53 2.71 0.31 2.27 0.66 0.15 3.62 0.18 2.40 0.93 0.62 3.59 0.26 3.35 0.83 0.32 3.63 0.23 3.01 0.82 0.23 1.65 0.50 1.35 1.03 0.82 1.51 0.68 1.54 1.03 0.81 1.50 0.68 0.71 0.49 61.15 0.01

O43242 1 44 75 50 120 26S proteasome non-ATPase regulatory subunit 3 (26S proteasome regulatory subunit RPN3) (26S proteasome regulatory subunit S3) (Proteasome subunit p58)O43242 sp|O43242|PSMD3_HUMAN3 13.63 10.77 11.17 13.63 14.14 11.81 12.52 18.9099997 12.5499994 18.9099997 15.1700005 9 5 9 6 8 9 6 9 8 0.91 0.56 1.47 0.62 1.34 1.36 0.11 1.50 0.90 2.04 0.61 0.02 1.49 0.41 0.91 2.05 0.01 1.51 1.35 3.09 1.41 0.05 1.41 1.00 1.99 0.65 0.62 7.84 0.08 5.13 0.81 0.18 1.42 0.57 1.15 0.87 0.08 1.19 0.73 1.03 0.78 0.58 3.07 0.26 2.40 0.89 0.87 5.50 0.16 4.90 0.69 0.67 8.21 0.08 5.69 0.98 0.90 1.43 0.68 1.41 0.87 0.48 1.57 0.56 1.37 0.77 0.12 1.42 0.54 1.10 0.83 0.03 1.17 0.71 0.97 0.80 0.01 1.17 0.69 1.04 0.89 2.01 0.52

O43488 1 45 55 34 92 Aflatoxin B1 aldehyde reductase member 2 (EC 1.1.1.n11) (AFB1 aldehyde reductase 1) (AFB1-AR 1) (Aldoketoreductase 7) (Succinic semialdehyde reductase) (SSA reductase)O43488 sp|O43488|ARK72_HUMAN3 8.13 8.13 8.24 3.84 3.9 5.55 5.7 13.0899996 13.0899996 7.2420001 12.5300005 6 6 2 3 4 7 4 1 7 1.70 0.02 1.43 1.19 2.43 0.68 0.03 1.38 0.49 0.93 1.21 NA NA NA NA 1.03 NA NA NA NA 0.95 0.51 1.25 0.76 1.19 0.99 0.91 1.39 0.71 1.37 1.31 0.03 1.26 1.04 1.64 0.83 NA NA NA NA 0.96 0.84 1.84 0.52 1.77 0.66 NA NA NA NA 1.31 0.05 1.31 1.00 1.71 1.37 0.02 1.26 1.09 1.72 1.02 0.76 1.25 0.82 1.28 0.79 NA NA NA NA 1.22 NA NA NA NA 1.26 NA NA NA 0.94 0.78 1.91 0.49

O43490 1 46 75 50 120 Prominin-1 (Antigen AC133) (Prominin-like protein 1) (CD antigen CD133)O43490 sp|O43490|PROM1_HUMAN3 34.59 30.73 31.35 22.18 22.92 34.59 35.93 25.7800013 22.2000003 18.2699993 25.7800013 29 25 16 29 35 48 33 23 48 0.97 0.58 1.13 0.86 1.09 1.11 0.04 1.11 1.00 1.23 0.99 0.84 1.15 0.86 1.13 0.95 0.30 1.12 0.85 1.06 1.20 0.00 1.10 1.09 1.31 0.59 0.00 1.32 0.44 0.78 0.91 0.06 1.10 0.82 1.00 0.93 0.21 1.13 0.82 1.05 0.99 0.94 1.23 0.81 1.22 0.77 0.00 1.15 0.67 0.89 0.85 0.03 1.16 0.73 0.98 1.45 0.00 1.20 1.20 1.74 0.84 0.04 1.17 0.72 0.99 0.65 0.01 1.38 0.48 0.90 0.95 0.20 1.09 0.87 1.03 1.22 0.01 1.14 1.07 2.11 0.00 1.13 1.87

O43633 1 47 75 50 120 Charged multivesicular body protein 2a (Chromatin-modifying protein 2a) (CHMP2a) (Putative breast adenocarcinoma marker BC-2) (Vacuolar protein sorting-associated protein 2-1) (Vps2-1) (hVps2-1)O43633 sp|O43633|CHM2A_HUMAN3 9.35 9.35 11.27 3.28 4.69 7.71 9 23.8700002 23.8700002 18.0199996 15.7700002 7 7 5 6 5 9 4 3 9 1.85 0.01 1.35 1.37 2.50 1.52 0.10 1.76 0.86 2.68 2.37 0.13 10.04 0.24 23.85 1.42 0.31 10.44 0.14 14.87 0.83 0.08 1.26 0.66 1.04 1.05 0.58 1.31 0.80 1.38 0.52 0.02 1.51 0.34 0.79 1.10 0.66 7.66 0.14 8.41 0.75 0.03 1.25 0.60 0.94 1.27 0.26 3.71 0.34 4.70 0.65 0.07 1.66 0.39 1.07 0.79 0.12 1.42 0.56 1.12 0.80 0.18 1.51 0.53 1.20 0.76 0.45 20.14 0.04 15.31 1.13 0.54 6.04 0.19 6.85 0.70 0.18 3.69 0.19 0.57 0.01 1.32 0.43

O43707 1 49 75 50 120 Alpha-actinin-4 (F-actin cross-linking protein) (Non-muscle alpha-actinin 4)O43707 sp|O43707|ACTN4_HUMAN3 57.76 57.76 58.65 47.63 48.39 45.52 47.15 38.6400014 38.6400014 35.7800007 31.9400013 36 36 33 30 16 17 15 15 17 0.94 0.62 1.28 0.74 1.21 0.83 0.01 1.14 0.73 0.94 0.98 0.71 1.12 0.88 1.10 1.23 0.03 1.20 1.03 1.47 1.09 0.19 1.14 0.95 1.24 1.03 0.78 1.24 0.83 1.27 0.99 0.82 1.11 0.89 1.10 1.06 0.49 1.22 0.87 1.30 0.96 0.74 1.33 0.72 1.27 1.09 0.26 1.18 0.92 1.29 0.98 0.79 1.15 0.86 1.13 0.99 0.91 1.19 0.83 1.18 1.19 0.03 1.17 1.02 1.39 1.00 0.98 1.41 0.71 1.42 0.95 0.32 1.12 0.85 1.06 1.12 0.05 1.12 1.00 1.25 0.01 1.17 1.07

O43747 1 50 75 50 120 AP-1 complex subunit gamma-1 (Adapter-related protein complex 1 subunit gamma-1) (Adaptor protein complex AP-1 subunit gamma-1) (Clathrin assembly protein complex 1 gamma-1 large chain) (Gamma1-adaptin) (Golgi adaptor HA1/AP1 adaptin subunit gamma-1)O43747 sp|O43747|AP1G1_HUMAN3 11.92 11.92 12.6 3.65 4.67 8.05 9.3 10.3399999 10.3399999 3.89299989 6.44799992 7 7 2 5 5 6 6 2 6 0.85 0.57 2.23 0.38 1.89 0.76 0.04 1.27 0.60 0.97 0.89 0.47 3.63 0.25 3.24 1.09 0.55 3.68 0.30 4.02 1.11 0.18 1.20 0.93 1.33 1.15 0.21 1.31 0.87 1.50 1.04 0.76 1.43 0.73 1.48 1.03 0.82 3.69 0.28 3.80 1.21 0.49 2.01 0.60 2.44 1.08 0.66 4.74 0.23 5.10 0.97 0.67 1.27 0.76 1.23 1.06 0.69 1.52 0.70 1.61 0.82 0.23 1.51 0.55 1.24 1.26 0.27 3.67 0.34 4.61 1.28 0.25 3.66 0.35 4.68 1.14 0.42 3.67 0.31 1.19 0.15 1.31 0.91

O43795 1 51 75 50 120 Unconventional myosin-Ib (MYH-1c) (Myosin I alpha) (MMI-alpha) (MMIa)O43795 sp|O43795|MYO1B_HUMAN3 30.96 30.96 37.9 19.96 27.04 22.61 30.38 16.8099999 15.67 11.53 16.8099999 17 17 13 15 17 20 16 16 20 1.00 0.95 1.16 0.87 1.16 0.99 0.93 1.15 0.86 1.15 0.95 0.43 1.16 0.81 1.10 0.81 0.00 1.10 0.74 0.89 0.94 0.34 1.16 0.81 1.08 0.87 0.11 1.19 0.73 1.04 1.02 0.65 1.10 0.93 1.13 1.23 0.10 1.29 0.95 1.60 0.99 0.90 1.21 0.81 1.20 1.20 0.12 1.27 0.94 1.53 1.07 0.46 1.21 0.88 1.30 1.15 0.01 1.10 1.04 1.27 1.14 0.05 1.14 1.00 1.31 0.92 0.43 1.23 0.75 1.14 1.13 0.04 1.12 1.01 1.26 1.27 0.00 1.10 1.16 1.03 0.61 1.11 0.92

O43813 1 52 55 42 80 LanC-like protein 1 (40 kDa erythrocyte membrane protein) (p40)O43813 sp|O43813|LANC1_HUMAN3 5.06 4 4.09 5.06 5.12 2.08 2.23 11.53 8.5210003 11.53 5.51399998 3 2 3 1 3 4 3 2 4 0.75 0.69 1199.97 0.00 897.77 0.66 0.51 239.67 0.00 158.54 1.30 0.27 4.36 0.30 5.65 0.87 0.43 4.01 0.22 3.50 0.69 NA NA NA NA 1.11 0.58 5.52 0.20 6.12 1.05 0.74 4.62 0.23 4.86 0.90 0.48 3.56 0.25 3.20 0.90 NA NA NA NA 1.01 0.98 22.66 0.04 22.80 1.37 0.44 25.99 0.05 35.49 0.77 0.58 81.24 0.01 62.19 1.20 0.52 11.38 0.11 13.65 1.07 0.63 3.59 0.30 3.84 1.19 0.33 3.58 0.33 4.27 1.01 0.94 3.58 0.28 0.53 NA NA NA

O43866 1 54 75 50 120 CD5 antigen-like (CT-2) (IgM-associated peptide) (SP-alpha)O43866 sp|O43866|CD5L_HUMAN3 33.99 33.99 34.28 29.43 29.52 22.71 22.8 51.5900016 51.5900016 45.8200008 35.4499996 23 23 17 13 29 31 26 29 31 0.26 0.00 1.62 0.16 0.42 0.54 0.00 1.18 0.46 0.64 0.40 0.00 1.30 0.31 0.53 0.54 0.00 1.14 0.47 0.61 1.10 0.20 1.17 0.94 1.28 1.25 0.00 1.13 1.11 1.41 1.66 0.00 1.09 1.52 1.80 0.86 0.10 1.21 0.71 1.03 1.12 0.30 1.27 0.88 1.43 4.28 0.00 1.17 3.67 4.99 1.53 0.00 1.20 1.28 1.84 0.33 0.00 1.31 0.25 0.43 1.95 0.00 1.14 1.72 2.21 3.29 0.00 1.12 2.93 3.68 0.43 0.00 1.17 0.37 0.50 0.70 0.00 1.09 0.64 0.75 0.01 1.20 0.62

O60437 1 56 75 50 120 Periplakin (190 kDa paraneoplastic pemphigus antigen) (195 kDa cornified envelope precursor protein)O60437 sp|O60437|PEPL_HUMAN3 47.06 47.06 52.67 17.58 21.19 17.27 22.25 15.6000003 15.6000003 6.20700009 4.44200002 23 23 9 7 17 29 29 10 11 1.41 0.00 1.20 1.18 1.69 1.34 0.00 1.16 1.15 1.56 0.97 0.55 1.12 0.86 1.09 0.78 0.00 1.14 0.69 0.89 1.09 0.48 1.33 0.82 1.46 1.55 0.00 1.13 1.38 1.75 1.08 0.03 1.07 1.01 1.15 1.00 1.00 1.27 0.79 1.27 1.19 0.18 1.32 0.90 1.56 0.98 0.91 1.57 0.62 1.54 0.90 0.15 1.16 0.77 1.04 1.12 0.14 1.16 0.96 1.30 1.01 0.84 1.15 0.88 1.17 0.96 0.82 1.53 0.63 1.46 1.07 0.42 1.19 0.90 1.27 0.96 0.55 1.14 0.85 0.96 0.43 1.14 0.84

O60603 1 58 55 42 80 Toll-like receptor 2 (Toll/interleukin-1 receptor-like protein 4) (CD antigen CD282)O60603 sp|O60603|TLR2_HUMAN3 12.66 12.66 13.52 1.79 2.65 5.03 5.87 9.82099995 9.82099995 2.80600004 5.99500015 7 7 2 4 4 7 7 3 1 1.48 0.00 1.23 1.21 1.82 1.54 0.01 1.28 1.20 1.97 0.85 0.24 1.50 0.57 1.28 0.77 0.09 1.44 0.54 1.11 0.84 NA NA NA NA 1.41 0.00 1.18 1.20 1.66 0.85 0.08 1.20 0.71 1.03 1.73 0.34 6.61 0.26 11.40 1.17 NA NA NA NA 1.10 0.56 1.81 0.61 1.99 1.11 0.17 1.18 0.94 1.30 1.46 0.00 1.18 1.24 1.72 1.05 0.61 1.27 0.83 1.33 1.14 0.48 1.94 0.59 2.22 0.97 0.80 1.46 0.67 1.43 1.10 0.68 2.43 0.46 0.49 NA NA NA

O60610 1 59 55 34 92 Protein diaphanous homolog 1 (Diaphanous-related formin-1) (DRF1)O60610 sp|O60610|DIAP1_HUMAN3 8.58 5.52 7.58 2.29 4.41 8.58 11.13 5.18900007 3.30200009 1.96499992 5.18900007 4 4 2 4 5 8 5 2 8 0.97 0.80 1.39 0.70 1.34 0.71 0.05 1.40 0.51 1.00 0.74 NA NA NA NA 1.59 NA NA NA NA 0.94 0.37 1.20 0.78 1.12 1.04 0.73 1.30 0.80 1.35 1.07 0.56 1.37 0.78 1.47 0.76 NA NA NA NA 1.15 0.39 1.51 0.76 1.73 1.02 NA NA NA NA 1.39 0.01 1.21 1.14 1.68 1.09 0.27 1.21 0.90 1.33 1.27 0.03 1.21 1.05 1.54 1.01 NA NA NA NA 1.15 NA NA NA NA 1.23 NA NA NA 1.19 0.33 1.54 0.77

O60635 1 60 75 50 120 Tetraspanin-1 (Tspan-1) (Tetraspan NET-1) (Tetraspanin TM4-C)O60635 sp|O60635|TSN1_HUMAN3 4.42 3.71 3.78 3.17 3.2 4.42 4.47 15.7700002 15.7700002 10.7900001 14.9399996 13 11 8 13 19 28 10 18 28 1.26 0.80 8311.37 0.00 10477.11 1.51 0.15 3.57 0.42 5.40 0.80 0.34 5.19 0.15 4.17 0.82 0.36 5.13 0.16 4.19 1.33 0.45 3.72 0.36 4.96 0.93 0.59 3.60 0.26 3.34 0.50 0.32 134.26 0.00 66.82 0.74 0.26 5.12 0.14 3.80 0.94 0.60 1.52 0.62 1.43 1.45 0.69 8814.82 0.00 12784.07 1.25 0.49 15.52 0.08 19.45 1.87 0.26 31.52 0.06 59.03 0.56 0.44 443.19 0.00 248.50 0.55 0.43 433.82 0.00 240.62 1.61 0.17 5.13 0.31 8.25 1.23 0.53 18.56 0.07 1.84 0.27 5.79 0.32

O60664 1 62 75 50 120 Perilipin-3 (47 kDa mannose 6-phosphate receptor-binding protein) (47 kDa MPR-binding protein) (Cargo selection protein TIP47) (Mannose-6-phosphate receptor-binding protein 1) (Placental protein 17) (PP17)O60664 sp|O60664|PLIN3_HUMAN3 11.16 11.16 11.38 2.92 3.05 4.68 4.97 20.2800006 20.2800006 9.21700001 12.8999993 5 5 3 3 5 7 7 4 5 1.35 0.01 1.21 1.11 1.64 0.93 0.32 1.18 0.79 1.10 0.87 0.59 2.07 0.42 1.81 1.49 0.02 1.29 1.15 1.91 1.44 0.05 1.43 1.00 2.07 0.83 0.06 1.22 0.68 1.01 1.22 0.03 1.18 1.04 1.43 1.08 0.71 1.81 0.60 1.96 2.22 0.38 22.26 0.10 49.37 1.00 0.98 1.88 0.53 1.87 1.06 0.41 1.18 0.90 1.25 0.79 0.08 1.32 0.60 1.04 1.12 0.20 1.21 0.92 1.36 0.84 0.45 1.90 0.44 1.60 0.78 0.05 1.29 0.61 1.01 0.93 0.44 1.29 0.72 1.12 0.82 6.37 0.18

O60701 1 63 75 50 120 UDP-glucose 6-dehydrogenase (UDP-Glc dehydrogenase) (UDP-GlcDH) (UDPGDH) (EC 1.1.1.22)O60701 sp|O60701|UGDH_HUMAN3 18.12 18.12 18.8 14.79 14.96 8.84 9.09 24.4900003 24.4900003 19.2300007 12.9600003 12 12 10 5 9 10 9 10 7 1.60 0.00 1.29 1.24 2.06 0.50 0.00 1.35 0.37 0.67 1.11 0.08 1.13 0.98 1.25 0.64 0.00 1.13 0.57 0.72 0.98 0.82 1.20 0.82 1.18 0.97 0.52 1.13 0.85 1.09 1.33 0.00 1.13 1.17 1.50 1.04 0.49 1.13 0.92 1.17 1.04 0.73 1.35 0.77 1.40 0.97 0.82 1.39 0.69 1.35 1.26 0.00 1.15 1.10 1.45 1.25 0.02 1.18 1.05 1.48 0.91 0.28 1.21 0.76 1.10 0.78 0.10 1.37 0.57 1.06 1.47 0.00 1.16 1.27 1.71 1.42 0.00 1.13 1.26 1.03 0.63 1.20 0.86

O60716 1 64 75 50 120 Catenin delta-1 (Cadherin-associated Src substrate) (CAS) (p120 catenin) (p120(ctn)) (p120(cas))O60716 sp|O60716|CTND1_HUMAN3 5.92 5.92 7.37 4 4.73 2.02 3.3 3.926 3.926 2.89299991 3.20199989 3 3 2 2 2 3 2 3 2 0.97 0.84 3.55 0.27 3.46 1.38 0.19 3.57 0.39 4.92 1.00 0.99 3.57 0.28 3.57 0.82 0.29 3.56 0.23 2.91 0.74 0.44 22.57 0.03 16.74 0.75 0.21 3.55 0.21 2.67 0.94 0.68 4.68 0.20 4.38 1.02 0.86 3.55 0.29 3.63 0.84 0.96 1090000000000000.00 0.00 923000000000000.00 1.10 0.51 3.57 0.31 3.94 0.90 0.69 12.05 0.07 10.86 0.74 0.24 4.64 0.16 3.43 0.78 0.44 14.62 0.05 11.35 1.34 0.21 3.56 0.38 4.77 1.02 0.85 3.55 0.29 3.63 1.54 0.15 3.55 0.43 1.15 0.70 30.82 0.04

O75083 1 66 75 50 120 WD repeat-containing protein 1 (Actin-interacting protein 1) (AIP1) (NORI-1)O75083 sp|O75083|WDR1_HUMAN3 26.54 26.54 27.17 16.51 17.12 13.27 14.19 32.3399991 32.3399991 19.6400002 17.4899995 16 16 9 7 18 23 23 13 17 1.61 0.00 1.13 1.42 1.83 0.74 0.00 1.08 0.69 0.81 1.19 0.04 1.17 1.01 1.39 0.64 0.00 1.14 0.56 0.73 0.99 0.86 1.16 0.85 1.15 1.02 0.70 1.11 0.92 1.14 1.03 0.37 1.08 0.96 1.12 1.01 0.85 1.16 0.88 1.17 1.00 0.99 1.20 0.83 1.20 1.02 0.82 1.25 0.82 1.27 1.26 0.00 1.13 1.11 1.43 1.35 0.00 1.10 1.22 1.49 1.11 0.02 1.09 1.02 1.21 0.96 0.80 1.37 0.70 1.32 1.22 0.03 1.19 1.03 1.45 1.01 0.86 1.15 0.88 1.35 0.02 1.26 1.07

O75131 1 67 55 42 80 Copine-3 (Copine III)O75131 sp|O75131|CPNE3_HUMAN3 8.11 8.11 11.01 2.19 5.26 2.05 5.01 9.31100026 9.31100026 5.0280001 6.70399964 6 6 4 5 3 7 7 2 1 1.14 0.25 1.42 0.80 1.61 1.20 0.16 1.43 0.84 1.71 1.14 0.44 3.99 0.29 4.55 0.90 0.52 3.95 0.23 3.57 0.84 NA NA NA NA 0.75 0.17 1.79 0.42 1.35 0.92 0.51 1.55 0.59 1.43 0.94 0.68 3.91 0.24 3.69 1.05 NA NA NA NA 0.97 0.82 3.91 0.25 3.79 0.86 0.42 1.90 0.45 1.64 1.17 0.26 1.54 0.76 1.80 0.89 0.61 2.25 0.40 2.01 0.93 0.62 3.90 0.24 3.63 1.08 0.65 4.70 0.23 5.06 1.06 0.67 3.92 0.27 1.34 NA NA NA

O75340 1 68 75 50 120 Programmed cell death protein 6 (Apoptosis-linked gene 2 protein) (Probable calcium-binding protein ALG-2)O75340 sp|O75340|PDCD6_HUMAN3 10.87 10.87 11 7.54 7.72 4.78 5.06 34.0299994 26.699999 34.0299994 9.94800031 7 7 5 2 8 10 10 6 8 1.07 0.44 1.23 0.87 1.31 1.53 0.00 1.19 1.29 1.82 0.86 0.13 1.27 0.68 1.09 0.94 0.58 1.36 0.69 1.28 1.24 0.10 1.33 0.93 1.65 1.27 0.02 1.19 1.07 1.52 0.97 0.74 1.28 0.76 1.23 0.78 0.12 1.43 0.55 1.12 0.81 0.19 1.48 0.55 1.20 1.02 0.79 1.27 0.81 1.29 1.02 0.79 1.18 0.86 1.20 1.25 0.01 1.17 1.07 1.46 0.86 0.06 1.17 0.74 1.01 0.81 0.48 2.30 0.35 1.86 0.97 0.69 1.27 0.76 1.23 1.06 0.58 1.37 0.78 0.97 0.89 2.07 0.47

O75351 1 69 75 50 120 Vacuolar protein sorting-associated protein 4B (EC 3.6.4.6) (Cell migration-inducing gene 1 protein) (Suppressor of K(+) transport growth defect 1) (Protein SKD1)O75351 sp|O75351|VPS4B_HUMAN3 17.18 6.57 11.17 17.18 17.46 5.42 8.46 30.4100007 24.0999997 30.4100007 20.0499997 13 12 13 8 8 9 5 9 9 1.68 0.00 1.29 1.30 2.17 1.38 0.02 1.25 1.10 1.73 2.32 0.00 1.25 1.85 2.89 1.42 0.00 1.16 1.23 1.65 0.85 0.15 1.30 0.65 1.11 1.03 0.87 1.56 0.66 1.60 0.71 0.06 1.44 0.49 1.03 1.12 0.12 1.16 0.96 1.29 0.81 0.25 1.61 0.50 1.30 1.11 0.14 1.16 0.96 1.28 0.72 0.17 1.72 0.42 1.24 0.89 0.18 1.22 0.73 1.09 0.98 0.91 1.62 0.60 1.58 0.73 0.05 1.36 0.54 0.99 1.15 0.06 1.16 0.99 1.33 0.95 0.41 1.16 0.82 0.60 0.23 2.98 0.20

O75369 1 70 75 50 120 Filamin-B (FLN-B) (ABP-278) (ABP-280 homolog) (Actin-binding-like protein) (Beta-filamin) (Filamin homolog 1) (Fh1) (Filamin-3) (Thyroid autoantigen) (Truncated actin-binding protein) (Truncated ABP)O75369 sp|O75369|FLNB_HUMAN3 26.84 26.84 41.91 13.59 25.33 17.45 25.65 9.57000032 9.57000032 6.57199994 5.6880001 24 24 15 18 12 19 19 5 13 1.46 0.00 1.18 1.24 1.73 0.90 0.02 1.09 0.83 0.98 0.86 0.08 1.20 0.72 1.03 1.05 0.49 1.20 0.88 1.26 1.32 0.00 1.13 1.17 1.49 0.95 0.24 1.09 0.88 1.04 1.14 0.00 1.09 1.05 1.25 1.20 0.09 1.26 0.95 1.51 1.06 0.43 1.19 0.90 1.26 0.91 0.46 1.39 0.65 1.26 1.22 0.00 1.09 1.12 1.33 0.97 0.61 1.12 0.86 1.09 0.98 0.83 1.17 0.84 1.15 0.67 0.07 1.57 0.43 1.06 1.20 0.05 1.20 1.00 1.44 1.21 0.05 1.20 1.01 1.01 0.84 1.13 0.90

O75531 1 71 75 50 120 Barrier-to-autointegration factor (Breakpoint cluster region protein 1) [Cleaved into: Barrier-to-autointegration factor, N-terminally processed]O75531 sp|O75531|BAF_HUMAN3 8.68 3.49 3.8 3.85 4.06 8.68 9.1 65.170002 57.3000014 40.4500008 65.170002 8 6 2 8 9 12 9 5 12 1.25 0.79 22.42 0.06 28.04 3.89 0.01 1.80 2.16 7.01 1.20 0.33 3.77 0.32 4.54 1.95 0.10 3.77 0.52 7.35 2.37 0.00 1.20 1.98 2.85 0.37 0.01 1.50 0.25 0.55 0.37 0.06 3.02 0.12 1.10 0.27 0.05 3.75 0.07 1.02 0.50 0.02 1.63 0.31 0.82 0.12 0.13 325.98 0.00 39.10 0.57 0.21 3.80 0.15 2.16 1.65 0.03 1.48 1.12 2.44 0.40 0.01 1.48 0.27 0.59 0.10 0.03 3.78 0.03 0.38 0.62 0.14 3.73 0.17 2.33 0.23 0.04 3.76 0.06 1.08 0.42 1.28 0.85

O75558 1 72 75 50 120 Syntaxin-11 O75558 sp|O75558|STX11_HUMAN3 10.74 4.99 5.48 10.74 11.01 1.52 1.88 25.4400015 11.8500002 25.4400015 7.66599998 6 3 6 2 5 7 5 7 2 1.34 0.03 1.26 1.07 1.68 1.67 0.01 1.28 1.30 2.13 1.94 0.00 1.25 1.55 2.43 1.07 0.41 1.21 0.88 1.30 0.82 0.30 3.53 0.23 2.91 1.02 0.80 1.26 0.81 1.28 0.98 0.78 1.26 0.78 1.23 1.26 0.03 1.21 1.04 1.52 0.76 0.22 3.53 0.21 2.67 1.11 0.40 1.33 0.83 1.47 0.78 0.04 1.26 0.62 0.98 0.73 0.03 1.30 0.56 0.94 0.87 0.18 1.28 0.68 1.12 1.13 0.10 1.17 0.97 1.32 1.06 0.36 1.17 0.91 1.24 1.26 0.19 1.49 0.85 0.73 0.52 68.26 0.01

O75636 1 74 75 50 120 Ficolin-3 (Collagen/fibrinogen domain-containing lectin 3 p35) (Collagen/fibrinogen domain-containing protein 3) (Hakata antigen)O75636 sp|O75636|FCN3_HUMAN3 18.7 17.65 18.49 15.95 16.15 18.7 18.82 43.1400001 38.8000011 39.1299993 43.1400001 20 13 13 20 15 23 9 12 23 0.34 0.00 1.77 0.19 0.60 0.73 0.07 1.41 0.52 1.03 0.63 0.00 1.26 0.50 0.79 0.46 0.00 1.30 0.36 0.60 0.55 0.00 1.20 0.46 0.66 1.90 0.04 1.83 1.04 3.47 1.05 0.82 1.66 0.63 1.74 0.92 0.36 1.21 0.76 1.12 1.21 0.26 1.44 0.84 1.75 2.65 0.00 1.24 2.15 3.28 1.25 0.37 1.78 0.70 2.21 0.45 0.00 1.37 0.32 0.61 0.53 0.01 1.44 0.37 0.76 3.20 0.00 1.41 2.27 4.52 0.69 0.00 1.17 0.59 0.80 0.69 0.00 1.19 0.58 0.96 0.63 1.21 0.79

O75695 1 75 75 50 120 Protein XRP2 O75695 sp|O75695|XRP2_HUMAN3 2.8 2.8 2.98 2.73 2.83 2.61 2.77 3.71400006 3.71400006 2.28599999 2.28599999 2 2 1 1 3 4 4 3 3 1.04 0.67 1.29 0.80 1.34 1.15 0.15 1.26 0.91 1.44 0.96 0.72 1.47 0.66 1.41 0.84 0.21 1.51 0.56 1.26 1.04 0.76 3.52 0.30 3.66 1.20 0.22 1.45 0.82 1.74 1.14 0.17 1.26 0.91 1.43 1.07 0.63 1.66 0.64 1.78 0.99 0.92 3.51 0.28 3.47 0.98 0.87 1.75 0.56 1.71 1.10 0.31 1.28 0.86 1.41 1.15 0.15 1.26 0.91 1.44 0.92 0.34 1.26 0.73 1.16 0.92 0.45 1.45 0.64 1.34 1.10 0.40 1.45 0.76 1.59 1.16 0.24 1.45 0.80 1.25 0.27 3.52 0.36

O75821 1 77 55 34 92 Eukaryotic translation initiation factor 3 subunit G (eIF3g) (Eukaryotic translation initiation factor 3 RNA-binding subunit) (eIF-3 RNA-binding subunit) (Eukaryotic translation initiation factor 3 subunit 4) (eIF-3-delta) (eIF3 p42) (eIF3 p44)O75821 sp|O75821|EIF3G_HUMAN3 6.91 2.07 2.21 5.09 5.23 6.91 7.15 12.8099993 2.81199999 10.0000002 12.8099993 4 1 3 4 3 5 1 3 5 0.91 1.82 1.05 0.82 2.20 0.48 2.31 2.15 0.02 1.54 1.40 3.30 1.24 0.18 1.47 0.84 1.82 0.69 0.80 0.79 0.10 1.42 0.56 1.12 0.86 0.20 1.33 0.65 1.15 0.82 0.21 1.58 0.52 1.31 0.82 0.80 0.69 0.67 0.20 2.53 0.26 1.68 0.91 0.63 2.05 0.44 1.87 1.03 0.76 1.42 0.72 0.74 0.21 1.81 0.41

O75874 1 78 75 50 120 Isocitrate dehydrogenase [NADP] cytoplasmic (IDH) (EC 1.1.1.42) (Cytosolic NADP-isocitrate dehydrogenase) (IDP) (NADP(+)-specific ICDH) (Oxalosuccinate decarboxylase)O75874 sp|O75874|IDHC_HUMAN3 22.16 22.16 22.79 10.27 10.93 3.21 3.64 35.9899998 35.9899998 14.2499998 3.13999988 16 16 4 1 11 18 18 10 5 1.25 0.00 1.12 1.11 1.40 1.15 0.04 1.14 1.01 1.31 1.22 0.18 1.38 0.89 1.69 0.98 0.73 1.15 0.86 1.12 1.03 0.75 1.46 0.71 1.50 0.85 0.06 1.18 0.72 1.01 0.92 0.18 1.13 0.82 1.04 0.92 0.35 1.21 0.76 1.12 1.25 0.56 4.13 0.30 5.17 0.84 0.02 1.15 0.73 0.96 0.98 0.81 1.19 0.83 1.17 1.64 0.00 1.17 1.40 1.91 1.03 0.49 1.11 0.93 1.15 0.80 0.22 1.50 0.53 1.19 0.94 0.42 1.17 0.81 1.11 1.00 1.00 1.15 0.87 0.84 0.30 1.71 0.49

O75882 1 79 75 50 120 Attractin (DPPT-L) (Mahogany homolog)O75882 sp|O75882|ATRN_HUMAN3 29.38 29.38 30.33 19.66 20.59 12.44 13.13 9.44700018 9.44700018 6.78799972 5.73799983 16 16 10 8 13 19 19 10 11 0.70 0.00 1.20 0.58 0.84 1.11 0.31 1.24 0.90 1.38 1.09 0.53 1.34 0.81 1.46 0.56 0.00 1.23 0.45 0.69 0.98 0.89 1.47 0.66 1.44 1.24 0.04 1.22 1.01 1.51 1.09 0.37 1.22 0.89 1.33 1.11 0.50 1.42 0.78 1.58 0.89 0.35 1.34 0.66 1.19 1.34 0.02 1.25 1.07 1.68 1.26 0.02 1.20 1.05 1.51 1.09 0.36 1.21 0.90 1.31 1.30 0.00 1.16 1.12 1.51 1.34 0.00 1.15 1.17 1.53 1.13 0.07 1.14 0.99 1.29 0.81 0.19 1.39 0.58 1.10 0.20 1.18 0.93

O75955 1 80 75 50 120 Flotillin-1 O75955 sp|O75955|FLOT1_HUMAN3 10.97 9.61 10.26 10.97 11.67 7.68 8.53 17.5600007 12.6499996 17.5600007 11.9400002 6 5 6 4 5 6 5 5 6 1.35 0.09 1.47 0.92 1.99 1.43 0.06 1.47 0.97 2.10 1.41 0.12 1.62 0.87 2.28 0.97 0.73 1.26 0.77 1.22 1.34 0.04 1.30 1.03 1.75 0.89 0.20 1.24 0.72 1.10 0.89 0.22 1.24 0.72 1.11 1.45 0.21 2.01 0.72 2.91 0.88 0.40 1.49 0.59 1.32 1.35 0.16 1.64 0.83 2.22 0.91 0.50 1.40 0.65 1.28 1.01 0.88 1.24 0.82 1.25 0.88 0.30 1.35 0.65 1.19 0.92 0.35 1.25 0.74 1.15 1.20 0.21 1.41 0.85 1.69 1.24 0.33 1.71 0.72 1.22 0.29 1.63 0.75

O94832 1 82 75 50 120 Unconventional myosin-IdO94832 sp|O94832|MYO1D_HUMAN3 39.92 39.92 42.87 30.5 32.56 31.69 34.27 18.9899996 18.9899996 13.6199996 18.4900001 23 23 18 21 23 29 22 18 29 1.17 0.01 1.12 1.04 1.31 1.05 0.26 1.09 0.96 1.14 1.03 0.57 1.11 0.93 1.14 0.78 0.00 1.12 0.69 0.87 1.37 0.00 1.11 1.24 1.53 0.92 0.13 1.12 0.82 1.03 1.02 0.77 1.15 0.89 1.17 1.07 0.59 1.33 0.81 1.43 1.10 0.19 1.17 0.95 1.28 0.91 0.22 1.18 0.77 1.07 1.30 0.02 1.24 1.05 1.60 1.28 0.00 1.11 1.15 1.42 1.07 0.21 1.11 0.96 1.18 0.90 0.12 1.15 0.78 1.03 1.20 0.00 1.11 1.08 1.33 1.40 0.00 1.12 1.25 1.06 0.50 1.19 0.89

O94973 1 85 75 50 120 AP-2 complex subunit alpha-2 (100 kDa coated vesicle protein C) (Adapter-related protein complex 2 subunit alpha-2) (Adaptor protein complex AP-2 subunit alpha-2) (Alpha-adaptin C) (Alpha2-adaptin) (Clathrin assembly protein complex 2 alpha-C large chain) (Huntingtin yeast partner J) (Huntingtin-interacting protein 9) (HIP-9) (Huntingtin-interacting protein J) (Plasma membrane adaptor HA2/AP2 adaptin alpha C subunit)O94973 sp|O94973|AP2A2_HUMAN3 9.89 7.73 8.98 8.04 8.98 9.89 10.87 12.1399999 5.75099997 8.30700025 12.1399999 8 4 5 8 6 8 6 4 8 1.17 0.14 1.28 0.91 1.49 1.20 0.58 2.59 0.47 3.12 1.43 0.05 1.44 0.99 2.05 1.17 0.63 3.35 0.35 3.92 0.78 0.24 1.72 0.45 1.34 0.94 0.68 1.49 0.63 1.41 0.74 0.09 1.48 0.50 1.10 0.95 0.72 1.65 0.58 1.57 0.94 0.81 2.11 0.45 1.99 0.97 0.88 1.95 0.50 1.90 1.00 0.97 1.35 0.74 1.34 0.99 0.94 1.31 0.76 1.30 0.90 0.31 1.32 0.68 1.19 1.16 0.64 3.28 0.35 3.81 1.17 0.42 1.97 0.60 2.31 1.14 0.57 2.32 0.49 0.87 0.15 1.26 0.69

O95164 1 86 75 50 120 Ubiquitin-like protein 3 (Membrane-anchored ubiquitin-fold protein) (HsMUB) (MUB) (Protein HCG-1)O95164 sp|O95164|UBL3_HUMAN3 7.08 2.96 3.02 7.08 7.17 4.87 5.08 34.1899991 17.9499999 34.1899991 23.9299998 4 3 4 3 4 5 3 4 5 1.35 0.17 1.83 0.74 2.47 1.22 0.30 1.89 0.65 2.31 1.71 0.07 1.88 0.91 3.22 1.32 0.24 2.05 0.64 2.71 1.10 0.38 1.45 0.76 1.60 1.11 0.34 1.42 0.78 1.57 1.09 0.72 2.41 0.45 2.62 1.15 0.23 1.43 0.81 1.64 1.30 0.31 2.31 0.56 3.00 0.82 0.18 1.53 0.54 1.25 1.03 0.88 2.03 0.51 2.09 0.97 0.72 1.42 0.68 1.37 1.27 0.11 1.46 0.87 1.85 0.83 0.16 1.43 0.58 1.19 1.18 0.38 1.88 0.63 2.21 0.99 0.89 1.43 0.69 1.04 0.80 1.80 0.58

O95336 1 88 75 50 120 6-phosphogluconolactonase (6PGL) (EC 3.1.1.31)O95336 sp|O95336|6PGL_HUMAN3 7.47 7.47 7.68 6.16 6.19 6.18 6.22 24.8099998 21.3200003 15.1199997 24.8099998 4 4 3 4 6 10 6 3 10 1.33 0.04 1.30 1.02 1.73 0.65 0.10 1.79 0.36 1.16 1.20 0.35 4.21 0.29 5.06 1.33 0.21 3.51 0.38 4.66 0.84 0.12 1.30 0.64 1.09 0.90 0.27 1.29 0.69 1.16 1.33 0.04 1.30 1.02 1.73 0.94 0.85 26.80 0.04 25.15 1.09 0.47 1.39 0.79 1.51 0.95 0.86 19.61 0.05 18.59 0.91 0.34 1.30 0.70 1.18 1.24 0.15 1.41 0.88 1.74 0.88 0.22 1.29 0.68 1.14 0.70 0.29 9.23 0.08 6.42 1.15 0.40 3.51 0.33 4.03 1.55 0.14 3.51 0.44 1.02 0.85 1.36 0.75

O95433 1 90 75 50 120 Activator of 90 kDa heat shock protein ATPase homolog 1 (AHA1) (p38)O95433 sp|O95433|AHSA1_HUMAN3 7.2 4 4.4 7.2 7.73 3.4 3.78 15.6800002 9.17199999 15.6800002 9.17199999 6 3 6 4 6 6 5 6 6 2.14 0.16 12.06 0.18 25.81 0.64 0.53 600.26 0.00 381.61 1.02 0.89 1.38 0.74 1.40 0.86 0.14 1.26 0.68 1.09 0.88 0.41 3.51 0.25 3.08 1.09 0.61 4.43 0.25 4.81 1.26 0.39 7.86 0.16 9.88 1.05 0.64 1.32 0.79 1.38 1.21 0.30 3.51 0.35 4.25 0.92 0.59 1.52 0.61 1.40 1.11 0.54 4.35 0.25 4.82 1.33 0.22 3.60 0.37 4.77 1.03 0.90 7.23 0.14 7.42 0.84 0.10 1.27 0.66 1.06 1.26 0.05 1.26 0.99 1.59 1.26 0.05 1.26 1.00 1.25 0.27 3.51 0.36

O95436 1 91 75 50 120 Sodium-dependent phosphate transport protein 2B (Sodium-phosphate transport protein 2B) (Na(+)-dependent phosphate cotransporter 2B) (NaPi3b) (Sodium/phosphate cotransporter 2B) (Na(+)/Pi cotransporter 2B) (NaPi-2b) (Solute carrier family 34 member 2)O95436 sp|O95436|NPT2B_HUMAN3 26.2 26.2 27.24 24.62 24.87 16.75 17.36 20.1399997 18.2600007 18.4100002 20.1399997 25 25 22 17 19 25 13 19 25 1.21 0.11 1.27 0.95 1.54 1.70 0.00 1.25 1.36 2.13 1.04 0.87 1.71 0.61 1.77 1.08 0.64 1.44 0.75 1.55 1.06 0.59 1.27 0.83 1.34 1.18 0.08 1.21 0.97 1.42 1.54 0.00 1.24 1.25 1.91 1.18 0.05 1.18 1.00 1.39 1.14 0.40 1.43 0.80 1.62 0.79 0.22 1.54 0.51 1.21 0.87 0.17 1.24 0.70 1.07 1.38 0.04 1.36 1.02 1.88 0.99 0.95 1.26 0.79 1.25 0.59 0.09 1.88 0.31 1.12 1.00 0.98 1.18 0.85 1.18 1.34 0.02 1.27 1.05 0.81 0.23 1.46 0.56

O95466 1 92 75 50 120 Formin-like protein 1 (CLL-associated antigen KW-13) (Leukocyte formin)O95466 sp|O95466|FMNL_HUMAN3 6.36 6.36 8.04 6.28 7.65 5.91 8.71 5.27300015 3.99999991 3.455 5.27300015 4 3 3 4 4 6 3 3 6 0.53 0.02 1.43 0.37 0.75 0.76 0.20 1.88 0.40 1.43 0.73 0.12 1.68 0.43 1.23 1.68 0.03 1.47 1.14 2.47 1.22 0.26 1.58 0.77 1.92 1.02 0.92 2.29 0.45 2.34 1.43 0.08 1.59 0.90 2.28 1.06 0.58 1.47 0.72 1.56 1.20 0.18 1.40 0.86 1.69 1.16 0.55 2.43 0.48 2.81 1.04 0.87 2.46 0.42 2.56 0.85 0.25 1.57 0.54 1.33 1.16 0.44 1.92 0.60 2.22 1.15 0.40 1.79 0.64 2.07 0.77 0.10 1.46 0.53 1.12 1.04 0.67 1.47 0.71 1.21 0.12 1.33 0.91

O95716 1 93 75 50 120 Ras-related protein Rab-3DO95716 sp|O95716|RAB3D_HUMAN3 10.53 6.57 13.39 10.53 12.77 2.71 7.19 36.53 34.2500001 36.53 16.8899998 9 8 9 5 4 5 3 5 4 1.48 0.27 3.07 0.48 4.55 1.91 0.03 1.60 1.19 3.06 1.07 0.58 1.34 0.79 1.43 0.94 0.42 1.20 0.79 1.13 0.74 0.43 22.25 0.03 16.44 0.92 0.69 2.11 0.44 1.95 0.79 0.30 2.06 0.38 1.63 0.79 0.07 1.29 0.61 1.03 0.96 0.85 7.64 0.13 7.36 0.88 0.66 2.03 0.44 1.80 1.18 0.20 1.46 0.81 1.72 1.91 0.08 2.32 0.82 4.45 1.39 0.25 2.44 0.57 3.40 0.84 0.52 2.00 0.42 1.68 1.03 0.72 1.20 0.86 1.23 1.09 0.54 1.42 0.77 0.72 0.19 3.57 0.20

O95782 1 94 75 50 120 AP-2 complex subunit alpha-1 (100 kDa coated vesicle protein A) (Adapter-related protein complex 2 subunit alpha-1) (Adaptor protein complex AP-2 subunit alpha-1) (Alpha-adaptin A) (Alpha1-adaptin) (Clathrin assembly protein complex 2 alpha-A large chain) (Plasma membrane adaptor HA2/AP2 adaptin alpha A subunit)O95782 sp|O95782|AP2A1_HUMAN3 4 4 5.28 3.66 7.83 3.27 8.83 7.57400021 2.25200001 5.62900007 7.57400021 6 2 4 6 3 5 3 2 5 0.90 0.62 7.20 0.12 6.47 1.14 0.44 4.00 0.29 4.58 1.18 0.46 6.58 0.18 7.80 1.39 0.35 12.64 0.11 17.59 0.98 0.87 3.82 0.26 3.73 0.79 0.33 5.39 0.15 4.26 0.88 0.46 3.98 0.22 3.52 0.82 0.37 4.99 0.16 4.11 0.93 0.60 3.85 0.24 3.57 0.95 0.84 11.09 0.09 10.57 0.89 0.52 4.73 0.19 4.21 0.92 0.58 3.97 0.23 3.65 0.79 0.27 3.93 0.20 3.11 0.87 0.42 4.10 0.21 3.56 1.09 0.61 4.83 0.23 5.28 1.24 0.37 6.13 0.20 1.09 0.78 21.76 0.05

O95833 1 95 75 50 120 Chloride intracellular channel protein 3O95833 sp|O95833|CLIC3_HUMAN3 12.8 12.8 14.12 10.07 10.75 11.01 12.32 33.4699988 31.7799985 33.4699988 30.9300005 7 7 7 6 12 17 11 7 17 1.08 0.53 1.31 0.82 1.42 1.24 0.09 1.30 0.96 1.62 1.72 0.01 1.33 1.30 2.28 0.65 0.00 1.20 0.54 0.78 1.07 0.42 1.20 0.89 1.29 1.49 0.00 1.21 1.23 1.80 0.80 0.03 1.22 0.65 0.98 1.04 0.78 1.44 0.72 1.50 1.32 0.44 2.25 0.59 2.98 1.18 0.07 1.20 0.98 1.42 0.96 0.48 1.16 0.82 1.11 1.46 0.01 1.29 1.13 1.88 0.95 0.42 1.16 0.82 1.10 0.79 0.06 1.29 0.61 1.02 1.24 0.12 1.36 0.92 1.69 0.92 0.38 1.28 0.72 0.80 0.21 1.48 0.54

O95994 1 96 55 42 80 Anterior gradient protein 2 homolog (AG-2) (hAG-2) (HPC8) (Secreted cement gland protein XAG-2 homolog)O95994 sp|O95994|AGR2_HUMAN3 6 6 6.33 2.61 2.65 1.54 1.62 26.2899995 26.2899995 16.5700004 6.28599972 3 3 2 1 2 2 2 2 1 0.90 0.68 11.97 0.08 10.76 0.69 0.34 15.66 0.04 10.80 0.96 0.75 3.64 0.26 3.48 0.76 0.23 3.67 0.21 2.79 1.03 NA NA NA NA 0.75 0.23 3.93 0.19 2.94 1.10 0.53 3.88 0.28 4.28 1.24 0.31 4.23 0.29 5.26 1.21 NA NA NA NA 1.20 0.51 11.25 0.11 13.55 1.04 0.88 12.10 0.09 12.55 1.01 0.92 3.87 0.26 3.92 1.23 0.31 3.88 0.32 4.76 1.29 0.36 7.80 0.17 10.09 0.91 0.54 3.66 0.25 3.34 1.02 0.90 3.65 0.28 1.26 NA NA NA

O96009 1 97 75 50 120 Napsin-A (EC 3.4.23.-) (Aspartyl protease 4) (ASP4) (Asp 4) (Napsin-1) (TA01/TA02)O96009 sp|O96009|NAPSA_HUMAN3 13.71 9.22 9.67 13 13.3 13.71 14.17 25 15.7100007 17.1399996 25 14 10 10 14 19 35 10 13 35 0.77 0.07 1.34 0.57 1.04 0.88 0.16 1.24 0.71 1.09 0.77 0.03 1.25 0.61 0.95 1.05 0.64 1.30 0.81 1.36 0.83 0.02 1.16 0.72 0.97 1.26 0.06 1.28 0.98 1.61 1.18 0.10 1.24 0.95 1.46 1.24 0.04 1.22 1.02 1.51 0.82 0.12 1.31 0.62 1.08 0.90 0.51 1.46 0.62 1.32 1.70 0.00 1.24 1.37 2.11 1.34 0.02 1.24 1.08 1.66 1.89 0.00 1.24 1.52 2.34 1.20 0.32 1.54 0.78 1.85 1.02 0.74 1.18 0.86 1.21 1.10 0.23 1.18 0.92 0.81 0.01 1.16 0.70

P00326 1 98 75 50 120 Alcohol dehydrogenase 1C (EC 1.1.1.1) (Alcohol dehydrogenase subunit gamma)P00326 sp|P00326|ADH1G_HUMAN3 14.71 14.71 15.01 7.11 7.24 4.25 4.49 19.7300002 19.7300002 11.2000004 14.3999994 9 9 4 5 9 12 12 8 7 1.11 0.36 1.27 0.87 1.41 0.76 0.03 1.26 0.61 0.96 0.82 0.10 1.28 0.65 1.05 0.58 0.00 1.17 0.50 0.67 0.89 0.78 3.07 0.29 2.72 0.53 0.00 1.35 0.39 0.72 1.38 0.03 1.33 1.04 1.83 0.92 0.55 1.40 0.66 1.29 0.79 0.56 2.82 0.28 2.22 0.80 0.32 1.70 0.47 1.35 1.55 0.00 1.23 1.26 1.91 1.67 0.00 1.29 1.29 2.15 0.82 0.12 1.30 0.63 1.07 1.31 0.08 1.36 0.96 1.79 1.41 0.03 1.35 1.04 1.91 1.17 0.14 1.27 0.93 0.52 0.25 3.87 0.13

P00338 1 99 75 50 120 L-lactate dehydrogenase A chain (LDH-A) (EC 1.1.1.27) (Cell proliferation-inducing gene 19 protein) (LDH muscle subunit) (LDH-M) (Renal carcinoma antigen NY-REN-59)P00338 sp|P00338|LDHA_HUMAN3 27.42 19.27 22.84 27.42 28.24 18.96 19.63 48.4899998 33.4300011 48.4899998 38.2499993 17 15 15 17 16 20 13 16 20 1.11 0.17 1.17 0.95 1.30 0.78 0.00 1.15 0.68 0.89 0.81 0.00 1.14 0.71 0.92 0.97 0.51 1.11 0.87 1.08 0.98 0.83 1.17 0.84 1.15 0.86 0.05 1.16 0.75 1.00 0.96 0.56 1.15 0.84 1.11 0.88 0.20 1.23 0.72 1.08 0.91 0.23 1.17 0.78 1.07 0.97 0.58 1.14 0.84 1.11 1.00 0.96 1.23 0.81 1.22 1.31 0.00 1.15 1.14 1.50 1.02 0.73 1.15 0.89 1.17 0.97 0.74 1.18 0.82 1.15 0.99 0.80 1.11 0.89 1.10 0.95 0.36 1.11 0.86 1.55 0.00 1.28 1.21

P00352 1 100 75 50 120 Retinal dehydrogenase 1 (RALDH 1) (RalDH1) (EC 1.2.1.36) (ALDH-E1) (ALHDII) (Aldehyde dehydrogenase family 1 member A1) (Aldehyde dehydrogenase, cytosolic)P00352 sp|P00352|AL1A1_HUMAN3 42.1 42.1 42.33 39.82 40.49 28.71 31.92 55.8899999 55.8899999 44.3100005 38.7199998 39 39 32 31 40 42 42 37 40 1.52 0.00 1.15 1.32 1.76 1.00 0.94 1.10 0.91 1.11 0.93 0.07 1.08 0.86 1.01 1.15 0.00 1.08 1.06 1.24 1.00 0.99 1.21 0.83 1.21 0.78 0.00 1.13 0.69 0.88 1.28 0.00 1.10 1.17 1.41 0.89 0.04 1.12 0.79 0.99 1.04 0.61 1.17 0.89 1.21 0.69 0.00 1.24 0.55 0.85 1.36 0.00 1.17 1.17 1.59 1.48 0.00 1.13 1.31 1.68 0.91 0.06 1.10 0.83 1.00 0.75 0.00 1.20 0.63 0.89 0.97 0.48 1.08 0.90 1.05 1.37 0.00 1.08 1.26 0.75 0.18 1.57 0.48

P00441 1 102 55 34 92 Superoxide dismutase [Cu-Zn] (EC 1.15.1.1) (Superoxide dismutase 1) (hSod1)P00441 sp|P00441|SODC_HUMAN3 3.6 3.14 3.21 3.6 3.72 2.43 2.54 16.2300006 8.4420003 16.2300006 12.3400003 4 2 4 3 2 3 1 2 3 1.26 1.29 1.30 0.25 4.00 0.33 5.21 0.92 0.58 4.03 0.23 3.70 1.32 0.09 1.48 0.89 1.95 1.01 1.02 0.79 0.53 26.87 0.03 21.25 0.94 0.82 2.72 0.35 2.56 0.90 0.52 4.02 0.22 3.62 0.72 1.43 0.69 0.50 0.18 13.77 0.04 6.85 1.15 0.43 4.01 0.29 4.61 1.36 0.22 4.04 0.34 1.01 0.98 2.50 0.40

P00450 1 103 75 50 120 Ceruloplasmin (EC 1.16.3.1) (Ferroxidase)P00450 sp|P00450|CERU_HUMAN3 74.74 74.74 75.65 57.18 57.82 73.64 74.79 46.7599988 44.8799998 43.0000007 46.7599988 65 65 45 59 103 150 83 75 150 0.63 0.00 1.11 0.57 0.70 0.62 0.00 1.14 0.54 0.70 0.47 0.00 1.25 0.38 0.59 0.34 0.00 1.12 0.30 0.38 0.63 0.00 1.09 0.58 0.69 1.56 0.00 1.10 1.41 1.72 1.21 0.00 1.09 1.11 1.31 1.20 0.00 1.07 1.12 1.29 1.08 0.09 1.10 0.99 1.19 2.12 0.00 1.09 1.95 2.30 1.58 0.00 1.14 1.39 1.80 0.99 0.87 1.09 0.91 1.09 1.46 0.00 1.09 1.34 1.58 2.65 0.00 1.12 2.37 2.97 0.67 0.00 1.08 0.62 0.72 0.72 0.00 1.07 0.68 1.33 0.00 1.15 1.16

P00558 1 104 75 50 120 Phosphoglycerate kinase 1 (EC 2.7.2.3) (Cell migration-inducing gene 10 protein) (Primer recognition protein 2) (PRP 2)P00558 sp|P00558|PGK1_HUMAN3 41.05 41.05 42.83 35.6 36.47 37.18 39.27 55.400002 55.400002 46.7599988 43.4100002 30 30 23 26 36 46 35 28 46 1.72 0.00 1.23 1.39 2.12 0.44 0.00 1.27 0.35 0.56 1.17 0.00 1.08 1.08 1.27 0.45 0.00 1.18 0.38 0.54 0.59 0.00 1.10 0.53 0.65 1.20 0.00 1.10 1.10 1.31 1.27 0.00 1.10 1.15 1.41 1.07 0.21 1.11 0.96 1.19 0.97 0.76 1.19 0.82 1.16 0.94 0.44 1.18 0.80 1.11 1.23 0.00 1.08 1.14 1.33 1.65 0.00 1.12 1.48 1.85 1.10 0.11 1.13 0.98 1.24 0.86 0.16 1.25 0.69 1.07 1.27 0.00 1.08 1.17 1.38 1.23 0.00 1.12 1.09 1.01 0.87 1.16 0.88

P00568 1 105 75 50 120 Adenylate kinase isoenzyme 1 (AK 1) (EC 2.7.4.3) (EC 2.7.4.6) (ATP-AMP transphosphorylase 1) (ATP:AMP phosphotransferase) (Adenylate monophosphate kinase) (Myokinase)P00568 sp|P00568|KAD1_HUMAN3 13.31 13.31 13.95 8.98 9.25 10.08 10.51 43.2999998 43.2999998 35.5699986 29.3799996 8 8 7 7 10 13 9 9 13 1.71 0.01 1.33 1.28 2.27 0.89 0.50 1.58 0.56 1.40 1.13 0.30 1.35 0.83 1.52 1.01 0.90 1.27 0.80 1.28 0.93 0.37 1.26 0.73 1.17 1.04 0.75 1.42 0.74 1.48 0.99 0.91 1.21 0.82 1.20 0.99 0.89 1.35 0.73 1.33 1.15 0.16 1.26 0.91 1.45 0.62 0.10 1.90 0.33 1.17 0.90 0.19 1.21 0.74 1.09 1.74 0.00 1.21 1.44 2.11 0.75 0.03 1.29 0.58 0.97 0.65 0.26 2.71 0.24 1.77 1.24 0.07 1.27 0.97 1.57 1.31 0.06 1.33 0.99 0.92 0.60 1.52 0.61

P00734 1 106 75 50 120 Prothrombin (EC 3.4.21.5) (Coagulation factor II) [Cleaved into: Activation peptide fragment 1; Activation peptide fragment 2; Thrombin light chain; Thrombin heavy chain]P00734 sp|P00734|THRB_HUMAN3 27.9 24.06 24.93 18.17 18.66 27.9 28.27 31.3499987 25.2400011 20.7399994 31.3499987 17 16 11 17 18 22 19 12 22 0.43 0.00 1.26 0.34 0.55 0.38 0.00 1.38 0.28 0.53 0.50 0.00 1.18 0.42 0.58 0.46 0.00 1.24 0.37 0.58 0.52 0.00 1.17 0.44 0.60 1.97 0.00 1.10 1.79 2.16 1.63 0.00 1.12 1.45 1.82 1.16 0.01 1.11 1.04 1.29 1.21 0.03 1.18 1.02 1.43 1.82 0.00 1.11 1.63 2.02 1.55 0.00 1.19 1.30 1.85 1.00 0.92 1.10 0.91 1.09 1.44 0.00 1.10 1.31 1.58 1.89 0.00 1.11 1.70 2.10 0.61 0.00 1.11 0.54 0.67 1.11 0.05 1.11 1.00 0.84 0.13 1.26 0.67

P00736 1 107 75 50 120 Complement C1r subcomponent (EC 3.4.21.41) (Complement component 1 subcomponent r) [Cleaved into: Complement C1r subcomponent heavy chain; Complement C1r subcomponent light chain]P00736 sp|P00736|C1R_HUMAN3 6.7 6.6 7.16 6.7 7.08 2.99 3.25 6.66700006 6.66700006 6.66700006 3.5459999 5 5 4 2 4 6 6 4 2 0.46 0.05 2.13 0.22 0.98 0.51 0.06 2.10 0.25 1.08 0.62 0.16 2.25 0.28 1.40 0.46 0.05 2.11 0.22 0.98 0.52 0.18 11.25 0.05 5.86 1.53 0.07 1.61 0.95 2.46 1.22 0.14 1.37 0.89 1.68 1.08 0.41 1.30 0.83 1.41 1.23 0.65 77.90 0.02 95.96 4.08 0.01 2.08 1.96 8.51 1.43 0.02 1.26 1.13 1.81 0.63 0.01 1.31 0.48 0.82 1.44 0.06 1.48 0.97 2.13 3.28 0.01 1.75 1.87 5.72 0.70 0.02 1.30 0.54 0.91 0.81 0.08 1.30 0.62 0.81 0.30 3.92 0.21

P00738 1 108 75 50 120 Haptoglobin (Zonulin) [Cleaved into: Haptoglobin alpha chain; Haptoglobin beta chain]P00738 sp|P00738|HPT_HUMAN3 72.73 72.73 73.02 59.67 60.07 61.03 61.34 72.9099989 72.9099989 59.8500013 62.3199999 98 85 61 98 90 183 51 35 183 0.32 0.00 1.34 0.24 0.43 0.94 0.24 1.12 0.84 1.05 0.50 0.00 1.18 0.42 0.59 0.32 0.00 1.75 0.18 0.55 0.32 0.00 1.25 0.25 0.39 1.65 0.00 1.31 1.26 2.16 1.01 0.88 1.20 0.85 1.21 0.74 0.12 1.50 0.49 1.10 1.06 0.63 1.30 0.82 1.39 2.13 0.00 1.42 1.50 3.02 0.87 0.06 1.16 0.75 1.00 1.15 0.14 1.22 0.94 1.41 2.19 0.00 1.11 1.97 2.43 2.37 0.01 1.89 1.26 4.47 0.31 0.00 1.48 0.21 0.46 0.62 0.01 1.43 0.43 1.20 0.14 1.28 0.94

P00747 1 109 75 50 120 Plasminogen (EC 3.4.21.7) [Cleaved into: Plasmin heavy chain A; Activation peptide; Angiostatin; Plasmin heavy chain A, short form; Plasmin light chain B]P00747 sp|P00747|PLMN_HUMAN3 56.98 56.98 58.1 39.33 40.51 34.22 35.59 43.3299989 43.3299989 34.4399989 31.1100006 34 34 24 23 33 41 41 25 34 0.54 0.00 1.20 0.45 0.64 0.73 0.02 1.29 0.57 0.94 0.60 0.01 1.45 0.41 0.87 0.45 0.00 1.23 0.36 0.55 0.49 0.00 1.13 0.43 0.55 2.20 0.00 1.13 1.94 2.50 1.92 0.00 1.10 1.74 2.12 1.03 0.56 1.11 0.92 1.15 1.22 0.01 1.16 1.05 1.42 2.58 0.00 1.08 2.39 2.78 1.51 0.00 1.10 1.38 1.66 0.64 0.00 1.12 0.57 0.72 1.45 0.00 1.07 1.35 1.55 3.48 0.00 1.08 3.22 3.76 0.72 0.00 1.12 0.64 0.80 0.69 0.00 1.10 0.63 1.01 0.83 1.15 0.88

P00748 1 110 75 50 120 Coagulation factor XII (EC 3.4.21.38) (Hageman factor) (HAF) [Cleaved into: Coagulation factor XIIa heavy chain; Beta-factor XIIa part 1; Beta-factor XIIa part 2; Coagulation factor XIIa light chain]P00748 sp|P00748|FA12_HUMAN3 13.06 13.06 13.17 11.51 11.82 9.63 9.72 17.0699999 17.0699999 13.6600003 8.29299986 8 8 7 6 7 7 6 7 7 0.78 0.08 1.33 0.59 1.04 0.52 0.00 1.42 0.36 0.74 0.53 0.09 2.15 0.25 1.15 0.37 0.02 2.12 0.18 0.79 0.44 0.01 1.45 0.30 0.63 1.85 0.00 1.22 1.51 2.26 1.39 0.02 1.28 1.09 1.78 1.43 0.01 1.22 1.17 1.75 1.05 0.82 1.79 0.59 1.87 1.16 0.12 1.23 0.94 1.43 1.66 0.01 1.40 1.18 2.33 0.70 0.00 1.17 0.60 0.82 1.24 0.07 1.27 0.97 1.57 3.02 0.00 1.23 2.46 3.71 0.92 0.45 1.31 0.71 1.20 0.77 0.02 1.22 0.63 0.75 0.10 1.47 0.51

P00751 1 111 75 50 120 Complement factor B (EC 3.4.21.47) (C3/C5 convertase) (Glycine-rich beta glycoprotein) (GBG) (PBF2) (Properdin factor B) [Cleaved into: Complement factor B Ba fragment; Complement factor B Bb fragment]P00751 sp|P00751|CFAB_HUMAN3 47.72 47.72 49.94 37.97 39.79 37.52 40.45 38.0899996 38.0899996 30.37 37.1699989 34 34 24 30 43 49 44 37 49 0.45 0.00 1.44 0.31 0.65 0.52 0.00 1.23 0.42 0.64 0.55 0.00 1.19 0.46 0.66 0.36 0.00 1.16 0.31 0.42 0.55 0.00 1.11 0.49 0.61 1.64 0.00 1.08 1.52 1.77 1.52 0.00 1.07 1.42 1.63 1.40 0.00 1.15 1.22 1.60 1.16 0.06 1.17 0.99 1.35 2.73 0.00 1.10 2.49 2.99 1.47 0.00 1.10 1.33 1.62 0.93 0.12 1.10 0.85 1.02 2.15 0.00 1.15 1.88 2.46 1.90 0.00 1.10 1.72 2.10 0.60 0.00 1.11 0.54 0.66 0.87 0.00 1.07 0.81 1.31 0.00 1.11 1.18

P00966 1 112 75 50 120 Argininosuccinate synthase (EC 6.3.4.5) (Citrulline--aspartate ligase)P00966 sp|P00966|ASSY_HUMAN3 6.88 5.72 6.07 4.29 4.55 6.88 7.57 6.79600015 6.79600015 6.55300021 6.55300021 3 3 3 3 6 10 5 3 10 1.10 0.24 1.20 0.91 1.32 0.76 0.07 1.37 0.55 1.03 0.97 0.77 1.46 0.67 1.41 0.92 0.46 1.46 0.63 1.35 1.47 0.04 1.44 1.02 2.11 0.73 0.13 1.58 0.46 1.15 0.87 0.10 1.20 0.72 1.04 0.85 0.37 1.87 0.45 1.58 0.97 0.77 1.37 0.71 1.33 0.85 0.40 1.91 0.44 1.63 1.12 0.18 1.21 0.93 1.35 1.21 0.11 1.29 0.93 1.56 0.90 0.44 1.41 0.64 1.27 0.98 0.93 1.87 0.53 1.84 1.04 0.68 1.46 0.71 1.52 1.32 0.15 1.68 0.79 1.43 0.02 1.26 1.14

P01008 1 113 75 50 120 Antithrombin-III (ATIII) (Serpin C1)P01008 sp|P01008|ANT3_HUMAN3 39.03 39.03 40.25 20.59 21.57 29.59 31.17 46.3400006 46.3400006 27.7999997 41.1599994 27 27 18 25 33 49 36 13 49 0.69 0.00 1.15 0.60 0.80 0.65 0.00 1.20 0.54 0.78 0.55 0.00 1.27 0.43 0.69 0.39 0.00 1.32 0.30 0.51 0.65 0.00 1.10 0.59 0.72 2.27 0.00 1.27 1.79 2.88 1.28 0.02 1.22 1.05 1.57 1.34 0.00 1.16 1.16 1.55 1.33 0.00 1.13 1.18 1.50 2.42 0.00 1.21 2.01 2.92 1.64 0.00 1.24 1.32 2.03 0.99 0.94 1.19 0.83 1.18 1.13 0.18 1.20 0.94 1.35 1.94 0.00 1.19 1.63 2.30 1.13 0.08 1.15 0.98 1.30 1.00 0.98 1.16 0.87 0.86 0.04 1.16 0.74

P01009 1 114 75 50 120 Alpha-1-antitrypsin (Alpha-1 protease inhibitor) (Alpha-1-antiproteinase) (Serpin A1) [Cleaved into: Short peptide from AAT (SPAAT)]P01009 sp|P01009|A1AT_HUMAN3 71.15 71.15 73.44 61.86 63.5 68.84 70.55 69.3799973 68.1800008 61.4799976 69.3799973 89 70 68 89 129 184 104 98 184 1.11 0.07 1.12 0.99 1.25 0.40 0.00 1.25 0.32 0.50 0.67 0.00 1.13 0.59 0.76 0.36 0.00 1.18 0.31 0.43 0.52 0.00 1.15 0.45 0.60 1.41 0.00 1.11 1.27 1.57 1.16 0.00 1.08 1.07 1.25 1.38 0.00 1.08 1.27 1.50 1.21 0.09 1.25 0.97 1.52 2.26 0.00 1.14 1.99 2.57 1.74 0.00 1.13 1.53 1.97 1.11 0.02 1.09 1.02 1.21 1.45 0.00 1.12 1.30 1.62 2.04 0.00 1.12 1.81 2.29 1.06 0.17 1.09 0.97 1.16 1.01 0.89 1.11 0.91 0.91 0.26 1.18 0.77

P01011 1 115 75 50 120 Alpha-1-antichymotrypsin (ACT) (Cell growth-inhibiting gene 24/25 protein) (Serpin A3) [Cleaved into: Alpha-1-antichymotrypsin His-Pro-less]P01011 sp|P01011|AACT_HUMAN3 30.79 29.7 32.27 23.98 26.1 30.79 33.47 47.7499992 43.9700007 45.8600014 47.7499992 30 26 23 30 34 51 27 25 51 0.68 0.01 1.28 0.53 0.86 0.41 0.00 1.26 0.33 0.52 0.44 0.00 1.36 0.32 0.59 0.35 0.00 1.43 0.24 0.49 0.65 0.00 1.14 0.57 0.74 2.20 0.00 1.19 1.85 2.62 1.51 0.00 1.19 1.27 1.80 1.13 0.28 1.27 0.89 1.44 1.20 0.05 1.20 1.00 1.44 2.37 0.00 1.14 2.07 2.71 1.65 0.00 1.20 1.37 1.99 0.75 0.00 1.12 0.67 0.83 1.46 0.00 1.14 1.28 1.66 2.33 0.00 1.15 2.02 2.68 0.78 0.00 1.17 0.67 0.91 0.83 0.00 1.12 0.74 0.98 0.81 1.23 0.79

P01019 1 116 75 50 120 Angiotensinogen (Serpin A8) [Cleaved into: Angiotensin-1 (Angiotensin 1-10) (Angiotensin I) (Ang I); Angiotensin-2 (Angiotensin 1-8) (Angiotensin II) (Ang II); Angiotensin-3 (Angiotensin 2-8) (Angiotensin III) (Ang III) (Des-Asp[1]-angiotensin II); Angiotensin-4 (Angiotensin 3-8) (Angiotensin IV) (Ang IV); Angiotensin 1-9; Angiotensin 1-7; Angiotensin 1-5; Angiotensin 1-4]P01019 sp|P01019|ANGT_HUMAN3 22.43 17.42 17.5 22.43 22.58 13.96 15.91 30.7200015 25.5699992 30.7200015 21.6499999 15 15 14 15 25 31 21 23 31 2.23 0.00 1.22 1.83 2.71 0.69 0.42 2.81 0.24 1.94 0.62 0.00 1.28 0.49 0.80 0.47 0.00 1.34 0.35 0.63 0.64 0.00 1.17 0.54 0.75 1.70 0.00 1.16 1.46 1.97 1.03 0.63 1.15 0.90 1.18 1.13 0.06 1.13 1.00 1.28 1.18 0.28 1.42 0.84 1.68 1.73 0.00 1.17 1.48 2.02 1.23 0.01 1.15 1.07 1.41 0.97 0.68 1.15 0.85 1.12 1.10 0.26 1.19 0.92 1.31 2.25 0.00 1.21 1.85 2.73 1.13 0.04 1.12 1.01 1.27 0.85 0.01 1.12 0.75 0.97 0.84 1.35 0.72

P01023 1 117 75 50 120 Alpha-2-macroglobulin (Alpha-2-M) (C3 and PZP-like alpha-2-macroglobulin domain-containing protein 5)P01023 sp|P01023|A2MG_HUMAN3 270.35 236.23 236.72 226.02 226.6 270.35 271.02 74.6299982 74.2900014 73.8099992 74.6299982 416 307 304 416 609 898 425 503 898 0.26 0.00 1.26 0.21 0.33 0.48 0.00 1.13 0.42 0.54 0.41 0.00 1.22 0.33 0.50 0.45 0.00 1.11 0.40 0.49 0.71 0.00 1.04 0.68 0.74 1.49 0.00 1.06 1.40 1.59 1.44 0.00 1.05 1.37 1.52 0.92 0.05 1.09 0.84 1.00 1.22 0.00 1.13 1.08 1.39 4.01 0.00 1.09 3.69 4.36 1.49 0.00 1.07 1.39 1.60 0.41 0.00 1.11 0.37 0.45 1.74 0.00 1.05 1.65 1.83 4.15 0.00 1.11 3.74 4.61 0.53 0.00 1.09 0.49 0.58 0.50 0.00 1.17 0.42 1.02 0.60 1.08 0.95

P01024 1 118 75 50 120 Complement C3 (C3 and PZP-like alpha-2-macroglobulin domain-containing protein 1) [Cleaved into: Complement C3 beta chain; Complement C3 alpha chain; C3a anaphylatoxin; Acylation stimulating protein (ASP) (C3adesArg); Complement C3b alpha' chain; Complement C3c alpha' chain fragment 1; Complement C3dg fragment; Complement C3g fragment; Complement C3d fragment; Complement C3f fragment; Complement C3c alpha' chain fragment 2]P01024 sp|P01024|CO3_HUMAN3 306.11 295.45 295.45 267.5 267.5 306.11 306.11 75.7099986 75.7099986 75.7099986 71.6799974 401 358 296 401 703 1044 528 538 1044 0.70 0.00 1.07 0.66 0.75 0.61 0.00 1.06 0.58 0.65 0.75 0.00 1.05 0.71 0.79 0.56 0.00 1.05 0.53 0.59 0.63 0.00 1.04 0.61 0.66 1.51 0.00 1.04 1.45 1.58 1.32 0.00 1.05 1.26 1.38 1.25 0.00 1.07 1.16 1.34 1.08 0.09 1.10 0.99 1.19 1.56 0.00 1.05 1.48 1.64 1.56 0.00 1.06 1.48 1.65 1.11 0.00 1.04 1.06 1.15 1.28 0.00 1.04 1.23 1.33 1.51 0.00 1.05 1.44 1.59 1.10 0.00 1.03 1.06 1.13 0.80 0.00 1.04 0.77 1.08 0.00 1.05 1.03

P01031 1 119 75 50 120 Complement C5 (C3 and PZP-like alpha-2-macroglobulin domain-containing protein 4) [Cleaved into: Complement C5 beta chain; Complement C5 alpha chain; C5a anaphylatoxin; Complement C5 alpha' chain]P01031 sp|P01031|CO5_HUMAN3 71.57 64.79 68.4 71.36 73.99 71.57 77.46 24.0500003 21.6600001 23.0299994 24.0500003 48 43 43 48 67 87 58 57 87 0.75 0.00 1.12 0.67 0.85 0.60 0.00 1.10 0.55 0.66 0.92 0.02 1.06 0.87 0.98 0.54 0.00 1.11 0.48 0.60 0.54 0.00 1.10 0.50 0.59 1.38 0.00 1.08 1.28 1.48 1.13 0.00 1.06 1.07 1.19 1.15 0.03 1.13 1.01 1.30 1.05 0.44 1.14 0.92 1.19 2.44 0.00 1.29 1.89 3.16 1.33 0.00 1.08 1.23 1.43 0.73 0.00 1.07 0.68 0.78 1.26 0.00 1.07 1.18 1.34 2.16 0.00 1.10 1.95 2.38 1.06 0.26 1.11 0.96 1.17 0.76 0.00 1.08 0.71 0.98 0.73 1.10 0.90

P01042 1 121 75 50 120 Kininogen-1 (Alpha-2-thiol proteinase inhibitor) (Fitzgerald factor) (High molecular weight kininogen) (HMWK) (Williams-Fitzgerald-Flaujeac factor) [Cleaved into: Kininogen-1 heavy chain; T-kinin (Ile-Ser-Bradykinin); Bradykinin (Kallidin I); Lysyl-bradykinin (Kallidin II); Kininogen-1 light chain; Low molecular weight growth-promoting factor]P01042 sp|P01042|KNG1_HUMAN3 19.7 17.31 18.99 16.68 18.19 19.7 21.63 21.1199999 16.46 15.8399999 21.1199999 15 12 10 15 14 19 11 11 19 0.40 0.00 1.40 0.29 0.56 0.35 0.00 1.38 0.25 0.48 0.38 0.00 1.53 0.25 0.58 0.40 0.00 1.24 0.32 0.49 0.47 0.00 1.21 0.39 0.57 2.11 0.00 1.19 1.78 2.51 1.48 0.00 1.21 1.22 1.80 1.17 0.21 1.29 0.90 1.51 1.05 0.62 1.23 0.85 1.29 2.43 0.00 1.15 2.11 2.79 1.73 0.00 1.12 1.54 1.95 0.61 0.00 1.17 0.52 0.72 1.42 0.00 1.12 1.26 1.60 2.45 0.00 1.13 2.16 2.78 0.74 0.00 1.13 0.66 0.83 0.70 0.00 1.15 0.61 1.15 0.07 1.16 0.98

P01116 1 122 55 42 80 GTPase KRas (K-Ras 2) (Ki-Ras) (c-K-ras) (c-Ki-ras) [Cleaved into: GTPase KRas, N-terminally processed]P01116 sp|P01116|RASK_HUMAN3 5.76 5.76 8.01 3.68 6.13 4.07 6.19 25.4000008 25.4000008 19.0500006 16.4000005 4 4 3 3 3 4 4 3 1 0.80 0.48 3.08 0.26 2.46 0.97 0.88 1.87 0.52 1.82 1.13 0.53 1.97 0.57 2.22 0.64 0.04 1.46 0.44 0.94 0.92 NA NA NA NA 1.18 0.21 1.47 0.80 1.72 1.06 0.69 1.68 0.63 1.78 1.04 0.87 2.69 0.39 2.81 0.74 NA NA NA NA 1.71 0.32 5.71 0.30 9.76 0.98 0.81 1.44 0.68 1.41 0.86 0.51 2.27 0.38 1.95 1.50 0.41 5.51 0.27 8.26 1.34 0.23 2.11 0.64 2.84 1.05 0.65 1.43 0.73 1.50 0.83 0.18 1.47 0.57 0.99 NA NA NA

P01591 1 123 75 50 120 Immunoglobulin J chainP01591 sp|P01591|IGJ_HUMAN3 20.33 19.04 19.36 20.33 20.46 18.04 18.08 59.7500026 58.4900022 59.7500026 59.7500026 56 41 41 56 77 101 63 67 101 0.79 0.01 1.17 0.67 0.92 0.94 0.35 1.16 0.81 1.09 2.02 0.00 1.15 1.75 2.33 0.81 0.01 1.15 0.70 0.94 0.69 0.00 1.19 0.58 0.82 1.12 0.37 1.33 0.84 1.49 0.75 0.66 4.57 0.16 3.43 1.81 0.00 1.15 1.57 2.09 1.18 0.32 1.44 0.82 1.71 1.84 0.00 1.19 1.55 2.19 1.12 0.31 1.29 0.87 1.45 0.61 0.00 1.19 0.52 0.73 1.66 0.00 1.25 1.32 2.07 1.70 0.00 1.21 1.40 2.06 1.08 0.23 1.16 0.94 1.25 0.58 0.00 1.16 0.50 1.44 0.01 1.28 1.13

P01596 1 125 55 34 92 Ig kappa chain V-I region CARP01596 sp|P01596|KV104_HUMAN3 2.99 2.99 18.46 2.7 19.15 2.62 20.05 41.1199987 41.1199987 39.2500013 41.1199987 54 45 54 49 2 3 3 1 2 0.31 0.01 1.52 0.20 0.47 0.50 0.12 3.20 0.16 1.59 0.82 NA NA NA NA 0.83 NA NA NA NA 0.41 0.20 35.00 0.01 14.51 0.98 0.97 7.50 0.13 7.37 1.16 0.50 2.17 0.53 2.52 1.11 NA NA NA NA 0.92 0.80 31.93 0.03 29.26 5.70 NA NA NA NA 1.40 0.11 1.68 0.84 2.35 0.73 0.24 2.26 0.32 1.65 1.52 0.04 1.45 1.05 2.20 1.69 NA NA NA NA 0.54 NA NA NA NA 0.73 NA NA NA 0.87 0.47 4.79 0.18

P01608 1 130 75 50 120 Ig kappa chain V-I region RoyP01608 sp|P01608|KV116_HUMAN3 4.01 4.01 16.03 3.64 17.66 3.74 18.35 38.8900012 31.4799994 31.4799994 38.8900012 85 66 84 85 7 10 6 4 10 0.69 0.62 927.78 0.00 640.43 0.91 0.54 3.56 0.26 3.25 1.57 0.26 12.18 0.13 19.08 0.49 0.14 7.73 0.06 3.76 0.65 0.14 3.51 0.19 2.28 0.81 0.69 181.61 0.00 146.73 1.08 0.57 3.55 0.31 3.84 1.32 0.22 3.58 0.37 4.71 1.23 0.53 17.33 0.07 21.28 2.21 0.10 5.15 0.43 11.42 1.40 0.43 32.80 0.04 45.98 1.64 0.68 87297.20 0.00 143362.32 1.31 0.44 16.56 0.08 21.69 1.28 0.24 3.58 0.36 4.60 0.55 0.26 25.15 0.02 13.88 1.16 0.64 19.21 0.06 0.99 0.94 4.38 0.23

P01609 1 131 55 34 92 Ig kappa chain V-I region ScwP01609 sp|P01609|KV117_HUMAN3 4.26 4.26 17.26 4 18.64 3.51 19.44 59.2599988 50 50.9299994 59.2599988 88 72 88 88 3 5 5 1 2 0.60 0.49 557.60 0.00 333.84 0.55 0.68 797052.25 0.00 441639.84 1.74 NA NA NA NA 0.51 NA NA NA NA 0.44 0.26 101.37 0.00 44.12 1.09 0.86 148.61 0.01 162.65 1.23 0.47 11.09 0.11 13.65 1.70 NA NA NA NA 1.08 0.66 5.43 0.20 5.87 1.79 NA NA NA NA 2.07 0.09 3.59 0.58 7.44 0.71 0.18 3.58 0.20 2.55 1.57 0.14 3.64 0.43 5.70 2.83 NA NA NA NA 0.73 NA NA NA NA 0.87 NA NA NA 1.08 0.60 3.61 0.30

P01610 1 132 55 42 80 Ig kappa chain V-I region WEAP01610 sp|P01610|KV118_HUMAN3 25.24 3.69 23.61 25.24 28.66 5.06 24.22 75.9299994 44.4400013 63.8899982 75.9299994 102 78 102 102 2 3 3 2 1 0.76 0.60 104.67 0.01 79.89 0.75 0.58 111.18 0.01 83.36 1.05 0.72 3.62 0.29 3.80 0.61 0.13 3.61 0.17 2.21 0.84 NA NA NA NA 1.33 0.21 3.52 0.38 4.67 0.97 0.80 3.52 0.28 3.41 1.92 0.10 3.60 0.53 6.92 1.28 NA NA NA NA 2.30 0.33 422.17 0.01 970.29 1.20 0.32 3.53 0.34 4.24 0.59 0.22 10.50 0.06 6.25 2.69 0.33 1288.96 0.00 3469.33 1.59 0.14 3.63 0.44 5.77 0.81 0.41 8.00 0.10 6.45 0.60 0.12 3.60 0.17 1.11 NA NA NA

P01611 1 133 55 42 80 Ig kappa chain V-I region WesP01611 sp|P01611|KV119_HUMAN3 9.92 9.32 11.29 9.92 12.64 8.21 12.1 43.5200006 43.5200006 43.5200006 41.6700006 37 37 35 23 21 27 15 21 27 0.57 0.42 11.21 0.05 6.39 0.68 0.29 3.25 0.21 2.20 1.37 0.22 4.16 0.33 5.71 0.40 0.09 5.80 0.07 2.31 0.61 NA NA NA NA 1.77 0.30 5.76 0.31 10.19 1.14 0.65 2.97 0.38 3.39 1.47 0.18 4.20 0.35 6.17 1.31 NA NA NA NA 2.87 0.11 9.38 0.31 26.88 1.05 0.68 1.51 0.69 1.58 0.62 0.04 1.50 0.41 0.93 2.07 0.28 8.59 0.24 17.75 2.34 0.08 4.19 0.56 9.78 0.68 0.18 4.19 0.16 2.86 0.66 0.16 4.14 0.16 0.67 NA NA NA

P01612 1 134 55 34 92 Ig kappa chain V-I region MevP01612 sp|P01612|KV120_HUMAN3 7.16 7.16 14.29 2.98 10.89 2.93 14.6 46.7900008 46.7900008 31.189999 41.2800014 41 41 39 41 4 5 5 4 3 0.45 0.71 1.28 0.12 1.48 0.86 1.89 0.56 0.04 1.62 0.35 0.90 0.62 0.60 3742.49 0.00 2323.59 1.00 1.26 2.02 0.02 1.48 1.36 3.00 1.09 0.89 686.29 0.00 748.79 3.13 0.03 2.28 1.37 7.15 1.55 0.77 1.61 2.62 0.05 2.63 1.00 6.88 0.84 0.44 2.22 0.38 1.86 0.88 0.56 2.19 0.40 1.13 0.49 4.64 0.24

P01703 1 140 75 50 120 Ig lambda chain V-I region NEWMP01703 sp|P01703|LV105_HUMAN3 7.42 6.82 8.61 7.42 9.56 7.09 9.29 23.2999995 23.2999995 23.2999995 23.2999995 19 12 15 19 14 25 8 10 25 0.84 0.34 3.76 0.22 3.16 0.84 0.61 24.64 0.03 20.70 1.50 0.46 99.52 0.02 149.46 0.45 0.08 3.81 0.12 1.72 0.75 0.48 31.38 0.02 23.58 1.20 0.38 4.86 0.25 5.83 1.04 0.77 3.75 0.28 3.89 2.24 0.12 6.60 0.34 14.75 1.13 0.74 39.78 0.03 45.06 2.08 0.16 10.84 0.19 22.55 1.36 0.34 10.41 0.13 14.19 0.68 0.17 3.78 0.18 2.55 1.73 0.12 3.75 0.46 6.49 1.42 0.28 8.33 0.17 11.80 0.96 0.83 7.42 0.13 7.11 0.53 0.12 4.82 0.11 1.24 0.29 3.78 0.33

P01708 1 141 75 50 120 Ig lambda chain V-II region BURP01708 sp|P01708|LV205_HUMAN3 4 3.64 6.28 4 7.2 2.17 5.62 39.4499987 39.4499987 32.1099997 22.0200002 7 7 6 4 4 4 4 3 4 0.52 0.03 1.64 0.32 0.85 0.61 0.25 3.80 0.16 2.32 1.35 0.23 4.23 0.32 5.72 0.58 0.13 4.07 0.14 2.37 0.49 0.39 625.46 0.00 306.83 1.74 0.33 6.32 0.27 10.98 1.32 0.32 2.48 0.53 3.26 2.84 0.11 10.16 0.28 28.86 1.42 0.18 3.62 0.39 5.15 1.41 0.59 333.14 0.00 469.08 1.52 0.08 1.73 0.88 2.64 0.66 0.25 3.02 0.22 2.00 1.45 0.06 1.49 0.97 2.16 2.11 0.13 6.90 0.31 14.53 0.57 0.40 179.80 0.00 102.10 0.83 0.35 4.09 0.20 0.87 0.39 3.59 0.24

P01714 1 142 55 34 92 Ig lambda chain V-III region SHP01714 sp|P01714|LV301_HUMAN3 15.63 5.39 5.63 9.89 10.22 15.63 16.5 41.6700006 36.1099988 41.6700006 41.6700006 22 8 10 22 10 21 1 8 21 0.53 0.77 0.96 0.73 1.58 0.61 1.52 0.48 0.01 1.42 0.34 0.68 0.75 0.04 1.29 0.58 0.96 1.61 1.00 1.85 0.02 1.42 1.31 2.63 0.97 0.94 2.85 0.34 2.77 3.23 0.00 1.42 2.28 4.59 2.30 0.69 1.73 1.38 0.10 1.60 0.86 2.21 0.80 0.11 1.42 0.56 1.14 0.72 0.05 1.42 0.50 0.97 0.88 1.62 0.60

P01717 1 143 55 34 92 Ig lambda chain V-IV region HilP01717 sp|P01717|LV403_HUMAN3 11.57 6.01 6.07 8.51 8.75 11.57 12.17 42.0599997 42.0599997 42.0599997 34.5800012 23 13 18 23 23 45 2 22 45 0.83 0.43 1.17 0.40 4.27 0.27 5.01 0.68 0.39 31.54 0.02 21.33 0.79 0.17 1.53 0.51 1.20 0.92 0.88 1.26 0.29 4.29 0.29 5.40 1.29 0.44 2.49 0.52 3.21 3.15 0.06 4.31 0.73 13.56 1.43 0.54 2.04 1.50 0.45 76.49 0.02 114.80 0.80 0.51 18.37 0.04 14.76 0.61 0.50 521.21 0.00 1.03 0.80 1.44 0.72

P01743 1 144 55 34 92 Ig heavy chain V-I region HG3P01743 sp|P01743|HV102_HUMAN3 12.32 12.32 18.02 2.91 14.07 4.04 14.53 47.8599995 47.8599995 41.0299987 32.4800015 23 23 22 22 17 20 17 14 20 0.67 0.27 9.62 0.07 6.46 0.95 0.83 8.06 0.12 7.69 1.64 NA NA NA NA 0.47 NA NA NA NA 0.72 0.23 5.03 0.14 3.62 0.92 0.62 4.73 0.19 4.35 1.29 0.24 3.69 0.35 4.76 1.75 NA NA NA NA 0.80 0.58 34.66 0.02 27.84 2.82 NA NA NA NA 1.13 0.75 43.77 0.03 49.46 0.71 0.18 3.68 0.19 2.60 1.88 0.16 8.26 0.23 15.52 1.72 NA NA NA NA 0.72 NA NA NA NA 0.68 NA NA NA 1.02 0.92 7.05 0.14

P01763 1 146 55 34 92 Ig heavy chain V-III region WEAP01763 sp|P01763|HV302_HUMAN3 4.01 2.21 14.21 2 10.6 4.01 19.41 48.2499987 48.2499987 46.4899987 48.2499987 52 38 32 52 5 8 2 8 5 0.60 0.65 1.40 0.16 1.93 0.72 2.70 0.65 0.10 1.93 0.33 1.25 0.72 0.19 3.51 0.20 2.53 1.11 1.22 1.93 0.09 2.43 0.79 4.69 1.65 0.45 212.93 0.01 351.35 2.12 0.01 1.43 1.48 3.04 1.17 0.57 2.17 1.91 0.02 1.43 1.33 2.73 0.71 0.17 2.01 0.35 1.44 0.67 0.11 1.87 0.36 1.24 0.35 5.20 0.24

P01766 1 148 75 50 120 Ig heavy chain V-III region BROP01766 sp|P01766|HV305_HUMAN3 35.8 14.86 22.75 24.8 25.25 35.8 36.2 58.3299995 51.6700029 58.3299995 56.6699982 100 64 63 100 61 93 18 72 93 0.66 0.15 3.52 0.19 2.32 0.86 0.61 15.73 0.05 13.47 1.49 0.06 1.53 0.97 2.28 0.78 0.13 1.54 0.51 1.20 0.62 0.25 12.86 0.05 7.93 1.18 0.74 121.77 0.01 143.63 1.41 0.18 3.53 0.40 4.99 1.89 0.08 2.22 0.85 4.19 1.04 0.78 3.67 0.28 3.80 2.01 0.02 1.54 1.30 3.10 1.75 0.13 4.61 0.38 8.08 0.77 0.27 4.52 0.17 3.50 2.25 0.18 19.66 0.11 44.18 1.78 0.04 1.64 1.09 2.92 0.80 0.25 1.81 0.44 1.45 0.66 0.05 1.53 0.43 1.05 0.77 5.58 0.19

P01767 1 149 75 50 120 Ig heavy chain V-III region BUTP01767 sp|P01767|HV306_HUMAN3 7.7 7.7 17.86 5.98 12.97 5.83 18.59 46.9599992 45.2199996 46.0900009 46.9599992 55 40 30 55 6 11 2 5 11 0.73 0.26 5.97 0.12 4.33 1.15 0.60 12.19 0.09 14.04 1.92 0.42 628.89 0.00 1209.27 0.26 0.18 155.23 0.00 39.62 1.31 0.26 4.51 0.29 5.92 0.63 0.21 7.99 0.08 5.00 0.95 0.91 65.68 0.01 62.72 0.74 0.21 3.78 0.20 2.80 0.98 0.94 27.48 0.04 26.81 4.25 0.42 1434475.38 0.00 6102480.82 1.39 0.44 30.38 0.05 42.13 0.60 0.12 3.52 0.17 2.10 1.51 0.52 270.84 0.01 407.81 0.94 0.76 6.29 0.15 5.94 2.08 0.62 743819.56 0.00 1547377.13 0.34 0.18 54.03 0.01 0.54 0.26 30.18 0.02

P01781 1 156 75 50 120 Ig heavy chain V-III region GALP01781 sp|P01781|HV320_HUMAN3 10.8 10.8 12 7.79 11.48 10.45 13.74 50.8599997 50.8599997 50.8599997 50.8599997 33 33 31 32 15 19 13 14 19 0.28 0.00 1.29 0.22 0.37 0.54 0.03 1.60 0.34 0.87 1.49 0.12 1.90 0.78 2.82 0.66 0.10 1.79 0.37 1.19 0.69 0.05 1.43 0.48 1.00 1.17 0.69 3.05 0.38 3.57 1.01 0.90 1.41 0.72 1.43 1.98 0.08 2.47 0.80 4.89 0.93 0.76 1.88 0.50 1.76 3.13 0.01 1.43 2.18 4.48 1.22 0.40 1.93 0.63 2.35 0.54 0.28 4.53 0.12 2.44 1.29 0.31 1.94 0.66 2.50 1.83 0.02 1.43 1.28 2.63 0.89 0.34 1.52 0.58 1.35 0.70 0.12 1.81 0.39 1.36 0.36 2.51 0.54

P01824 1 157 75 50 120 Ig heavy chain V-II region WAHP01824 sp|P01824|HV206_HUMAN3 6.36 4.04 4.42 6.36 7.04 4.01 6.42 31.7799985 21.7099994 31.7799985 29.460001 8 5 8 7 4 6 3 2 6 0.59 0.37 76.98 0.01 45.45 0.54 0.22 17.48 0.03 9.37 1.09 0.64 5.74 0.19 6.27 0.68 0.18 4.14 0.16 2.82 0.61 0.20 8.02 0.08 4.90 1.29 0.26 4.09 0.32 5.28 1.08 0.80 21.24 0.05 22.99 1.59 0.15 4.12 0.38 6.54 1.00 0.97 3.65 0.27 3.63 1.91 0.26 36.50 0.05 69.62 1.70 0.22 10.80 0.16 18.40 0.78 0.27 4.12 0.19 3.22 1.89 0.12 4.67 0.40 8.82 1.86 0.11 4.14 0.45 7.70 0.48 0.16 11.18 0.04 5.42 0.64 0.22 8.17 0.08 1.27 0.44 11.96 0.11

P01833 1 158 75 50 120 Polymeric immunoglobulin receptor (PIgR) (Poly-Ig receptor) (Hepatocellular carcinoma-associated protein TB6) [Cleaved into: Secretory component]P01833 sp|P01833|PIGR_HUMAN3 133.66 121.58 123.71 131.9 133.18 133.66 134.88 65.1799977 57.7199996 65.1799977 62.6999974 226 200 203 226 353 473 265 322 473 0.83 0.01 1.15 0.72 0.96 1.03 0.57 1.12 0.92 1.16 1.93 0.00 1.08 1.79 2.08 0.86 0.32 1.37 0.63 1.17 0.64 0.00 1.10 0.59 0.70 1.21 0.00 1.09 1.11 1.32 0.79 0.00 1.08 0.73 0.86 1.57 0.01 1.43 1.10 2.24 0.81 0.03 1.21 0.67 0.98 1.34 0.00 1.09 1.24 1.46 1.27 0.02 1.22 1.04 1.55 0.67 0.00 1.08 0.62 0.73 1.67 0.00 1.10 1.52 1.84 1.68 0.00 1.13 1.49 1.90 1.08 0.38 1.18 0.91 1.27 0.60 0.01 1.42 0.42 1.35 0.00 1.14 1.18

P01834 1 159 75 50 120 Ig kappa chain C regionP01834 sp|P01834|IGKC_HUMAN3 76.69 60.34 61.17 61.66 62.53 76.69 77.48 84.9099994 84.9099994 80.1900029 84.9099994 257 193 217 257 362 529 266 290 529 0.55 0.01 1.53 0.36 0.84 0.72 0.03 1.31 0.55 0.95 1.22 0.14 1.32 0.92 1.60 0.46 0.00 1.19 0.38 0.55 0.60 0.00 1.26 0.48 0.76 1.19 0.14 1.27 0.93 1.51 1.19 0.17 1.31 0.91 1.55 1.94 0.00 1.14 1.70 2.22 1.31 0.06 1.33 0.98 1.74 2.07 0.00 1.25 1.66 2.59 1.85 0.01 1.46 1.27 2.70 0.68 0.00 1.22 0.56 0.84 1.95 0.00 1.42 1.37 2.77 2.72 0.00 1.27 2.15 3.44 0.76 0.00 1.13 0.67 0.86 0.73 0.00 1.17 0.63 1.32 0.09 1.39 0.95

P01857 1 160 75 50 120 Ig gamma-1 chain C regionP01857 sp|P01857|IGHG1_HUMAN3 97.27 97.27 98.1 79.52 80.1 91.8 92.17 86.6699994 86.6699994 83.0299974 63.6399984 211 211 161 186 184 257 167 128 257 0.34 0.00 1.68 0.20 0.58 0.46 0.00 1.54 0.30 0.70 0.53 0.03 1.75 0.30 0.93 0.31 0.00 1.57 0.20 0.49 0.51 0.19 3.15 0.16 1.60 1.08 0.26 1.16 0.93 1.26 1.49 0.00 1.20 1.24 1.78 1.28 0.39 1.99 0.65 2.55 1.20 0.54 2.00 0.60 2.39 2.29 0.23 4.70 0.49 10.75 2.17 0.32 5.76 0.38 12.46 0.60 0.00 1.17 0.51 0.70 1.57 0.04 1.51 1.04 2.36 2.53 0.17 4.46 0.57 11.28 0.65 0.00 1.21 0.54 0.78 0.75 0.01 1.17 0.64 1.01 0.99 4.29 0.24

P01859 1 161 75 50 120 Ig gamma-2 chain C regionP01859 sp|P01859|IGHG2_HUMAN3 36.41 36.41 83.06 26.36 66.95 35.01 74.88 84.0499997 84.0499997 76.9900024 66.2599981 161 161 133 141 38 52 37 25 52 0.31 0.00 1.76 0.18 0.55 0.73 0.27 1.96 0.37 1.43 0.52 0.01 1.40 0.37 0.73 0.39 0.01 1.70 0.23 0.66 0.43 0.01 1.65 0.26 0.72 0.62 0.04 1.54 0.41 0.96 0.97 0.83 1.41 0.69 1.37 1.60 0.31 3.05 0.53 4.87 0.96 0.87 1.81 0.53 1.74 1.45 0.47 3.65 0.40 5.32 1.55 0.43 4.00 0.39 6.20 0.94 0.69 1.51 0.62 1.42 1.81 0.15 2.55 0.71 4.61 1.87 0.27 3.85 0.49 7.20 0.48 0.00 1.43 0.33 0.68 0.70 0.14 1.71 0.41 1.03 0.80 1.37 0.76

P01860 1 162 75 50 120 Ig gamma-3 chain C region (HDC) (Heavy chain disease protein)P01860 sp|P01860|IGHG3_HUMAN3 14.45 14.45 78.81 12.44 70.77 10.95 78.89 72.9399979 72.9399979 66.049999 59.1499984 140 129 100 140 21 23 21 19 23 0.38 0.06 2.82 0.13 1.06 0.40 0.04 2.17 0.19 0.88 0.58 0.07 1.91 0.30 1.11 0.29 0.02 2.03 0.14 0.59 0.88 0.30 1.51 0.58 1.32 0.74 0.18 1.87 0.40 1.39 1.61 0.04 1.55 1.04 2.51 2.06 0.11 3.09 0.67 6.35 1.12 0.71 2.94 0.38 3.28 5.41 0.01 2.02 2.67 10.93 1.06 0.62 1.56 0.68 1.66 0.48 0.02 1.59 0.30 0.76 1.96 0.01 1.42 1.38 2.78 1.96 0.02 1.43 1.36 2.81 0.79 0.13 1.50 0.53 1.18 0.38 0.03 2.18 0.18 1.47 0.04 1.42 1.04

P01861 1 163 75 50 120 Ig gamma-4 chain C regionP01861 sp|P01861|IGHG4_HUMAN3 11.95 10.42 70.56 6.12 50.62 11.95 63.39 75.8400023 75.8400023 66.3600028 64.8299992 165 165 117 145 22 33 13 21 33 0.55 0.20 3.80 0.15 2.10 0.51 0.24 5.95 0.08 3.00 0.69 0.07 1.53 0.45 1.06 0.41 0.01 1.57 0.26 0.64 0.91 0.34 1.29 0.71 1.18 0.59 0.16 2.86 0.21 1.68 0.83 0.38 2.06 0.40 1.71 1.98 0.30 5.77 0.34 11.42 0.90 0.54 1.63 0.55 1.47 0.42 0.01 1.62 0.26 0.69 2.95 0.03 2.34 1.26 6.90 0.89 0.62 2.46 0.36 2.18 0.68 0.14 2.01 0.34 1.36 2.27 0.01 1.56 1.45 3.56 0.37 0.00 1.35 0.27 0.50 1.59 0.01 1.31 1.21 0.93 0.44 1.29 0.72

P01871 1 164 75 50 120 Ig mu chain C regionP01871 sp|P01871|IGHM_HUMAN3 70.53 70.53 70.99 61.11 62.05 66.84 67.84 62.1699989 62.1699989 50.880003 53.5399973 114 87 100 114 66 95 56 48 95 0.35 0.00 1.66 0.21 0.58 0.79 0.02 1.19 0.66 0.94 0.72 0.00 1.18 0.61 0.85 0.61 0.00 1.24 0.49 0.75 1.13 0.33 1.31 0.86 1.48 1.54 0.00 1.28 1.21 1.97 1.05 0.48 1.15 0.91 1.21 1.02 0.79 1.18 0.86 1.20 1.47 0.01 1.32 1.11 1.95 2.78 0.00 1.29 2.15 3.59 1.37 0.02 1.28 1.07 1.76 0.20 0.00 1.70 0.12 0.34 1.81 0.00 1.28 1.41 2.31 4.86 0.00 1.31 3.70 6.37 0.48 0.00 1.18 0.41 0.57 0.60 0.00 1.18 0.51 1.09 0.39 1.24 0.88

P01876 1 165 75 50 120 Ig alpha-1 chain C regionP01876 sp|P01876|IGHA1_HUMAN3 116.79 110.65 110.93 104.73 104.94 116.79 117.05 66.8600023 66.8600023 64.0200019 61.7600024 204 166 194 204 188 250 156 157 250 0.78 0.59 2.93 0.27 2.27 0.99 0.93 1.20 0.83 1.19 1.87 0.00 1.18 1.59 2.20 0.67 0.07 1.54 0.43 1.04 0.50 0.01 1.51 0.33 0.76 0.91 0.51 1.41 0.64 1.28 0.71 0.05 1.40 0.51 1.00 1.94 0.34 5.11 0.38 9.93 0.80 0.19 1.45 0.55 1.17 2.30 0.01 1.70 1.35 3.89 1.27 0.09 1.33 0.95 1.68 0.50 0.01 1.63 0.31 0.81 1.67 0.00 1.32 1.26 2.20 1.61 0.02 1.40 1.15 2.25 0.94 0.47 1.22 0.77 1.15 0.53 0.01 1.53 0.35 1.35 0.01 1.19 1.14

P01877 1 166 75 50 120 Ig alpha-2 chain C regionP01877 sp|P01877|IGHA2_HUMAN3 23.25 23.25 90.27 9.4 78.05 10.55 93.93 71.7599988 71.7599988 67.0599997 65.5900002 158 132 158 154 41 64 26 32 64 0.93 0.46 1.33 0.70 1.24 1.23 0.13 1.36 0.90 1.67 1.93 0.02 1.44 1.35 2.78 0.94 0.59 1.57 0.60 1.46 0.64 0.16 4.14 0.15 2.65 1.03 0.89 1.74 0.59 1.78 0.88 0.21 1.30 0.67 1.14 1.81 0.04 1.70 1.06 3.08 0.73 0.20 3.76 0.19 2.73 1.50 0.04 1.44 1.04 2.15 1.50 0.14 1.88 0.79 2.82 0.84 0.15 1.34 0.63 1.12 1.55 0.02 1.39 1.12 2.15 1.87 0.02 1.44 1.30 2.69 0.96 0.68 1.43 0.67 1.38 0.64 0.04 1.49 0.43 1.26 0.27 3.76 0.33

P01880 1 167 75 50 120 Ig delta chain C regionP01880 sp|P01880|IGHD_HUMAN3 16.29 16.29 16.49 15.64 16 11.84 12.16 33.5900009 33.5900009 30.4699987 25.5199999 11 11 11 10 21 23 17 22 23 0.41 0.00 1.67 0.24 0.68 0.28 0.00 1.48 0.19 0.42 0.74 0.03 1.30 0.57 0.96 0.50 0.00 1.23 0.41 0.62 1.09 0.47 1.33 0.82 1.45 0.86 0.11 1.20 0.72 1.04 3.46 0.00 1.27 2.72 4.39 1.09 0.46 1.30 0.84 1.43 1.45 0.00 1.20 1.20 1.74 4.53 0.00 1.28 3.55 5.78 0.47 0.01 1.62 0.29 0.77 0.51 0.00 1.35 0.38 0.69 1.18 0.03 1.15 1.03 1.36 1.66 0.00 1.18 1.40 1.95 0.71 0.00 1.21 0.59 0.86 1.08 0.23 1.14 0.95 0.42 0.01 1.71 0.24

P01903 1 168 75 50 120 HLA class II histocompatibility antigen, DR alpha chain (MHC class II antigen DRA)P01903 sp|P01903|DRA_HUMAN3 18.85 18.01 18.45 17.02 17.57 18.85 19.17 38.9800012 32.6799989 35.0400001 38.9800012 19 19 16 17 27 44 22 16 44 0.73 0.02 1.28 0.57 0.93 1.15 0.04 1.14 1.01 1.31 0.81 0.03 1.20 0.68 0.97 1.08 0.50 1.28 0.84 1.38 0.74 0.00 1.15 0.64 0.85 1.06 0.29 1.14 0.94 1.21 1.50 0.00 1.14 1.32 1.71 1.34 0.00 1.18 1.14 1.58 1.37 0.08 1.45 0.95 1.98 1.29 0.00 1.15 1.12 1.48 1.12 0.15 1.18 0.95 1.32 1.16 0.03 1.14 1.01 1.31 1.12 0.07 1.14 0.99 1.28 1.56 0.00 1.23 1.26 1.92 0.97 0.62 1.14 0.85 1.11 1.30 0.01 1.20 1.08 0.87 0.06 1.16 0.75

P01911 1 171 75 50 120 HLA class II histocompatibility antigen, DRB1-15 beta chain (DW2.2/DR2.2) (MHC class II antigen DRB1*15)P01911 sp|P01911|2B1F_HUMAN3 26.26 26.26 26.39 2.45 15.41 14.33 14.57 48.120001 48.120001 34.2099994 31.2000006 23 23 13 12 5 7 5 2 7 0.30 0.06 3.93 0.08 1.16 2.26 0.02 1.56 1.45 3.53 0.53 0.54 7722.04 0.00 4114.83 1.29 0.75 2738.72 0.00 3539.81 0.95 0.73 4.02 0.24 3.83 0.29 0.07 4.27 0.07 1.22 1.84 0.06 1.95 0.94 3.58 0.77 0.78 8829.14 0.00 6823.32 1.54 0.19 5.23 0.29 8.04 0.68 0.49 132.66 0.01 89.66 0.33 0.01 1.42 0.23 0.46 0.23 0.10 9.35 0.02 2.12 3.32 0.01 1.82 1.82 6.05 2.57 0.20 49.90 0.05 128.22 1.04 0.90 24.64 0.04 25.69 0.38 0.21 60.63 0.01 0.28 0.05 3.73 0.07

P01920 1 172 75 50 120 HLA class II histocompatibility antigen, DQ beta 1 chain (MHC class II antigen DQB1)P01920 sp|P01920|DQB1_HUMAN3 11.31 11.31 11.31 8.35 9.19 9 9.01 21.4599997 21.4599997 13.7899995 18.0099994 7 7 5 6 12 15 12 10 15 0.78 0.34 1.82 0.43 1.42 0.97 0.92 2.16 0.45 2.09 1.36 0.01 1.22 1.12 1.66 0.62 0.06 1.65 0.38 1.02 0.82 0.18 1.41 0.58 1.15 0.57 0.02 1.52 0.37 0.86 1.62 0.08 1.74 0.93 2.82 1.59 0.00 1.22 1.31 1.93 1.24 0.33 1.72 0.72 2.14 1.00 0.98 1.49 0.67 1.49 1.49 0.15 1.81 0.82 2.70 0.86 0.47 1.65 0.52 1.42 0.92 0.69 1.62 0.57 1.49 1.67 0.00 1.24 1.34 2.07 1.29 0.15 1.49 0.87 1.93 0.77 0.02 1.21 0.63 0.76 0.04 1.29 0.59

P02042 1 173 75 50 120 Hemoglobin subunit delta (Delta-globin) (Hemoglobin delta chain)P02042 sp|P02042|HBD_HUMAN3 8 4 15.18 4 16.57 8 20.92 76.1900008 68.0299997 68.7099993 76.1900008 24 18 22 24 8 13 6 6 13 0.23 0.17 164.99 0.00 38.09 1.01 0.97 34.27 0.03 34.67 0.50 0.13 3.24 0.15 1.61 1.06 0.82 2.78 0.38 2.95 0.37 0.04 2.54 0.15 0.94 0.38 0.18 33.74 0.01 12.67 0.38 0.08 4.66 0.08 1.76 0.48 0.28 8.25 0.06 3.98 1.11 0.60 1.80 0.62 2.01 1.07 0.89 6.76 0.16 7.25 1.24 0.71 306.56 0.00 380.74 0.11 0.09 49.95 0.00 5.57 3.62 0.12 22.23 0.16 80.41 3.26 0.03 2.41 1.35 7.86 0.31 0.21 16.56 0.02 5.09 0.93 0.57 1.54 0.61 1.90 0.07 2.14 0.89

P02533 1 175 75 50 120 Keratin, type I cytoskeletal 14 (Cytokeratin-14) (CK-14) (Keratin-14) (K14)P02533 sp|P02533|K1C14_HUMAN3 19.97 19.97 50.58 16.45 47.08 16.87 46.24 47.6700008 46.8199998 47.6700008 45.5500007 37 36 37 31 14 15 15 14 13 0.45 0.00 1.29 0.35 0.58 1.64 0.00 1.25 1.31 2.06 0.83 0.27 1.44 0.58 1.20 0.56 0.00 1.30 0.43 0.73 0.60 0.00 1.30 0.46 0.78 1.09 0.63 1.47 0.74 1.60 0.98 0.87 1.25 0.78 1.23 4.81 0.00 1.76 2.73 8.49 0.88 0.36 1.39 0.64 1.22 2.34 0.00 1.38 1.69 3.22 0.84 0.14 1.28 0.65 1.08 0.45 0.00 1.38 0.33 0.62 1.53 0.00 1.28 1.20 1.96 1.52 0.03 1.41 1.07 2.15 1.01 0.93 1.32 0.76 1.34 1.00 0.97 1.32 0.76 0.94 0.74 1.58 0.60

P02647 1 176 75 50 120 Apolipoprotein A-I (Apo-AI) (ApoA-I) (Apolipoprotein A1) [Cleaved into: Truncated apolipoprotein A-I (Apolipoprotein A-I(1-242))]P02647 sp|P02647|APOA1_HUMAN3 36.95 36.95 39.54 34.54 35.57 29.76 31.52 63.6699975 63.3000016 63.6699975 56.1800003 39 39 31 29 62 75 65 46 75 0.32 0.00 1.31 0.24 0.42 0.36 0.00 1.30 0.28 0.47 0.30 0.00 1.54 0.19 0.46 1.07 0.46 1.21 0.88 1.30 0.56 0.00 1.21 0.46 0.67 2.24 0.00 1.12 2.00 2.50 2.34 0.00 1.15 2.04 2.70 0.87 0.10 1.18 0.74 1.03 1.10 0.22 1.18 0.94 1.30 1.29 0.01 1.20 1.08 1.55 1.37 0.00 1.14 1.20 1.57 0.49 0.00 1.17 0.42 0.58 1.48 0.00 1.11 1.34 1.64 2.31 0.00 1.21 1.90 2.80 0.43 0.00 1.23 0.35 0.53 0.72 0.00 1.13 0.64 1.25 0.02 1.20 1.04

P02649 1 177 75 50 120 Apolipoprotein E (Apo-E)P02649 sp|P02649|APOE_HUMAN3 31.01 31.01 31.34 24.53 24.98 21.8 22.55 45.4299986 45.4299986 44.7899997 41.3199991 23 23 16 21 26 39 23 17 39 0.65 0.00 1.21 0.54 0.79 0.41 0.00 1.32 0.31 0.54 0.40 0.00 1.35 0.30 0.55 0.89 0.04 1.11 0.80 0.99 0.91 0.46 1.31 0.70 1.19 1.23 0.00 1.09 1.12 1.34 1.68 0.00 1.15 1.46 1.93 1.39 0.00 1.14 1.22 1.58 1.16 0.01 1.11 1.04 1.29 2.07 0.00 1.18 1.74 2.45 1.03 0.69 1.18 0.87 1.22 0.86 0.06 1.17 0.73 1.01 2.00 0.00 1.11 1.80 2.22 1.62 0.00 1.20 1.36 1.94 0.57 0.00 1.16 0.49 0.66 0.75 0.00 1.11 0.67 1.29 0.01 1.20 1.07

P02652 1 178 75 50 120 Apolipoprotein A-II (Apo-AII) (ApoA-II) (Apolipoprotein A2) [Cleaved into: Truncated apolipoprotein A-II (Apolipoprotein A-II(1-76))]P02652 sp|P02652|APOA2_HUMAN3 6.24 6.24 6.54 4.15 4.39 6.13 6.36 37.0000005 37.0000005 28.0000001 37.0000005 7 7 3 5 24 36 15 22 36 0.31 0.05 3.13 0.10 0.97 0.32 0.01 1.52 0.21 0.49 0.44 0.08 3.56 0.12 1.57 0.77 0.25 3.91 0.20 3.01 0.48 0.04 1.90 0.25 0.91 2.20 0.02 1.55 1.42 3.42 2.17 0.02 1.54 1.41 3.35 0.90 0.47 3.54 0.25 3.17 0.91 0.74 2.73 0.33 2.50 1.41 0.43 32.80 0.04 46.24 1.12 0.33 1.45 0.77 1.61 0.49 0.03 1.72 0.28 0.84 1.60 0.03 1.44 1.11 2.31 2.03 0.22 24.56 0.08 49.78 0.60 0.20 8.31 0.07 5.01 0.56 0.11 3.81 0.15 1.01 0.98 2.18 0.46

P02654 1 179 75 50 120 Apolipoprotein C-I (Apolipoprotein C1) [Cleaved into: Truncated apolipoprotein C-I]P02654 sp|P02654|APOC1_HUMAN3 8.39 7.93 7.93 7.21 7.29 8.39 8.47 44.5800006 44.5800006 33.7300003 33.7300003 7 7 6 7 6 10 10 2 5 0.55 0.00 1.27 0.43 0.69 0.97 0.70 1.27 0.76 1.23 0.36 0.09 6.79 0.05 2.41 1.41 0.53 119.34 0.01 168.87 0.86 0.58 2.20 0.39 1.88 1.75 0.02 1.44 1.21 2.53 1.74 0.01 1.36 1.27 2.37 1.23 0.80 3209.71 0.00 3956.71 1.50 0.17 2.04 0.73 3.06 0.76 0.73 2348.19 0.00 1788.05 1.13 0.43 1.52 0.74 1.71 1.11 0.29 1.29 0.86 1.43 1.46 0.04 1.40 1.04 2.04 2.21 0.79 10800000000000.00 0.00 24000000000000.00 0.60 0.51 801.32 0.00 478.78 0.77 0.58 77.00 0.01 1.07 0.85 3.08 0.35

P02671 1 181 75 50 120 Fibrinogen alpha chain [Cleaved into: Fibrinopeptide A; Fibrinogen alpha chain]P02671 sp|P02671|FIBA_HUMAN3 48.6 48.6 50.7 37.57 38.66 48.47 50.99 29.1000009 29.1000009 22.2900003 27.8299987 53 45 32 53 49 67 42 38 67 0.25 0.00 1.53 0.16 0.38 0.54 0.00 1.11 0.49 0.59 0.43 0.00 1.38 0.31 0.60 0.34 0.00 1.29 0.26 0.44 0.65 0.00 1.18 0.55 0.77 1.91 0.00 1.08 1.78 2.06 0.73 0.00 1.08 0.68 0.79 0.83 0.01 1.15 0.73 0.95 1.28 0.04 1.25 1.02 1.60 2.66 0.00 1.11 2.38 2.96 0.94 0.13 1.09 0.86 1.02 0.57 0.00 1.12 0.51 0.64 2.27 0.00 1.09 2.09 2.46 2.26 0.00 1.14 1.97 2.58 0.47 0.00 1.20 0.39 0.56 0.93 0.07 1.08 0.86 1.34 0.01 1.23 1.09

P02675 1 182 75 50 120 Fibrinogen beta chain [Cleaved into: Fibrinopeptide B; Fibrinogen beta chain]P02675 sp|P02675|FIBB_HUMAN3 43.85 43.85 45.06 43.74 44.09 37.41 38.61 62.9299998 62.9299998 57.6399982 38.29 46 46 35 37 51 73 40 39 73 0.36 0.00 1.61 0.22 0.58 0.62 0.00 1.18 0.53 0.73 0.51 0.00 1.35 0.38 0.69 0.38 0.00 1.29 0.29 0.49 0.75 0.00 1.15 0.65 0.87 2.02 0.00 1.14 1.77 2.30 0.78 0.00 1.13 0.69 0.89 0.89 0.16 1.17 0.76 1.05 1.09 0.37 1.22 0.90 1.33 2.45 0.00 1.15 2.13 2.82 0.96 0.44 1.10 0.87 1.06 0.66 0.00 1.12 0.58 0.74 2.19 0.00 1.15 1.91 2.51 2.29 0.00 1.15 1.99 2.62 0.49 0.00 1.21 0.40 0.59 0.89 0.01 1.09 0.81 1.44 0.00 1.19 1.21

P02679 1 183 75 50 120 Fibrinogen gamma chainP02679 sp|P02679|FIBG_HUMAN3 38.41 38.41 38.52 33.78 33.89 33.94 34.12 49.4500011 47.9000002 49.4500011 40.1800007 33 30 30 33 45 63 35 36 63 0.25 0.00 1.46 0.17 0.37 0.53 0.00 1.19 0.45 0.63 0.44 0.00 1.25 0.35 0.55 0.32 0.00 1.24 0.25 0.39 0.70 0.00 1.13 0.62 0.79 2.02 0.00 1.09 1.85 2.19 0.66 0.00 1.15 0.57 0.76 0.80 0.04 1.24 0.64 0.99 0.92 0.54 1.35 0.68 1.24 2.52 0.00 1.20 2.10 3.03 0.93 0.26 1.13 0.83 1.06 0.58 0.00 1.13 0.51 0.65 2.35 0.00 1.08 2.17 2.55 2.44 0.00 1.12 2.17 2.74 0.47 0.00 1.20 0.39 0.56 0.84 0.01 1.13 0.74 1.37 0.01 1.27 1.08

P02743 1 184 75 50 120 Serum amyloid P-component (SAP) (9.5S alpha-1-glycoprotein) [Cleaved into: Serum amyloid P-component(1-203)]P02743 sp|P02743|SAMP_HUMAN3 5.34 3.79 4.39 4.31 4.45 5.34 5.48 14.8000002 14.8000002 11.2099998 12.1100001 3 3 2 3 3 4 2 4 4 0.40 0.07 3.57 0.11 1.43 1.42 0.18 3.57 0.40 5.06 0.56 0.06 1.85 0.30 1.03 0.82 0.23 1.62 0.51 1.33 0.54 0.02 1.49 0.36 0.80 1.06 0.67 3.59 0.30 3.80 0.91 0.52 3.57 0.26 3.26 0.88 0.53 2.10 0.42 1.84 1.03 0.85 1.94 0.53 2.00 1.98 0.02 1.52 1.31 3.00 1.19 0.34 3.59 0.33 4.26 0.53 0.10 3.61 0.15 1.91 2.19 0.28 114.29 0.02 250.49 1.84 0.02 1.44 1.28 2.65 1.10 0.40 1.44 0.76 1.58 0.94 0.52 1.44 0.65 1.48 0.04 1.42 1.04

P02745 1 185 55 34 92 Complement C1q subcomponent subunit AP02745 sp|P02745|C1QA_HUMAN3 6.48 6.48 7.14 4.6 4.8 4.55 4.62 24.0799993 20.4099998 24.0799993 12.2400001 10 6 6 10 6 7 6 5 7 0.89 0.82 6.66 0.13 5.93 1.41 0.16 1.96 0.72 2.76 0.91 NA NA NA NA 0.91 NA NA NA NA 0.89 0.50 4.67 0.19 4.15 1.31 0.27 2.17 0.61 2.85 1.22 0.18 1.53 0.80 1.87 1.11 NA NA NA NA 0.75 0.37 11.96 0.06 8.92 2.48 NA NA NA NA 1.70 0.22 3.61 0.47 6.13 0.71 0.20 2.25 0.31 1.58 1.11 0.61 2.09 0.53 2.32 3.46 NA NA NA NA 0.99 NA NA NA NA 0.67 NA NA NA 0.98 0.90 5.63 0.17

P02746 1 186 75 50 120 Complement C1q subcomponent subunit BP02746 sp|P02746|C1QB_HUMAN3 15.1 13.91 14 15.1 15.7 14.51 15.22 35.1799995 26.4800012 35.1799995 35.1799995 22 18 22 18 17 23 12 15 23 0.76 0.03 1.27 0.60 0.96 1.28 0.05 1.27 1.00 1.63 1.01 0.88 1.20 0.84 1.21 0.49 0.00 1.16 0.42 0.57 0.74 0.01 1.18 0.62 0.87 1.19 0.05 1.19 1.00 1.42 1.19 0.08 1.23 0.97 1.46 1.03 0.79 1.26 0.81 1.30 0.96 0.70 1.34 0.71 1.28 2.49 0.00 1.22 2.04 3.06 1.37 0.01 1.21 1.14 1.65 0.54 0.00 1.32 0.41 0.72 1.02 0.83 1.29 0.79 1.32 3.64 0.00 1.18 3.08 4.31 0.86 0.06 1.17 0.74 1.01 0.56 0.00 1.23 0.45 1.02 0.82 1.27 0.81

P02747 1 187 75 50 120 Complement C1q subcomponent subunit CP02747 sp|P02747|C1QC_HUMAN3 9.12 9.12 9.59 7.92 8.24 8.05 8.44 25.7099986 25.7099986 25.7099986 21.2200001 22 22 16 19 10 13 12 6 13 1.06 0.76 1.77 0.60 1.88 1.32 0.06 1.35 0.98 1.79 1.22 0.07 1.25 0.97 1.53 0.59 0.02 1.41 0.42 0.84 0.83 0.34 1.95 0.42 1.61 1.44 0.03 1.33 1.08 1.92 1.22 0.10 1.30 0.94 1.58 1.59 0.11 1.93 0.82 3.06 1.68 0.20 3.32 0.51 5.56 1.84 0.06 1.97 0.93 3.62 1.69 0.03 1.57 1.08 2.65 0.61 0.01 1.30 0.47 0.79 1.18 0.14 1.30 0.91 1.53 3.11 0.00 1.61 1.93 5.02 0.98 0.78 1.25 0.78 1.23 0.74 0.14 1.62 0.46 1.02 0.89 1.61 0.63

P02748 1 188 75 50 120 Complement component C9 [Cleaved into: Complement component C9a; Complement component C9b]P02748 sp|P02748|CO9_HUMAN3 22.91 19.7 21.33 17.28 17.88 22.91 24.29 23.9700005 19.8599994 14.6699995 23.9700005 15 12 9 15 22 31 23 11 31 0.53 0.00 1.28 0.41 0.68 0.29 0.00 1.31 0.22 0.38 0.32 0.00 1.36 0.23 0.44 0.30 0.00 1.41 0.21 0.42 0.48 0.00 1.20 0.40 0.58 1.68 0.00 1.13 1.49 1.90 1.68 0.00 1.12 1.50 1.87 1.11 0.69 1.77 0.63 1.95 1.12 0.58 1.54 0.73 1.72 2.58 0.00 1.15 2.25 2.97 1.55 0.00 1.22 1.27 1.89 0.63 0.00 1.19 0.53 0.75 1.16 0.03 1.14 1.01 1.32 2.57 0.00 1.21 2.12 3.12 0.42 0.00 1.18 0.36 0.50 0.79 0.00 1.14 0.70 1.04 0.61 1.18 0.88

P02749 1 189 75 50 120 Beta-2-glycoprotein 1 (APC inhibitor) (Activated protein C-binding protein) (Anticardiolipin cofactor) (Apolipoprotein H) (Apo-H) (Beta-2-glycoprotein I) (B2GPI) (Beta(2)GPI)P02749 sp|P02749|APOH_HUMAN3 16.88 16.88 17.16 10.58 10.76 8.63 8.71 29.5700014 29.5700014 18.5499996 14.2000005 13 13 6 6 11 17 17 7 8 0.38 0.00 1.63 0.23 0.62 0.36 0.04 2.65 0.14 0.95 0.29 0.00 1.43 0.20 0.41 0.23 0.00 1.41 0.16 0.32 0.63 0.01 1.28 0.49 0.81 1.49 0.00 1.15 1.29 1.72 0.94 0.23 1.12 0.84 1.05 0.54 0.00 1.27 0.43 0.69 0.70 0.07 1.51 0.47 1.06 1.73 0.01 1.37 1.27 2.36 9.47 0.00 1.35 7.04 12.74 0.65 0.00 1.16 0.56 0.76 1.09 0.25 1.16 0.93 1.26 1.67 0.01 1.35 1.23 2.26 0.63 0.00 1.21 0.52 0.77 0.51 0.00 1.21 0.42 0.54 0.01 1.47 0.36

P02750 1 190 75 50 120 Leucine-rich alpha-2-glycoprotein (LRG)P02750 sp|P02750|A2GL_HUMAN3 5.94 5.94 6.11 2.41 2.59 3.05 3.27 12.6800001 12.6800001 3.17000002 6.05200008 5 5 1 2 4 4 4 3 4 0.82 0.22 1.49 0.55 1.23 0.90 0.27 1.28 0.70 1.15 1.05 0.59 1.42 0.74 1.50 0.63 0.08 1.84 0.34 1.15 0.88 0.61 2.43 0.36 2.15 2.28 0.04 2.19 1.04 5.00 0.90 0.43 1.47 0.61 1.32 1.30 0.22 1.88 0.69 2.44 1.00 1.00 1.72 0.58 1.72 2.38 0.02 1.60 1.49 3.80 1.29 0.32 1.99 0.65 2.57 0.91 0.30 1.28 0.71 1.16 1.21 0.09 1.28 0.95 1.54 1.69 0.02 1.42 1.18 2.40 0.98 0.79 1.42 0.69 1.39 0.84 0.17 1.42 0.59 1.01 0.92 1.45 0.70

P02751 1 191 75 50 120 Fibronectin (FN) (Cold-insoluble globulin) (CIG) [Cleaved into: Anastellin; Ugl-Y1; Ugl-Y2; Ugl-Y3]P02751 sp|P02751|FINC_HUMAN3 175.92 175.92 176.06 155.64 156.49 161.39 162.44 49.4100004 49.4100004 43.9200014 40.2799994 191 191 143 170 218 287 172 196 287 0.40 0.00 1.13 0.35 0.45 0.39 0.00 1.17 0.34 0.46 0.52 0.00 1.10 0.47 0.57 0.33 0.00 1.11 0.30 0.36 0.61 0.00 1.05 0.58 0.64 1.79 0.00 1.06 1.69 1.89 2.08 0.00 1.08 1.92 2.25 1.82 0.00 1.08 1.68 1.97 1.43 0.00 1.12 1.27 1.60 1.95 0.00 1.06 1.83 2.06 2.16 0.00 1.07 2.02 2.31 0.52 0.00 1.08 0.48 0.56 1.44 0.00 1.06 1.36 1.52 3.59 0.00 1.06 3.38 3.80 0.76 0.00 1.04 0.73 0.80 1.09 0.00 1.05 1.04 1.38 0.00 1.09 1.27

P02753 1 192 75 50 120 Retinol-binding protein 4 (Plasma retinol-binding protein) (PRBP) (RBP) [Cleaved into: Plasma retinol-binding protein(1-182); Plasma retinol-binding protein(1-181); Plasma retinol-binding protein(1-179); Plasma retinol-binding protein(1-176)]P02753 sp|P02753|RET4_HUMAN3 5.79 3.18 3.22 4.04 4.06 5.79 5.9 25.8700013 9.95000005 21.8899995 25.8700013 4 2 3 4 3 3 3 2 3 0.55 0.14 5.17 0.11 2.86 0.57 0.22 12.26 0.05 7.04 0.44 0.08 3.72 0.12 1.63 0.74 0.41 17.16 0.04 12.78 0.92 0.60 4.08 0.23 3.77 2.42 0.11 7.19 0.34 17.42 1.74 0.11 3.56 0.49 6.19 0.83 0.32 3.68 0.22 3.04 1.12 0.64 10.33 0.11 11.61 1.00 0.98 3.72 0.27 3.73 1.30 0.33 6.68 0.19 8.67 1.00 0.99 89.25 0.01 89.57 1.08 0.59 4.00 0.27 4.34 3.64 0.06 5.25 0.69 19.08 0.90 0.51 3.67 0.25 3.32 0.77 0.24 3.71 0.21 1.13 0.72 30.23 0.04

P02760 1 193 75 50 120 Protein AMBP [Cleaved into: Alpha-1-microglobulin (Protein HC) (Alpha-1 microglycoprotein) (Complex-forming glycoprotein heterogeneous in charge); Inter-alpha-trypsin inhibitor light chain (ITI-LC) (Bikunin) (EDC1) (HI-30) (Uronic-acid-rich protein); Trypstatin]P02760 sp|P02760|AMBP_HUMAN3 15.74 11.67 12.11 10.84 11.2 15.74 16.49 28.6900014 18.4699997 20.4500005 28.6900014 9 6 6 9 20 29 18 12 29 0.31 0.01 2.03 0.15 0.62 0.42 0.04 2.16 0.20 0.92 0.41 0.00 1.52 0.27 0.62 0.34 0.00 1.48 0.23 0.51 0.48 0.00 1.38 0.35 0.66 1.88 0.00 1.36 1.38 2.55 1.74 0.01 1.41 1.24 2.45 1.29 0.11 1.40 0.92 1.81 0.91 0.64 1.55 0.59 1.42 2.28 0.00 1.31 1.74 2.98 1.53 0.00 1.18 1.30 1.80 0.74 0.01 1.18 0.63 0.87 1.54 0.01 1.27 1.22 1.96 2.32 0.00 1.35 1.72 3.14 0.69 0.00 1.20 0.57 0.83 0.63 0.00 1.17 0.54 1.14 0.16 1.22 0.94

P02763 1 194 75 50 120 Alpha-1-acid glycoprotein 1 (AGP 1) (Orosomucoid-1) (OMD 1)P02763 sp|P02763|A1AG1_HUMAN3 19.67 19.63 20.01 19.67 20.19 14.3 15.02 44.780001 40.7999992 44.780001 28.8599998 18 18 15 16 28 45 16 22 45 0.36 0.00 1.42 0.25 0.51 0.57 0.00 1.30 0.44 0.74 0.44 0.00 1.42 0.31 0.62 0.21 0.00 1.55 0.13 0.32 1.10 0.50 1.64 0.67 1.80 3.03 0.00 1.23 2.47 3.72 1.02 0.76 1.20 0.85 1.22 0.98 0.78 1.22 0.80 1.20 1.19 0.49 2.40 0.49 2.85 3.30 0.00 1.31 2.53 4.32 1.16 0.10 1.21 0.96 1.40 0.66 0.00 1.20 0.55 0.79 1.16 0.08 1.20 0.97 1.39 1.80 0.00 1.33 1.35 2.39 0.90 0.18 1.20 0.75 1.08 0.83 0.16 1.34 0.62 2.24 0.01 1.43 1.57

P02765 1 195 75 50 120 Alpha-2-HS-glycoprotein (Alpha-2-Z-globulin) (Ba-alpha-2-glycoprotein) (Fetuin-A) [Cleaved into: Alpha-2-HS-glycoprotein chain A; Alpha-2-HS-glycoprotein chain B]P02765 sp|P02765|FETUA_HUMAN3 21.95 14.97 15.24 12.96 14.67 21.95 22.12 43.8699991 21.5299994 33.2399994 43.8699991 16 12 13 16 19 31 13 13 31 0.62 0.02 1.42 0.43 0.88 0.48 0.06 2.15 0.22 1.04 0.43 0.01 1.76 0.25 0.76 0.33 0.00 1.45 0.23 0.48 0.48 0.00 1.36 0.35 0.66 2.53 0.00 1.45 1.74 3.67 1.73 0.01 1.38 1.25 2.40 1.25 0.07 1.28 0.98 1.61 1.16 0.34 1.39 0.83 1.60 1.77 0.01 1.39 1.27 2.46 1.47 0.09 1.59 0.93 2.33 0.59 0.00 1.23 0.48 0.72 1.62 0.01 1.32 1.23 2.15 2.93 0.00 1.18 2.48 3.47 0.69 0.06 1.47 0.47 1.02 0.87 0.08 1.18 0.73 0.92 0.61 1.46 0.63

P02766 1 196 75 50 120 Transthyretin (ATTR) (Prealbumin) (TBPA)P02766 sp|P02766|TTHY_HUMAN3 20.07 20.07 20.54 15.75 15.87 18.36 18.45 68.7099993 68.7099993 57.1399987 59.859997 20 20 17 14 18 21 21 15 18 0.80 0.14 1.37 0.59 1.10 0.67 0.43 3.15 0.21 2.10 0.99 0.97 1.62 0.61 1.61 0.46 0.00 1.27 0.36 0.58 0.66 0.00 1.19 0.56 0.78 2.33 0.00 1.30 1.79 3.03 1.44 0.00 1.23 1.17 1.76 1.17 0.19 1.29 0.90 1.51 1.60 0.01 1.36 1.18 2.17 1.39 0.03 1.33 1.04 1.84 1.75 0.00 1.30 1.35 2.26 1.04 0.49 1.14 0.91 1.19 0.99 0.91 1.14 0.87 1.13 2.61 0.00 1.21 2.15 3.16 1.15 0.05 1.15 1.00 1.32 0.69 0.00 1.15 0.60 0.65 0.02 1.42 0.46

P02768 1 197 75 50 120 Serum albumin P02768 sp|P02768|ALBU_HUMAN3 223.54 221.72 222.47 194.96 195.66 223.54 224.17 85.710001 85.710001 84.5600009 82.2700024 471 408 364 471 932 1266 805 726 1266 0.47 0.00 1.16 0.41 0.55 0.97 0.38 1.08 0.90 1.04 0.65 0.00 1.08 0.60 0.70 0.36 0.00 1.10 0.33 0.39 0.65 0.00 1.06 0.61 0.68 2.12 0.00 1.10 1.92 2.33 1.10 0.01 1.08 1.02 1.19 0.91 0.21 1.17 0.78 1.06 1.03 0.77 1.22 0.84 1.26 1.87 0.00 1.11 1.69 2.06 1.54 0.00 1.09 1.41 1.68 0.99 0.85 1.08 0.92 1.07 0.99 0.87 1.08 0.92 1.07 2.37 0.00 1.10 2.16 2.60 1.13 0.00 1.06 1.06 1.20 0.73 0.00 1.08 0.67 0.81 0.00 1.12 0.73

P02774 1 198 75 50 120 Vitamin D-binding protein (DBP) (VDB) (Gc-globulin) (Group-specific component)P02774 sp|P02774|VTDB_HUMAN3 54.5 52.87 54.41 45.14 46.28 54.5 55.55 63.0800009 60.5499983 53.1599999 63.0800009 41 38 32 41 63 89 56 43 89 0.65 0.00 1.26 0.52 0.82 0.71 0.00 1.13 0.63 0.81 0.61 0.00 1.07 0.57 0.66 0.41 0.00 1.13 0.36 0.46 0.67 0.00 1.10 0.61 0.74 1.86 0.00 1.17 1.59 2.17 1.11 0.04 1.11 1.00 1.24 1.01 0.95 1.30 0.78 1.31 1.00 0.97 1.24 0.81 1.24 1.67 0.00 1.14 1.47 1.89 1.59 0.00 1.19 1.34 1.89 0.96 0.31 1.09 0.88 1.04 1.18 0.01 1.13 1.04 1.33 1.87 0.00 1.12 1.67 2.09 1.25 0.00 1.11 1.13 1.39 0.87 0.02 1.12 0.77 1.18 0.00 1.09 1.08

P02786 1 199 75 50 120 Transferrin receptor protein 1 (TR) (TfR) (TfR1) (Trfr) (T9) (p90) (CD antigen CD71) [Cleaved into: Transferrin receptor protein 1, serum form (sTfR)]P02786 sp|P02786|TFR1_HUMAN3 32.73 32.73 34.56 23.73 25.41 18.41 20.9 23.8199994 23.8199994 16.8400005 13.9500007 20 20 12 9 18 19 19 17 19 1.11 0.14 1.15 0.96 1.28 1.38 0.00 1.20 1.15 1.66 0.87 0.14 1.21 0.72 1.05 1.11 0.04 1.10 1.01 1.21 1.28 0.00 1.15 1.11 1.48 1.03 0.55 1.11 0.93 1.14 1.05 0.50 1.18 0.90 1.24 1.87 0.00 1.22 1.53 2.28 0.90 0.09 1.14 0.78 1.02 1.10 0.19 1.16 0.95 1.27 0.81 0.02 1.19 0.68 0.97 1.19 0.05 1.20 1.00 1.43 1.11 0.15 1.16 0.96 1.30 1.29 0.01 1.19 1.08 1.54 1.19 0.00 1.10 1.09 1.31 0.77 0.00 1.15 0.67 0.76 0.02 1.24 0.61

P02787 1 200 75 50 120 Serotransferrin (Transferrin) (Beta-1 metal-binding globulin) (Siderophilin)P02787 sp|P02787|TRFE_HUMAN3 131.38 131.38 131.83 111.65 112.24 115.22 116 73.0700016 73.0700016 63.6099994 65.0399983 182 182 143 173 305 364 306 244 364 0.70 0.00 1.23 0.57 0.86 0.84 0.02 1.16 0.72 0.98 0.71 0.00 1.06 0.67 0.76 0.34 0.00 1.11 0.31 0.38 0.63 0.00 1.14 0.55 0.72 2.12 0.00 1.09 1.95 2.30 1.16 0.00 1.07 1.08 1.24 1.18 0.02 1.16 1.02 1.37 1.10 0.34 1.22 0.90 1.34 2.07 0.00 1.06 1.96 2.19 1.53 0.00 1.11 1.38 1.69 1.14 0.04 1.13 1.01 1.29 1.25 0.00 1.09 1.15 1.36 2.56 0.00 1.09 2.35 2.79 1.18 0.00 1.07 1.10 1.26 0.71 0.00 1.08 0.66 0.94 0.18 1.09 0.86

P02788 1 201 75 50 120 Lactotransferrin (Lactoferrin) (EC 3.4.21.-) (Growth-inhibiting protein 12) (Talalactoferrin) [Cleaved into: Lactoferricin-H (Lfcin-H); Kaliocin-1; Lactoferroxin-A; Lactoferroxin-B; Lactoferroxin-C]P02788 sp|P02788|TRFL_HUMAN3 72.77 67.17 74.66 49.49 53.3 72.77 80.56 63.9400005 63.9400005 46.7599988 62.1100009 72 53 34 72 111 211 63 58 211 0.31 0.00 1.34 0.23 0.41 0.50 0.00 1.16 0.43 0.58 0.45 0.00 1.18 0.39 0.53 0.53 0.00 1.11 0.48 0.59 1.31 0.00 1.07 1.23 1.40 0.43 0.00 1.24 0.35 0.54 0.51 0.00 1.13 0.45 0.57 0.47 0.00 1.24 0.38 0.59 0.79 0.00 1.12 0.71 0.88 0.68 0.00 1.15 0.59 0.78 1.59 0.00 1.10 1.45 1.76 1.36 0.00 1.10 1.23 1.50 1.02 0.69 1.09 0.93 1.11 0.58 0.00 1.22 0.48 0.71 0.67 0.00 1.06 0.63 0.72 0.62 0.00 1.08 0.57 5.58 0.00 1.15 4.84

P02790 1 202 75 50 120 Hemopexin (Beta-1B-glycoprotein)P02790 sp|P02790|HEMO_HUMAN3 41.11 41.11 42.32 31.19 32.02 33.69 35.07 56.7099989 56.7099989 41.7699993 43.2900012 39 39 28 32 72 88 67 60 88 0.59 0.00 1.14 0.52 0.67 0.87 0.01 1.10 0.79 0.95 0.67 0.00 1.13 0.59 0.76 0.39 0.00 1.18 0.33 0.46 0.74 0.00 1.11 0.67 0.82 2.48 0.00 1.12 2.22 2.77 1.28 0.00 1.14 1.12 1.47 1.14 0.03 1.12 1.02 1.28 1.12 0.23 1.21 0.92 1.35 1.95 0.00 1.10 1.78 2.15 1.37 0.00 1.12 1.22 1.53 1.04 0.32 1.08 0.96 1.12 1.13 0.03 1.11 1.02 1.25 2.33 0.00 1.10 2.12 2.55 1.18 0.00 1.09 1.08 1.28 0.90 0.02 1.09 0.83 0.96 0.50 1.12 0.86

P02792 1 203 75 50 120 Ferritin light chain (Ferritin L subunit)P02792 sp|P02792|FRIL_HUMAN3 23.89 23.89 24.02 15.15 15.37 17.86 18.36 57.7099979 57.7099979 53.1400025 50.8599997 25 20 22 25 29 45 19 23 45 0.36 0.00 1.33 0.27 0.47 0.67 0.00 1.13 0.60 0.76 0.58 0.01 1.45 0.40 0.83 2.35 0.00 1.23 1.91 2.90 0.59 0.00 1.17 0.50 0.69 1.04 0.65 1.20 0.87 1.24 1.09 0.16 1.13 0.96 1.23 0.56 0.01 1.54 0.36 0.86 1.08 0.76 1.83 0.59 1.97 0.64 0.10 1.74 0.37 1.12 0.79 0.07 1.29 0.61 1.02 1.22 0.01 1.13 1.08 1.38 0.66 0.00 1.21 0.55 0.80 1.24 0.34 1.64 0.76 2.03 0.48 0.00 1.49 0.32 0.71 0.72 0.02 1.30 0.56 1.80 0.00 1.31 1.38

P02794 1 204 75 50 120 Ferritin heavy chain (Ferritin H subunit) (EC 1.16.3.1) (Cell proliferation-inducing gene 15 protein) [Cleaved into: Ferritin heavy chain, N-terminally processed]P02794 sp|P02794|FRIH_HUMAN3 14.62 10.57 10.7 14.62 14.69 12.71 13.03 54.6400011 40.9799993 54.6400011 48.6299992 27 27 27 27 17 21 12 17 21 0.53 0.00 1.32 0.40 0.70 0.67 0.01 1.30 0.51 0.87 0.86 0.08 1.20 0.71 1.02 1.69 0.00 1.27 1.32 2.15 0.66 0.00 1.21 0.55 0.80 0.81 0.29 1.62 0.50 1.31 1.18 0.27 1.42 0.83 1.68 0.84 0.27 1.44 0.58 1.20 1.45 0.23 1.99 0.73 2.89 0.66 0.10 1.66 0.40 1.11 0.86 0.59 2.00 0.43 1.72 1.03 0.79 1.31 0.79 1.34 0.71 0.27 2.09 0.34 1.48 1.30 0.00 1.15 1.13 1.50 0.56 0.00 1.16 0.49 0.65 1.27 0.01 1.16 1.10 1.62 0.00 1.23 1.32

P03952 1 205 55 42 80 Plasma kallikrein (EC 3.4.21.34) (Fletcher factor) (Kininogenin) (Plasma prekallikrein) [Cleaved into: Plasma kallikrein heavy chain; Plasma kallikrein light chain]P03952 sp|P03952|KLKB1_HUMAN3 11.28 6.61 7.05 11.28 11.82 3.94 4.53 12.5400007 7.20999986 12.5400007 3.91799994 6 4 6 2 4 6 6 4 3 0.47 0.02 1.82 0.26 0.85 0.50 0.06 2.10 0.24 1.06 0.61 0.21 2.71 0.23 1.66 0.47 0.08 2.55 0.18 1.20 0.82 NA NA NA NA 1.34 0.26 1.85 0.72 2.47 1.33 0.29 1.93 0.69 2.57 1.34 0.08 1.43 0.94 1.92 1.54 NA NA NA NA 3.53 0.01 2.03 1.74 7.18 1.07 0.72 1.66 0.64 1.78 0.55 0.01 1.40 0.39 0.78 1.01 0.94 1.49 0.68 1.51 3.11 0.00 1.43 2.18 4.45 0.78 0.08 1.35 0.58 1.05 0.85 0.32 1.56 0.54 1.04 NA NA NA

P03973 1 206 75 50 120 Antileukoproteinase (ALP) (BLPI) (HUSI-1) (Mucus proteinase inhibitor) (MPI) (Protease inhibitor WAP4) (Secretory leukocyte protease inhibitor) (Seminal proteinase inhibitor) (WAP four-disulfide core domain protein 4)P03973 sp|P03973|SLPI_HUMAN3 4.19 2.77 2.82 2.85 2.85 4.19 4.19 15.9099996 15.9099996 15.9099996 15.9099996 3 2 2 3 8 20 3 2 20 0.49 0.12 5.76 0.08 2.81 0.71 0.29 8.90 0.08 6.29 0.64 0.14 3.52 0.18 2.27 0.42 0.08 3.97 0.11 1.68 1.14 0.62 2.68 0.43 3.06 0.85 0.35 3.52 0.24 2.99 0.63 0.13 3.51 0.18 2.20 0.46 0.12 7.26 0.06 3.31 0.75 0.24 2.13 0.35 1.60 0.80 0.27 3.54 0.23 2.83 1.25 0.50 15.97 0.08 19.89 0.97 0.87 4.80 0.20 4.67 1.95 0.17 10.08 0.19 19.67 0.82 0.30 3.54 0.23 2.91 0.55 0.11 3.54 0.16 1.95 0.75 0.39 12.93 0.06 5.09 0.01 2.10 2.42

P04003 1 207 75 50 120 C4b-binding protein alpha chain (C4bp) (Proline-rich protein) (PRP)P04003 sp|P04003|C4BPA_HUMAN3 27.33 27.33 28.24 27.03 27.64 16.16 16.78 30.8200002 30.8200002 29.3099999 14.4099996 20 20 19 10 25 28 22 25 28 0.57 0.00 1.35 0.42 0.78 0.56 0.00 1.16 0.48 0.66 0.70 0.00 1.14 0.61 0.81 0.76 0.04 1.30 0.58 0.99 0.44 0.00 1.26 0.35 0.56 1.93 0.00 1.21 1.59 2.34 1.09 0.08 1.10 0.99 1.20 0.97 0.71 1.17 0.83 1.14 0.73 0.14 1.55 0.47 1.14 2.70 0.00 1.20 2.26 3.24 1.16 0.05 1.17 1.00 1.36 0.71 0.00 1.18 0.60 0.83 1.38 0.02 1.28 1.07 1.76 2.40 0.00 1.23 1.95 2.96 0.75 0.00 1.15 0.65 0.86 1.29 0.03 1.25 1.03 1.06 0.69 1.39 0.76

P04004 1 208 75 50 120 Vitronectin (VN) (S-protein) (Serum-spreading factor) (V75) [Cleaved into: Vitronectin V65 subunit; Vitronectin V10 subunit; Somatomedin-B]P04004 sp|P04004|VTNC_HUMAN3 20.69 20.69 21.07 14.69 14.72 13.96 14.24 21.9699994 21.7600003 21.9699994 14.4400001 14 14 9 8 19 25 25 14 19 0.70 0.00 1.23 0.57 0.86 0.59 0.00 1.19 0.49 0.71 0.60 0.00 1.24 0.48 0.74 0.54 0.00 1.39 0.39 0.74 0.68 0.01 1.26 0.54 0.86 1.77 0.00 1.13 1.56 2.00 1.30 0.00 1.11 1.17 1.44 0.99 0.92 1.21 0.82 1.20 1.16 0.17 1.26 0.92 1.46 1.81 0.00 1.18 1.54 2.13 1.77 0.00 1.16 1.52 2.06 0.89 0.02 1.11 0.80 0.98 1.46 0.00 1.11 1.32 1.62 2.00 0.00 1.44 1.39 2.88 0.72 0.01 1.24 0.58 0.89 0.69 0.00 1.14 0.60 1.40 0.00 1.16 1.20

P04040 1 209 75 50 120 Catalase (EC 1.11.1.6)P04040 sp|P04040|CATA_HUMAN3 37.17 26.64 27.58 26.35 26.7 37.17 38.19 42.8799987 35.1000011 28.6500007 42.8799987 25 22 17 25 26 36 23 20 36 0.71 0.00 1.17 0.60 0.83 1.59 0.00 1.09 1.46 1.74 0.82 0.16 1.33 0.62 1.09 1.34 0.00 1.17 1.15 1.57 0.95 0.23 1.09 0.87 1.04 0.95 0.23 1.09 0.87 1.04 0.84 0.00 1.09 0.77 0.92 0.75 0.01 1.23 0.61 0.92 1.14 0.19 1.22 0.93 1.38 0.62 0.02 1.49 0.42 0.92 0.84 0.01 1.12 0.75 0.94 1.18 0.00 1.09 1.08 1.29 0.96 0.37 1.09 0.88 1.05 0.78 0.07 1.32 0.59 1.02 0.85 0.02 1.13 0.75 0.96 0.81 0.00 1.12 0.72 2.33 0.00 1.22 1.91

P04075 1 210 75 50 120 Fructose-bisphosphate aldolase A (EC 4.1.2.13) (Lung cancer antigen NY-LU-1) (Muscle-type aldolase)P04075 sp|P04075|ALDOA_HUMAN3 33.85 29.26 29.62 18.34 18.86 33.85 34.53 68.4099972 54.1199982 31.0400009 68.4099972 23 20 8 23 24 30 28 15 30 0.81 0.00 1.13 0.72 0.92 1.07 0.15 1.10 0.97 1.17 0.98 0.66 1.13 0.87 1.10 1.07 0.18 1.11 0.96 1.20 1.13 0.07 1.14 0.99 1.28 0.77 0.00 1.16 0.67 0.90 1.10 0.04 1.10 1.00 1.21 0.94 0.26 1.13 0.83 1.06 0.99 0.83 1.15 0.86 1.13 0.77 0.08 1.34 0.58 1.04 1.21 0.02 1.16 1.04 1.39 1.15 0.01 1.11 1.04 1.27 1.06 0.30 1.12 0.95 1.18 0.73 0.08 1.44 0.51 1.05 0.89 0.04 1.11 0.80 0.99 1.15 0.03 1.13 1.02 1.42 0.00 1.18 1.20

P04080 1 211 75 50 120 Cystatin-B (CPI-B) (Liver thiol proteinase inhibitor) (Stefin-B)P04080 sp|P04080|CYTB_HUMAN3 8.77 8.28 8.29 8.77 8.83 8.37 8.45 46.9399989 46.9399989 46.9399989 46.9399989 5 5 4 5 7 8 5 8 8 0.96 0.65 1.31 0.73 1.26 1.07 0.44 1.28 0.83 1.38 1.10 0.34 1.30 0.85 1.43 1.12 0.37 1.42 0.79 1.60 0.93 0.44 1.27 0.73 1.18 1.12 0.25 1.28 0.87 1.44 1.25 0.07 1.29 0.97 1.60 1.21 0.11 1.30 0.92 1.57 1.15 0.12 1.21 0.95 1.39 1.17 0.53 2.00 0.58 2.33 0.98 0.90 1.74 0.56 1.70 1.20 0.10 1.29 0.93 1.55 0.86 0.19 1.33 0.65 1.14 1.06 0.59 1.40 0.76 1.49 0.95 0.60 1.30 0.73 1.24 1.15 0.21 1.31 0.88 1.07 0.34 1.21 0.89

P04083 1 212 75 50 120 Annexin A1 (Annexin I) (Annexin-1) (Calpactin II) (Calpactin-2) (Chromobindin-9) (Lipocortin I) (Phospholipase A2 inhibitory protein) (p35)P04083 sp|P04083|ANXA1_HUMAN3 30.22 30.22 32.22 28.42 30.99 29.75 32.27 55.4899991 55.4899991 54.9099982 53.7599981 26 23 20 26 45 66 39 31 66 1.39 0.00 1.12 1.24 1.55 1.00 1.00 1.13 0.88 1.13 1.02 0.67 1.10 0.93 1.12 1.01 0.95 1.19 0.85 1.19 1.43 0.00 1.10 1.31 1.57 0.88 0.08 1.15 0.77 1.02 1.25 0.00 1.10 1.13 1.38 0.98 0.68 1.10 0.89 1.08 0.97 0.56 1.10 0.88 1.07 0.86 0.20 1.28 0.67 1.10 1.00 0.99 1.13 0.89 1.13 1.42 0.00 1.12 1.27 1.59 0.96 0.37 1.09 0.88 1.05 0.81 0.01 1.17 0.69 0.94 1.10 0.06 1.10 1.00 1.21 1.28 0.00 1.11 1.15 1.32 0.00 1.08 1.22

P04114 1 213 75 50 120 Apolipoprotein B-100 (Apo B-100) [Cleaved into: Apolipoprotein B-48 (Apo B-48)]P04114 sp|P04114|APOB_HUMAN3 80.41 73.6 77.66 45.49 49.78 80.41 82.43 12.0499998 8.76599997 7.38499984 12.0499998 48 35 26 48 51 81 49 23 81 0.40 0.00 1.25 0.32 0.50 0.47 0.00 1.16 0.41 0.55 0.50 0.00 1.34 0.37 0.67 0.65 0.00 1.14 0.57 0.74 0.67 0.00 1.13 0.60 0.76 1.66 0.00 1.08 1.53 1.80 1.33 0.00 1.07 1.25 1.42 0.76 0.00 1.12 0.68 0.85 1.02 0.63 1.09 0.94 1.11 1.54 0.00 1.14 1.35 1.76 0.78 0.00 1.12 0.70 0.87 0.51 0.00 1.11 0.46 0.57 1.76 0.00 1.09 1.62 1.91 1.81 0.00 1.11 1.63 2.00 0.62 0.00 1.10 0.56 0.68 0.81 0.00 1.07 0.76 1.84 0.00 1.13 1.63

P04196 1 214 75 50 120 Histidine-rich glycoprotein (Histidine-proline-rich glycoprotein) (HPRG)P04196 sp|P04196|HRG_HUMAN3 25.97 24.54 24.87 23.04 23.12 25.97 26.07 31.2400013 31.2400013 25.7099986 27.2399992 18 18 15 16 25 38 16 20 38 0.31 0.00 1.59 0.19 0.49 0.47 0.00 1.33 0.35 0.62 0.60 0.00 1.25 0.48 0.75 0.49 0.00 1.17 0.42 0.57 0.63 0.00 1.12 0.57 0.71 1.70 0.00 1.11 1.53 1.90 1.69 0.00 1.11 1.51 1.88 1.30 0.00 1.11 1.16 1.44 1.36 0.04 1.33 1.02 1.81 1.79 0.21 2.62 0.68 4.68 1.64 0.00 1.11 1.48 1.83 0.71 0.00 1.11 0.64 0.79 0.65 0.00 1.25 0.52 0.81 3.76 0.00 1.16 3.23 4.38 0.93 0.15 1.11 0.84 1.03 0.62 0.00 1.11 0.56 1.51 0.00 1.14 1.33

P04206 1 215 75 50 120 Ig kappa chain V-III region GOL (Rheumatoid factor)P04206 sp|P04206|KV307_HUMAN3 6 4 31.33 6 34.3 6 40.13 88.0699992 88.0699992 88.0699992 79.8200011 71 41 42 71 5 8 3 4 8 0.48 0.16 10.82 0.04 5.18 0.70 0.20 4.52 0.15 3.16 1.25 0.44 10.76 0.12 13.49 0.46 0.08 3.63 0.13 1.66 0.49 0.23 31.11 0.02 15.20 1.05 0.88 22.64 0.05 23.74 1.36 0.23 4.50 0.30 6.14 1.64 0.17 5.72 0.29 9.38 1.36 0.20 3.52 0.39 4.79 2.70 0.07 3.64 0.74 9.81 1.63 0.15 4.52 0.36 7.35 0.56 0.31 47.14 0.01 26.63 3.09 0.07 4.49 0.69 13.87 2.02 0.09 3.65 0.56 7.38 0.64 0.45 128.23 0.00 81.45 0.55 0.11 3.61 0.15 1.17 0.73 81.56 0.01

P04208 1 217 75 50 120 Ig lambda chain V-I region WAHP04208 sp|P04208|LV106_HUMAN3 12.29 10.37 11.03 11.33 11.95 12.29 13.52 37.6100004 37.6100004 37.6100004 37.6100004 26 21 26 24 9 13 8 7 13 1.32 0.62 187.38 0.01 247.39 0.79 0.27 3.78 0.21 2.99 1.70 0.03 1.48 1.15 2.52 0.56 0.08 2.07 0.27 1.17 0.88 0.37 1.58 0.56 1.40 1.40 0.19 3.83 0.37 5.36 0.83 0.32 3.78 0.22 3.13 2.15 0.04 2.03 1.06 4.35 1.41 0.16 1.95 0.72 2.74 2.05 0.07 2.39 0.86 4.90 1.12 0.60 6.96 0.16 7.76 0.65 0.15 3.80 0.17 2.48 1.90 0.18 10.12 0.19 19.23 1.54 0.06 1.62 0.95 2.48 0.95 0.63 1.49 0.64 1.41 0.60 0.03 1.49 0.40 1.04 0.86 2.23 0.46

P04217 1 219 75 50 120 Alpha-1B-glycoprotein (Alpha-1-B glycoprotein)P04217 sp|P04217|A1BG_HUMAN3 22.02 14.11 14.63 19.23 19.61 22.02 22.84 30.0999999 17.3700005 25.4500002 30.0999999 15 13 15 15 13 19 7 13 19 0.73 0.04 1.35 0.54 0.98 0.71 0.02 1.28 0.55 0.91 0.51 0.00 1.18 0.43 0.61 0.43 0.00 1.23 0.35 0.53 0.81 0.20 1.41 0.57 1.14 2.03 0.00 1.26 1.60 2.57 1.13 0.19 1.27 0.89 1.44 1.19 0.04 1.17 1.01 1.40 1.22 0.22 1.41 0.86 1.73 2.92 0.00 1.19 2.45 3.49 1.47 0.01 1.27 1.16 1.86 0.83 0.09 1.27 0.66 1.06 1.12 0.21 1.27 0.89 1.42 2.13 0.00 1.17 1.82 2.50 0.82 0.02 1.17 0.70 0.96 0.84 0.04 1.17 0.72 1.28 0.05 1.28 1.00

P04275 1 222 75 50 120 von Willebrand factor (vWF) [Cleaved into: von Willebrand antigen 2 (von Willebrand antigen II)]P04275 sp|P04275|VWF_HUMAN3 8.09 2.92 5.39 5.15 7.21 8.09 9.82 2.13300008 1.03099998 1.38600003 2.13300008 5 3 4 5 6 9 4 5 9 0.45 0.11 3.51 0.13 1.57 1.01 0.95 2.39 0.43 2.42 0.52 0.15 3.37 0.15 1.76 0.54 0.02 1.49 0.36 0.81 0.63 0.04 1.53 0.41 0.97 1.57 0.19 2.72 0.58 4.28 0.78 0.31 2.20 0.35 1.72 0.69 0.13 1.89 0.36 1.31 1.17 0.24 1.40 0.84 1.63 2.14 0.03 1.77 1.21 3.79 0.81 0.17 1.54 0.52 1.24 0.51 0.19 4.54 0.11 2.30 1.59 0.25 3.53 0.45 5.63 3.45 0.04 2.87 1.20 9.88 0.60 0.17 2.83 0.21 1.70 0.57 0.03 1.54 0.37 1.18 0.11 1.26 0.94

P04278 1 223 55 34 92 Sex hormone-binding globulin (SHBG) (Sex steroid-binding protein) (SBP) (Testis-specific androgen-binding protein) (ABP) (Testosterone-estradiol-binding globulin) (TeBG) (Testosterone-estrogen-binding globulin)P04278 sp|P04278|SHBG_HUMAN3 4.16 1.85 2.36 1.62 2.91 4.16 4.92 6.96500018 3.48300003 6.96500018 6.46800026 2 1 2 2 2 3 2 1 3 1.18 0.45 6.13 0.19 7.24 0.80 0.70 217.70 0.00 175.09 0.77 NA NA NA NA 0.67 NA NA NA NA 0.47 0.15 4.08 0.12 1.93 0.90 0.50 3.64 0.25 3.29 0.71 0.63 806.84 0.00 570.19 1.31 NA NA NA NA 1.23 0.12 1.42 0.87 1.75 1.55 NA NA NA NA 0.88 0.42 3.63 0.24 3.19 0.86 0.62 17.88 0.05 15.35 1.23 0.30 3.66 0.33 4.49 3.08 NA NA NA NA 0.58 NA NA NA NA 0.67 NA NA NA 0.61 0.03 1.42 0.43

P04406 1 224 75 50 120 Glyceraldehyde-3-phosphate dehydrogenase (GAPDH) (EC 1.2.1.12) (Peptidyl-cysteine S-nitrosylase GAPDH) (EC 2.6.99.-)P04406 sp|P04406|G3P_HUMAN3 33.07 29.46 29.86 33.07 33.44 32.5 32.81 65.9699976 65.9699976 61.1899972 44.780001 32 31 28 32 27 31 28 23 31 1.00 0.99 1.29 0.78 1.29 0.78 0.01 1.19 0.65 0.93 0.86 0.12 1.23 0.69 1.05 0.96 0.56 1.18 0.81 1.13 1.13 0.11 1.16 0.97 1.31 0.65 0.00 1.28 0.51 0.83 1.17 0.03 1.15 1.02 1.35 0.89 0.25 1.26 0.70 1.11 1.07 0.45 1.21 0.88 1.30 1.04 0.86 1.60 0.65 1.66 1.04 0.74 1.27 0.82 1.32 1.18 0.14 1.26 0.94 1.48 1.03 0.73 1.17 0.87 1.20 1.29 0.06 1.30 0.99 1.68 0.76 0.00 1.14 0.66 0.87 1.23 0.02 1.19 1.04 1.48 0.02 1.36 1.09

P04430 1 225 75 50 120 Ig kappa chain V-I region BANP04430 sp|P04430|KV122_HUMAN3 4.13 4.09 11.29 4.13 12.14 4.06 17.01 29.6299994 29.6299994 28.7000001 28.7000001 41 25 29 41 7 14 4 4 14 0.80 0.27 3.57 0.22 2.85 0.89 0.46 3.56 0.25 3.18 1.22 0.29 3.54 0.35 4.32 0.43 0.15 12.68 0.03 5.51 0.49 0.18 12.79 0.04 6.29 1.54 0.33 22.79 0.07 35.08 1.18 0.34 3.56 0.33 4.20 2.09 0.19 16.54 0.13 34.57 1.25 0.40 7.78 0.16 9.69 2.11 0.16 10.74 0.20 22.65 1.72 0.12 3.55 0.48 6.10 0.95 0.68 3.55 0.27 3.36 1.38 0.19 3.57 0.39 4.94 1.95 0.15 7.95 0.25 15.53 0.69 0.17 3.52 0.20 2.43 0.66 0.34 22.24 0.03 1.01 0.99 539.25 0.00

P04433 1 226 75 50 120 Ig kappa chain V-III region VG (Fragment)P04433 sp|P04433|KV309_HUMAN3 13.02 12.41 20.44 13.02 25.08 8.71 18.45 73.9099979 65.2199984 66.0899997 73.9099979 29 29 28 27 9 11 11 6 10 0.59 0.13 3.87 0.15 2.28 0.79 0.27 3.89 0.20 3.06 1.32 0.23 3.77 0.35 4.97 0.47 0.09 3.83 0.12 1.79 0.67 0.19 4.63 0.14 3.10 1.18 0.37 3.90 0.30 4.59 1.07 0.72 6.64 0.16 7.12 1.72 0.12 3.83 0.45 6.59 0.98 0.97 67.73 0.01 66.64 2.36 0.16 15.23 0.16 35.99 1.24 0.44 9.08 0.14 11.23 0.72 0.20 3.88 0.19 2.80 1.89 0.11 3.91 0.48 7.39 1.97 0.10 3.83 0.52 7.54 0.50 0.27 52.50 0.01 26.06 0.68 0.17 3.80 0.18 1.04 0.78 4.67 0.22

P04632 1 228 75 50 120 Calpain small subunit 1 (CSS1) (Calcium-activated neutral proteinase small subunit) (CANP small subunit) (Calcium-dependent protease small subunit) (CDPS) (Calcium-dependent protease small subunit 1) (Calpain regulatory subunit)P04632 sp|P04632|CPNS1_HUMAN3 10.7 10.7 11.12 6.25 6.43 7.86 8.09 45.8999991 45.8999991 28.7299991 35.8200014 9 9 6 8 4 5 4 3 5 1.12 0.80 5.17 0.22 5.77 0.76 0.10 1.50 0.51 1.14 0.91 0.42 1.49 0.61 1.36 0.77 0.36 2.63 0.29 2.02 1.18 0.22 1.40 0.84 1.66 1.52 0.20 2.58 0.59 3.92 1.04 0.74 1.46 0.71 1.52 1.18 0.21 1.49 0.79 1.76 0.96 0.79 1.63 0.59 1.56 1.07 0.52 1.49 0.72 1.60 1.55 0.04 1.47 1.05 2.27 1.13 0.53 2.02 0.56 2.28 1.19 0.19 1.47 0.81 1.74 1.02 0.89 1.90 0.54 1.94 1.03 0.91 3.17 0.33 3.28 1.00 1.00 2.50 0.40 1.28 0.18 1.56 0.82

P04792 1 229 75 50 120 Heat shock protein beta-1 (HspB1) (28 kDa heat shock protein) (Estrogen-regulated 24 kDa protein) (Heat shock 27 kDa protein) (HSP 27) (Stress-responsive protein 27) (SRP27)P04792 sp|P04792|HSPB1_HUMAN3 14.26 8.68 8.92 9.48 9.48 14.26 14.32 38.5399997 24.8799995 26.3399988 38.5399997 7 5 5 7 8 12 6 7 12 0.98 0.85 1.31 0.75 1.29 0.76 0.07 1.36 0.56 1.04 1.07 0.42 1.22 0.87 1.30 2.04 0.00 1.20 1.69 2.45 1.10 0.51 1.38 0.79 1.52 1.26 0.28 1.76 0.72 2.22 0.90 0.24 1.26 0.71 1.13 1.01 0.93 1.34 0.75 1.35 0.83 0.21 1.39 0.59 1.15 1.03 0.89 1.81 0.57 1.87 1.21 0.20 1.46 0.83 1.77 0.85 0.11 1.26 0.67 1.07 1.05 0.56 1.27 0.83 1.33 0.92 0.62 1.52 0.61 1.40 0.87 0.19 1.28 0.68 1.11 0.93 0.43 1.27 0.73 0.72 0.01 1.22 0.59

P04839 1 230 75 50 120 Cytochrome b-245 heavy chain (EC 1.-.-.-) (CGD91-phox) (Cytochrome b(558) subunit beta) (Cytochrome b558 subunit beta) (Heme-binding membrane glycoprotein gp91phox) (NADPH oxidase 2) (Neutrophil cytochrome b 91 kDa polypeptide) (Superoxide-generating NADPH oxidase heavy chain subunit) (gp91-1) (gp91-phox) (p22 phagocyte B-cytochrome)P04839 sp|P04839|CY24B_HUMAN3 10.21 9.59 10.25 10.21 10.37 5.39 5.8 13.3300006 11.4 13.3300006 6.14 8 6 8 4 9 11 11 7 9 0.53 0.01 1.48 0.36 0.78 0.61 0.01 1.34 0.45 0.82 0.65 0.01 1.27 0.51 0.82 0.77 0.06 1.33 0.58 1.02 0.60 0.01 1.25 0.48 0.76 1.45 0.02 1.34 1.08 1.95 2.39 0.00 1.37 1.74 3.29 1.63 0.01 1.32 1.23 2.17 1.19 0.30 1.56 0.77 1.85 1.06 0.68 1.47 0.72 1.56 1.53 0.02 1.40 1.10 2.14 0.84 0.06 1.19 0.71 1.01 1.02 0.83 1.29 0.79 1.32 1.85 0.00 1.30 1.43 2.40 0.81 0.03 1.20 0.67 0.97 1.25 0.03 1.20 1.04 1.58 0.11 1.92 0.82

P04899 1 231 75 50 120 Guanine nucleotide-binding protein G(i) subunit alpha-2 (Adenylate cyclase-inhibiting G alpha protein)P04899 sp|P04899|GNAI2_HUMAN3 33.24 33.24 34 26.49 27.18 23.69 24.5 56.0599983 56.0599983 49.5799989 46.2000012 24 24 16 20 20 23 21 17 23 0.98 0.76 1.20 0.81 1.17 1.15 0.04 1.14 1.01 1.32 1.14 0.09 1.17 0.97 1.33 0.92 0.24 1.17 0.79 1.08 1.01 0.89 1.21 0.83 1.22 1.38 0.01 1.26 1.10 1.73 1.32 0.00 1.13 1.17 1.49 1.18 0.04 1.17 1.01 1.38 1.09 0.27 1.21 0.90 1.32 1.15 0.07 1.17 0.99 1.34 1.11 0.08 1.13 0.98 1.26 1.04 0.46 1.13 0.92 1.18 0.94 0.38 1.15 0.82 1.09 1.23 0.02 1.17 1.06 1.44 1.10 0.19 1.17 0.94 1.28 1.17 0.08 1.20 0.97 1.20 0.06 1.21 0.99

P05023 1 232 75 50 120 Sodium/potassium-transporting ATPase subunit alpha-1 (Na(+)/K(+) ATPase alpha-1 subunit) (EC 3.6.3.9) (Sodium pump subunit alpha-1)P05023 sp|P05023|AT1A1_HUMAN3 42.11 30.27 32.29 42.11 43.36 29.28 31.39 24.8300001 17.6899999 24.8300001 18.9600006 26 19 26 17 27 29 24 28 29 1.12 0.32 1.25 0.89 1.40 1.26 0.01 1.17 1.08 1.47 1.19 0.01 1.12 1.06 1.33 0.94 0.17 1.10 0.85 1.03 1.13 0.08 1.15 0.98 1.29 0.87 0.09 1.19 0.73 1.03 0.96 0.44 1.11 0.87 1.07 1.02 0.83 1.17 0.87 1.19 1.08 0.52 1.27 0.84 1.37 0.83 0.25 1.38 0.60 1.15 1.09 0.37 1.21 0.90 1.31 0.71 0.00 1.16 0.61 0.82 0.89 0.13 1.17 0.76 1.04 1.05 0.58 1.19 0.88 1.25 1.03 0.36 1.08 0.96 1.11 1.54 0.00 1.12 1.37 0.84 0.03 1.17 0.71

P05026 1 233 75 50 120 Sodium/potassium-transporting ATPase subunit beta-1 (Sodium/potassium-dependent ATPase subunit beta-1)P05026 sp|P05026|AT1B1_HUMAN3 4.09 4.07 4.51 3.73 4.19 4.09 4.56 10.5599999 8.2510002 10.5599999 8.2510002 4 2 4 2 2 3 2 2 3 1.22 0.30 3.56 0.34 4.34 1.81 0.16 6.69 0.27 12.10 1.02 0.90 5.93 0.17 6.06 0.84 0.49 8.67 0.10 7.29 1.23 0.29 3.64 0.34 4.48 0.72 0.44 29.72 0.02 21.45 0.94 0.67 3.55 0.27 3.35 0.66 0.18 4.39 0.15 2.92 0.88 0.62 11.56 0.08 10.13 0.84 0.34 3.84 0.22 3.22 0.92 0.57 3.54 0.26 3.27 0.89 0.44 3.57 0.25 3.16 0.91 0.67 7.88 0.12 7.19 0.89 0.46 3.76 0.24 3.34 0.94 0.64 3.79 0.25 3.55 1.15 0.61 11.28 0.10 0.87 0.41 3.68 0.24

P05090 1 234 75 50 120 Apolipoprotein D (Apo-D) (ApoD)P05090 sp|P05090|APOD_HUMAN3 5.87 5.35 5.47 5.87 6.02 2.32 2.4 16.4000005 16.4000005 15.3400004 8.46600011 3 3 3 2 4 6 6 3 2 0.41 0.03 2.17 0.19 0.89 0.74 0.06 1.39 0.53 1.03 0.41 0.01 1.45 0.28 0.59 1.33 0.08 1.46 0.91 1.94 0.77 0.34 7.20 0.11 5.54 1.39 0.04 1.35 1.03 1.87 1.81 0.01 1.37 1.33 2.48 0.72 0.07 1.46 0.50 1.05 1.29 0.41 11.19 0.12 14.44 0.91 0.39 1.45 0.63 1.32 0.93 0.52 1.35 0.69 1.25 0.63 0.00 1.23 0.51 0.78 1.53 0.02 1.35 1.13 2.07 2.16 0.01 1.47 1.47 3.16 0.62 0.03 1.46 0.42 0.91 0.71 0.06 1.46 0.48 1.24 0.31 4.23 0.29

P05107 1 236 75 50 120 Integrin beta-2 (Cell surface adhesion glycoproteins LFA-1/CR3/p150,95 subunit beta) (Complement receptor C3 subunit beta) (CD antigen CD18)P05107 sp|P05107|ITB2_HUMAN3 32.4 32.4 34.45 26.94 28.2 23.35 25.04 28.0900002 28.0900002 24.3200004 20.5500007 18 18 16 14 17 22 19 11 22 0.50 0.00 1.21 0.42 0.61 0.87 0.03 1.13 0.76 0.98 0.88 0.07 1.15 0.76 1.01 0.78 0.01 1.19 0.66 0.92 0.84 0.00 1.11 0.76 0.93 1.29 0.00 1.11 1.17 1.43 1.82 0.00 1.12 1.62 2.03 1.50 0.00 1.24 1.20 1.86 1.13 0.34 1.31 0.86 1.48 1.08 0.39 1.22 0.89 1.31 1.26 0.00 1.15 1.10 1.45 0.89 0.02 1.09 0.82 0.98 1.11 0.13 1.15 0.96 1.28 1.12 0.30 1.27 0.88 1.42 0.88 0.04 1.13 0.78 0.99 1.33 0.00 1.13 1.18 1.58 0.00 1.12 1.41

P05109 1 237 75 50 120 Protein S100-A8 (Calgranulin-A) (Calprotectin L1L subunit) (Cystic fibrosis antigen) (CFAG) (Leukocyte L1 complex light chain) (Migration inhibitory factor-related protein 8) (MRP-8) (p8) (S100 calcium-binding protein A8) (Urinary stone protein band A) [Cleaved into: Protein S100-A8, N-terminally processed]P05109 sp|P05109|S10A8_HUMAN3 11.29 8.35 8.67 9.74 10.17 11.29 12.06 58.0600023 46.2399989 47.3100007 58.0600023 17 9 8 17 17 31 8 13 31 0.16 0.00 2.09 0.08 0.34 0.44 0.00 1.47 0.30 0.65 0.36 0.01 1.86 0.19 0.67 0.27 0.00 1.84 0.14 0.49 0.99 0.93 1.46 0.68 1.44 0.25 0.00 1.93 0.13 0.48 0.33 0.00 1.53 0.22 0.51 0.64 0.08 1.68 0.38 1.08 0.73 0.22 1.77 0.41 1.29 0.56 0.04 1.69 0.33 0.94 0.36 0.01 1.71 0.21 0.61 0.50 0.00 1.35 0.37 0.67 0.96 0.76 1.39 0.69 1.34 0.42 0.03 2.12 0.20 0.89 0.37 0.01 1.75 0.21 0.64 0.87 0.36 1.46 0.59 5.61 0.00 1.42 3.94

P05155 1 238 75 50 120 Plasma protease C1 inhibitor (C1 Inh) (C1Inh) (C1 esterase inhibitor) (C1-inhibiting factor) (Serpin G1)P05155 sp|P05155|IC1_HUMAN3 29.74 29.74 30.39 23.86 24.44 25.3 25.9 34.5999986 34.5999986 26.1999995 27.7999997 34 34 26 22 46 70 35 34 70 0.92 0.08 1.10 0.84 1.01 0.61 0.00 1.16 0.52 0.70 0.83 0.01 1.12 0.74 0.94 0.72 0.00 1.13 0.64 0.81 0.81 0.00 1.10 0.73 0.89 1.70 0.00 1.13 1.50 1.92 0.95 0.33 1.11 0.86 1.06 1.21 0.00 1.11 1.09 1.34 1.07 0.32 1.14 0.93 1.22 1.31 0.01 1.20 1.09 1.58 0.99 0.82 1.15 0.86 1.13 1.32 0.00 1.12 1.18 1.48 1.09 0.09 1.10 0.99 1.20 1.34 0.00 1.13 1.18 1.51 1.07 0.18 1.11 0.97 1.19 1.01 0.86 1.11 0.91 0.90 0.25 1.22 0.73

P05156 1 239 75 50 120 Complement factor I (EC 3.4.21.45) (C3B/C4B inactivator) [Cleaved into: Complement factor I heavy chain; Complement factor I light chain]P05156 sp|P05156|CFAI_HUMAN3 20.15 20.15 21.08 9.27 9.81 6.86 7.54 21.7800006 21.7800006 12.1799998 11.3200001 11 11 6 5 11 14 14 9 9 0.57 0.00 1.20 0.48 0.68 0.55 0.00 1.19 0.46 0.65 0.66 0.01 1.32 0.50 0.86 0.55 0.03 1.67 0.33 0.91 0.67 0.02 1.38 0.49 0.93 1.93 0.00 1.35 1.43 2.61 1.41 0.00 1.10 1.28 1.55 1.30 0.11 1.42 0.92 1.84 0.91 0.26 1.22 0.75 1.10 2.02 0.00 1.35 1.50 2.73 1.71 0.00 1.19 1.44 2.03 1.08 0.13 1.10 0.98 1.19 1.31 0.00 1.15 1.14 1.51 1.73 0.00 1.29 1.34 2.23 0.79 0.03 1.23 0.64 0.97 0.86 0.24 1.34 0.64 1.19 0.04 1.18 1.01

P05164 1 240 75 50 120 Myeloperoxidase (MPO) (EC 1.11.2.2) [Cleaved into: Myeloperoxidase; 89 kDa myeloperoxidase; 84 kDa myeloperoxidase; Myeloperoxidase light chain; Myeloperoxidase heavy chain]P05164 sp|P05164|PERM_HUMAN3 50.35 13.55 14.91 14.31 15.06 50.35 51.52 42.6800013 8.05400014 11.9499996 42.6800013 47 7 9 47 27 70 5 7 70 0.11 0.04 7.39 0.01 0.78 0.20 0.01 1.87 0.11 0.37 0.10 0.18 111.28 0.00 11.67 0.15 0.08 12.28 0.01 1.84 1.10 0.12 1.13 0.97 1.25 0.15 0.03 3.78 0.04 0.56 0.15 0.01 2.10 0.07 0.31 0.31 0.48 376.66 0.00 116.43 0.75 0.10 1.41 0.53 1.06 0.46 0.58 164.29 0.00 75.84 0.25 0.01 2.04 0.12 0.51 0.29 0.00 1.43 0.20 0.41 0.47 0.02 1.54 0.31 0.73 0.25 0.34 120.20 0.00 29.74 0.18 0.28 172.28 0.00 30.30 0.35 0.56 648.27 0.00 9.92 0.00 1.28 7.72

P05186 1 241 75 50 120 Alkaline phosphatase, tissue-nonspecific isozyme (AP-TNAP) (TNSALP) (EC 3.1.3.1) (Alkaline phosphatase liver/bone/kidney isozyme)P05186 sp|P05186|PPBT_HUMAN3 33.53 33.53 33.66 21 22.24 24.44 24.82 41.4099991 41.4099991 30.9199989 35.1099998 30 30 20 25 26 36 24 19 36 1.55 0.00 1.26 1.22 1.95 1.21 0.00 1.13 1.08 1.37 0.63 0.00 1.21 0.52 0.76 0.77 0.00 1.14 0.67 0.87 1.55 0.00 1.12 1.38 1.73 1.26 0.00 1.11 1.14 1.39 1.31 0.00 1.10 1.19 1.44 0.96 0.65 1.20 0.81 1.15 1.34 0.01 1.23 1.09 1.65 0.63 0.05 1.57 0.40 0.99 1.15 0.02 1.12 1.02 1.29 1.40 0.00 1.21 1.16 1.69 1.01 0.80 1.13 0.90 1.15 0.61 0.03 1.56 0.39 0.94 1.13 0.06 1.14 0.99 1.29 1.08 0.21 1.14 0.95 0.82 0.01 1.16 0.70

P05362 1 243 75 50 120 Intercellular adhesion molecule 1 (ICAM-1) (Major group rhinovirus receptor) (CD antigen CD54)P05362 sp|P05362|ICAM1_HUMAN3 38.93 28.66 30.63 38.93 39.73 38.18 39.64 39.289999 34.4000012 39.289999 34.4000012 36 28 33 36 55 73 41 50 73 1.27 0.00 1.15 1.11 1.46 1.28 0.02 1.21 1.05 1.55 1.95 0.03 1.81 1.08 3.52 0.64 0.00 1.15 0.56 0.73 0.91 0.06 1.11 0.82 1.00 1.59 0.00 1.21 1.31 1.93 0.86 0.50 1.60 0.54 1.38 1.37 0.00 1.10 1.24 1.50 0.89 0.23 1.22 0.73 1.09 1.13 0.07 1.14 0.99 1.29 1.00 0.99 1.21 0.82 1.22 0.84 0.04 1.18 0.71 0.99 1.23 0.43 1.77 0.70 2.19 1.11 0.07 1.12 0.99 1.24 1.21 0.03 1.18 1.02 1.44 0.95 0.32 1.10 0.86 0.67 0.03 1.41 0.48

P05387 1 244 75 50 120 60S acidic ribosomal protein P2 (Renal carcinoma antigen NY-REN-44)P05387 sp|P05387|RLA2_HUMAN3 7.72 6 6.04 7.72 7.8 5.39 5.49 45.2199996 38.2600009 45.2199996 40.0000006 5 3 5 4 4 6 2 4 6 0.23 0.04 3.56 0.07 0.83 0.30 0.09 9.22 0.03 2.81 0.57 0.08 2.11 0.27 1.19 3.59 0.16 12.65 0.28 45.38 1.55 0.17 4.67 0.33 7.24 0.28 0.15 53.25 0.01 14.94 0.29 0.05 3.55 0.08 1.02 0.67 0.09 1.75 0.38 1.18 0.39 0.23 99.05 0.00 38.22 0.69 0.08 1.61 0.43 1.11 0.41 0.17 21.27 0.02 8.70 0.24 0.06 4.94 0.05 1.20 0.32 0.05 3.56 0.09 1.12 0.71 0.12 1.78 0.40 1.26 0.55 0.05 1.87 0.29 1.03 0.55 0.03 1.52 0.36 0.40 0.15 15.95 0.02

P05388 1 245 75 50 120 60S acidic ribosomal protein P0 (60S ribosomal protein L10E)P05388 sp|P05388|RLA0_HUMAN3 13.4 6.84 7.26 13.4 13.84 8.99 9.5 23.9700005 23.3400002 23.9700005 18.6100006 8 5 8 5 9 11 6 11 9 0.78 0.17 1.55 0.50 1.21 0.48 0.07 2.39 0.20 1.15 0.64 0.01 1.37 0.46 0.87 3.11 0.00 1.32 2.36 4.10 1.08 0.28 1.19 0.91 1.29 0.63 0.04 1.54 0.41 0.97 0.91 0.28 1.27 0.71 1.15 0.67 0.01 1.29 0.52 0.87 0.81 0.09 1.30 0.62 1.05 0.71 0.02 1.30 0.55 0.93 0.81 0.25 1.58 0.51 1.29 0.68 0.01 1.27 0.53 0.86 0.82 0.31 1.66 0.50 1.36 0.62 0.00 1.32 0.47 0.81 0.73 0.00 1.14 0.64 0.83 0.95 0.61 1.23 0.77 0.80 0.11 1.35 0.59

P05455 1 247 55 42 80 Lupus La protein (La autoantigen) (La ribonucleoprotein) (Sjoegren syndrome type B antigen) (SS-B)P05455 sp|P05455|LA_HUMAN3 3.14 3.14 3.66 2.15 2.61 2.02 2.6 9.80399996 9.80399996 3.43099982 3.43099982 3 3 1 1 2 3 3 2 2 1.48 0.10 1.77 0.84 2.61 0.92 0.41 1.44 0.64 1.32 0.85 0.35 3.57 0.24 3.04 1.11 0.72 15.39 0.07 17.02 1.44 NA NA NA NA 0.71 0.06 1.45 0.49 1.03 0.92 0.48 1.50 0.62 1.38 0.81 0.29 3.56 0.23 2.89 0.97 NA NA NA NA 0.90 0.82 113.57 0.01 102.03 1.25 0.12 1.45 0.86 1.81 1.11 0.36 1.45 0.76 1.60 0.81 0.40 2.35 0.34 1.90 0.78 0.68 352.48 0.00 273.42 1.06 0.67 3.62 0.29 3.83 1.18 0.42 5.28 0.22 1.34 NA NA NA

P05546 1 248 75 50 120 Heparin cofactor 2 (Heparin cofactor II) (HC-II) (Protease inhibitor leuserpin-2) (HLS2) (Serpin D1)P05546 sp|P05546|HEP2_HUMAN3 34.04 34.04 35.49 23.12 24.36 22.49 23.67 42.4800009 42.4800009 28.0600011 22.2399995 24 24 18 15 25 36 21 19 36 0.87 0.01 1.10 0.79 0.96 0.29 0.00 1.55 0.19 0.45 0.51 0.00 1.26 0.41 0.65 0.39 0.00 1.23 0.32 0.49 0.41 0.00 1.23 0.33 0.50 2.57 0.02 2.21 1.16 5.68 1.81 0.12 2.16 0.84 3.90 1.24 0.00 1.10 1.13 1.37 1.41 0.00 1.21 1.16 1.71 2.16 0.00 1.11 1.94 2.40 1.55 0.30 2.42 0.64 3.76 0.91 0.82 2.37 0.39 2.16 1.34 0.48 2.38 0.56 3.19 2.74 0.00 1.18 2.33 3.23 1.03 0.45 1.10 0.94 1.14 0.70 0.00 1.10 0.64 0.89 0.09 1.15 0.77

P05556 1 249 75 50 120 Integrin beta-1 (Fibronectin receptor subunit beta) (Glycoprotein IIa) (GPIIA) (VLA-4 subunit beta) (CD antigen CD29)P05556 sp|P05556|ITB1_HUMAN3 8.66 8.66 9.5 5.6 6.11 5.69 8.71 8.39599967 7.14299977 4.63699997 8.39599967 5 5 3 5 8 11 8 6 11 0.91 0.09 1.13 0.80 1.02 1.40 0.00 1.19 1.18 1.67 1.10 0.35 1.42 0.78 1.56 0.92 0.43 1.42 0.65 1.31 0.96 0.48 1.16 0.82 1.11 1.16 0.06 1.16 0.99 1.35 1.33 0.00 1.18 1.13 1.57 1.10 0.35 1.42 0.78 1.56 0.97 0.70 1.23 0.79 1.19 1.31 0.08 1.42 0.92 1.85 1.06 0.36 1.16 0.92 1.23 0.99 0.84 1.13 0.88 1.11 1.04 0.44 1.13 0.92 1.17 1.43 0.13 1.85 0.77 2.64 1.00 1.00 1.42 0.71 1.42 1.20 0.16 1.42 0.84 1.16 0.05 1.16 1.00

P06276 1 250 75 50 120 Cholinesterase (EC 3.1.1.8) (Acylcholine acylhydrolase) (Butyrylcholine esterase) (Choline esterase II) (Pseudocholinesterase)P06276 sp|P06276|CHLE_HUMAN3 6.47 2.97 3.32 2.59 2.72 6.47 6.93 7.14299977 7.14299977 3.48800011 6.97700009 3 3 1 3 4 8 3 2 8 0.34 0.06 3.86 0.09 1.30 0.58 0.20 9.04 0.06 5.26 0.50 0.09 3.67 0.14 1.84 0.39 0.17 24.52 0.02 9.62 0.59 0.01 1.26 0.47 0.75 1.25 0.28 3.91 0.32 4.90 1.86 0.17 8.48 0.22 15.81 1.63 0.13 3.67 0.44 5.98 1.12 0.30 1.34 0.84 1.50 1.34 0.32 7.82 0.17 10.48 1.13 0.63 11.83 0.10 13.43 1.26 0.27 3.86 0.33 4.87 1.50 0.35 22.67 0.07 33.93 1.88 0.10 3.68 0.51 6.90 0.81 0.29 3.70 0.22 3.00 0.99 0.93 3.69 0.27 1.05 0.52 1.26 0.84

P06313 1 253 75 50 120 Ig kappa chain V-IV region JIP06313 sp|P06313|KV403_HUMAN3 15.21 15.21 17.39 14.22 15.84 13.2 15.21 63.9100015 45.8600014 50.3799975 63.9100015 38 22 23 38 43 67 27 35 67 0.58 0.03 1.61 0.36 0.93 0.72 0.09 1.49 0.49 1.08 1.45 0.01 1.29 1.13 1.87 0.61 0.04 1.59 0.39 0.98 0.59 0.02 1.44 0.41 0.85 1.20 0.12 1.28 0.94 1.53 1.09 0.29 1.20 0.91 1.31 1.44 0.08 1.52 0.95 2.19 1.28 0.11 1.46 0.88 1.87 3.35 0.00 1.88 1.78 6.30 1.67 0.00 1.28 1.31 2.14 0.68 0.00 1.20 0.56 0.81 2.04 0.00 1.20 1.70 2.45 3.09 0.01 1.97 1.57 6.08 0.82 0.22 1.45 0.56 1.18 0.82 0.37 1.66 0.50 1.09 0.41 1.43 0.76

P06331 1 255 55 34 92 Ig heavy chain V-II region ARH-77P06331 sp|P06331|HV209_HUMAN3 8.39 6.11 10.03 8.21 10.1 8.39 11.62 21.2300003 21.2300003 17.1200007 17.1200007 24 21 15 24 10 20 2 20 7 0.57 0.66 1.60 0.17 4.95 0.32 7.92 0.59 0.25 15.22 0.04 8.98 0.61 0.28 19.37 0.03 11.81 1.22 0.86 1.59 0.14 3.69 0.43 5.85 0.72 0.22 4.27 0.17 3.08 2.12 0.09 3.69 0.58 7.83 1.66 0.76 2.48 2.10 0.09 3.68 0.57 7.71 0.65 0.15 3.64 0.18 2.38 0.60 0.12 3.64 0.16 1.03 0.83 4.25 0.24

P06396 1 256 75 50 120 Gelsolin (AGEL) (Actin-depolymerizing factor) (ADF) (Brevin)P06396 sp|P06396|GELS_HUMAN3 40.57 40.57 41.5 39.48 40.08 40.24 41.28 34.2700005 34.0200007 29.4099987 34.2700005 39 39 32 31 44 58 38 36 58 0.87 0.01 1.11 0.79 0.96 0.70 0.00 1.13 0.62 0.79 0.74 0.00 1.15 0.64 0.85 1.16 0.00 1.08 1.07 1.26 0.81 0.00 1.10 0.73 0.89 1.29 0.00 1.12 1.15 1.45 1.16 0.00 1.09 1.06 1.27 1.06 0.25 1.10 0.96 1.16 0.94 0.58 1.24 0.76 1.17 1.06 0.31 1.13 0.94 1.20 1.34 0.00 1.15 1.17 1.53 1.24 0.00 1.09 1.14 1.35 1.23 0.00 1.12 1.10 1.39 1.78 0.00 1.08 1.64 1.93 1.00 0.99 1.11 0.90 1.11 0.83 0.00 1.08 0.76 1.06 0.53 1.20 0.88

P06681 1 257 75 50 120 Complement C2 (EC 3.4.21.43) (C3/C5 convertase) [Cleaved into: Complement C2b fragment; Complement C2a fragment]P06681 sp|P06681|CO2_HUMAN3 46.64 46.64 48.55 38.05 41.21 27.69 29.92 33.1099987 33.1099987 27.5299996 21.5399995 27 27 25 16 29 35 28 25 35 1.07 0.47 1.23 0.87 1.32 1.00 0.94 1.12 0.89 1.12 1.17 0.01 1.13 1.04 1.32 0.74 0.01 1.25 0.59 0.93 0.62 0.00 1.19 0.52 0.74 1.22 0.00 1.13 1.08 1.38 0.74 0.00 1.14 0.65 0.84 0.96 0.40 1.10 0.87 1.06 0.95 0.64 1.29 0.73 1.22 1.52 0.00 1.20 1.26 1.83 1.18 0.02 1.15 1.03 1.36 1.74 0.00 1.12 1.55 1.94 1.37 0.00 1.10 1.24 1.51 0.96 0.66 1.21 0.79 1.16 1.62 0.00 1.27 1.27 2.06 0.80 0.00 1.15 0.70 0.71 0.03 1.33 0.54

P06702 1 258 75 50 120 Protein S100-A9 (Calgranulin-B) (Calprotectin L1H subunit) (Leukocyte L1 complex heavy chain) (Migration inhibitory factor-related protein 14) (MRP-14) (p14) (S100 calcium-binding protein A9)P06702 sp|P06702|S10A9_HUMAN3 11.32 6.58 6.62 7.73 7.88 11.32 11.49 56.1399996 50.880003 44.7400004 56.1399996 20 8 5 20 12 19 11 5 19 0.14 0.00 1.76 0.08 0.25 0.42 0.00 1.32 0.32 0.55 0.33 0.00 1.44 0.23 0.48 0.26 0.01 1.82 0.14 0.46 1.56 0.00 1.25 1.25 1.95 0.26 0.00 1.57 0.17 0.41 0.36 0.00 1.56 0.23 0.56 0.58 0.01 1.31 0.44 0.75 0.90 0.66 1.73 0.52 1.56 0.55 0.01 1.31 0.42 0.73 0.35 0.00 1.48 0.24 0.52 0.48 0.00 1.36 0.35 0.66 0.87 0.10 1.19 0.73 1.04 0.44 0.00 1.31 0.34 0.57 0.35 0.00 1.31 0.27 0.46 0.81 0.08 1.31 0.62 6.84 0.00 1.44 4.73

P06703 1 259 75 50 120 Protein S100-A6 (Calcyclin) (Growth factor-inducible protein 2A9) (MLN 4) (Prolactin receptor-associated protein) (PRA) (S100 calcium-binding protein A6)P06703 sp|P06703|S10A6_HUMAN3 4.12 4.12 4.49 3.59 3.76 3.59 3.87 24.4399995 24.4399995 16.6700006 16.6700006 6 6 5 4 5 6 4 4 6 1.32 0.08 1.43 0.92 1.89 1.60 0.06 1.67 0.96 2.67 1.23 0.28 3.52 0.35 4.32 0.85 0.51 7.66 0.11 6.54 1.42 0.18 3.65 0.39 5.19 1.09 0.54 1.66 0.66 1.81 1.31 0.26 2.11 0.62 2.77 0.82 0.42 6.82 0.12 5.62 0.90 0.48 3.66 0.24 3.28 0.58 0.17 6.45 0.09 3.74 0.99 0.96 2.51 0.39 2.48 1.66 0.08 1.91 0.87 3.18 1.18 0.32 1.75 0.68 2.07 0.49 0.16 9.91 0.05 4.86 1.02 0.94 12.52 0.08 12.75 1.13 0.66 15.44 0.07 0.59 0.12 3.61 0.16

P06727 1 260 75 50 120 Apolipoprotein A-IV (Apo-AIV) (ApoA-IV) (Apolipoprotein A4)P06727 sp|P06727|APOA4_HUMAN3 36.99 36.99 38.76 25.38 26.58 22.84 24.74 57.069999 57.069999 39.6499991 23.7399995 34 34 15 10 21 25 25 13 24 0.52 0.00 1.33 0.39 0.69 0.51 0.00 1.37 0.37 0.70 0.30 0.00 1.76 0.17 0.52 0.72 0.01 1.24 0.58 0.89 0.60 0.00 1.12 0.54 0.67 3.25 0.00 1.18 2.76 3.82 2.47 0.00 1.18 2.09 2.93 0.82 0.02 1.16 0.71 0.96 1.47 0.00 1.22 1.20 1.80 0.83 0.01 1.12 0.74 0.94 1.97 0.00 1.40 1.41 2.77 0.41 0.00 1.34 0.31 0.56 1.93 0.00 1.31 1.48 2.52 1.24 0.01 1.17 1.06 1.46 0.40 0.00 1.32 0.30 0.53 0.97 0.52 1.11 0.87 0.57 0.00 1.25 0.46

P06733 1 261 75 50 120 Alpha-enolase (EC 4.2.1.11) (2-phospho-D-glycerate hydro-lyase) (C-myc promoter-binding protein) (Enolase 1) (MBP-1) (MPB-1) (Non-neural enolase) (NNE) (Phosphopyruvate hydratase) (Plasminogen-binding protein)P06733 sp|P06733|ENOA_HUMAN3 39.96 31.38 32.04 39.96 40.48 37.67 38.98 62.440002 58.9900017 62.440002 57.5999975 26 23 23 26 33 49 23 27 49 1.19 0.11 1.25 0.95 1.48 1.28 0.03 1.23 1.04 1.57 1.07 0.17 1.10 0.97 1.17 1.05 0.44 1.14 0.92 1.20 1.27 0.00 1.08 1.17 1.38 0.91 0.07 1.11 0.82 1.01 1.06 0.36 1.14 0.93 1.21 0.97 0.53 1.10 0.88 1.07 1.02 0.82 1.16 0.88 1.18 0.96 0.68 1.22 0.78 1.18 0.96 0.55 1.14 0.84 1.10 1.12 0.06 1.13 1.00 1.27 1.11 0.09 1.13 0.98 1.26 0.84 0.04 1.18 0.71 0.99 1.08 0.12 1.10 0.98 1.18 1.18 0.01 1.12 1.05 1.34 0.00 1.13 1.19

P06737 1 262 55 34 92 Glycogen phosphorylase, liver form (EC 2.4.1.1)P06737 sp|P06737|PYGL_HUMAN3 8.36 8.36 17.27 2.01 5.25 7.31 15.95 10.3900001 10.3900001 3.424 9.4449997 8 8 2 7 4 6 4 1 6 0.96 0.80 1.61 0.59 1.55 0.63 0.02 1.37 0.46 0.87 1.30 NA NA NA NA 1.18 NA NA NA NA 1.01 0.93 1.35 0.75 1.36 1.00 0.96 1.27 0.79 1.26 0.81 0.37 1.91 0.42 1.54 1.14 NA NA NA NA 0.99 0.96 1.81 0.55 1.79 0.50 NA NA NA NA 1.18 0.42 1.74 0.68 2.05 0.90 0.40 1.43 0.63 1.28 1.06 0.47 1.27 0.84 1.34 1.29 NA NA NA NA 1.38 NA NA NA NA 1.02 NA NA NA 3.31 0.00 1.35 2.46

P06744 1 263 75 50 120 Glucose-6-phosphate isomerase (GPI) (EC 5.3.1.9) (Autocrine motility factor) (AMF) (Neuroleukin) (NLK) (Phosphoglucose isomerase) (PGI) (Phosphohexose isomerase) (PHI) (Sperm antigen 36) (SA-36)P06744 sp|P06744|G6PI_HUMAN3 19.92 19.92 21.26 16.09 17.43 19.81 21.36 29.2100012 25.9900004 25.4500002 29.2100012 19 14 15 19 18 20 17 17 20 1.13 0.13 1.18 0.95 1.33 0.94 0.50 1.22 0.77 1.15 0.98 0.79 1.15 0.86 1.13 0.92 0.17 1.13 0.82 1.04 0.96 0.60 1.20 0.80 1.15 0.93 0.34 1.17 0.80 1.09 0.93 0.39 1.20 0.77 1.12 1.02 0.82 1.19 0.85 1.21 1.05 0.71 1.37 0.77 1.44 0.94 0.86 2.14 0.44 2.02 0.95 0.53 1.22 0.78 1.15 1.34 0.00 1.18 1.13 1.58 1.06 0.54 1.23 0.86 1.30 1.29 0.18 1.49 0.86 1.92 1.04 0.49 1.14 0.91 1.19 0.88 0.05 1.13 0.78 1.75 0.00 1.36 1.28

P07195 1 265 75 50 120 L-lactate dehydrogenase B chain (LDH-B) (EC 1.1.1.27) (LDH heart subunit) (LDH-H) (Renal carcinoma antigen NY-REN-46)P07195 sp|P07195|LDHB_HUMAN3 23.42 23.42 24.02 14.83 17.82 13.47 17.81 30.2399993 30.2399993 29.339999 29.339999 15 15 11 13 17 24 24 11 16 1.55 0.00 1.24 1.24 1.92 0.90 0.04 1.11 0.81 0.99 0.96 0.47 1.12 0.86 1.08 0.98 0.80 1.24 0.78 1.21 1.04 0.58 1.17 0.89 1.21 0.92 0.23 1.15 0.80 1.06 1.03 0.64 1.16 0.89 1.20 0.75 0.00 1.15 0.65 0.87 0.99 0.86 1.11 0.89 1.10 0.71 0.01 1.28 0.55 0.91 1.07 0.26 1.13 0.95 1.21 1.34 0.00 1.17 1.14 1.57 0.94 0.60 1.28 0.73 1.21 0.74 0.06 1.35 0.55 1.01 1.13 0.04 1.12 1.01 1.27 1.10 0.26 1.19 0.92 0.90 0.34 1.27 0.71

P07225 1 267 55 34 92 Vitamin K-dependent protein SP07225 sp|P07225|PROS_HUMAN3 7.63 7.63 8.19 3.35 3.74 4.57 5.02 6.36100024 6.36100024 3.69799994 4.14200015 4 3 4 2 2 3 3 1 3 0.68 0.05 1.47 0.47 1.00 0.69 0.15 2.03 0.34 1.40 0.93 NA NA NA NA 1.04 NA NA NA NA 0.58 0.10 2.22 0.26 1.28 1.18 0.26 1.57 0.75 1.85 1.01 0.95 1.97 0.51 1.99 0.85 NA NA NA NA 1.19 0.67 4.43 0.27 5.25 1.74 NA NA NA NA 0.94 0.55 1.46 0.64 1.37 0.87 0.50 2.06 0.42 1.80 1.12 0.38 1.55 0.72 1.74 1.90 NA NA NA NA 0.92 NA NA NA NA 0.78 NA NA NA 0.83 0.38 2.06 0.40

P07237 1 268 55 34 92 Protein disulfide-isomerase (PDI) (EC 5.3.4.1) (Cellular thyroid hormone-binding protein) (Prolyl 4-hydroxylase subunit beta) (p55)P07237 sp|P07237|PDIA1_HUMAN3 9.71 9.71 11.12 2.49 3.13 9.23 10.82 13.1899998 10.0400001 7.2829999 13.1899998 5 5 3 4 6 12 5 2 12 0.91 0.27 1.26 0.72 1.14 0.77 0.04 1.26 0.61 0.97 0.81 NA NA NA NA 1.05 NA NA NA NA 1.11 0.23 1.23 0.90 1.37 0.70 0.02 1.26 0.56 0.88 0.78 0.04 1.26 0.62 0.98 0.77 NA NA NA NA 0.98 0.85 1.32 0.74 1.30 0.65 NA NA NA NA 0.88 0.32 1.41 0.62 1.24 1.05 0.54 1.26 0.84 1.32 1.03 0.71 1.25 0.82 1.29 0.80 NA NA NA NA 1.12 NA NA NA NA 1.31 NA NA NA 3.24 0.02 2.29 1.41

P07339 1 269 75 50 120 Cathepsin D (EC 3.4.23.5) [Cleaved into: Cathepsin D light chain; Cathepsin D heavy chain]P07339 sp|P07339|CATD_HUMAN3 5.72 3.52 4.13 5.72 6.08 4.38 4.77 15.5300006 10.1899996 15.5300006 7.03900009 4 3 4 3 4 5 2 4 5 0.68 0.17 3.73 0.18 2.54 0.99 0.95 9.76 0.10 9.64 0.78 0.30 4.92 0.16 3.83 2.41 0.08 3.81 0.63 9.18 0.75 0.09 1.47 0.51 1.11 0.96 0.80 4.57 0.21 4.40 0.88 0.43 3.73 0.24 3.29 0.62 0.39 70.72 0.01 43.92 0.83 0.46 2.41 0.34 2.01 0.98 0.94 18.45 0.05 18.03 0.94 0.64 3.74 0.25 3.51 1.56 0.19 5.84 0.27 9.10 0.79 0.27 3.75 0.21 2.96 1.08 0.80 18.22 0.06 19.61 0.67 0.17 3.81 0.18 2.57 0.86 0.54 8.39 0.10 0.84 0.20 1.47 0.57

P07355 1 270 75 50 120 Annexin A2 (Annexin II) (Annexin-2) (Calpactin I heavy chain) (Calpactin-1 heavy chain) (Chromobindin-8) (Lipocortin II) (Placental anticoagulant protein IV) (PAP-IV) (Protein I) (p36)P07355 sp|P07355|ANXA2_HUMAN3 53.02 46.69 47.44 51.65 52.5 53.02 53.88 75.8099973 69.0299988 74.6299982 75.8099973 60 57 54 60 105 150 73 91 150 1.31 0.00 1.11 1.18 1.46 1.32 0.00 1.09 1.21 1.45 1.54 0.00 1.09 1.41 1.69 0.84 0.00 1.10 0.77 0.93 1.21 0.00 1.11 1.09 1.34 1.13 0.07 1.15 0.99 1.30 1.01 0.91 1.10 0.92 1.10 1.07 0.05 1.07 1.00 1.14 1.06 0.50 1.20 0.88 1.28 0.89 0.12 1.16 0.77 1.03 1.61 0.00 1.14 1.41 1.83 1.02 0.67 1.10 0.93 1.12 1.09 0.11 1.12 0.98 1.22 0.95 0.30 1.11 0.85 1.05 1.16 0.00 1.08 1.07 1.24 1.14 0.01 1.10 1.04 0.79 0.00 1.09 0.73

P07357 1 271 75 50 120 Complement component C8 alpha chain (Complement component 8 subunit alpha)P07357 sp|P07357|CO8A_HUMAN3 18.77 15.47 15.9 14.82 15.09 18.77 19.27 22.9499996 22.9499996 18.1500003 20.8900005 12 11 9 12 9 11 8 7 11 0.57 0.01 1.47 0.39 0.84 0.65 0.08 1.64 0.39 1.07 0.49 0.02 1.71 0.29 0.84 0.36 0.00 1.27 0.29 0.46 0.50 0.00 1.30 0.38 0.65 1.57 0.00 1.24 1.26 1.95 1.61 0.00 1.24 1.30 2.00 1.32 0.04 1.30 1.01 1.71 1.21 0.11 1.28 0.94 1.56 1.95 0.00 1.34 1.45 2.61 1.31 0.01 1.18 1.11 1.55 0.77 0.01 1.16 0.66 0.90 1.25 0.02 1.18 1.06 1.48 2.67 0.00 1.32 2.01 3.53 0.66 0.02 1.37 0.48 0.90 0.81 0.03 1.20 0.68 1.11 0.40 1.32 0.84

P07358 1 272 75 50 120 Complement component C8 beta chain (Complement component 8 subunit beta)P07358 sp|P07358|CO8B_HUMAN3 27.73 23.04 23.73 22.67 23.38 27.73 28.52 27.7500004 20.8100006 22.4999994 27.7500004 15 15 12 15 29 46 21 19 46 0.51 0.00 1.30 0.40 0.67 0.37 0.00 1.42 0.26 0.53 0.61 0.00 1.31 0.47 0.81 0.44 0.00 1.33 0.33 0.59 0.55 0.00 1.15 0.48 0.64 1.67 0.00 1.16 1.44 1.93 1.82 0.00 1.22 1.49 2.22 1.38 0.00 1.10 1.25 1.52 1.30 0.01 1.21 1.07 1.57 2.11 0.00 1.13 1.87 2.37 1.29 0.03 1.25 1.04 1.61 0.90 0.09 1.13 0.80 1.02 1.21 0.02 1.16 1.04 1.41 2.64 0.00 1.12 2.36 2.95 0.73 0.00 1.17 0.62 0.85 0.90 0.03 1.10 0.81 1.20 0.01 1.13 1.06

P07360 1 273 75 50 120 Complement component C8 gamma chainP07360 sp|P07360|CO8G_HUMAN3 9.88 8.61 8.68 8.02 8.14 9.88 10.17 49.0099996 32.1799994 34.1600001 49.0099996 7 6 4 7 8 8 8 7 8 0.54 0.00 1.27 0.42 0.68 0.54 0.02 1.57 0.35 0.86 0.55 0.02 1.60 0.34 0.88 0.40 0.00 1.25 0.32 0.50 0.60 0.09 1.96 0.30 1.17 1.53 0.01 1.25 1.23 1.92 1.58 0.01 1.33 1.19 2.09 1.26 0.03 1.22 1.04 1.53 0.99 0.97 1.67 0.59 1.66 2.35 0.00 1.27 1.86 2.98 1.41 0.02 1.25 1.13 1.77 0.76 0.03 1.25 0.61 0.96 1.40 0.02 1.25 1.12 1.75 3.29 0.00 1.32 2.50 4.35 0.64 0.00 1.20 0.53 0.77 0.90 0.18 1.20 0.75 1.20 0.10 1.28 0.94

P07384 1 274 75 50 120 Calpain-1 catalytic subunit (EC 3.4.22.52) (Calcium-activated neutral proteinase 1) (CANP 1) (Calpain mu-type) (Calpain-1 large subunit) (Cell proliferation-inducing gene 30 protein) (Micromolar-calpain) (muCANP)P07384 sp|P07384|CAN1_HUMAN3 22.82 22.82 24.16 21.14 22.05 17.62 19.11 18.9099997 18.6299995 18.9099997 12.0399997 11 11 11 8 13 16 12 12 16 1.09 0.14 1.13 0.97 1.24 0.86 0.02 1.13 0.76 0.97 0.94 0.27 1.12 0.84 1.06 0.96 0.41 1.11 0.86 1.07 1.02 0.70 1.12 0.91 1.14 1.22 0.01 1.16 1.05 1.41 1.17 0.01 1.12 1.04 1.31 1.18 0.04 1.16 1.01 1.37 1.03 0.60 1.14 0.90 1.18 1.16 0.24 1.31 0.89 1.52 1.43 0.00 1.24 1.15 1.76 1.07 0.18 1.10 0.97 1.18 1.32 0.01 1.19 1.11 1.58 1.09 0.45 1.29 0.85 1.41 1.07 0.16 1.11 0.97 1.19 1.18 0.01 1.11 1.06 1.15 0.02 1.12 1.03

P07437 1 275 75 50 120 Tubulin beta chain (Tubulin beta-5 chain)P07437 sp|P07437|TBB5_HUMAN3 29.96 5.24 36.1 8.8 40.71 29.96 30.37 57.4299991 54.0499985 57.4299991 47.9699999 39 37 39 39 10 12 8 10 12 0.72 0.07 1.49 0.48 1.07 0.55 0.04 1.75 0.31 0.95 0.95 0.58 1.27 0.74 1.21 0.90 0.49 1.44 0.63 1.31 0.78 0.04 1.26 0.62 0.98 0.93 0.53 1.51 0.61 1.41 1.13 0.32 1.49 0.76 1.68 0.93 0.34 1.20 0.77 1.12 1.13 0.38 1.45 0.78 1.63 1.16 0.40 1.55 0.75 1.81 1.02 0.84 1.49 0.69 1.52 1.07 0.51 1.49 0.72 1.60 1.15 0.50 2.12 0.54 2.44 1.19 0.18 1.35 0.88 1.60 0.86 0.09 1.20 0.71 1.03 1.23 0.04 1.20 1.02 1.02 0.96 2.43 0.42

P07737 1 276 75 50 120 Profilin-1 (Epididymis tissue protein Li 184a) (Profilin I)P07737 sp|P07737|PROF1_HUMAN3 15.01 14.68 14.78 15.01 15.07 14.16 14.35 69.2900002 60.710001 69.2900002 60.710001 12 11 11 12 19 27 17 12 27 1.12 0.09 1.15 0.98 1.29 0.76 0.00 1.14 0.67 0.87 1.03 0.60 1.14 0.90 1.18 1.08 0.24 1.15 0.94 1.24 0.89 0.10 1.15 0.77 1.03 0.99 0.90 1.26 0.78 1.24 1.14 0.05 1.14 1.00 1.31 0.94 0.37 1.16 0.81 1.10 0.80 0.02 1.20 0.67 0.96 0.93 0.65 1.48 0.63 1.37 0.84 0.08 1.22 0.69 1.03 1.08 0.22 1.15 0.94 1.24 1.01 0.88 1.23 0.82 1.25 1.07 0.68 1.46 0.73 1.56 0.88 0.05 1.14 0.77 1.00 1.02 0.76 1.17 0.87 1.24 0.11 1.32 0.94

P07741 1 277 75 50 120 Adenine phosphoribosyltransferase (APRT) (EC 2.4.2.7)P07741 sp|P07741|APT_HUMAN3 4.33 4.33 4.49 2.19 2.27 2.45 2.54 21.6700003 21.6700003 11.6700001 7.22199976 3 3 2 1 2 3 3 2 2 1.59 0.03 1.46 1.09 2.32 0.72 0.07 1.50 0.48 1.08 1.15 0.47 4.76 0.24 5.45 0.86 0.44 4.76 0.18 4.10 0.83 0.34 3.97 0.21 3.29 0.96 0.70 1.46 0.66 1.40 0.92 0.45 1.48 0.62 1.36 0.87 0.71 41.98 0.02 36.42 0.88 0.47 4.04 0.22 3.57 0.84 0.72 118.17 0.01 99.25 1.22 0.16 1.46 0.83 1.77 1.30 0.14 1.62 0.80 2.11 0.91 0.56 1.82 0.50 1.66 0.78 0.63 112.84 0.01 88.53 1.28 0.29 4.73 0.27 6.07 1.09 0.66 6.09 0.18 0.86 0.53 7.85 0.11

P07814 1 278 75 50 120 Bifunctional glutamate/proline--tRNA ligase (Bifunctional aminoacyl-tRNA synthetase) (Cell proliferation-inducing gene 32 protein) (Glutamatyl-prolyl-tRNA synthetase) [Includes: Glutamate--tRNA ligase (EC 6.1.1.17) (Glutamyl-tRNA synthetase) (GluRS); Proline--tRNA ligase (EC 6.1.1.15) (Prolyl-tRNA synthetase)]P07814 sp|P07814|SYEP_HUMAN3 38.27 30.16 32.47 30.67 32.47 38.27 41.62 16.7300001 15.7399997 16.5999994 16.7300001 20 18 19 20 25 39 19 18 39 0.92 0.17 1.13 0.81 1.04 1.28 0.00 1.14 1.12 1.45 0.94 0.58 1.26 0.75 1.19 1.66 0.00 1.24 1.34 2.04 1.34 0.00 1.15 1.17 1.54 0.86 0.04 1.15 0.75 0.99 1.01 0.75 1.10 0.93 1.11 0.92 0.60 1.37 0.67 1.27 0.93 0.39 1.17 0.80 1.10 0.83 0.65 2.40 0.34 1.99 0.88 0.05 1.14 0.76 1.00 0.91 0.09 1.11 0.82 1.01 0.94 0.33 1.15 0.82 1.08 0.97 0.80 1.26 0.77 1.23 0.96 0.44 1.12 0.86 1.07 1.10 0.17 1.15 0.95 0.92 0.38 1.21 0.76

P07900 1 279 75 50 120 Heat shock protein HSP 90-alpha (Heat shock 86 kDa) (HSP 86) (HSP86) (Renal carcinoma antigen NY-REN-38)P07900 sp|P07900|HS90A_HUMAN3 60.63 59 61.04 46.88 48.26 60.63 62.4 42.3500001 42.3500001 39.6200001 41.3899988 50 50 36 42 38 49 34 30 49 1.59 0.00 1.13 1.41 1.79 0.73 0.00 1.15 0.64 0.84 1.20 0.00 1.10 1.08 1.32 0.90 0.08 1.13 0.79 1.02 0.95 0.26 1.10 0.86 1.04 1.00 0.94 1.12 0.89 1.12 1.10 0.03 1.09 1.01 1.20 1.00 0.98 1.18 0.84 1.18 1.13 0.32 1.29 0.88 1.46 0.80 0.57 2.30 0.35 1.84 1.16 0.00 1.09 1.06 1.26 1.28 0.00 1.13 1.13 1.45 1.14 0.00 1.09 1.05 1.24 0.77 0.07 1.33 0.58 1.03 1.20 0.00 1.10 1.09 1.33 1.24 0.00 1.13 1.09 1.18 0.18 1.28 0.92

P07910 1 280 55 42 80 Heterogeneous nuclear ribonucleoproteins C1/C2 (hnRNP C1/C2)P07910 sp|P07910|HNRPC_HUMAN3 5.5 1.84 2.05 5.5 5.76 1.4 1.63 10.7799999 3.26800011 10.7799999 3.26800011 3 1 3 1 2 3 2 3 2 0.85 0.56 12.31 0.07 10.46 0.85 0.51 8.54 0.10 7.25 0.86 0.21 1.45 0.59 1.24 2.05 0.02 1.62 1.27 3.32 0.59 NA NA NA NA 0.71 0.44 35.30 0.02 25.14 0.88 0.43 3.65 0.24 3.21 0.87 0.25 1.46 0.60 1.27 0.80 NA NA NA NA 0.93 0.58 1.62 0.57 1.50 1.25 0.28 3.67 0.34 4.57 1.11 0.48 3.69 0.30 4.12 0.74 0.59 191.91 0.00 141.20 0.67 0.26 3.01 0.22 2.02 1.21 0.16 1.46 0.83 1.77 1.02 0.86 1.46 0.70 0.62 NA NA NA

P07948 1 281 75 50 120 Tyrosine-protein kinase Lyn (EC 2.7.10.2) (Lck/Yes-related novel protein tyrosine kinase) (V-yes-1 Yamaguchi sarcoma viral related oncogene homolog) (p53Lyn) (p56Lyn)P07948 sp|P07948|LYN_HUMAN3 19.91 19.91 21.36 18.82 19.68 14.09 15.25 21.8799993 21.8799993 20.51 16.7999998 11 11 11 8 8 11 11 6 6 0.92 0.35 1.22 0.75 1.12 1.16 0.02 1.13 1.03 1.31 0.97 0.64 1.21 0.80 1.17 0.85 0.19 1.34 0.63 1.14 1.16 0.31 1.48 0.78 1.72 0.97 0.68 1.18 0.82 1.15 1.19 0.01 1.13 1.05 1.34 0.98 0.81 1.21 0.81 1.19 0.97 0.89 1.90 0.51 1.85 1.18 0.25 1.41 0.84 1.67 1.13 0.10 1.17 0.97 1.33 1.23 0.01 1.13 1.09 1.38 1.08 0.29 1.16 0.93 1.25 1.05 0.74 1.41 0.74 1.48 1.04 0.77 1.42 0.73 1.47 1.30 0.04 1.28 1.02 1.19 0.20 1.41 0.85

P07988 1 282 75 50 120 Pulmonary surfactant-associated protein B (SP-B) (18 kDa pulmonary-surfactant protein) (6 kDa protein) (Pulmonary surfactant-associated proteolipid SPL(Phe))P07988 sp|P07988|PSPB_HUMAN3 24.65 24.65 25.27 22.6 22.83 23.98 24.92 42.5199986 42.5199986 42.5199986 38.8500005 44 36 32 44 71 118 40 56 118 0.65 0.00 1.20 0.54 0.77 0.75 0.03 1.28 0.59 0.96 0.90 0.22 1.20 0.75 1.08 1.65 0.00 1.29 1.27 2.13 1.45 0.04 1.40 1.03 2.03 1.43 0.00 1.22 1.17 1.75 0.82 0.02 1.18 0.69 0.97 0.91 0.44 1.28 0.72 1.17 0.73 0.02 1.28 0.57 0.94 0.68 0.06 1.49 0.46 1.02 1.10 0.20 1.16 0.94 1.28 0.76 0.02 1.24 0.61 0.95 1.54 0.00 1.15 1.33 1.77 0.77 0.10 1.38 0.56 1.06 0.82 0.01 1.13 0.73 0.93 0.74 0.00 1.16 0.64 1.33 0.16 1.51 0.88

P08107 1 283 75 50 120 Heat shock 70 kDa protein 1A/1B (Heat shock 70 kDa protein 1/2) (HSP70-1/HSP70-2) (HSP70.1/HSP70.2)P08107 sp|P08107|HSP71_HUMAN3 37.9 23.44 34.39 37.9 38.86 27.1 41.7 44.1500008 29.0199995 37.2900009 44.1500008 28 27 27 28 30 42 24 24 42 1.57 0.00 1.21 1.30 1.89 1.12 0.13 1.17 0.96 1.31 1.35 0.23 1.67 0.81 2.25 0.96 0.88 1.74 0.55 1.67 1.14 0.12 1.19 0.96 1.35 0.96 0.46 1.14 0.84 1.09 0.94 0.12 1.09 0.86 1.02 0.89 0.58 1.60 0.55 1.42 0.84 0.16 1.29 0.65 1.09 0.73 0.09 1.46 0.50 1.06 0.92 0.27 1.16 0.80 1.07 1.21 0.01 1.15 1.05 1.39 0.82 0.01 1.14 0.72 0.94 0.66 0.00 1.28 0.52 0.85 1.07 0.80 1.71 0.62 1.82 1.02 0.93 1.67 0.61 0.94 0.51 1.23 0.77

P08133 1 284 75 50 120 Annexin A6 (67 kDa calelectrin) (Annexin VI) (Annexin-6) (Calphobindin-II) (CPB-II) (Chromobindin-20) (Lipocortin VI) (Protein III) (p68) (p70)P08133 sp|P08133|ANXA6_HUMAN3 34.35 34.35 36.59 25.93 30.25 31.45 33.79 27.64 27.64 19.7600007 26.1500001 21 21 15 14 20 25 19 16 25 1.39 0.00 1.19 1.17 1.65 1.19 0.00 1.11 1.07 1.32 0.95 0.50 1.17 0.81 1.12 0.72 0.00 1.15 0.63 0.83 0.92 0.08 1.10 0.84 1.01 0.95 0.41 1.14 0.83 1.08 0.91 0.05 1.10 0.83 1.00 0.86 0.22 1.30 0.66 1.11 1.09 0.32 1.20 0.91 1.31 1.12 0.08 1.14 0.99 1.27 0.80 0.04 1.23 0.65 0.99 1.25 0.00 1.08 1.16 1.35 1.07 0.31 1.16 0.93 1.24 0.80 0.09 1.31 0.61 1.04 1.05 0.33 1.11 0.95 1.16 1.23 0.01 1.14 1.08 1.93 0.00 1.16 1.66

P08174 1 285 75 50 120 Complement decay-accelerating factor (CD antigen CD55)P08174 sp|P08174|DAF_HUMAN3 28.63 26.96 27.37 28.31 28.48 28.63 29.15 44.8799998 40.4199988 44.8799998 32.0199996 24 24 24 23 33 43 34 23 43 1.54 0.00 1.26 1.22 1.95 1.76 0.00 1.20 1.47 2.11 2.13 0.00 1.28 1.67 2.73 1.35 0.02 1.27 1.06 1.71 1.02 0.71 1.12 0.91 1.14 1.13 0.43 1.38 0.82 1.55 0.60 0.00 1.23 0.49 0.73 1.02 0.77 1.15 0.89 1.17 0.58 0.01 1.50 0.39 0.87 0.85 0.21 1.32 0.65 1.12 0.63 0.03 1.51 0.41 0.95 0.49 0.00 1.18 0.42 0.58 1.11 0.41 1.32 0.84 1.46 0.76 0.13 1.44 0.53 1.10 1.08 0.22 1.14 0.95 1.23 0.85 0.10 1.23 0.69 0.63 0.00 1.18 0.53

P08185 1 286 75 50 120 Corticosteroid-binding globulin (CBG) (Serpin A6) (Transcortin)P08185 sp|P08185|CBG_HUMAN3 9.6 9.6 10.35 5.32 5.58 3.92 4.23 16.0500005 16.0500005 10.3699997 14.0699998 6 6 4 5 4 5 4 5 3 1.47 0.04 1.43 1.02 2.10 0.43 0.08 2.84 0.15 1.23 0.68 0.05 1.47 0.46 0.99 0.61 0.15 2.26 0.27 1.38 0.68 0.20 4.84 0.14 3.27 1.86 0.00 1.28 1.45 2.39 1.41 0.04 1.39 1.02 1.97 1.05 0.64 1.33 0.79 1.39 1.12 0.82 127.25 0.01 142.14 1.69 0.01 1.29 1.30 2.18 1.24 0.09 1.33 0.94 1.64 0.94 0.48 1.28 0.73 1.20 1.20 0.12 1.32 0.92 1.58 1.92 0.00 1.30 1.48 2.49 0.97 0.76 1.30 0.75 1.26 0.84 0.12 1.30 0.65 1.00 0.99 4.86 0.21

P08195 1 287 75 50 120 4F2 cell-surface antigen heavy chain (4F2hc) (4F2 heavy chain antigen) (Lymphocyte activation antigen 4F2 large subunit) (Solute carrier family 3 member 2) (CD antigen CD98)P08195 sp|P08195|4F2_HUMAN3 13.76 13.76 14.37 12.95 13.63 12.28 13.34 15.3999999 15.3999999 14.2900005 10.9499998 9 7 9 7 9 10 9 9 10 0.75 0.07 1.36 0.55 1.03 1.20 0.10 1.25 0.96 1.50 1.25 0.43 1.88 0.66 2.35 0.81 0.14 1.35 0.60 1.10 0.74 0.00 1.15 0.64 0.85 1.32 0.01 1.21 1.09 1.59 1.62 0.00 1.20 1.35 1.93 1.40 0.00 1.20 1.17 1.68 1.19 0.06 1.21 0.99 1.44 1.06 0.77 1.57 0.67 1.66 1.23 0.20 1.41 0.87 1.73 1.01 0.80 1.14 0.89 1.16 0.95 0.64 1.25 0.76 1.20 1.72 0.00 1.35 1.27 2.32 1.07 0.52 1.26 0.84 1.35 1.17 0.07 1.19 0.98 1.10 0.33 1.24 0.89

P08238 1 288 75 50 120 Heat shock protein HSP 90-beta (HSP 90) (Heat shock 84 kDa) (HSP 84) (HSP84)P08238 sp|P08238|HS90B_HUMAN3 24.61 22.98 49.34 20.24 41.04 24.61 52.24 42.1299994 42.1299994 29.4200003 38.5399997 37 37 27 34 23 30 21 19 30 1.46 0.00 1.12 1.31 1.63 0.56 0.00 1.19 0.47 0.66 0.97 0.92 2.06 0.47 1.99 0.62 0.11 1.84 0.34 1.14 0.76 0.02 1.25 0.61 0.95 0.89 0.07 1.14 0.77 1.01 1.11 0.05 1.11 1.00 1.22 0.73 0.25 1.80 0.40 1.31 0.71 0.05 1.42 0.50 1.01 0.70 0.20 1.80 0.39 1.26 1.07 0.43 1.19 0.90 1.27 1.13 0.06 1.13 0.99 1.28 1.12 0.34 1.28 0.87 1.43 0.63 0.11 1.80 0.35 1.13 0.82 0.50 1.92 0.43 1.57 0.93 0.77 1.78 0.52 0.96 0.77 1.38 0.69

P08294 1 290 55 42 80 Extracellular superoxide dismutase [Cu-Zn] (EC-SOD) (EC 1.15.1.1)P08294 sp|P08294|SODE_HUMAN3 5.48 5.48 5.71 4.47 4.58 2 2.04 15.8299997 13.3300006 15.8299997 5.41700013 3 3 3 1 2 4 4 2 1 1.14 0.37 1.64 0.70 1.86 1.59 0.04 1.49 1.07 2.37 1.67 0.27 18.80 0.09 31.39 1.83 0.60 33498.98 0.00 61379.93 1.27 NA NA NA NA 1.28 0.23 1.87 0.69 2.39 0.66 0.20 2.64 0.25 1.74 1.05 0.80 6.94 0.15 7.30 1.05 NA NA NA NA 0.88 0.41 3.53 0.25 3.10 1.03 0.90 2.14 0.48 2.19 0.85 0.22 1.48 0.58 1.26 1.09 0.57 1.77 0.62 1.93 1.24 0.68 138.20 0.01 171.60 1.44 0.49 87.81 0.02 126.19 0.92 0.55 3.53 0.26 1.04 NA NA NA

P08311 1 291 75 50 120 Cathepsin G (CG) (EC 3.4.21.20)P08311 sp|P08311|CATG_HUMAN3 18.99 4.05 4.1 7.28 7.31 18.99 19.22 50.9800017 7.8429997 23.1399998 50.9800017 18 2 5 18 12 29 3 5 29 0.17 0.18 731.05 0.00 123.40 0.22 0.07 9.61 0.02 2.12 0.19 0.04 4.21 0.04 0.80 0.29 0.02 2.27 0.13 0.66 1.19 0.11 1.25 0.95 1.49 0.19 0.05 5.13 0.04 0.99 0.28 0.05 3.92 0.07 1.10 0.30 0.05 3.15 0.10 0.96 0.98 0.90 1.40 0.70 1.37 0.50 0.03 1.62 0.31 0.82 0.25 0.05 3.97 0.06 0.99 0.24 0.12 29.30 0.01 6.96 1.29 0.41 11.56 0.11 14.92 0.38 0.05 2.64 0.14 1.00 0.24 0.01 1.71 0.14 0.42 0.41 0.02 1.66 0.25 7.08 0.00 1.59 4.45

P08473 1 292 75 50 120 Neprilysin (EC 3.4.24.11) (Atriopeptidase) (Common acute lymphocytic leukemia antigen) (CALLA) (Enkephalinase) (Neutral endopeptidase 24.11) (NEP) (Neutral endopeptidase) (Skin fibroblast elastase) (SFE) (CD antigen CD10)P08473 sp|P08473|NEP_HUMAN3 10.47 10.47 11.07 6.92 7.28 4.07 4.43 8.79999995 8.79999995 7.19999969 2.93300003 5 5 5 2 5 7 7 4 4 0.64 0.00 1.17 0.55 0.76 1.73 0.00 1.24 1.39 2.16 1.06 0.57 1.43 0.74 1.51 0.97 0.76 1.43 0.68 1.39 0.79 0.39 7.72 0.10 6.13 1.58 0.00 1.27 1.24 2.00 0.92 0.47 1.30 0.71 1.20 1.04 0.83 2.11 0.50 2.19 1.09 0.57 3.80 0.29 4.13 0.99 0.97 2.97 0.33 2.93 0.97 0.79 1.33 0.73 1.29 0.94 0.45 1.21 0.78 1.14 0.92 0.30 1.20 0.77 1.10 1.44 0.05 1.43 1.01 2.06 1.18 0.18 1.43 0.83 1.69 1.07 0.51 1.47 0.73 1.68 0.13 3.75 0.45

P08571 1 293 75 50 120 Monocyte differentiation antigen CD14 (Myeloid cell-specific leucine-rich glycoprotein) (CD antigen CD14) [Cleaved into: Monocyte differentiation antigen CD14, urinary form; Monocyte differentiation antigen CD14, membrane-bound form]P08571 sp|P08571|CD14_HUMAN3 9.46 2.88 3.04 2.56 2.64 9.46 9.98 19.7300002 6.93299994 2.40000002 19.7300002 5 2 1 5 4 7 2 2 7 0.98 0.96 43.63 0.02 42.79 0.82 0.30 3.52 0.23 2.89 0.69 0.17 3.78 0.18 2.59 0.80 0.40 7.82 0.10 6.27 0.79 0.11 1.37 0.58 1.09 1.62 0.19 6.29 0.26 10.18 1.34 0.21 3.53 0.38 4.74 1.29 0.30 5.13 0.25 6.60 1.18 0.18 1.32 0.89 1.55 1.36 0.20 3.67 0.37 5.00 1.38 0.35 12.44 0.11 17.11 0.96 0.76 3.52 0.27 3.39 1.67 0.12 3.53 0.47 5.90 1.45 0.17 3.70 0.39 5.37 0.85 0.40 4.51 0.19 3.84 1.02 0.89 3.70 0.28 1.19 0.06 1.20 0.99

P08575 1 294 75 50 120 Receptor-type tyrosine-protein phosphatase C (EC 3.1.3.48) (Leukocyte common antigen) (L-CA) (T200) (CD antigen CD45)P08575 sp|P08575|PTPRC_HUMAN3 36.8 36.8 38.05 25.64 27.16 34.21 35.83 13.9599994 13.9599994 9.43299979 13.0400002 19 19 12 17 25 29 24 21 29 0.58 0.00 1.22 0.48 0.72 1.00 0.99 1.31 0.76 1.31 0.94 0.56 1.24 0.76 1.17 0.86 0.01 1.12 0.76 0.96 0.82 0.00 1.11 0.74 0.91 1.20 0.00 1.09 1.10 1.31 1.70 0.00 1.13 1.51 1.91 1.13 0.22 1.23 0.92 1.40 1.15 0.12 1.20 0.96 1.38 1.19 0.14 1.27 0.94 1.50 1.09 0.04 1.09 1.01 1.19 0.88 0.01 1.09 0.81 0.96 1.12 0.11 1.15 0.97 1.29 1.43 0.02 1.33 1.07 1.91 0.84 0.04 1.18 0.71 0.99 1.13 0.16 1.20 0.94 1.08 0.25 1.15 0.94

P08603 1 295 75 50 120 Complement factor H (H factor 1)P08603 sp|P08603|CFAH_HUMAN3 81.34 81.34 81.97 66.14 66.52 57.83 59.08 41.7499989 41.7499989 33.5500002 30.0599992 53 53 40 40 47 54 49 37 54 0.34 0.00 1.29 0.26 0.44 0.53 0.00 1.15 0.46 0.61 0.65 0.00 1.26 0.52 0.82 0.42 0.00 1.26 0.33 0.53 0.57 0.00 1.24 0.46 0.70 1.72 0.00 1.10 1.57 1.89 1.54 0.00 1.08 1.43 1.66 1.13 0.32 1.29 0.88 1.46 1.05 0.65 1.25 0.84 1.31 2.48 0.00 1.10 2.25 2.74 1.63 0.00 1.09 1.50 1.78 0.79 0.00 1.06 0.74 0.84 1.61 0.00 1.08 1.49 1.73 2.14 0.00 1.09 1.97 2.32 0.67 0.00 1.10 0.61 0.74 0.71 0.00 1.09 0.65 1.16 0.01 1.11 1.05

P08631 1 296 55 34 92 Tyrosine-protein kinase HCK (EC 2.7.10.2) (Hematopoietic cell kinase) (Hemopoietic cell kinase) (p59-HCK/p60-HCK) (p59Hck) (p61Hck)P08631 sp|P08631|HCK_HUMAN3 6.16 6.12 10.88 2.46 9.67 6.16 12.48 15.5900002 14.0699998 8.55500028 15.5900002 7 7 5 7 3 5 3 1 5 1.17 0.83 1247.85 0.00 1457.99 1.01 0.96 6.53 0.15 6.59 0.70 NA NA NA NA 0.82 NA NA NA NA 0.84 0.39 4.74 0.18 3.97 1.07 0.63 3.52 0.30 3.76 1.52 0.26 9.95 0.15 15.15 1.39 NA NA NA NA 1.50 0.35 23.05 0.06 34.50 0.86 NA NA NA NA 1.08 0.57 3.52 0.31 3.81 1.11 0.49 3.51 0.32 3.89 1.09 0.65 5.71 0.19 6.21 1.76 NA NA NA NA 0.91 NA NA NA NA 1.54 NA NA NA 1.02 0.95 29.78 0.03

P08637 1 297 75 50 120 Low affinity immunoglobulin gamma Fc region receptor III-A (CD16a antigen) (Fc-gamma RIII-alpha) (Fc-gamma RIII) (Fc-gamma RIIIa) (FcRIII) (FcRIIIa) (FcR-10) (IgG Fc receptor III-2) (CD antigen CD16a)P08637 sp|P08637|FCG3A_HUMAN3 9.23 9.23 9.41 6.49 6.62 4.67 4.85 17.7200005 17.7200005 14.5699993 9.44899991 5 5 4 3 5 6 6 4 4 0.54 0.07 2.11 0.26 1.14 0.59 0.14 2.66 0.22 1.56 0.64 0.03 1.42 0.45 0.91 0.58 0.04 1.60 0.36 0.93 0.79 0.12 1.46 0.54 1.16 1.67 0.02 1.42 1.17 2.38 1.84 0.02 1.42 1.29 2.62 1.38 0.11 1.67 0.83 2.30 1.19 0.25 1.61 0.74 1.93 1.84 0.05 1.84 1.00 3.38 1.25 0.11 1.42 0.88 1.78 1.49 0.04 1.42 1.04 2.12 1.49 0.04 1.42 1.05 2.12 1.79 0.08 2.13 0.84 3.82 0.75 0.07 1.43 0.52 1.07 1.26 0.11 1.43 0.88 1.08 0.68 1.98 0.55

P08648 1 298 55 34 92 Integrin alpha-5 (CD49 antigen-like family member E) (Fibronectin receptor subunit alpha) (Integrin alpha-F) (VLA-5) (CD antigen CD49e) [Cleaved into: Integrin alpha-5 heavy chain; Integrin alpha-5 light chain]P08648 sp|P08648|ITA5_HUMAN3 4.92 4.92 5.37 2 2.24 3.02 3.47 3.81300002 3.81300002 1.33499997 2.00200006 4 4 1 2 4 6 3 2 6 0.68 0.16 3.58 0.19 2.43 1.04 0.79 3.58 0.29 3.70 1.11 NA NA NA NA 0.76 NA NA NA NA 0.81 0.12 1.43 0.57 1.16 1.45 0.17 3.56 0.41 5.17 1.94 0.10 3.57 0.54 6.90 1.35 NA NA NA NA 1.59 0.08 1.83 0.86 2.91 0.89 NA NA NA NA 1.00 1.00 3.57 0.28 3.57 1.12 0.47 3.56 0.31 3.97 0.84 0.34 3.58 0.24 3.02 1.14 NA NA NA NA 0.92 NA NA NA NA 1.33 NA NA NA 1.16 0.22 1.42 0.81

P08697 1 300 75 50 120 Alpha-2-antiplasmin (Alpha-2-AP) (Alpha-2-plasmin inhibitor) (Alpha-2-PI) (Serpin F2)P08697 sp|P08697|A2AP_HUMAN3 6.28 2.35 2.62 6.28 6.36 5.89 6.49 12.2199997 4.88799997 10.5899997 12.2199997 4 1 4 4 6 8 3 6 8 0.45 0.01 1.57 0.29 0.70 0.42 0.02 1.82 0.23 0.77 0.46 0.03 1.88 0.24 0.87 0.35 0.00 1.49 0.23 0.51 0.64 0.21 2.50 0.25 1.59 2.32 0.00 1.38 1.68 3.21 1.76 0.01 1.42 1.24 2.50 0.97 0.81 1.46 0.66 1.41 1.16 0.53 1.96 0.59 2.28 2.29 0.01 1.54 1.49 3.53 1.79 0.01 1.33 1.35 2.39 0.75 0.06 1.37 0.55 1.03 1.32 0.04 1.28 1.03 1.70 2.72 0.00 1.26 2.16 3.44 0.71 0.08 1.52 0.47 1.07 0.73 0.01 1.23 0.59 0.87 0.40 1.58 0.55

P08754 1 302 75 50 120 Guanine nucleotide-binding protein G(k) subunit alpha (G(i) alpha-3)P08754 sp|P08754|GNAI3_HUMAN3 8.44 5.79 18.59 4 16 8.44 21.41 33.8999987 31.6399992 25.4200012 33.8999987 13 11 9 13 5 7 4 3 7 1.20 0.39 2.08 0.58 2.49 1.26 0.36 2.32 0.54 2.91 1.41 0.18 3.67 0.39 5.18 0.90 0.50 3.68 0.25 3.32 0.98 0.91 1.50 0.66 1.47 1.03 0.91 2.55 0.40 2.62 1.04 0.68 1.48 0.70 1.55 0.97 0.79 3.66 0.26 3.54 0.92 0.68 1.65 0.56 1.52 0.82 0.30 3.69 0.22 3.02 1.27 0.21 1.75 0.73 2.23 1.10 0.51 1.69 0.65 1.86 1.08 0.49 1.48 0.73 1.59 0.78 0.25 3.80 0.20 2.96 1.02 0.90 3.66 0.28 3.72 1.22 0.30 3.66 0.33 1.03 0.84 1.47 0.70

P08758 1 303 75 50 120 Annexin A5 (Anchorin CII) (Annexin V) (Annexin-5) (Calphobindin I) (CBP-I) (Endonexin II) (Lipocortin V) (Placental anticoagulant protein 4) (PP4) (Placental anticoagulant protein I) (PAP-I) (Thromboplastin inhibitor) (Vascular anticoagulant-alpha) (VAC-alpha)P08758 sp|P08758|ANXA5_HUMAN3 34.82 34.82 35.94 33.59 36.9 31.86 35.61 61.2500012 61.2500012 60.619998 60.9399974 28 23 24 28 46 58 39 42 58 1.91 0.00 1.21 1.58 2.32 1.31 0.00 1.10 1.19 1.44 1.34 0.00 1.11 1.21 1.48 1.04 0.48 1.13 0.92 1.18 1.12 0.02 1.10 1.02 1.23 1.22 0.00 1.12 1.10 1.37 1.00 0.97 1.10 0.91 1.10 0.93 0.29 1.16 0.80 1.08 1.06 0.39 1.15 0.92 1.22 0.88 0.04 1.14 0.77 1.00 0.95 0.42 1.15 0.82 1.09 1.31 0.00 1.10 1.19 1.43 1.00 0.93 1.12 0.90 1.13 0.70 0.00 1.21 0.58 0.85 1.31 0.00 1.09 1.20 1.43 1.20 0.00 1.09 1.10 0.94 0.33 1.14 0.82

P08779 1 304 75 50 120 Keratin, type I cytoskeletal 16 (Cytokeratin-16) (CK-16) (Keratin-16) (K16)P08779 sp|P08779|K1C16_HUMAN3 62.94 46.51 53.58 62.94 64.3 38.9 46.16 61.5199983 49.8899996 61.5199983 43.9700007 53 37 53 33 23 34 16 34 18 0.44 0.00 1.46 0.30 0.64 1.61 0.00 1.16 1.39 1.88 0.82 0.04 1.21 0.68 0.99 0.56 0.00 1.27 0.44 0.72 0.72 0.07 1.43 0.50 1.03 1.02 0.86 1.22 0.83 1.24 1.05 0.71 1.34 0.78 1.41 4.38 0.00 1.26 3.48 5.52 1.10 0.55 1.42 0.77 1.56 2.74 0.00 1.21 2.27 3.30 0.88 0.25 1.27 0.70 1.11 0.53 0.00 1.48 0.36 0.78 1.49 0.00 1.25 1.19 1.86 1.61 0.00 1.12 1.44 1.81 0.88 0.04 1.13 0.78 0.99 1.19 0.03 1.17 1.02 0.96 0.81 1.40 0.69

P08962 1 306 75 50 120 CD63 antigen (Granulophysin) (Lysosomal-associated membrane protein 3) (LAMP-3) (Melanoma-associated antigen ME491) (OMA81H) (Ocular melanoma-associated antigen) (Tetraspanin-30) (Tspan-30) (CD antigen CD63)P08962 sp|P08962|CD63_HUMAN3 6.24 6.19 6.34 6.24 6.41 3.65 3.76 15.1299998 10.08 15.1299998 9.24400017 11 9 11 6 7 9 5 8 9 1.00 0.97 1.32 0.76 1.31 2.11 0.01 1.49 1.42 3.15 1.15 0.12 1.21 0.95 1.39 1.20 0.37 1.62 0.74 1.95 0.82 0.16 1.48 0.55 1.21 1.09 0.58 1.47 0.74 1.59 0.75 0.04 1.32 0.57 0.98 1.51 0.02 1.36 1.12 2.05 0.67 0.38 4.64 0.14 3.11 1.08 0.53 1.35 0.80 1.46 1.04 0.75 1.39 0.75 1.45 1.67 0.02 1.45 1.15 2.43 1.19 0.19 1.35 0.88 1.61 0.84 0.37 1.59 0.53 1.33 1.16 0.52 1.75 0.67 2.03 1.08 0.61 1.45 0.75 0.54 0.06 2.00 0.27

P09210 1 307 75 50 120 Glutathione S-transferase A2 (EC 2.5.1.18) (GST HA subunit 2) (GST class-alpha member 2) (GST-gamma) (GSTA2-2) (GTH2)P09210 sp|P09210|GSTA2_HUMAN3 19.17 19.17 19.54 18.74 19.07 17.84 18.08 43.689999 40.990001 43.689999 40.5400008 15 15 15 14 26 30 24 23 30 1.55 0.00 1.14 1.36 1.76 1.06 0.20 1.10 0.96 1.17 0.92 0.12 1.11 0.83 1.03 0.87 0.02 1.11 0.79 0.97 1.21 0.01 1.13 1.08 1.37 0.75 0.00 1.14 0.66 0.86 1.68 0.00 1.14 1.48 1.91 0.90 0.05 1.11 0.81 1.00 1.11 0.21 1.19 0.93 1.31 0.59 0.01 1.43 0.41 0.84 1.07 0.27 1.14 0.94 1.22 1.78 0.00 1.10 1.62 1.97 0.65 0.00 1.17 0.55 0.76 0.51 0.00 1.24 0.41 0.63 1.15 0.01 1.11 1.04 1.28 1.49 0.00 1.19 1.26 0.61 0.00 1.21 0.50

P09211 1 308 75 50 120 Glutathione S-transferase P (EC 2.5.1.18) (GST class-pi) (GSTP1-1)P09211 sp|P09211|GSTP1_HUMAN3 23.44 22.98 23.96 23.44 23.84 23.26 23.89 72.3800004 72.3800004 67.1400011 63.8100028 23 23 21 21 29 37 23 26 37 2.08 0.00 1.15 1.81 2.40 0.66 0.00 1.21 0.54 0.80 1.05 0.32 1.12 0.94 1.18 0.92 0.11 1.12 0.82 1.02 1.00 0.96 1.13 0.89 1.13 0.94 0.24 1.12 0.83 1.05 1.28 0.00 1.15 1.12 1.47 0.97 0.70 1.18 0.83 1.14 1.03 0.79 1.24 0.83 1.28 0.80 0.10 1.31 0.61 1.05 0.95 0.38 1.12 0.85 1.07 1.87 0.00 1.27 1.48 2.37 0.90 0.08 1.12 0.80 1.01 0.62 0.02 1.45 0.43 0.90 1.17 0.01 1.12 1.04 1.30 1.01 0.85 1.12 0.90 0.87 0.29 1.32 0.66

P09467 1 310 75 50 120 Fructose-1,6-bisphosphatase 1 (FBPase 1) (EC 3.1.3.11) (D-fructose-1,6-bisphosphate 1-phosphohydrolase 1)P09467 sp|P09467|F16P1_HUMAN3 27.67 24.07 24.38 22.73 23.07 27.67 28.04 50.5900025 48.5199988 46.450001 50.5900025 23 22 16 23 30 39 18 33 39 0.69 0.00 1.13 0.61 0.78 1.92 0.00 1.11 1.72 2.13 0.90 0.23 1.20 0.75 1.08 1.59 0.01 1.40 1.14 2.22 0.78 0.00 1.14 0.68 0.89 0.93 0.31 1.17 0.79 1.09 0.88 0.10 1.17 0.75 1.03 0.97 0.80 1.31 0.74 1.27 0.98 0.85 1.20 0.82 1.18 1.03 0.86 1.45 0.71 1.50 1.02 0.78 1.18 0.87 1.21 1.08 0.15 1.11 0.97 1.20 0.84 0.07 1.22 0.69 1.02 0.94 0.75 1.52 0.62 1.43 0.81 0.19 1.41 0.57 1.13 0.77 0.03 1.26 0.61 0.62 0.00 1.32 0.47

P09496 1 311 55 42 80 Clathrin light chain A (Lca)P09496 sp|P09496|CLCA_HUMAN3 5.02 4.33 4.44 3.72 3.78 5.02 5.15 10.08 6.85499981 6.85499981 10.08 3 2 2 3 3 4 4 3 2 0.93 0.49 1.43 0.65 1.34 1.38 0.07 1.45 0.95 2.00 0.80 0.24 1.82 0.44 1.45 1.39 0.14 1.78 0.78 2.48 1.03 NA NA NA NA 0.71 0.08 1.58 0.45 1.12 0.86 0.21 1.43 0.60 1.23 0.62 0.14 2.36 0.26 1.46 0.89 NA NA NA NA 0.83 0.48 2.57 0.32 2.12 0.78 0.09 1.43 0.54 1.11 0.86 0.21 1.43 0.60 1.23 0.69 0.05 1.43 0.48 0.99 0.63 0.30 4.09 0.15 2.59 1.04 0.68 1.49 0.70 1.55 1.50 0.04 1.46 1.02 1.04 NA NA NA

P09525 1 312 75 50 120 Annexin A4 (35-beta calcimedin) (Annexin IV) (Annexin-4) (Carbohydrate-binding protein p33/p41) (Chromobindin-4) (Endonexin I) (Lipocortin IV) (P32.5) (PP4-X) (Placental anticoagulant protein II) (PAP-II) (Protein II)P09525 sp|P09525|ANXA4_HUMAN3 38.57 27.46 30.22 37.45 38.47 38.57 39.95 63.9500022 51.7199993 63.9500022 59.2499971 30 29 27 30 36 58 23 26 58 1.33 0.03 1.29 1.03 1.72 1.65 0.00 1.20 1.38 1.99 1.35 0.00 1.09 1.24 1.46 0.79 0.00 1.10 0.72 0.87 1.15 0.00 1.08 1.06 1.24 1.11 0.31 1.23 0.90 1.35 1.08 0.08 1.09 0.99 1.18 0.99 0.84 1.12 0.89 1.10 0.98 0.77 1.14 0.87 1.12 0.86 0.10 1.21 0.71 1.03 1.13 0.23 1.24 0.91 1.41 1.05 0.24 1.09 0.96 1.15 0.77 0.01 1.20 0.64 0.92 0.80 0.07 1.28 0.62 1.02 1.28 0.00 1.09 1.18 1.39 1.13 0.02 1.10 1.03 0.90 0.15 1.16 0.77

P09543 1 313 75 50 120 2',3'-cyclic-nucleotide 3'-phosphodiesterase (CNP) (CNPase) (EC 3.1.4.37)P09543 sp|P09543|CN37_HUMAN3 12.99 12.99 13.75 4.64 5.81 7.64 8.61 14.9599999 14.9599999 8.78899992 4.75100018 7 7 3 3 8 11 11 3 9 1.06 0.42 1.17 0.91 1.23 1.17 0.04 1.16 1.01 1.35 1.09 0.55 1.66 0.66 1.80 0.93 0.58 1.64 0.57 1.52 1.03 0.75 1.30 0.80 1.34 1.00 1.00 1.15 0.87 1.15 1.02 0.75 1.15 0.88 1.18 1.07 0.54 1.50 0.72 1.60 0.98 0.84 1.23 0.80 1.21 0.98 0.94 2.21 0.44 2.18 1.00 0.98 1.19 0.84 1.19 1.08 0.22 1.15 0.94 1.25 0.98 0.79 1.15 0.85 1.13 0.98 0.94 3.31 0.29 3.23 1.19 0.38 1.93 0.61 2.30 1.18 0.29 1.67 0.71 1.12 0.24 1.25 0.90

P09758 1 314 75 50 120 Tumor-associated calcium signal transducer 2 (Cell surface glycoprotein Trop-2) (Membrane component chromosome 1 surface marker 1) (Pancreatic carcinoma marker protein GA733-1)P09758 sp|P09758|TACD2_HUMAN3 13.78 8.79 9.58 13.78 15.27 12.75 13.63 27.55 15.4799998 27.55 22.9100004 8 5 7 8 9 13 6 9 13 1.07 0.66 1.48 0.72 1.58 1.65 0.01 1.30 1.27 2.14 1.26 0.01 1.16 1.09 1.46 1.01 0.92 1.16 0.87 1.17 1.38 0.07 1.44 0.96 1.98 0.73 0.15 1.64 0.44 1.20 0.98 0.90 1.50 0.66 1.47 1.01 0.90 1.15 0.87 1.16 1.03 0.75 1.25 0.82 1.29 1.00 0.98 1.19 0.84 1.18 1.03 0.89 1.80 0.57 1.85 0.70 0.02 1.30 0.53 0.91 0.89 0.47 1.48 0.60 1.32 1.04 0.76 1.35 0.77 1.41 0.95 0.46 1.18 0.81 1.12 1.57 0.03 1.48 1.06 0.84 0.21 1.37 0.61

P09871 1 315 75 50 120 Complement C1s subcomponent (EC 3.4.21.42) (C1 esterase) (Complement component 1 subcomponent s) [Cleaved into: Complement C1s subcomponent heavy chain; Complement C1s subcomponent light chain]P09871 sp|P09871|C1S_HUMAN3 8.7 8.7 8.99 4.55 4.72 4.58 4.74 13.3699998 13.3699998 3.34299989 3.48800011 6 6 3 3 5 6 6 3 5 0.26 0.03 2.81 0.09 0.74 0.41 0.06 2.69 0.15 1.09 0.46 0.07 2.48 0.19 1.15 0.38 0.06 2.77 0.14 1.07 0.46 0.01 1.46 0.31 0.67 1.66 0.02 1.38 1.21 2.28 1.28 0.22 1.67 0.77 2.13 1.03 0.75 1.44 0.71 1.49 1.22 0.16 1.47 0.83 1.79 5.19 0.00 1.45 3.59 7.50 1.31 0.07 1.35 0.97 1.77 0.62 0.02 1.40 0.44 0.87 1.11 0.31 1.30 0.85 1.44 3.25 0.01 1.45 2.25 4.70 0.58 0.06 1.77 0.33 1.03 0.67 0.04 1.44 0.47 0.95 0.91 6.83 0.14

P09960 1 317 75 50 120 Leukotriene A-4 hydrolase (LTA-4 hydrolase) (EC 3.3.2.6) (Leukotriene A(4) hydrolase)P09960 sp|P09960|LKHA4_HUMAN3 45.38 45.38 46.98 28.96 30.57 39.93 41.63 43.0400014 43.0400014 31.099999 36.3299996 27 27 20 26 33 40 33 27 40 1.16 0.06 1.17 0.99 1.36 0.55 0.00 1.31 0.42 0.72 0.99 0.84 1.10 0.90 1.09 0.59 0.00 1.10 0.53 0.65 0.52 0.00 1.18 0.44 0.61 1.37 0.00 1.08 1.27 1.48 1.39 0.00 1.08 1.29 1.51 1.24 0.00 1.12 1.11 1.39 1.21 0.11 1.26 0.96 1.52 1.13 0.13 1.17 0.96 1.32 1.48 0.00 1.09 1.35 1.62 1.61 0.00 1.18 1.37 1.89 1.16 0.04 1.15 1.01 1.33 1.22 0.02 1.18 1.04 1.44 1.03 0.51 1.10 0.94 1.13 0.95 0.27 1.10 0.87 0.91 0.34 1.23 0.74

P0C0L5 1 318 75 50 120 Complement C4-B (Basic complement C4) (C3 and PZP-like alpha-2-macroglobulin domain-containing protein 3) [Cleaved into: Complement C4 beta chain; Complement C4-B alpha chain; C4a anaphylatoxin; C4b-B; C4d-B; Complement C4 gamma chain]P0C0L5 sp|P0C0L5|CO4B_HUMAN3 194.08 174.47 177.98 157.65 162.38 194.08 196.23 56.5900028 55.8499992 50.1699984 56.5900028 213 187 141 213 227 325 187 169 325 0.96 0.40 1.11 0.86 1.06 0.56 0.00 1.13 0.50 0.63 0.77 0.00 1.07 0.72 0.83 0.46 0.00 1.09 0.42 0.50 0.72 0.00 1.05 0.69 0.76 1.47 0.00 1.07 1.38 1.58 1.10 0.00 1.06 1.03 1.16 0.94 0.24 1.11 0.85 1.04 1.05 0.30 1.11 0.95 1.17 1.49 0.00 1.08 1.38 1.60 1.28 0.00 1.07 1.19 1.37 1.13 0.00 1.07 1.06 1.21 1.75 0.00 1.07 1.65 1.87 1.36 0.00 1.08 1.25 1.47 1.05 0.01 1.04 1.01 1.10 0.94 0.00 1.04 0.90 1.23 0.00 1.08 1.14

P0CG05 1 319 75 50 120 Ig lambda-2 chain C regionsP0CG05 sp|P0CG05|LAC2_HUMAN3 32.94 4.67 31.53 6.17 25.24 32.94 32.94 93.4000015 85.8500004 81.129998 93.4000015 69 63 69 63 118 170 88 97 170 0.60 0.02 1.46 0.41 0.88 0.75 0.07 1.40 0.53 1.05 1.04 0.74 1.60 0.65 1.67 0.68 0.17 2.16 0.32 1.47 0.56 0.03 1.53 0.37 0.86 0.87 0.26 1.36 0.64 1.19 1.01 0.92 1.36 0.74 1.38 1.82 0.12 2.73 0.67 4.97 1.10 0.80 4.33 0.25 4.78 2.18 0.04 2.04 1.07 4.44 1.65 0.01 1.37 1.21 2.25 0.65 0.02 1.36 0.48 0.89 1.39 0.04 1.36 1.02 1.90 1.52 0.09 1.82 0.84 2.76 0.92 0.49 1.57 0.58 1.44 0.60 0.04 1.58 0.38 1.29 0.56 4.80 0.27

P10301 1 321 75 50 120 Ras-related protein R-Ras (p23)P10301 sp|P10301|RRAS_HUMAN3 17.62 17.34 17.38 15.04 15.04 17.62 17.7 55.5000007 55.5000007 54.5899987 46.329999 13 13 11 12 19 33 12 11 33 1.69 0.00 1.18 1.43 1.98 1.47 0.02 1.35 1.09 1.98 2.24 0.01 1.68 1.34 3.75 1.05 0.66 1.35 0.78 1.42 0.87 0.05 1.15 0.76 1.00 1.26 0.00 1.14 1.11 1.43 0.78 0.22 1.55 0.50 1.21 1.07 0.46 1.27 0.84 1.36 0.76 0.15 1.50 0.50 1.13 0.81 0.21 1.48 0.54 1.20 1.08 0.65 1.43 0.75 1.54 0.74 0.00 1.14 0.65 0.84 1.18 0.09 1.22 0.97 1.43 1.01 0.95 1.86 0.54 1.89 1.35 0.08 1.43 0.95 1.93 0.87 0.15 1.24 0.70 0.53 0.00 1.35 0.39

P10599 1 322 75 50 120 Thioredoxin (Trx) (ATL-derived factor) (ADF) (Surface-associated sulphydryl protein) (SASP)P10599 sp|P10599|THIO_HUMAN3 4.22 3.75 3.8 4.1 4.15 4.22 4.28 29.519999 29.519999 20.95 20.95 4 4 2 4 4 5 4 4 5 1.00 0.97 3.51 0.29 3.53 1.11 0.48 3.51 0.32 3.90 0.96 0.73 3.55 0.27 3.39 0.89 0.44 3.54 0.25 3.13 1.24 0.15 1.50 0.83 1.87 1.11 0.49 3.52 0.31 3.89 1.52 0.15 3.51 0.43 5.34 1.10 0.52 3.56 0.31 3.91 0.93 0.75 2.36 0.39 2.20 1.05 0.72 3.56 0.29 3.73 1.03 0.85 6.21 0.17 6.42 1.25 0.26 3.51 0.36 4.41 1.06 0.68 3.51 0.30 3.71 0.86 0.73 79.24 0.01 68.03 1.01 0.92 3.59 0.28 3.63 1.28 0.28 4.47 0.29 1.09 0.47 1.50 0.72

P10643 1 323 75 50 120 Complement component C7P10643 sp|P10643|CO7_HUMAN3 29.5 29.5 30.31 28.61 28.98 19.3 19.93 28.2299995 28.2299995 24.3200004 21.4699999 21 21 16 14 22 25 23 18 25 0.45 0.00 1.24 0.36 0.56 0.44 0.00 1.31 0.34 0.58 0.55 0.00 1.29 0.43 0.71 0.41 0.00 1.23 0.33 0.50 0.58 0.00 1.15 0.50 0.67 1.06 0.52 1.23 0.87 1.30 1.10 0.13 1.14 0.97 1.25 1.05 0.65 1.23 0.85 1.28 0.93 0.42 1.20 0.77 1.12 2.77 0.00 1.19 2.33 3.31 1.43 0.00 1.13 1.26 1.61 0.61 0.00 1.14 0.53 0.69 1.80 0.00 1.13 1.59 2.03 2.96 0.00 1.17 2.52 3.47 0.59 0.00 1.12 0.53 0.66 0.79 0.01 1.17 0.67 0.93 0.54 1.27 0.73

P10768 1 324 55 42 80 S-formylglutathione hydrolase (FGH) (EC 3.1.2.12) (Esterase D) (Methylumbelliferyl-acetate deacetylase) (EC 3.1.1.56)P10768 sp|P10768|ESTD_HUMAN3 5.62 5.62 5.72 2.97 3.09 2 2.02 21.6299996 21.6299996 16.3100004 7.44699985 4 4 3 1 4 6 6 4 1 1.66 0.37 4.66 0.36 7.72 0.78 0.21 1.65 0.47 1.28 0.95 0.81 2.23 0.43 2.12 0.74 0.08 1.48 0.50 1.09 1.03 NA NA NA NA 0.97 0.81 1.43 0.68 1.39 1.25 0.29 1.75 0.72 2.19 0.80 0.26 1.88 0.43 1.50 1.11 NA NA NA NA 0.83 0.47 2.46 0.34 2.05 1.34 0.06 1.37 0.98 1.83 1.81 0.10 2.19 0.82 3.96 0.90 0.68 2.04 0.44 1.84 0.94 0.87 3.98 0.24 3.76 1.24 0.30 1.93 0.64 2.39 1.22 0.28 1.79 0.68 1.18 NA NA NA

P10809 1 325 75 50 120 60 kDa heat shock protein, mitochondrial (60 kDa chaperonin) (Chaperonin 60) (CPN60) (Heat shock protein 60) (HSP-60) (Hsp60) (HuCHA60) (Mitochondrial matrix protein P1) (P60 lymphocyte protein)P10809 sp|P10809|CH60_HUMAN3 7.93 4.45 5.1 7.88 8.59 7.93 8.93 13.9599994 5.40999994 13.9599994 13.9599994 8 2 7 8 6 7 4 6 7 0.85 0.18 1.42 0.60 1.21 1.04 0.69 1.42 0.73 1.47 0.96 0.58 1.26 0.76 1.21 1.87 0.01 1.43 1.31 2.67 0.93 0.49 1.44 0.65 1.34 0.62 0.10 2.02 0.31 1.26 0.92 0.47 1.50 0.61 1.38 0.67 0.01 1.26 0.53 0.84 0.90 0.35 1.44 0.63 1.30 0.85 0.20 1.38 0.61 1.17 0.77 0.39 2.86 0.27 2.19 0.78 0.23 1.88 0.42 1.47 0.87 0.30 1.53 0.57 1.33 1.05 0.65 1.33 0.79 1.39 0.56 0.01 1.36 0.41 0.76 0.89 0.22 1.26 0.71 0.73 0.15 1.80 0.41

P10909 1 326 75 50 120 Clusterin (Aging-associated gene 4 protein) (Apolipoprotein J) (Apo-J) (Complement cytolysis inhibitor) (CLI) (Complement-associated protein SP-40,40) (Ku70-binding protein 1) (NA1/NA2) (Testosterone-repressed prostate message 2) (TRPM-2) [Cleaved into: Clusterin beta chain (ApoJalpha) (Complement cytolysis inhibitor a chain); Clusterin alpha chain (ApoJbeta) (Complement cytolysis inhibitor b chain)]P10909 sp|P10909|CLUS_HUMAN3 32.1 26.37 27.16 24.88 25.52 32.1 32.68 33.8499993 32.069999 33.8499993 33.4100008 32 26 23 32 34 45 34 22 45 0.59 0.00 1.23 0.48 0.73 0.55 0.00 1.16 0.47 0.64 0.71 0.01 1.25 0.57 0.89 0.99 0.93 1.14 0.87 1.14 0.85 0.02 1.13 0.75 0.96 1.23 0.01 1.16 1.06 1.43 1.16 0.03 1.14 1.02 1.33 1.28 0.00 1.13 1.13 1.45 1.07 0.41 1.19 0.90 1.27 1.22 0.03 1.19 1.03 1.45 1.34 0.03 1.28 1.04 1.72 1.30 0.00 1.14 1.14 1.49 1.45 0.00 1.18 1.23 1.72 1.85 0.00 1.13 1.64 2.09 1.06 0.31 1.13 0.94 1.19 0.85 0.01 1.13 0.75 1.39 0.00 1.21 1.14

P11142 1 327 75 50 120 Heat shock cognate 71 kDa protein (Heat shock 70 kDa protein 8)P11142 sp|P11142|HSP7C_HUMAN3 43.3 43.3 44.16 24.22 38.24 42.72 43.73 43.6500013 43.6500013 38.3899987 37.9299998 41 41 30 29 27 31 21 31 30 1.31 0.00 1.16 1.13 1.52 1.13 0.08 1.14 0.99 1.29 1.47 0.00 1.13 1.31 1.66 1.03 0.60 1.13 0.91 1.16 1.15 0.01 1.10 1.04 1.26 0.95 0.57 1.20 0.79 1.15 1.00 0.98 1.15 0.87 1.15 1.02 0.67 1.13 0.91 1.15 0.91 0.12 1.13 0.81 1.03 0.99 0.89 1.23 0.80 1.21 0.88 0.18 1.22 0.72 1.07 1.21 0.01 1.15 1.05 1.40 0.89 0.18 1.19 0.75 1.06 1.06 0.78 1.60 0.67 1.70 0.99 0.91 1.10 0.90 1.10 1.07 0.24 1.12 0.95 0.93 0.38 1.19 0.78

P11215 1 328 75 50 120 Integrin alpha-M (CD11 antigen-like family member B) (CR-3 alpha chain) (Cell surface glycoprotein MAC-1 subunit alpha) (Leukocyte adhesion receptor MO1) (Neutrophil adherence receptor) (CD antigen CD11b)P11215 sp|P11215|ITAM_HUMAN3 18.41 12.51 16.24 4.55 6.89 18.41 19.7 10.2399997 7.89899975 3.73300016 10.2399997 11 8 4 11 10 19 6 5 19 0.43 0.00 1.24 0.34 0.53 0.66 0.00 1.18 0.56 0.78 0.77 0.28 1.91 0.40 1.46 0.38 0.02 1.96 0.20 0.75 1.32 0.00 1.14 1.16 1.51 1.21 0.03 1.18 1.03 1.42 1.89 0.00 1.18 1.61 2.22 1.50 0.09 1.67 0.90 2.49 1.21 0.07 1.24 0.98 1.50 0.98 0.99 55.75 0.02 54.52 1.06 0.37 1.18 0.90 1.26 0.63 0.01 1.30 0.49 0.82 1.30 0.01 1.18 1.11 1.53 1.20 0.30 1.60 0.75 1.93 0.83 0.11 1.30 0.64 1.08 1.21 0.26 1.55 0.78 3.02 0.00 1.35 2.24

P11216 1 329 75 50 120 Glycogen phosphorylase, brain form (EC 2.4.1.1)P11216 sp|P11216|PYGB_HUMAN3 22.34 22.34 24.26 12.34 13.47 16.67 18.49 18.0299997 18.0299997 9.96399969 11.8600003 11 11 6 8 10 13 10 6 13 1.18 0.10 1.23 0.96 1.45 0.62 0.00 1.18 0.53 0.73 1.01 0.96 1.54 0.65 1.55 1.07 0.58 1.36 0.79 1.45 0.69 0.15 1.73 0.40 1.19 1.05 0.56 1.21 0.87 1.27 0.93 0.20 1.14 0.82 1.05 0.76 0.10 1.43 0.53 1.08 0.91 0.74 1.91 0.48 1.74 0.65 0.05 1.56 0.42 1.01 1.07 0.59 1.34 0.80 1.44 1.20 0.03 1.17 1.02 1.40 0.94 0.37 1.16 0.81 1.09 1.09 0.43 1.33 0.82 1.46 1.23 0.09 1.29 0.95 1.57 0.98 0.90 1.47 0.67 0.82 0.34 1.59 0.52

P11233 1 330 75 50 120 Ras-related protein Ral-AP11233 sp|P11233|RALA_HUMAN3 7.47 7.47 8.52 4.81 6.19 6.11 7.26 29.6099991 29.6099991 25.729999 24.2699996 6 6 5 5 4 5 4 2 5 1.23 0.32 1.98 0.62 2.43 1.31 0.12 1.56 0.84 2.05 1.54 0.18 4.99 0.31 7.67 1.05 0.81 8.53 0.12 8.99 1.08 0.59 3.66 0.30 3.95 1.12 0.51 1.83 0.61 2.05 0.93 0.45 1.43 0.65 1.32 0.91 0.56 4.22 0.22 3.84 1.05 0.89 25.44 0.04 26.64 0.67 0.20 5.27 0.13 3.55 1.08 0.57 1.62 0.67 1.74 0.88 0.25 1.42 0.62 1.25 0.98 0.80 1.42 0.69 1.39 1.01 0.99 245.60 0.00 247.47 1.37 0.21 3.94 0.35 5.40 1.04 0.79 3.95 0.26 0.71 0.34 13.52 0.05

P11413 1 332 75 50 120 Glucose-6-phosphate 1-dehydrogenase (G6PD) (EC 1.1.1.49)P11413 sp|P11413|G6PD_HUMAN3 9.52 5.53 6.19 8.49 8.8 9.52 10.09 9.9030003 6.79600015 8.54400024 9.9030003 5 3 4 5 7 12 5 5 12 1.00 0.99 1.55 0.64 1.55 0.67 0.04 1.45 0.46 0.98 1.30 0.20 1.66 0.78 2.16 1.18 0.11 1.26 0.93 1.49 0.91 0.33 1.26 0.72 1.14 0.95 0.84 2.23 0.43 2.11 0.94 0.59 1.37 0.69 1.29 0.76 0.20 1.69 0.45 1.29 0.95 0.63 1.27 0.75 1.20 0.83 0.20 1.44 0.58 1.19 0.85 0.31 1.52 0.56 1.29 1.45 0.02 1.27 1.14 1.83 1.08 0.60 1.51 0.72 1.62 1.25 0.30 1.79 0.70 2.24 1.00 0.97 1.26 0.80 1.26 0.97 0.74 1.37 0.70 1.55 0.01 1.33 1.17

P11586 1 333 75 50 120 C-1-tetrahydrofolate synthase, cytoplasmic (C1-THF synthase) [Cleaved into: C-1-tetrahydrofolate synthase, cytoplasmic, N-terminally processed] [Includes: Methylenetetrahydrofolate dehydrogenase (EC 1.5.1.5); Methenyltetrahydrofolate cyclohydrolase (EC 3.5.4.9); Formyltetrahydrofolate synthetase (EC 6.3.4.3)]P11586 sp|P11586|C1TC_HUMAN3 15.18 15.18 17.17 13.14 14.68 11.5 13.26 10.3699997 10.3699997 9.19800028 7.05899969 8 8 7 7 7 9 8 5 9 1.28 0.20 1.54 0.84 1.97 0.54 0.00 1.36 0.40 0.73 1.13 0.16 1.21 0.93 1.37 0.80 0.06 1.26 0.64 1.01 0.90 0.18 1.19 0.76 1.08 1.02 0.83 1.30 0.79 1.33 1.05 0.61 1.22 0.85 1.28 1.01 0.93 1.34 0.75 1.36 1.20 0.04 1.19 1.01 1.43 1.19 0.38 1.62 0.73 1.92 1.06 0.41 1.18 0.90 1.25 1.11 0.23 1.22 0.91 1.36 1.13 0.09 1.15 0.97 1.30 1.07 0.62 1.42 0.75 1.52 0.92 0.30 1.22 0.76 1.12 0.86 0.15 1.26 0.68 1.24 0.06 1.26 0.98

P11678 1 334 75 50 120 Eosinophil peroxidase (EPO) (EC 1.11.1.7) [Cleaved into: Eosinophil peroxidase light chain; Eosinophil peroxidase heavy chain]P11678 sp|P11678|PERE_HUMAN3 20.83 6.44 9.73 11.4 14.42 20.83 27.93 20.0000003 8.95100012 12.1699996 20.0000003 17 6 9 17 9 18 2 6 18 0.08 0.07 30.33 0.00 2.35 0.29 0.11 17.73 0.02 5.06 0.57 0.08 1.93 0.30 1.10 0.51 0.02 1.72 0.29 0.88 0.49 0.00 1.26 0.39 0.61 0.14 0.07 15.95 0.01 2.21 0.81 0.45 9.77 0.08 7.93 1.12 0.13 1.18 0.95 1.32 1.00 0.97 1.34 0.74 1.33 0.52 0.01 1.50 0.35 0.78 0.31 0.19 85.33 0.00 26.79 0.48 0.12 5.52 0.09 2.66 1.48 0.21 5.78 0.26 8.58 2.24 0.00 1.25 1.79 2.80 0.46 0.00 1.18 0.39 0.54 1.22 0.03 1.18 1.04 7.40 0.00 1.39 5.32

P11684 1 335 75 50 120 Uteroglobin (Clara cell phospholipid-binding protein) (CCPBP) (Clara cells 10 kDa secretory protein) (CC10) (Secretoglobin family 1A member 1) (Urinary protein 1) (UP-1) (UP1) (Urine protein 1)P11684 sp|P11684|UTER_HUMAN3 5.1 3.72 3.9 4.68 4.75 5.1 5.39 58.2400024 57.1399987 58.2400024 57.1399987 8 8 6 8 5 5 5 5 4 0.67 0.21 5.46 0.12 3.67 1.26 0.59 49.16 0.03 61.74 2.30 0.12 4.01 0.57 9.24 0.60 0.03 1.49 0.40 0.89 1.40 0.19 3.67 0.38 5.16 1.47 0.19 4.47 0.33 6.56 0.79 0.55 34.80 0.02 27.46 0.89 0.81 5.93 0.15 5.28 0.81 0.29 3.70 0.22 3.01 1.10 0.70 2.52 0.44 2.77 1.56 0.16 4.42 0.35 6.88 1.05 0.76 4.44 0.24 4.66 0.84 0.71 93.13 0.01 78.38 0.72 0.57 7.74 0.09 5.60 1.30 0.37 2.67 0.49 3.47 1.06 0.72 1.78 0.59 1.01 0.94 3.69 0.27

P11717 1 337 55 34 92 Cation-independent mannose-6-phosphate receptor (CI Man-6-P receptor) (CI-MPR) (M6PR) (300 kDa mannose 6-phosphate receptor) (MPR 300) (Insulin-like growth factor 2 receptor) (Insulin-like growth factor II receptor) (IGF-II receptor) (M6P/IGF2 receptor) (M6P/IGF2R) (CD antigen CD222)P11717 sp|P11717|MPRI_HUMAN3 3.89 2.16 4.26 2.05 3.2 3.89 5.27 0.88320002 0.40139998 0.40139998 0.88320002 2 1 1 2 2 2 2 1 2 0.96 0.75 4.13 0.23 3.94 1.22 0.69 120.20 0.01 146.36 1.21 NA NA NA NA 1.36 NA NA NA NA 0.91 0.57 4.20 0.22 3.84 1.08 0.58 3.53 0.31 3.81 0.75 0.21 3.53 0.21 2.66 0.78 NA NA NA NA 1.11 0.84 215.66 0.01 240.00 1.52 NA NA NA NA 0.88 0.43 3.53 0.25 3.12 1.01 0.98 87.22 0.01 88.23 1.16 0.56 9.97 0.12 11.57 1.14 NA NA NA NA 1.15 NA NA NA NA 1.24 NA NA NA 1.30 0.54 41.14 0.03

P11940 1 339 75 50 120 Polyadenylate-binding protein 1 (PABP-1) (Poly(A)-binding protein 1)P11940 sp|P11940|PABP1_HUMAN3 10.52 9.37 10.21 10.52 11.14 7.93 9.09 10.8499996 10.8499996 10.6899999 8.3329998 6 5 6 5 6 8 8 6 4 0.75 0.08 1.39 0.54 1.05 0.93 0.49 1.28 0.73 1.19 0.87 0.12 1.21 0.72 1.06 1.40 0.00 1.19 1.17 1.67 0.78 0.12 1.49 0.52 1.17 0.82 0.18 1.39 0.59 1.14 1.16 0.07 1.18 0.98 1.37 0.97 0.64 1.17 0.83 1.14 0.97 0.77 1.49 0.65 1.44 1.26 0.01 1.17 1.08 1.49 1.01 0.84 1.18 0.86 1.19 1.25 0.02 1.18 1.06 1.48 1.02 0.81 1.18 0.86 1.20 0.95 0.73 1.46 0.65 1.38 1.02 0.73 1.17 0.87 1.20 1.37 0.02 1.25 1.10 1.09 0.45 1.49 0.73

P12273 1 340 55 34 92 Prolactin-inducible protein (Gross cystic disease fluid protein 15) (GCDFP-15) (Prolactin-induced protein) (Secretory actin-binding protein) (SABP) (gp17)P12273 sp|P12273|PIP_HUMAN3 5.61 5.61 6.09 1.74 1.86 1.82 2.03 34.9299997 34.9299997 5.47900014 15.7499999 4 4 1 2 2 3 2 1 3 0.62 0.14 3.92 0.16 2.43 0.71 0.44 34.84 0.02 24.77 0.95 NA NA NA NA 0.49 NA NA NA NA 1.87 0.16 8.10 0.23 15.12 1.07 0.65 4.17 0.26 4.46 0.99 0.97 81.26 0.01 80.10 1.19 NA NA NA NA 0.88 0.44 4.03 0.22 3.54 0.94 NA NA NA NA 0.93 0.60 3.89 0.24 3.60 1.63 0.14 3.92 0.41 6.38 1.00 1.00 11.33 0.09 11.33 1.23 NA NA NA NA 1.08 NA NA NA NA 0.89 NA NA NA 0.98 0.90 4.04 0.24

P12277 1 341 75 50 120 Creatine kinase B-type (EC 2.7.3.2) (B-CK) (Creatine kinase B chain)P12277 sp|P12277|KCRB_HUMAN3 20.22 20.22 20.91 16.32 16.82 15.2 15.67 46.1899996 46.1899996 34.9099994 33.5999996 14 14 9 9 18 23 17 15 23 1.90 0.00 1.24 1.53 2.34 0.42 0.00 1.58 0.26 0.66 1.35 0.02 1.26 1.07 1.70 0.61 0.00 1.19 0.51 0.72 0.89 0.09 1.15 0.78 1.03 0.95 0.56 1.19 0.80 1.13 0.96 0.53 1.17 0.82 1.12 0.79 0.25 1.57 0.51 1.24 0.97 0.75 1.28 0.75 1.24 0.99 0.92 1.35 0.73 1.33 1.75 0.00 1.26 1.39 2.21 1.59 0.00 1.20 1.32 1.92 0.97 0.77 1.25 0.78 1.21 0.67 0.07 1.55 0.43 1.04 0.98 0.71 1.17 0.83 1.14 1.51 0.00 1.17 1.29 0.78 0.11 1.38 0.57

P12429 1 343 75 50 120 Annexin A3 (35-alpha calcimedin) (Annexin III) (Annexin-3) (Inositol 1,2-cyclic phosphate 2-phosphohydrolase) (Lipocortin III) (Placental anticoagulant protein III) (PAP-III)P12429 sp|P12429|ANXA3_HUMAN3 14.17 12.81 15.44 14.17 18.59 13.18 16.54 40.2500004 26.6299993 40.2500004 25.0800014 12 9 12 9 13 20 7 12 20 1.25 0.15 1.42 0.88 1.78 1.48 0.00 1.20 1.23 1.77 1.88 0.00 1.17 1.61 2.19 0.85 0.02 1.14 0.75 0.96 1.49 0.00 1.24 1.20 1.86 1.02 0.79 1.20 0.85 1.22 0.71 0.01 1.20 0.59 0.85 0.99 0.86 1.20 0.82 1.18 0.95 0.69 1.36 0.70 1.29 0.85 0.13 1.25 0.68 1.06 0.75 0.03 1.28 0.58 0.96 0.77 0.02 1.20 0.64 0.92 1.12 0.19 1.23 0.92 1.38 0.95 0.46 1.17 0.81 1.11 1.09 0.14 1.13 0.96 1.24 1.04 0.46 1.13 0.92 1.69 0.00 1.26 1.34

P12814 1 344 75 50 120 Alpha-actinin-1 (Alpha-actinin cytoskeletal isoform) (F-actin cross-linking protein) (Non-muscle alpha-actinin-1)P12814 sp|P12814|ACTN1_HUMAN3 15.11 15.11 46.3 10.34 38.24 8.91 28.47 30.0399989 30.0399989 25.5600005 19.9599996 26 26 24 17 10 13 12 5 13 0.89 0.08 1.15 0.77 1.02 0.89 0.05 1.12 0.80 1.00 0.97 0.73 1.21 0.80 1.18 1.47 0.02 1.33 1.10 1.95 1.10 0.24 1.19 0.92 1.30 0.97 0.85 1.41 0.69 1.37 0.91 0.38 1.26 0.72 1.15 0.89 0.52 1.60 0.56 1.42 0.94 0.72 1.52 0.62 1.42 0.93 0.58 1.37 0.68 1.28 1.01 0.94 1.30 0.78 1.31 1.00 0.97 1.16 0.86 1.16 1.15 0.15 1.22 0.94 1.41 0.97 0.77 1.27 0.77 1.23 0.94 0.40 1.21 0.77 1.14 0.96 0.54 1.21 0.79 2.05 0.01 1.55 1.32

P12821 1 345 75 50 120 Angiotensin-converting enzyme (ACE) (EC 3.2.1.-) (EC 3.4.15.1) (Dipeptidyl carboxypeptidase I) (Kininase II) (CD antigen CD143) [Cleaved into: Angiotensin-converting enzyme, soluble form]P12821 sp|P12821|ACE_HUMAN3 20.79 20.79 22.05 5.8 6.56 7.67 8.75 8.42299983 8.42299983 3.44600007 3.82799991 11 11 4 5 7 12 12 4 5 0.85 0.01 1.12 0.76 0.95 1.19 0.02 1.15 1.04 1.38 0.94 0.58 1.38 0.68 1.30 0.79 0.08 1.33 0.59 1.05 0.75 0.01 1.21 0.62 0.91 1.34 0.01 1.22 1.10 1.63 1.40 0.00 1.16 1.21 1.63 1.11 0.28 1.28 0.86 1.41 1.25 0.05 1.26 0.99 1.58 1.09 0.50 1.42 0.77 1.54 1.39 0.00 1.13 1.23 1.58 1.16 0.01 1.12 1.04 1.30 1.02 0.82 1.17 0.87 1.18 0.99 0.92 1.42 0.69 1.41 1.08 0.39 1.28 0.84 1.38 1.01 0.89 1.28 0.79 0.82 0.19 1.43 0.57

P12931 1 346 55 34 92 Proto-oncogene tyrosine-protein kinase Src (EC 2.7.10.2) (Proto-oncogene c-Src) (pp60c-src) (p60-Src)P12931 sp|P12931|SRC_HUMAN3 9.86 1.8 14.1 7.99 11.41 9.86 11.98 16.4199993 16.4199993 10.8199999 13.4299994 9 9 6 7 4 6 1 4 6 1.06 1.15 1.50 0.02 1.30 1.16 1.95 0.97 0.71 1.27 0.76 1.23 1.17 0.14 1.28 0.91 1.50 0.88 1.08 1.09 0.54 1.51 0.72 1.65 1.03 0.83 1.56 0.66 1.61 0.75 0.47 3.00 0.25 2.26 0.87 0.99 0.89 0.81 0.06 1.26 0.64 1.02 1.02 0.85 1.27 0.80 1.29 0.99 0.90 1.27 0.78 0.92 0.52 1.45 0.63

P12956 1 347 75 50 120 X-ray repair cross-complementing protein 6 (EC 3.6.4.-) (EC 4.2.99.-) (5'-deoxyribose-5-phosphate lyase Ku70) (5'-dRP lyase Ku70) (70 kDa subunit of Ku antigen) (ATP-dependent DNA helicase 2 subunit 1) (ATP-dependent DNA helicase II 70 kDa subunit) (CTC box-binding factor 75 kDa subunit) (CTC75) (CTCBF) (DNA repair protein XRCC6) (Lupus Ku autoantigen protein p70) (Ku70) (Thyroid-lupus autoantigen) (TLAA) (X-ray repair complementing defective repair in Chinese hamster cells 6)P12956 sp|P12956|XRCC6_HUMAN3 25.03 15.69 18.86 22.46 23.76 25.03 26.78 28.7400007 22.9900003 28.7400007 25.940001 14 11 14 12 18 26 11 17 26 0.74 0.00 1.13 0.65 0.84 1.49 0.00 1.14 1.30 1.70 0.75 0.00 1.13 0.66 0.84 1.28 0.02 1.22 1.05 1.56 1.47 0.00 1.25 1.18 1.83 0.74 0.03 1.31 0.56 0.97 1.20 0.06 1.21 0.99 1.46 0.83 0.04 1.18 0.71 0.99 0.97 0.78 1.25 0.78 1.21 0.98 0.95 2.34 0.42 2.28 0.71 0.01 1.24 0.58 0.88 0.74 0.00 1.13 0.65 0.83 0.85 0.13 1.25 0.68 1.06 1.06 0.65 1.29 0.82 1.36 0.85 0.00 1.10 0.77 0.93 1.29 0.00 1.14 1.13 0.96 0.54 1.13 0.85

P13010 1 348 75 50 120 X-ray repair cross-complementing protein 5 (EC 3.6.4.-) (86 kDa subunit of Ku antigen) (ATP-dependent DNA helicase 2 subunit 2) (ATP-dependent DNA helicase II 80 kDa subunit) (CTC box-binding factor 85 kDa subunit) (CTC85) (CTCBF) (DNA repair protein XRCC5) (Ku80) (Ku86) (Lupus Ku autoantigen protein p86) (Nuclear factor IV) (Thyroid-lupus autoantigen) (TLAA) (X-ray repair complementing defective repair in Chinese hamster cells 5 (double-strand-break rejoining))P13010 sp|P13010|XRCC5_HUMAN3 14.92 14.92 15.83 10.07 10.82 14.08 15.36 15.7100007 14.4800007 11.6099998 15.7100007 11 8 7 11 12 18 13 6 18 0.78 0.02 1.21 0.65 0.95 1.27 0.00 1.15 1.10 1.46 0.87 0.15 1.24 0.71 1.08 1.14 0.11 1.19 0.96 1.35 1.56 0.00 1.24 1.26 1.94 0.72 0.00 1.12 0.65 0.81 1.10 0.14 1.14 0.96 1.25 0.77 0.23 1.67 0.46 1.28 1.03 0.78 1.29 0.80 1.33 0.79 0.09 1.35 0.58 1.07 0.78 0.05 1.29 0.60 1.01 0.70 0.00 1.12 0.62 0.78 0.90 0.11 1.15 0.78 1.03 1.16 0.34 1.46 0.79 1.70 0.99 0.88 1.23 0.80 1.21 1.20 0.06 1.22 0.99 1.15 0.40 1.46 0.79

P13473 1 350 75 50 120 Lysosome-associated membrane glycoprotein 2 (LAMP-2) (Lysosome-associated membrane protein 2) (CD107 antigen-like family member B) (CD antigen CD107b)P13473 sp|P13473|LAMP2_HUMAN3 3.98 3.98 4.31 3.81 4 3.54 3.69 5.12199998 5.12199998 5.12199998 5.12199998 2 2 2 2 4 5 4 5 4 0.90 0.33 1.44 0.62 1.29 1.83 0.02 1.52 1.21 2.78 1.06 0.70 4.20 0.25 4.45 1.09 0.54 3.52 0.31 3.84 0.96 0.76 3.75 0.26 3.59 0.83 0.17 1.47 0.56 1.22 0.73 0.07 1.44 0.51 1.06 0.90 0.49 3.52 0.26 3.17 1.17 0.38 3.72 0.31 4.34 0.94 0.64 3.52 0.27 3.31 0.77 0.21 1.84 0.42 1.42 1.54 0.04 1.44 1.07 2.21 1.16 0.25 1.47 0.79 1.70 0.75 0.21 3.53 0.21 2.63 1.02 0.86 3.51 0.29 3.59 1.12 0.54 5.08 0.22 0.99 0.95 8.73 0.11

P13489 1 351 75 50 120 Ribonuclease inhibitor (Placental ribonuclease inhibitor) (Placental RNase inhibitor) (Ribonuclease/angiogenin inhibitor 1) (RAI)P13489 sp|P13489|RINI_HUMAN3 20.24 11.15 11.73 17.42 18.71 20.24 21.79 29.9299985 16.0500005 25.1599997 29.9299985 12 7 12 12 13 20 9 11 20 1.02 0.92 1.95 0.52 2.00 0.68 0.05 1.49 0.45 1.01 1.17 0.03 1.14 1.02 1.33 1.06 0.34 1.14 0.93 1.21 0.81 0.00 1.14 0.71 0.91 0.92 0.59 1.52 0.60 1.39 0.97 0.66 1.22 0.79 1.18 0.98 0.82 1.28 0.76 1.25 0.92 0.58 1.39 0.66 1.28 0.96 0.63 1.23 0.78 1.18 1.28 0.31 1.81 0.71 2.33 1.20 0.07 1.22 0.98 1.46 1.07 0.41 1.23 0.87 1.32 0.92 0.55 1.34 0.69 1.24 1.16 0.04 1.14 1.01 1.33 1.17 0.11 1.22 0.96 1.32 0.01 1.22 1.08

P13639 1 352 75 50 120 Elongation factor 2 (EF-2)P13639 sp|P13639|EF2_HUMAN3 42.06 42.06 44.4 27.73 29.33 31.12 34.15 28.3199996 28.3199996 20.51 24.9400005 23 23 16 18 23 30 30 18 20 1.22 0.00 1.13 1.07 1.37 0.69 0.00 1.08 0.64 0.75 1.27 0.04 1.25 1.02 1.58 0.85 0.07 1.20 0.71 1.02 0.73 0.01 1.26 0.58 0.93 1.01 0.73 1.09 0.93 1.10 1.18 0.00 1.08 1.09 1.27 1.16 0.09 1.20 0.97 1.39 1.07 0.54 1.25 0.85 1.34 0.89 0.23 1.23 0.72 1.09 1.19 0.00 1.07 1.11 1.28 1.29 0.00 1.11 1.17 1.43 1.13 0.00 1.08 1.04 1.22 0.88 0.24 1.26 0.70 1.11 1.12 0.04 1.12 1.01 1.25 1.15 0.05 1.15 1.00 1.03 0.80 1.33 0.78

P13647 1 353 75 50 120 Keratin, type II cytoskeletal 5 (58 kDa cytokeratin) (Cytokeratin-5) (CK-5) (Keratin-5) (K5) (Type-II keratin Kb5)P13647 sp|P13647|K2C5_HUMAN3 37.13 24.08 48 37.13 51.38 22.15 46.55 43.5600013 38.9800012 43.5600013 35.0800008 40 33 40 32 23 26 24 19 26 0.60 0.00 1.20 0.51 0.72 1.92 0.00 1.10 1.74 2.11 0.74 0.00 1.12 0.66 0.82 0.49 0.00 1.10 0.44 0.54 0.64 0.00 1.10 0.58 0.71 1.19 0.00 1.10 1.09 1.31 1.15 0.01 1.10 1.05 1.27 2.26 0.00 1.23 1.84 2.78 1.22 0.00 1.11 1.10 1.36 2.20 0.00 1.12 1.96 2.46 0.78 0.01 1.18 0.66 0.93 0.53 0.00 1.13 0.47 0.60 1.75 0.00 1.21 1.44 2.12 1.55 0.00 1.11 1.39 1.73 0.91 0.10 1.13 0.80 1.02 1.06 0.17 1.09 0.97 1.02 0.86 1.24 0.82

P13671 1 354 75 50 120 Complement component C6P13671 sp|P13671|CO6_HUMAN3 9.1 5.93 6.57 3.82 4.1 9.1 10.37 8.99399966 8.99399966 4.28300016 7.06600025 7 7 3 5 5 6 6 2 6 0.43 0.01 1.52 0.28 0.65 0.69 0.10 1.61 0.43 1.12 0.52 0.17 9.14 0.06 4.77 0.33 0.07 4.23 0.08 1.40 0.73 0.01 1.23 0.59 0.90 1.70 0.01 1.38 1.24 2.35 1.41 0.01 1.21 1.16 1.71 0.91 0.88 649.77 0.00 589.17 1.22 0.36 1.72 0.71 2.10 2.25 0.09 4.19 0.54 9.43 1.76 0.00 1.25 1.40 2.20 0.81 0.03 1.20 0.67 0.97 1.56 0.00 1.20 1.30 1.88 2.31 0.14 11.60 0.20 26.74 0.70 0.32 11.19 0.06 7.88 0.69 0.19 4.18 0.16 1.28 0.03 1.23 1.04

P13716 1 355 75 50 120 Delta-aminolevulinic acid dehydratase (ALADH) (EC 4.2.1.24) (Porphobilinogen synthase)P13716 sp|P13716|HEM2_HUMAN3 9.68 9.68 10.25 9.19 9.37 9.34 9.69 23.0299994 16.6700006 23.0299994 19.6999997 6 5 6 5 5 6 6 4 6 1.07 0.57 1.33 0.81 1.42 1.55 0.00 1.22 1.27 1.90 1.09 0.35 1.27 0.85 1.39 1.22 0.34 1.73 0.70 2.11 0.83 0.09 1.28 0.65 1.06 0.98 0.77 1.19 0.82 1.17 0.92 0.74 1.87 0.49 1.72 1.00 1.00 1.40 0.71 1.40 1.06 0.86 2.63 0.40 2.79 1.42 0.49 4.08 0.35 5.77 0.95 0.71 1.37 0.70 1.31 0.82 0.03 1.19 0.69 0.98 1.18 0.05 1.19 1.00 1.40 1.33 0.25 1.88 0.71 2.49 1.14 0.47 1.64 0.69 1.87 0.90 0.30 1.30 0.69 1.04 0.73 1.36 0.76

P13760 1 357 75 50 120 HLA class II histocompatibility antigen, DRB1-4 beta chain (MHC class II antigen DRB1*4) (DR-4) (DR4)P13760 sp|P13760|2B14_HUMAN3 10.76 10.76 19.74 7.18 14.51 7.75 12.27 39.1000003 39.1000003 24.8099998 24.0600005 14 14 12 8 5 7 2 7 5 2.97 0.19 72.25 0.04 214.30 0.56 0.84 2240000000000.00 0.00 1260000000000.00 0.50 0.03 1.79 0.28 0.90 0.47 0.01 1.60 0.29 0.76 2.11 0.27 74.37 0.03 156.60 1.30 0.83 187504.67 0.00 244385.57 0.40 0.11 7.92 0.05 3.19 3.55 0.00 1.43 2.49 5.06 0.79 0.57 41.59 0.02 32.80 2.80 0.00 1.34 2.09 3.75 0.47 0.21 24.36 0.02 11.52 0.29 0.09 8.79 0.03 2.58 0.43 0.13 9.56 0.05 4.12 0.72 0.50 3.99 0.18 2.87 2.86 0.00 1.33 2.14 3.82 0.37 0.02 1.92 0.19 0.62 0.20 7.21 0.09

P13761 1 358 75 50 120 HLA class II histocompatibility antigen, DRB1-7 beta chain (MHC class II antigen DRB1*7) (DR-7) (DR7)P13761 sp|P13761|2B17_HUMAN3 5.34 5.34 18.35 4.25 13.36 5.02 11.62 39.8499996 39.8499996 21.0500002 24.4399995 16 16 12 9 4 5 3 4 5 0.23 0.01 2.06 0.11 0.48 0.25 0.03 2.68 0.09 0.68 0.44 0.09 4.61 0.09 2.02 2.64 0.14 14.75 0.18 38.95 0.29 0.14 37.82 0.01 10.95 0.20 0.06 6.04 0.03 1.23 0.31 0.05 3.15 0.10 0.97 0.77 0.42 13.28 0.06 10.20 0.71 0.25 6.12 0.12 4.34 0.76 0.60 114.62 0.01 87.18 0.37 0.02 1.85 0.20 0.68 4.12 0.00 1.42 2.90 5.84 0.41 0.02 1.75 0.23 0.72 0.71 0.62 558.01 0.00 396.55 0.37 0.14 16.86 0.02 6.18 0.35 0.18 51.57 0.01 2.73 0.07 4.16 0.66

P13796 1 359 75 50 120 Plastin-2 (L-plastin) (LC64P) (Lymphocyte cytosolic protein 1) (LCP-1)P13796 sp|P13796|PLSL_HUMAN3 51.43 48.14 49.17 47.93 48.63 51.43 52.47 53.7500024 41.4700002 53.5899997 53.7500024 38 31 38 38 41 52 34 36 52 0.92 0.08 1.09 0.85 1.01 0.65 0.00 1.11 0.59 0.73 1.14 0.10 1.18 0.97 1.34 1.62 0.00 1.37 1.19 2.22 0.73 0.00 1.08 0.67 0.79 0.97 0.49 1.09 0.89 1.06 1.11 0.01 1.08 1.03 1.19 0.91 0.30 1.19 0.77 1.09 1.05 0.47 1.14 0.92 1.20 1.04 0.77 1.33 0.78 1.39 0.86 0.00 1.09 0.79 0.94 0.97 0.40 1.07 0.91 1.04 1.09 0.01 1.07 1.02 1.17 0.90 0.38 1.26 0.72 1.14 0.94 0.17 1.09 0.87 1.03 0.84 0.01 1.14 0.74 1.34 0.00 1.16 1.15

P13797 1 360 55 42 80 Plastin-3 (T-plastin)P13797 sp|P13797|PLST_HUMAN3 2.63 2.63 12.9 2.18 9.55 2.02 9.7 9.6830003 9.6830003 6.82500005 6.82500005 8 8 6 5 2 2 2 2 1 0.85 0.69 56.55 0.01 47.82 0.94 0.70 4.98 0.19 4.67 1.16 0.38 3.52 0.33 4.08 1.04 0.76 3.51 0.30 3.65 1.26 NA NA NA NA 1.27 0.26 3.77 0.34 4.79 1.04 0.77 3.55 0.29 3.69 1.13 0.65 12.15 0.09 13.73 1.02 NA NA NA NA 1.25 0.26 3.51 0.36 4.40 0.93 0.58 3.55 0.26 3.28 1.00 0.99 4.98 0.20 4.99 1.06 0.65 3.57 0.30 3.79 1.16 0.73 61.41 0.02 71.02 1.43 0.17 3.52 0.41 5.02 1.07 0.61 3.52 0.31 0.95 NA NA NA

P13798 1 361 75 50 120 Acylamino-acid-releasing enzyme (AARE) (EC 3.4.19.1) (Acyl-peptide hydrolase) (APH) (Acylaminoacyl-peptidase) (Oxidized protein hydrolase) (OPH)P13798 sp|P13798|ACPH_HUMAN3 13.18 13.18 14.12 10.35 11.15 9.02 10.02 11.6099998 11.6099998 7.1039997 9.15300027 7 7 5 5 7 11 6 5 11 1.03 0.86 1.55 0.67 1.59 1.65 0.00 1.24 1.33 2.04 0.81 0.03 1.20 0.67 0.97 1.54 0.01 1.33 1.16 2.04 1.20 0.13 1.29 0.93 1.55 0.73 0.14 1.59 0.46 1.16 0.83 0.07 1.23 0.68 1.02 0.77 0.03 1.24 0.62 0.95 0.95 0.47 1.20 0.79 1.14 0.76 0.13 1.49 0.51 1.13 0.88 0.42 1.46 0.60 1.28 0.93 0.41 1.23 0.75 1.15 1.02 0.78 1.24 0.83 1.27 0.60 0.01 1.40 0.43 0.84 0.69 0.00 1.20 0.57 0.82 1.10 0.24 1.22 0.91 1.03 0.80 1.34 0.77

P13861 1 362 75 50 120 cAMP-dependent protein kinase type II-alpha regulatory subunitP13861 sp|P13861|KAP2_HUMAN3 22.32 22.32 22.56 21.14 21.43 10.97 11.47 39.8499996 39.8499996 31.6799998 20.5400005 14 14 11 7 14 16 14 16 13 1.04 0.67 1.24 0.84 1.29 1.20 0.07 1.21 0.99 1.45 0.83 0.01 1.14 0.73 0.95 1.03 0.75 1.24 0.83 1.28 0.90 0.29 1.24 0.73 1.12 1.07 0.31 1.15 0.93 1.23 0.91 0.12 1.13 0.81 1.03 0.99 0.94 1.23 0.81 1.22 1.04 0.79 1.49 0.70 1.56 0.97 0.74 1.21 0.80 1.18 0.97 0.67 1.15 0.85 1.12 1.03 0.75 1.19 0.86 1.22 0.78 0.01 1.19 0.65 0.93 1.07 0.68 1.39 0.76 1.49 1.55 0.01 1.33 1.17 2.06 0.99 0.92 1.19 0.83 1.19 0.53 1.90 0.62

P13987 1 363 75 50 120 CD59 glycoprotein (1F5 antigen) (20 kDa homologous restriction factor) (HRF-20) (HRF20) (MAC-inhibitory protein) (MAC-IP) (MEM43 antigen) (Membrane attack complex inhibition factor) (MACIF) (Membrane inhibitor of reactive lysis) (MIRL) (Protectin) (CD antigen CD59)P13987 sp|P13987|CD59_HUMAN3 6.27 6.27 6.3 4.38 4.44 5.78 5.88 34.3800008 34.3800008 23.4400004 34.3800008 9 8 7 9 13 17 14 9 17 1.04 0.95 7.68 0.13 7.95 1.38 0.22 2.22 0.62 3.07 1.48 0.04 1.42 1.04 2.11 0.94 0.54 1.43 0.66 1.34 0.97 0.77 1.44 0.68 1.40 0.98 0.92 1.88 0.52 1.85 0.71 0.13 1.78 0.40 1.27 0.83 0.74 7.75 0.11 6.45 0.67 0.31 3.67 0.18 2.44 0.95 0.67 1.61 0.59 1.53 0.99 0.91 1.44 0.69 1.42 1.04 0.87 2.47 0.42 2.57 0.86 0.30 1.62 0.53 1.39 0.67 0.04 1.42 0.47 0.95 1.37 0.06 1.42 0.96 1.95 1.17 0.20 1.43 0.82 1.01 0.94 1.43 0.70

P14174 1 364 55 42 80 Macrophage migration inhibitory factor (MIF) (EC 5.3.2.1) (Glycosylation-inhibiting factor) (GIF) (L-dopachrome isomerase) (L-dopachrome tautomerase) (EC 5.3.3.12) (Phenylpyruvate tautomerase)P14174 sp|P14174|MIF_HUMAN3 4 4 4.15 4 4.02 4 4.04 17.3899993 17.3899993 17.3899993 17.3899993 3 3 3 3 6 7 7 3 7 2.12 0.10 4.64 0.46 9.83 1.00 1.00 8.91 0.11 8.92 1.09 0.58 4.00 0.27 4.36 0.93 0.65 4.89 0.19 4.53 1.35 NA NA NA NA 1.37 0.22 4.32 0.32 5.92 1.04 0.79 4.35 0.24 4.52 1.13 0.61 9.01 0.13 10.15 0.93 NA NA NA NA 0.96 0.85 10.77 0.09 10.30 1.37 0.24 5.05 0.27 6.92 1.24 0.32 4.37 0.28 5.41 0.94 0.83 20.15 0.05 18.86 1.07 0.84 32.58 0.03 34.91 1.31 0.25 4.05 0.32 5.30 1.34 0.36 10.18 0.13 1.02 NA NA NA

P14384 1 365 75 50 120 Carboxypeptidase M (CPM) (EC 3.4.17.12)P14384 sp|P14384|CBPM_HUMAN3 12.23 9.45 10.46 12.23 13.04 10.64 11.47 21.8999997 15.8000007 21.8999997 21.2200001 10 7 10 8 10 12 9 9 12 1.20 0.02 1.16 1.04 1.40 1.00 0.96 1.14 0.87 1.14 1.25 0.05 1.25 1.00 1.57 0.79 0.05 1.26 0.63 1.00 0.84 0.04 1.17 0.72 0.99 1.14 0.06 1.14 1.00 1.30 1.33 0.01 1.23 1.09 1.63 1.51 0.00 1.15 1.31 1.73 1.06 0.63 1.36 0.78 1.45 1.14 0.28 1.31 0.87 1.50 1.07 0.25 1.14 0.94 1.23 0.90 0.10 1.14 0.78 1.03 1.01 0.84 1.16 0.87 1.18 0.95 0.73 1.36 0.70 1.30 1.00 0.95 1.19 0.84 1.19 1.16 0.07 1.18 0.99 0.71 0.01 1.26 0.57

P14550 1 366 75 50 120 Alcohol dehydrogenase [NADP(+)] (EC 1.1.1.2) (Aldehyde reductase) (Aldo-keto reductase family 1 member A1)P14550 sp|P14550|AK1A1_HUMAN3 24.59 24.59 24.71 14.55 14.84 13.43 13.67 46.4599997 46.4599997 31.6900015 30.7700008 13 13 10 9 12 15 15 9 13 1.38 0.00 1.13 1.22 1.55 0.70 0.00 1.14 0.61 0.80 1.21 0.02 1.16 1.05 1.40 0.68 0.01 1.29 0.53 0.88 0.81 0.01 1.15 0.71 0.94 1.04 0.45 1.13 0.92 1.19 1.08 0.12 1.11 0.98 1.20 1.09 0.19 1.16 0.94 1.26 1.14 0.16 1.22 0.93 1.40 1.04 0.81 1.43 0.73 1.48 0.82 0.01 1.15 0.71 0.95 1.49 0.00 1.14 1.31 1.69 1.04 0.55 1.16 0.90 1.21 0.85 0.40 1.54 0.56 1.31 1.13 0.08 1.16 0.98 1.31 1.28 0.01 1.16 1.11 0.89 0.41 1.39 0.64

P14618 1 367 75 50 120 Pyruvate kinase PKM (EC 2.7.1.40) (Cytosolic thyroid hormone-binding protein) (CTHBP) (Opa-interacting protein 3) (OIP-3) (Pyruvate kinase 2/3) (Pyruvate kinase muscle isozyme) (Thyroid hormone-binding protein 1) (THBP1) (Tumor M2-PK) (p58)P14618 sp|P14618|KPYM_HUMAN3 52.41 46.08 48.23 40.65 41.85 52.41 54.44 58.7599993 56.8700016 47.8300005 58.7599993 40 31 25 40 54 87 42 32 87 1.11 0.10 1.13 0.98 1.26 0.58 0.00 1.25 0.46 0.72 1.01 0.75 1.08 0.94 1.09 0.78 0.00 1.11 0.70 0.87 0.87 0.00 1.08 0.80 0.94 1.00 0.97 1.11 0.90 1.10 1.07 0.12 1.09 0.98 1.17 0.96 0.47 1.11 0.87 1.07 0.93 0.20 1.12 0.83 1.04 1.07 0.23 1.12 0.95 1.20 1.33 0.00 1.13 1.18 1.51 1.35 0.00 1.09 1.24 1.47 1.14 0.03 1.12 1.01 1.27 1.14 0.09 1.16 0.98 1.32 1.12 0.01 1.08 1.04 1.21 1.15 0.00 1.08 1.07 1.57 0.00 1.21 1.30

P14625 1 368 55 34 92 Endoplasmin (94 kDa glucose-regulated protein) (GRP-94) (Heat shock protein 90 kDa beta member 1) (Tumor rejection antigen 1) (gp96 homolog)P14625 sp|P14625|ENPL_HUMAN3 4.05 2.05 5.1 1.46 4.87 4.05 7.71 5.22999987 3.23799998 5.22999987 4.60800007 3 2 3 3 2 3 1 2 3 0.98 0.48 0.85 0.44 5.26 0.16 4.49 1.16 0.42 4.08 0.28 4.72 1.06 0.69 3.58 0.29 3.78 0.68 0.97 0.93 0.63 4.02 0.23 3.74 0.86 0.37 3.56 0.24 3.07 1.07 0.75 8.15 0.13 8.73 1.08 0.86 2.10 1.26 0.63 90.67 0.01 114.23 0.98 0.89 4.04 0.24 3.96 1.26 0.32 4.92 0.26 1.13 0.43 3.59 0.32

P14868 1 369 75 50 120 Aspartate--tRNA ligase, cytoplasmic (EC 6.1.1.12) (Aspartyl-tRNA synthetase) (AspRS) (Cell proliferation-inducing gene 40 protein)P14868 sp|P14868|SYDC_HUMAN3 21.57 21.3 22.16 18.27 19.18 21.57 22.98 25.5499989 25.5499989 21.3599995 23.15 11 11 9 11 15 17 15 14 17 1.03 0.67 1.16 0.89 1.19 1.36 0.00 1.13 1.21 1.53 0.86 0.06 1.17 0.73 1.00 1.64 0.00 1.21 1.36 1.98 1.38 0.00 1.13 1.22 1.55 0.92 0.33 1.20 0.77 1.10 0.92 0.37 1.20 0.77 1.11 0.87 0.07 1.16 0.75 1.01 0.81 0.02 1.20 0.67 0.97 0.86 0.71 2.39 0.36 2.05 1.02 0.84 1.27 0.81 1.30 0.94 0.32 1.14 0.82 1.07 0.95 0.36 1.13 0.84 1.07 0.84 0.11 1.25 0.68 1.05 0.92 0.10 1.11 0.83 1.02 1.14 0.02 1.11 1.03 0.91 0.16 1.15 0.79

P14923 1 370 75 50 120 Junction plakoglobin (Catenin gamma) (Desmoplakin III) (Desmoplakin-3)P14923 sp|P14923|PLAK_HUMAN3 11.51 11.51 12.67 7.05 7.39 7.48 7.91 13.0199999 13.0199999 9.26200002 6.57700002 10 10 5 5 5 8 5 2 8 0.63 0.02 1.40 0.45 0.88 1.76 0.01 1.28 1.38 2.25 0.89 0.61 8.42 0.11 7.47 0.69 0.17 3.63 0.19 2.49 1.11 0.36 1.48 0.75 1.65 0.83 0.13 1.33 0.63 1.10 0.91 0.30 1.28 0.71 1.16 1.40 0.19 3.65 0.38 5.13 1.12 0.81 5.60 0.20 6.27 1.76 0.11 3.64 0.48 6.40 0.68 0.07 1.58 0.43 1.07 0.57 0.05 1.73 0.33 0.99 1.46 0.02 1.28 1.15 1.86 1.29 0.32 5.66 0.23 7.27 1.00 0.97 3.62 0.27 3.60 1.77 0.13 4.69 0.38 0.75 0.15 1.74 0.43

P15090 1 371 75 50 120 Fatty acid-binding protein, adipocyte (Adipocyte lipid-binding protein) (ALBP) (Adipocyte-type fatty acid-binding protein) (A-FABP) (AFABP) (Fatty acid-binding protein 4)P15090 sp|P15090|FABP4_HUMAN3 6.5 6.07 6.21 6.5 6.57 4.01 4.05 31.8199992 31.8199992 31.0600013 21.9699994 3 3 3 2 6 7 5 7 6 0.86 0.30 1.62 0.53 1.39 0.93 0.54 1.52 0.61 1.42 1.60 0.01 1.28 1.25 2.05 2.23 0.02 1.76 1.27 3.92 0.77 0.27 4.74 0.16 3.63 0.86 0.54 2.38 0.36 2.05 1.24 0.16 1.54 0.81 1.91 1.21 0.19 1.44 0.84 1.74 0.92 0.71 9.34 0.10 8.56 0.79 0.31 1.86 0.42 1.46 0.55 0.14 2.97 0.19 1.64 0.97 0.82 1.52 0.64 1.48 0.81 0.44 2.58 0.31 2.09 1.22 0.09 1.30 0.94 1.59 1.57 0.02 1.37 1.15 2.15 0.91 0.30 1.28 0.71 0.62 0.22 9.73 0.06

P15104 1 372 75 50 120 Glutamine synthetase (GS) (EC 6.3.1.2) (Glutamate decarboxylase) (EC 4.1.1.15) (Glutamate--ammonia ligase)P15104 sp|P15104|GLNA_HUMAN3 11.97 11.97 12.39 9.02 9.46 3.85 4.59 18.5000002 18.5000002 11.2599999 6.43400028 6 6 4 3 7 7 7 7 6 0.71 0.16 1.74 0.41 1.24 1.18 0.30 1.46 0.81 1.72 1.10 0.44 1.41 0.78 1.55 1.46 0.12 1.76 0.83 2.56 0.76 0.08 1.42 0.54 1.08 1.03 0.88 1.62 0.63 1.67 0.99 0.86 1.21 0.81 1.20 1.16 0.54 2.02 0.57 2.35 1.00 0.97 1.56 0.64 1.57 1.62 0.03 1.48 1.09 2.40 0.96 0.56 1.21 0.79 1.16 0.81 0.07 1.27 0.64 1.03 1.25 0.45 2.08 0.60 2.60 1.17 0.41 1.69 0.69 1.97 0.97 0.75 1.27 0.77 1.23 1.12 0.52 1.65 0.68 0.99 0.96 1.63 0.61

P15144 1 374 75 50 120 Aminopeptidase N (AP-N) (hAPN) (EC 3.4.11.2) (Alanyl aminopeptidase) (Aminopeptidase M) (AP-M) (Microsomal aminopeptidase) (Myeloid plasma membrane glycoprotein CD13) (gp150) (CD antigen CD13)P15144 sp|P15144|AMPN_HUMAN3 45.91 45.91 47.07 39.71 40.46 32.13 33.04 26.3700008 26.3700008 20.1700002 18.6100006 32 32 23 20 34 36 36 31 35 1.11 0.07 1.12 0.99 1.24 1.38 0.00 1.12 1.22 1.55 1.37 0.00 1.09 1.25 1.49 1.10 0.02 1.09 1.02 1.20 1.16 0.00 1.09 1.06 1.27 0.79 0.00 1.17 0.68 0.93 0.83 0.02 1.16 0.71 0.96 0.97 0.58 1.12 0.86 1.09 0.98 0.67 1.13 0.86 1.10 0.88 0.10 1.16 0.76 1.03 1.08 0.24 1.13 0.95 1.22 1.23 0.00 1.11 1.10 1.37 0.87 0.15 1.21 0.72 1.05 0.84 0.05 1.19 0.70 1.00 0.92 0.04 1.08 0.85 1.00 1.24 0.00 1.08 1.15 1.76 0.00 1.13 1.56

P15153 1 375 75 50 120 Ras-related C3 botulinum toxin substrate 2 (GX) (Small G protein) (p21-Rac2)P15153 sp|P15153|RAC2_HUMAN3 8.14 4.31 12.63 3.97 10.38 8.14 11.06 31.7699999 31.7699999 27.0799995 27.0799995 7 7 7 6 6 8 4 5 8 0.40 0.07 3.53 0.11 1.40 0.69 0.17 3.56 0.19 2.45 0.74 0.33 8.68 0.09 6.47 1.59 0.15 4.01 0.40 6.36 1.19 0.35 3.90 0.31 4.65 0.68 0.16 3.55 0.19 2.43 1.14 0.59 8.97 0.13 10.22 0.89 0.49 3.96 0.23 3.54 1.00 0.98 3.90 0.26 3.91 0.87 0.42 3.96 0.22 3.45 0.71 0.31 10.59 0.07 7.48 0.57 0.11 3.60 0.16 2.05 1.04 0.80 4.92 0.21 5.12 0.98 0.88 3.96 0.25 3.88 0.63 0.14 3.95 0.16 2.47 0.98 0.90 4.01 0.24 2.60 0.07 3.90 0.67

P15311 1 376 75 50 120 Ezrin (Cytovillin) (Villin-2) (p81)P15311 sp|P15311|EZRI_HUMAN3 69.27 69.27 69.7 44.89 64.08 52.76 74.51 59.8999977 59.0399981 53.7500024 59.8999977 64 64 55 64 69 97 52 58 97 1.19 0.00 1.08 1.10 1.29 1.10 0.05 1.10 1.00 1.21 1.27 0.00 1.09 1.16 1.39 0.78 0.00 1.09 0.71 0.85 1.23 0.00 1.08 1.14 1.33 0.82 0.00 1.13 0.72 0.92 0.92 0.15 1.12 0.82 1.03 1.03 0.46 1.09 0.95 1.13 1.02 0.82 1.19 0.85 1.22 0.80 0.02 1.21 0.66 0.97 0.76 0.00 1.14 0.67 0.87 1.32 0.00 1.15 1.15 1.52 0.85 0.01 1.13 0.75 0.96 0.63 0.00 1.28 0.49 0.80 1.24 0.00 1.09 1.14 1.36 1.30 0.00 1.10 1.19 1.31 0.00 1.19 1.10

P15328 1 377 75 50 120 Folate receptor alpha (FR-alpha) (Adult folate-binding protein) (FBP) (Folate receptor 1) (Folate receptor, adult) (KB cells FBP) (Ovarian tumor-associated antigen MOv18)P15328 sp|P15328|FOLR1_HUMAN3 11.95 9.8 9.94 11.95 12.18 4.74 4.75 32.3000014 30.3499997 32.3000014 18.6800003 8 8 8 4 11 13 9 10 13 0.86 0.58 1.98 0.44 1.70 1.36 0.01 1.20 1.13 1.62 1.24 0.01 1.16 1.07 1.44 0.68 0.02 1.34 0.51 0.90 0.79 0.08 1.33 0.59 1.05 1.47 0.00 1.20 1.23 1.76 0.84 0.05 1.20 0.70 1.00 1.14 0.46 1.49 0.76 1.70 0.57 0.18 2.73 0.21 1.57 0.99 0.94 1.31 0.76 1.30 0.99 0.83 1.20 0.82 1.18 1.07 0.38 1.20 0.89 1.27 1.44 0.01 1.26 1.14 1.82 1.16 0.42 1.50 0.77 1.74 1.32 0.02 1.25 1.06 1.65 1.06 0.41 1.19 0.89 0.82 0.49 2.30 0.35

P15559 1 378 75 50 120 NAD(P)H dehydrogenase [quinone] 1 (EC 1.6.5.2) (Azoreductase) (DT-diaphorase) (DTD) (Menadione reductase) (NAD(P)H:quinone oxidoreductase 1) (Phylloquinone reductase) (Quinone reductase 1) (QR1)P15559 sp|P15559|NQO1_HUMAN3 5.91 5.91 5.97 2.3 2.35 4.79 4.9 11.31 11.31 3.64999995 11.31 3 3 1 3 3 4 4 2 4 0.65 0.70 59.23 0.01 38.59 0.86 0.72 4.61 0.19 3.98 1.01 0.96 4.23 0.24 4.26 0.49 0.10 4.24 0.12 2.08 1.27 0.27 1.98 0.64 2.51 0.75 0.30 2.43 0.31 1.83 2.44 0.08 3.22 0.76 7.86 0.97 0.88 9.11 0.11 8.82 1.38 0.07 1.49 0.93 2.06 0.45 0.09 4.11 0.11 1.84 1.05 0.66 1.49 0.71 1.56 0.47 0.34 13.42 0.04 6.35 0.62 0.58 22.83 0.03 14.15 1.03 0.85 4.25 0.24 4.37 0.80 0.29 4.25 0.19 3.38 1.59 0.31 22.07 0.07 0.68 0.06 1.51 0.45

P15880 1 380 75 50 120 40S ribosomal protein S2 (40S ribosomal protein S4) (Protein LLRep3)P15880 sp|P15880|RS2_HUMAN3 27.13 20.11 20.52 27.13 27.95 14.34 15.17 49.4899988 40.2700007 49.4899988 28.3300012 14 11 14 11 15 20 11 20 14 0.50 0.00 1.29 0.39 0.65 0.72 0.00 1.18 0.61 0.84 0.72 0.00 1.19 0.61 0.86 2.32 0.00 1.15 2.02 2.66 1.25 0.02 1.18 1.06 1.47 0.60 0.00 1.27 0.47 0.76 0.97 0.56 1.14 0.84 1.11 0.82 0.08 1.26 0.65 1.03 0.79 0.41 1.97 0.40 1.55 0.81 0.17 1.37 0.59 1.11 0.63 0.03 1.49 0.43 0.94 0.82 0.01 1.15 0.72 0.94 0.70 0.03 1.37 0.51 0.96 0.84 0.42 1.60 0.52 1.34 0.96 0.38 1.10 0.87 1.06 0.98 0.73 1.10 0.89 0.73 0.09 1.48 0.49

P15924 1 381 75 50 120 Desmoplakin (DP) (250/210 kDa paraneoplastic pemphigus antigen)P15924 sp|P15924|DESP_HUMAN3 19.17 19.17 27.56 15.69 22.27 16.41 21.62 4.98099998 4.98099998 3.17000002 4.24900018 12 12 8 10 8 10 10 7 6 0.77 0.00 1.14 0.67 0.88 1.44 0.00 1.22 1.18 1.77 0.89 0.61 1.70 0.52 1.51 0.63 0.01 1.37 0.46 0.86 0.78 0.03 1.22 0.64 0.96 1.25 0.02 1.19 1.05 1.48 1.21 0.01 1.14 1.06 1.38 1.64 0.01 1.38 1.19 2.27 1.23 0.03 1.19 1.03 1.46 1.78 0.01 1.43 1.24 2.55 0.98 0.84 1.23 0.80 1.21 0.71 0.02 1.32 0.54 0.93 1.38 0.00 1.14 1.21 1.58 1.32 0.04 1.28 1.03 1.69 1.36 0.33 2.06 0.66 2.81 0.98 0.88 1.43 0.68 1.10 0.39 1.29 0.85

P15941 1 382 75 50 120 Mucin-1 (MUC-1) (Breast carcinoma-associated antigen DF3) (Cancer antigen 15-3) (CA 15-3) (Carcinoma-associated mucin) (Episialin) (H23AG) (Krebs von den Lungen-6) (KL-6) (PEMT) (Peanut-reactive urinary mucin) (PUM) (Polymorphic epithelial mucin) (PEM) (Tumor-associated epithelial membrane antigen) (EMA) (Tumor-associated mucin) (CD antigen CD227) [Cleaved into: Mucin-1 subunit alpha (MUC1-NT) (MUC1-alpha); Mucin-1 subunit beta (MUC1-beta) (MUC1-CT)]P15941 sp|P15941|MUC1_HUMAN3 20.46 17.82 18.01 12.02 12.07 20.46 20.58 6.93200007 6.93200007 4.78099994 6.93200007 24 22 16 24 29 41 28 18 41 0.87 0.13 1.21 0.72 1.06 1.47 0.01 1.31 1.12 1.93 0.52 0.01 1.43 0.36 0.74 0.74 0.01 1.20 0.62 0.89 1.01 0.82 1.14 0.89 1.16 1.41 0.01 1.22 1.16 1.71 1.29 0.03 1.24 1.05 1.60 1.07 0.45 1.24 0.86 1.32 1.35 0.32 1.93 0.70 2.60 0.53 0.01 1.39 0.38 0.73 1.08 0.47 1.29 0.84 1.40 2.06 0.00 1.36 1.52 2.80 0.93 0.41 1.23 0.76 1.14 0.45 0.01 1.61 0.28 0.72 1.18 0.06 1.20 0.99 1.42 1.27 0.02 1.20 1.06 1.50 0.00 1.17 1.28

P16050 1 383 75 50 120 Arachidonate 15-lipoxygenase (15-LOX) (15-LOX-1) (EC 1.13.11.33) (12/15-lipoxygenase) (Arachidonate 12-lipoxygenase, leukocyte-type) (12-LOX) (EC 1.13.11.31) (Arachidonate omega-6 lipoxygenase)P16050 sp|P16050|LOX15_HUMAN3 39.42 39.42 40.67 36.84 38.14 36.87 38.72 39.7300005 39.7300005 37.9200012 33.5299999 25 24 22 25 32 37 30 28 37 1.10 0.14 1.14 0.96 1.25 0.93 0.14 1.10 0.84 1.03 0.70 0.00 1.15 0.61 0.81 1.10 0.15 1.14 0.96 1.26 1.31 0.00 1.17 1.12 1.53 1.01 0.76 1.10 0.92 1.12 1.42 0.00 1.15 1.23 1.63 0.79 0.00 1.16 0.68 0.91 0.97 0.72 1.23 0.79 1.18 0.54 0.00 1.31 0.41 0.71 1.20 0.01 1.15 1.04 1.37 1.35 0.00 1.15 1.18 1.55 0.60 0.00 1.28 0.47 0.77 1.44 0.00 1.13 1.28 1.63 1.05 0.24 1.09 0.96 1.15 1.16 0.00 1.09 1.06 1.03 0.58 1.14 0.91

P16070 1 384 75 50 120 CD44 antigen (CDw44) (Epican) (Extracellular matrix receptor III) (ECMR-III) (GP90 lymphocyte homing/adhesion receptor) (HUTCH-I) (Heparan sulfate proteoglycan) (Hermes antigen) (Hyaluronate receptor) (Phagocytic glycoprotein 1) (PGP-1) (Phagocytic glycoprotein I) (PGP-I) (CD antigen CD44)P16070 sp|P16070|CD44_HUMAN3 15.99 13.75 14.24 15.99 16.36 11.53 11.85 13.4800002 11.5900002 13.4800002 9.29900035 14 14 13 12 18 20 17 18 20 1.01 0.89 1.15 0.87 1.16 1.38 0.00 1.15 1.20 1.59 1.09 0.49 1.32 0.82 1.43 0.90 0.30 1.25 0.72 1.13 0.90 0.20 1.19 0.76 1.08 1.62 0.00 1.27 1.28 2.05 1.26 0.08 1.31 0.97 1.65 1.25 0.01 1.16 1.08 1.44 0.99 0.94 1.39 0.71 1.38 0.96 0.67 1.25 0.77 1.20 0.94 0.38 1.16 0.81 1.10 1.13 0.08 1.15 0.98 1.30 0.85 0.13 1.25 0.68 1.07 1.06 0.58 1.28 0.83 1.35 1.69 0.00 1.24 1.36 2.10 0.97 0.79 1.27 0.77 0.90 0.18 1.19 0.76

P16150 1 385 55 34 92 Leukosialin (Galactoglycoprotein) (GALGP) (Leukocyte sialoglycoprotein) (Sialophorin) (CD antigen CD43)P16150 sp|P16150|LEUK_HUMAN3 6 6 6.58 4.07 4.28 4 4.09 12.2500002 12.2500002 4.50000018 4.50000018 4 4 3 3 3 3 3 3 3 0.54 1.02 0.86 0.52 7.86 0.11 6.75 0.87 0.67 25.29 0.03 21.92 0.72 0.18 3.52 0.20 2.52 1.88 1.45 1.25 0.27 3.56 0.35 4.43 1.25 0.26 3.53 0.36 4.43 1.31 0.54 52.41 0.03 68.76 1.28 0.97 1.02 1.68 0.21 9.47 0.18 15.88 1.03 0.83 3.57 0.29 3.67 0.94 0.66 3.56 0.26 0.86 0.46 5.84 0.15

P16152 1 386 75 50 120 Carbonyl reductase [NADPH] 1 (EC 1.1.1.184) (15-hydroxyprostaglandin dehydrogenase [NADP(+)]) (EC 1.1.1.197) (NADPH-dependent carbonyl reductase 1) (Prostaglandin 9-ketoreductase) (Prostaglandin-E(2) 9-reductase) (EC 1.1.1.189)P16152 sp|P16152|CBR1_HUMAN3 18.28 18.28 18.39 16.23 16.35 13.34 13.45 45.1299995 45.1299995 34.2999995 32.13 13 13 8 11 11 14 10 9 14 1.38 0.01 1.24 1.11 1.71 0.63 0.00 1.26 0.50 0.80 1.13 0.14 1.20 0.94 1.36 0.72 0.02 1.26 0.57 0.91 0.98 0.80 1.23 0.79 1.20 0.74 0.01 1.22 0.60 0.90 1.24 0.01 1.17 1.06 1.46 0.93 0.51 1.28 0.73 1.20 1.10 0.35 1.25 0.88 1.37 0.82 0.15 1.35 0.61 1.11 0.92 0.51 1.31 0.70 1.21 1.46 0.00 1.14 1.28 1.67 0.65 0.00 1.26 0.52 0.82 1.01 0.96 1.48 0.68 1.49 1.47 0.00 1.18 1.25 1.74 1.21 0.04 1.19 1.02 0.97 0.76 1.28 0.75

P16284 1 387 75 50 120 Platelet endothelial cell adhesion molecule (PECAM-1) (EndoCAM) (GPIIA') (PECA1) (CD antigen CD31)P16284 sp|P16284|PECA1_HUMAN3 8 8 8.71 6.09 6.96 4.32 5.11 6.09799996 6.09799996 3.79399993 5.82699999 5 5 3 4 4 5 5 3 3 0.59 0.02 1.42 0.42 0.84 1.31 0.04 1.27 1.03 1.66 1.07 0.51 1.43 0.75 1.52 1.16 0.21 1.42 0.82 1.66 0.95 0.83 14.16 0.07 13.38 1.05 0.57 1.26 0.83 1.32 1.69 0.01 1.27 1.33 2.14 1.34 0.07 1.43 0.94 1.91 1.21 0.40 5.78 0.21 6.98 0.78 0.13 1.53 0.51 1.19 0.93 0.37 1.26 0.73 1.17 1.09 0.33 1.27 0.86 1.38 0.65 0.01 1.27 0.51 0.82 1.03 0.75 1.42 0.72 1.47 0.79 0.22 1.77 0.45 1.40 1.21 0.15 1.44 0.84 1.10 0.55 4.08 0.27

P16671 1 388 75 50 120 Platelet glycoprotein 4 (Fatty acid translocase) (FAT) (Glycoprotein IIIb) (GPIIIB) (Leukocyte differentiation antigen CD36) (PAS IV) (PAS-4) (Platelet collagen receptor) (Platelet glycoprotein IV) (GPIV) (Thrombospondin receptor) (CD antigen CD36)P16671 sp|P16671|CD36_HUMAN3 14.78 14.78 15.67 7.66 8.3 13.07 13.85 22.2499996 22.2499996 13.3499995 16.0999999 8 8 5 7 15 22 15 9 22 1.41 0.06 1.44 0.98 2.03 1.16 0.07 1.19 0.98 1.38 1.10 0.31 1.28 0.86 1.40 0.68 0.02 1.29 0.53 0.87 0.90 0.07 1.13 0.79 1.01 1.72 0.00 1.17 1.46 2.02 0.87 0.10 1.18 0.74 1.03 0.92 0.33 1.28 0.72 1.17 0.92 0.54 1.35 0.68 1.24 0.95 0.90 2.91 0.33 2.78 0.82 0.08 1.26 0.66 1.03 2.28 0.00 1.20 1.90 2.75 1.03 0.70 1.19 0.86 1.23 0.83 0.27 1.58 0.52 1.30 0.91 0.31 1.28 0.71 1.16 0.85 0.13 1.28 0.67 0.82 0.06 1.24 0.66

P17612 1 389 55 34 92 cAMP-dependent protein kinase catalytic subunit alpha (PKA C-alpha) (EC 2.7.11.11)P17612 sp|P17612|KAPCA_HUMAN3 4.02 2.02 2.51 4.02 4.48 2.26 2.93 5.98299988 3.41899991 5.98299988 3.41899991 3 1 3 1 2 3 2 2 3 1.93 1.11 0.94 0.66 4.13 0.23 3.86 1.14 0.44 4.13 0.28 4.72 0.91 0.52 3.75 0.24 3.40 1.44 0.88 0.98 0.86 4.08 0.24 3.98 0.96 0.76 3.77 0.25 3.62 0.92 0.64 5.50 0.17 5.04 1.08 1.26 1.00 0.82 0.51 12.55 0.07 10.33 1.33 0.23 4.09 0.33 5.45 1.21 0.34 4.09 0.29 2.07 0.37 432.26 0.00

P17655 1 390 75 50 120 Calpain-2 catalytic subunit (EC 3.4.22.53) (Calcium-activated neutral proteinase 2) (CANP 2) (Calpain M-type) (Calpain large polypeptide L2) (Calpain-2 large subunit) (Millimolar-calpain) (M-calpain)P17655 sp|P17655|CAN2_HUMAN3 26.49 26.49 27.28 15.71 16.37 16.72 17.71 23.0000004 23.0000004 13.7099996 16.1400005 15 15 8 10 16 19 19 11 18 1.11 0.04 1.10 1.01 1.22 0.64 0.00 1.14 0.57 0.73 1.14 0.27 1.29 0.88 1.47 0.95 0.51 1.17 0.81 1.12 0.85 0.02 1.13 0.75 0.96 1.05 0.29 1.10 0.95 1.15 1.26 0.00 1.14 1.10 1.44 1.19 0.12 1.26 0.94 1.51 0.94 0.50 1.24 0.75 1.16 1.16 0.15 1.24 0.94 1.44 1.23 0.01 1.16 1.07 1.43 1.22 0.00 1.13 1.08 1.38 1.09 0.52 1.32 0.82 1.43 1.11 0.34 1.27 0.87 1.41 1.21 0.05 1.21 1.00 1.47 1.27 0.02 1.21 1.05 1.15 0.08 1.18 0.98

P17858 1 391 75 50 120 6-phosphofructokinase, liver type (EC 2.7.1.11) (Phosphofructo-1-kinase isozyme B) (PFK-B) (Phosphofructokinase 1) (Phosphohexokinase)P17858 sp|P17858|K6PL_HUMAN3 24.39 21.81 23.29 24.39 25.38 8.97 12.55 23.59 18.8500002 23.59 14.6200001 16 11 16 7 13 16 11 12 16 0.76 0.00 1.13 0.67 0.85 0.92 0.20 1.15 0.80 1.06 0.85 0.05 1.18 0.72 1.00 1.95 0.00 1.23 1.58 2.41 0.99 0.87 1.22 0.81 1.21 0.82 0.09 1.26 0.65 1.04 0.93 0.52 1.28 0.73 1.19 0.85 0.23 1.32 0.65 1.13 0.92 0.44 1.30 0.71 1.20 1.07 0.87 2.47 0.43 2.64 0.87 0.19 1.25 0.69 1.09 0.91 0.30 1.21 0.75 1.10 0.82 0.02 1.17 0.70 0.96 1.07 0.46 1.20 0.89 1.28 0.81 0.02 1.18 0.68 0.95 0.82 0.01 1.14 0.71 0.94 0.42 1.22 0.77

P17931 1 392 75 50 120 Galectin-3 (Gal-3) (35 kDa lectin) (Carbohydrate-binding protein 35) (CBP 35) (Galactose-specific lectin 3) (Galactoside-binding protein) (GALBP) (IgE-binding protein) (L-31) (Laminin-binding protein) (Lectin L-29) (Mac-2 antigen)P17931 sp|P17931|LEG3_HUMAN3 16.07 16.07 16.07 13.82 13.82 12.37 12.37 33.1999987 27.2000015 33.1999987 30.399999 19 19 18 18 14 20 12 10 20 1.25 0.02 1.19 1.05 1.49 1.18 0.18 1.31 0.90 1.55 0.86 0.16 1.28 0.67 1.10 1.17 0.07 1.19 0.98 1.40 1.03 0.71 1.20 0.86 1.23 0.95 0.64 1.32 0.72 1.25 1.16 0.23 1.32 0.88 1.54 0.92 0.35 1.26 0.73 1.15 1.22 0.16 1.36 0.90 1.66 1.38 0.48 3.10 0.44 4.27 1.07 0.51 1.26 0.85 1.34 1.55 0.05 1.54 1.00 2.38 0.87 0.16 1.25 0.69 1.08 0.75 0.10 1.47 0.51 1.09 0.93 0.35 1.19 0.78 1.12 1.10 0.39 1.31 0.84 0.81 0.48 2.05 0.39

P17980 1 393 75 50 120 26S protease regulatory subunit 6A (26S proteasome AAA-ATPase subunit RPT5) (Proteasome 26S subunit ATPase 3) (Proteasome subunit P50) (Tat-binding protein 1) (TBP-1)P17980 sp|P17980|PRS6A_HUMAN3 19.36 13.07 14.91 19.36 19.68 16.99 17.84 29.3799996 20.4999998 29.3799996 25.7400006 12 10 11 12 14 16 11 14 16 0.87 0.05 1.15 0.75 1.00 1.17 0.03 1.15 1.02 1.35 0.75 0.00 1.17 0.64 0.88 1.87 0.00 1.18 1.59 2.20 1.40 0.00 1.13 1.24 1.59 0.62 0.00 1.27 0.49 0.78 0.70 0.00 1.21 0.58 0.84 0.78 0.05 1.29 0.60 1.00 0.81 0.07 1.26 0.64 1.02 0.89 0.81 2.92 0.30 2.59 0.75 0.00 1.16 0.65 0.87 0.93 0.25 1.15 0.81 1.07 0.77 0.05 1.29 0.60 1.00 0.79 0.09 1.33 0.59 1.04 0.82 0.01 1.13 0.72 0.93 0.91 0.08 1.11 0.82 0.91 0.28 1.20 0.76

P17987 1 394 75 50 120 T-complex protein 1 subunit alpha (TCP-1-alpha) (CCT-alpha)P17987 sp|P17987|TCPA_HUMAN3 29 25.04 27.93 29 31.81 25.13 27.47 35.6099993 29.1399986 35.6099993 29.3199986 19 18 19 14 17 20 13 17 20 1.32 0.03 1.28 1.03 1.69 1.04 0.51 1.12 0.92 1.16 0.67 0.00 1.17 0.58 0.79 1.72 0.00 1.25 1.38 2.14 1.60 0.00 1.16 1.38 1.85 0.86 0.29 1.35 0.63 1.16 0.89 0.27 1.24 0.72 1.11 0.81 0.00 1.14 0.71 0.92 0.74 0.04 1.33 0.56 0.98 0.92 0.41 1.24 0.74 1.14 0.85 0.24 1.33 0.64 1.13 0.95 0.46 1.17 0.81 1.11 0.82 0.15 1.33 0.62 1.09 0.98 0.86 1.34 0.73 1.31 0.78 0.00 1.13 0.70 0.88 0.84 0.01 1.14 0.74 0.87 0.09 1.18 0.74

P18077 1 395 75 50 120 60S ribosomal protein L35a (Cell growth-inhibiting gene 33 protein)P18077 sp|P18077|RL35A_HUMAN3 7.43 3.34 3.48 5.39 5.65 7.43 7.52 27.2700012 14.5500004 20.9099993 27.2700012 4 2 3 4 7 9 3 8 9 0.39 0.01 1.47 0.26 0.57 0.59 0.04 1.59 0.37 0.94 0.51 0.00 1.37 0.37 0.70 3.24 0.00 1.41 2.30 4.55 1.39 0.02 1.26 1.10 1.75 0.53 0.09 2.41 0.22 1.28 0.64 0.65 37.82 0.02 24.16 0.67 0.05 1.52 0.44 1.01 0.73 0.02 1.26 0.58 0.92 0.63 0.08 1.72 0.37 1.08 0.62 0.22 3.15 0.20 1.97 0.70 0.06 1.50 0.47 1.05 0.52 0.11 2.75 0.19 1.44 0.54 0.04 1.75 0.31 0.95 0.81 0.04 1.20 0.67 0.98 0.81 0.03 1.20 0.67 0.73 0.02 1.26 0.58

P18085 1 396 75 50 120 ADP-ribosylation factor 4P18085 sp|P18085|ARF4_HUMAN3 12.08 10.5 10.7 2.82 6.41 12.08 12.45 43.8899994 39.4400001 31.1100006 43.8899994 7 7 6 7 5 7 7 3 5 1.19 0.09 1.26 0.95 1.51 1.16 0.13 1.26 0.92 1.47 1.19 0.36 4.11 0.29 4.89 1.13 0.48 4.04 0.28 4.55 1.03 0.94 4.72 0.22 4.88 1.06 0.59 1.38 0.77 1.47 1.11 0.35 1.35 0.82 1.51 0.91 0.53 4.01 0.23 3.64 0.73 0.08 1.51 0.48 1.10 0.74 0.36 11.37 0.06 8.39 1.16 0.21 1.35 0.86 1.57 1.24 0.06 1.26 0.99 1.57 1.42 0.43 3.36 0.42 4.77 0.86 0.52 7.97 0.11 6.85 1.20 0.46 7.89 0.15 9.46 1.40 0.20 4.09 0.34 1.03 0.92 3.28 0.31

P18124 1 397 75 50 120 60S ribosomal protein L7P18124 sp|P18124|RL7_HUMAN3 17.82 10.95 11.37 17.82 18.27 12.87 13.24 39.5200014 25 39.5200014 27.8200001 14 7 14 9 11 15 6 13 15 0.48 0.00 1.35 0.35 0.64 0.61 0.01 1.27 0.48 0.78 0.77 0.01 1.21 0.64 0.93 2.85 0.00 1.28 2.22 3.66 1.44 0.03 1.37 1.05 1.97 0.45 0.01 1.42 0.31 0.64 0.89 0.21 1.26 0.70 1.12 0.80 0.29 1.61 0.49 1.28 0.68 0.05 1.47 0.46 1.00 0.76 0.27 1.70 0.45 1.30 0.36 0.02 2.04 0.18 0.74 0.64 0.01 1.26 0.51 0.81 0.51 0.08 2.21 0.23 1.14 0.61 0.03 1.54 0.39 0.93 0.71 0.00 1.17 0.61 0.82 0.84 0.02 1.14 0.74 0.56 0.01 1.50 0.37

P18206 1 398 75 50 120 Vinculin (Metavinculin) (MV)P18206 sp|P18206|VINC_HUMAN3 13.61 13.61 14.55 5.39 6.22 6.96 8.42 8.02500024 8.02500024 4.40899991 6.26100004 9 9 3 6 7 10 10 3 8 1.09 0.57 1.45 0.76 1.58 0.89 0.22 1.23 0.72 1.10 0.88 0.51 2.00 0.44 1.76 0.93 0.51 1.46 0.64 1.36 1.02 0.86 1.30 0.78 1.32 1.20 0.25 1.41 0.85 1.68 1.05 0.52 1.20 0.88 1.26 0.95 0.60 1.46 0.65 1.38 1.01 0.90 1.37 0.74 1.39 0.88 0.27 1.45 0.60 1.27 1.16 0.28 1.37 0.85 1.59 1.35 0.05 1.36 0.99 1.84 0.89 0.34 1.33 0.67 1.18 0.80 0.40 2.40 0.33 1.93 1.17 0.21 1.46 0.81 1.71 1.18 0.20 1.46 0.81 1.50 0.07 1.62 0.93

P18428 1 399 75 50 120 Lipopolysaccharide-binding protein (LBP)P18428 sp|P18428|LBP_HUMAN3 11.18 8.06 8.97 5.37 5.83 11.18 11.99 16.0099998 10.5999999 10.8099997 16.0099998 7 4 4 7 10 16 8 5 16 0.61 0.02 1.37 0.44 0.83 0.32 0.04 2.78 0.11 0.89 0.21 0.02 2.98 0.07 0.64 0.32 0.00 1.40 0.23 0.45 0.70 0.00 1.21 0.58 0.85 1.50 0.01 1.26 1.19 1.89 1.33 0.03 1.26 1.06 1.68 0.89 0.24 1.28 0.70 1.14 1.08 0.31 1.18 0.92 1.27 2.15 0.00 1.27 1.69 2.74 1.77 0.01 1.34 1.32 2.38 0.44 0.01 1.62 0.27 0.70 1.53 0.01 1.29 1.19 1.98 2.90 0.00 1.27 2.28 3.70 0.49 0.00 1.28 0.38 0.62 0.59 0.01 1.28 0.46 0.95 0.54 1.19 0.80

P18621 1 400 75 50 120 60S ribosomal protein L17 (60S ribosomal protein L23) (PD-1)P18621 sp|P18621|RL17_HUMAN3 6.17 3.16 3.22 6.17 6.84 5.52 6.31 19.5700005 17.9299995 15.7600001 19.5700005 3 3 3 3 5 6 4 6 5 0.47 0.01 1.40 0.34 0.66 0.66 0.01 1.25 0.53 0.82 0.66 0.11 1.88 0.35 1.24 2.43 0.03 2.05 1.19 4.98 0.88 0.51 1.98 0.44 1.75 0.58 0.02 1.46 0.39 0.84 1.15 0.15 1.25 0.92 1.43 0.66 0.06 1.56 0.43 1.03 0.75 0.07 1.44 0.52 1.08 0.67 0.23 2.75 0.24 1.85 0.65 0.03 1.41 0.46 0.91 0.82 0.07 1.25 0.66 1.03 0.67 0.16 1.97 0.34 1.32 0.49 0.10 2.96 0.16 1.44 0.88 0.26 1.43 0.61 1.26 0.98 0.79 1.43 0.68 0.25 0.00 1.42 0.18

P18669 1 401 75 50 120 Phosphoglycerate mutase 1 (EC 3.1.3.13) (EC 5.4.2.11) (EC 5.4.2.4) (BPG-dependent PGAM 1) (Phosphoglycerate mutase isozyme B) (PGAM-B)P18669 sp|P18669|PGAM1_HUMAN3 8.28 4.48 5.07 7.44 8.17 8.28 9.18 28.3499986 15.7499999 23.2299998 28.3499986 5 4 5 4 4 7 7 3 2 1.22 0.21 1.45 0.84 1.77 0.84 0.16 1.32 0.64 1.11 1.05 0.82 9.01 0.12 9.48 0.73 0.19 3.53 0.21 2.56 0.77 0.24 3.80 0.20 2.92 0.78 0.33 1.85 0.42 1.44 0.96 0.83 1.71 0.56 1.63 1.10 0.52 3.52 0.31 3.87 1.02 0.94 15.02 0.07 15.32 1.55 0.14 3.55 0.44 5.49 0.85 0.26 1.43 0.59 1.21 1.20 0.37 1.65 0.73 1.98 1.07 0.69 1.52 0.70 1.62 1.50 0.15 3.52 0.43 5.28 1.03 0.81 3.54 0.29 3.65 1.13 0.43 3.54 0.32 1.61 0.44 143.19 0.01

P19105 1 403 75 50 120 Myosin regulatory light chain 12A (MLC-2B) (Myosin RLC) (Myosin regulatory light chain 2, nonsarcomeric) (Myosin regulatory light chain MRLC3)P19105 sp|P19105|ML12A_HUMAN3 13.02 8.44 8.47 13.02 13.11 12.65 12.79 43.8600004 33.919999 43.8600004 40.3499991 9 9 8 8 0 0 NA NA NA 0.54 0.00 1.27 0.42 0.68 1.04 0.64 1.27 0.82 1.32 0.76 0.05 1.31 0.58 1.00 2.07 0.00 1.16 1.78 2.41 1.71 0.00 1.22 1.40 2.08 0.52 0.00 1.27 0.41 0.66 1.24 0.06 1.27 0.98 1.57 0.82 0.05 1.22 0.67 1.00 0.86 0.34 1.47 0.59 1.26 0.81 0.06 1.24 0.66 1.01 0.96 0.82 1.72 0.56 1.65 0.75 0.03 1.27 0.59 0.95 0.71 0.02 1.27 0.56 0.90 0.80 0.08 1.31 0.61 1.04 0.66 0.00 1.20 0.55 0.80 0.92 0.21 1.16 0.79 1.07 0.70 1.62 0.66

P19338 1 404 55 34 92 Nucleolin (Protein C23)P19338 sp|P19338|NUCL_HUMAN3 4.09 2.1 3.71 4.09 4.56 3.2 3.83 5.63400015 2.11299993 5.63400015 3.37999985 3 2 3 2 2 2 1 2 2 0.57 1.07 0.79 0.69 321.75 0.00 254.01 1.85 0.20 12.81 0.14 23.76 1.00 1.00 3.59 0.28 3.59 0.69 0.93 0.87 0.50 6.01 0.14 5.21 0.89 0.45 3.57 0.25 3.18 0.69 0.36 19.57 0.04 13.47 0.91 0.92 0.71 0.63 0.49 320.48 0.00 201.61 0.84 0.52 11.07 0.08 9.29 1.02 0.91 4.19 0.24 1.57 0.41 77.39 0.02

P19367 1 405 55 34 92 Hexokinase-1 (EC 2.7.1.1) (Brain form hexokinase) (Hexokinase type I) (HK I)P19367 sp|P19367|HXK1_HUMAN3 8.92 8.92 11.58 2.22 2.8 7.53 9.26 7.19700009 7.19700009 3.16199996 5.67100011 6 6 2 5 3 5 5 1 4 1.20 0.16 1.35 0.89 1.62 0.84 0.10 1.25 0.67 1.05 0.96 NA NA NA NA 0.84 NA NA NA NA 0.92 0.60 1.76 0.52 1.62 0.69 0.04 1.43 0.48 0.98 0.78 0.02 1.22 0.63 0.95 0.73 NA NA NA NA 0.93 0.79 2.64 0.35 2.47 0.63 NA NA NA NA 1.20 0.41 1.73 0.69 2.08 1.69 0.01 1.42 1.19 2.40 0.68 0.04 1.43 0.48 0.98 1.44 NA NA NA NA 1.13 NA NA NA NA 0.98 NA NA NA 1.00 1.00 2.35 0.43

P19440 1 406 75 50 120 Gamma-glutamyltranspeptidase 1 (GGT 1) (EC 2.3.2.2) (Gamma-glutamyltransferase 1) (Glutathione hydrolase 1) (EC 3.4.19.13) (Leukotriene-C4 hydrolase) (EC 3.4.19.14) (CD antigen CD224) [Cleaved into: Gamma-glutamyltranspeptidase 1 heavy chain; Gamma-glutamyltranspeptidase 1 light chain]P19440 sp|P19440|GGT1_HUMAN3 16.54 12.83 13.82 12.59 12.94 16.54 17.04 19.3299994 15.2899995 11.5999997 19.3299994 9 7 7 9 19 28 11 17 28 0.47 0.02 1.83 0.26 0.86 2.15 0.00 1.15 1.86 2.48 3.45 0.00 1.17 2.95 4.04 1.50 0.00 1.22 1.23 1.83 1.10 0.12 1.13 0.97 1.23 0.81 0.03 1.19 0.68 0.97 0.87 0.03 1.13 0.77 0.99 1.59 0.00 1.17 1.35 1.86 0.76 0.02 1.24 0.61 0.94 0.98 0.86 1.33 0.74 1.30 0.99 0.89 1.19 0.83 1.18 0.52 0.00 1.28 0.40 0.67 0.50 0.01 1.66 0.30 0.83 0.55 0.01 1.41 0.39 0.77 0.52 0.00 1.29 0.41 0.67 0.45 0.00 1.27 0.36 0.44 0.00 1.30 0.34

P19652 1 408 75 50 120 Alpha-1-acid glycoprotein 2 (AGP 2) (Orosomucoid-2) (OMD 2)P19652 sp|P19652|A1AG2_HUMAN3 9.7 7.83 13.68 9.7 17.67 4.09 10.31 43.779999 39.8000002 43.779999 27.8600007 11 11 9 7 8 10 7 10 7 0.37 0.01 1.60 0.23 0.60 0.62 0.01 1.27 0.49 0.79 0.76 0.15 1.54 0.49 1.17 0.37 0.01 1.79 0.21 0.67 0.80 0.46 11.14 0.07 8.96 3.24 0.00 1.50 2.15 4.86 1.30 0.11 1.44 0.90 1.87 1.42 0.01 1.22 1.17 1.73 1.40 0.30 8.65 0.16 12.11 3.03 0.00 1.58 1.92 4.80 1.25 0.25 1.66 0.75 2.09 0.87 0.15 1.27 0.68 1.10 1.21 0.23 1.50 0.81 1.82 2.27 0.00 1.22 1.87 2.77 1.10 0.27 1.22 0.90 1.33 0.91 0.27 1.22 0.75 0.93 0.62 4.01 0.23

P19823 1 409 75 50 120 Inter-alpha-trypsin inhibitor heavy chain H2 (ITI heavy chain H2) (ITI-HC2) (Inter-alpha-inhibitor heavy chain 2) (Inter-alpha-trypsin inhibitor complex component II) (Serum-derived hyaluronan-associated protein) (SHAP)P19823 sp|P19823|ITIH2_HUMAN3 39.17 39.17 40.46 25.84 26.7 37.94 40.49 23.15 23.15 21.2500006 23.0399996 30 26 17 30 28 35 35 19 29 0.48 0.00 1.34 0.36 0.65 0.43 0.00 1.34 0.32 0.57 0.55 0.00 1.43 0.39 0.79 0.43 0.00 1.25 0.35 0.54 0.51 0.00 1.17 0.43 0.59 1.87 0.00 1.12 1.68 2.09 1.92 0.00 1.13 1.70 2.18 1.18 0.00 1.09 1.08 1.29 1.20 0.03 1.18 1.02 1.41 1.67 0.00 1.13 1.48 1.89 1.40 0.00 1.15 1.22 1.61 0.78 0.00 1.17 0.67 0.90 1.39 0.00 1.11 1.25 1.54 2.24 0.00 1.13 1.98 2.53 0.73 0.00 1.11 0.66 0.80 0.68 0.00 1.10 0.61 1.11 0.12 1.14 0.97

P19827 1 410 75 50 120 Inter-alpha-trypsin inhibitor heavy chain H1 (ITI heavy chain H1) (ITI-HC1) (Inter-alpha-inhibitor heavy chain 1) (Inter-alpha-trypsin inhibitor complex component III) (Serum-derived hyaluronan-associated protein) (SHAP)P19827 sp|P19827|ITIH1_HUMAN3 34.36 28.01 29.45 26.3 27.2 34.36 35.62 24.1500005 23.8199994 21.3 24.1500005 23 23 18 23 25 37 22 17 37 0.47 0.00 1.38 0.34 0.65 0.47 0.00 1.41 0.33 0.66 0.41 0.00 1.73 0.24 0.70 0.40 0.00 1.45 0.28 0.59 0.50 0.00 1.17 0.43 0.58 1.92 0.00 1.13 1.71 2.17 1.99 0.00 1.14 1.74 2.27 1.13 0.04 1.12 1.01 1.27 1.28 0.01 1.19 1.08 1.52 1.72 0.00 1.18 1.45 2.04 1.39 0.00 1.14 1.23 1.58 0.91 0.19 1.16 0.78 1.06 1.30 0.00 1.09 1.19 1.42 1.96 0.00 1.16 1.69 2.27 0.66 0.00 1.16 0.57 0.77 0.71 0.00 1.16 0.62 1.08 0.24 1.14 0.94

P19971 1 411 75 50 120 Thymidine phosphorylase (TP) (EC 2.4.2.4) (Gliostatin) (Platelet-derived endothelial cell growth factor) (PD-ECGF) (TdRPase)P19971 sp|P19971|TYPH_HUMAN3 23.91 23.91 24.4 15.58 16.05 20.41 21.02 31.9499999 31.9499999 29.460001 31.9499999 15 14 10 15 21 25 21 16 25 0.70 0.06 1.44 0.49 1.01 0.45 0.00 1.23 0.37 0.55 0.91 0.59 1.49 0.61 1.36 0.90 0.45 1.36 0.66 1.23 0.73 0.00 1.17 0.62 0.85 0.75 0.00 1.20 0.63 0.90 1.29 0.00 1.13 1.14 1.46 1.00 0.99 1.55 0.64 1.55 1.03 0.80 1.25 0.82 1.28 1.34 0.00 1.16 1.15 1.56 0.89 0.11 1.16 0.77 1.03 1.13 0.15 1.18 0.95 1.33 1.07 0.18 1.10 0.97 1.17 0.83 0.27 1.44 0.58 1.20 0.84 0.19 1.34 0.62 1.12 1.23 0.01 1.15 1.07 1.16 0.50 1.60 0.72

P20036 1 412 55 42 80 HLA class II histocompatibility antigen, DP alpha 1 chain (DP(W3)) (DP(W4)) (HLA-SB alpha chain) (MHC class II DP3-alpha) (MHC class II DPA1)P20036 sp|P20036|DPA1_HUMAN3 4.15 4.15 4.24 2.04 3.03 2.02 2.29 14.2299995 14.2299995 11.1500002 6.53799996 5 5 2 1 3 4 4 2 2 0.72 0.17 1.94 0.37 1.40 1.13 0.60 2.43 0.47 2.75 0.96 0.76 3.98 0.24 3.81 0.94 0.66 3.96 0.24 3.72 0.77 NA NA NA NA 1.10 0.61 1.95 0.56 2.14 1.34 0.19 1.90 0.70 2.55 1.26 0.28 3.98 0.32 5.03 1.66 NA NA NA NA 1.26 0.51 20.49 0.06 25.80 1.13 0.76 4.74 0.24 5.37 0.96 0.83 2.22 0.43 2.13 1.12 0.72 3.22 0.35 3.60 2.03 0.10 3.96 0.51 8.05 1.05 0.74 4.26 0.25 4.48 0.98 0.86 3.99 0.24 1.30 NA NA NA

P20073 1 413 75 50 120 Annexin A7 (Annexin VII) (Annexin-7) (Synexin)P20073 sp|P20073|ANXA7_HUMAN3 15.42 15.42 16.81 12.85 13.9 14.28 15.97 23.1600002 23.1600002 16.3900003 19.6700007 11 11 7 9 11 13 12 9 13 1.33 0.04 1.32 1.01 1.75 1.37 0.01 1.25 1.10 1.71 1.01 0.89 1.15 0.87 1.16 0.94 0.45 1.19 0.79 1.12 1.06 0.49 1.23 0.87 1.30 0.99 0.87 1.20 0.83 1.18 1.24 0.01 1.14 1.08 1.41 0.95 0.60 1.26 0.75 1.20 1.04 0.55 1.16 0.90 1.20 0.79 0.08 1.30 0.61 1.03 1.08 0.25 1.16 0.93 1.26 1.11 0.24 1.22 0.91 1.35 0.84 0.07 1.20 0.70 1.02 0.71 0.05 1.41 0.50 1.00 1.12 0.10 1.15 0.97 1.30 1.35 0.00 1.16 1.16 0.88 0.08 1.16 0.76

P20339 1 415 55 34 92 Ras-related protein Rab-5AP20339 sp|P20339|RAB5A_HUMAN3 4.05 2.02 10.1 4.05 11.37 4 7.7 32.5599998 23.7200007 32.5599998 24.1899997 7 5 7 4 2 3 2 3 2 2.42 1.92 2.06 0.09 3.90 0.53 8.02 0.90 0.61 6.69 0.13 6.02 1.36 0.52 69.95 0.02 95.43 0.80 0.96 1.19 0.67 52.46 0.02 62.58 1.05 0.74 4.05 0.26 4.25 1.20 0.78 638.87 0.00 767.48 0.65 0.71 1.14 1.07 0.92 472.69 0.00 504.37 1.08 0.70 7.00 0.15 7.58 1.37 0.35 11.43 0.12 1.32 0.26 4.76 0.28

P20591 1 417 55 34 92 Interferon-induced GTP-binding protein Mx1 (Interferon-induced protein p78) (IFI-78K) (Interferon-regulated resistance GTP-binding protein MxA) (Myxoma resistance protein 1) (Myxovirus resistance protein 1) [Cleaved into: Interferon-induced GTP-binding protein Mx1, N-terminally processed]P20591 sp|P20591|MX1_HUMAN3 9.46 8.56 10.13 4.13 4.86 9.46 11.69 11.6300002 8.15699995 4.83400002 11.6300002 5 4 2 5 4 6 5 1 6 0.91 0.21 1.19 0.76 1.08 0.63 0.02 1.43 0.44 0.91 1.01 NA NA NA NA 1.07 NA NA NA NA 0.76 0.03 1.26 0.61 0.96 1.16 0.08 1.19 0.97 1.38 0.69 0.00 1.19 0.57 0.82 0.98 NA NA NA NA 1.16 0.48 1.82 0.64 2.12 0.71 NA NA NA NA 0.76 0.06 1.34 0.57 1.02 1.81 0.01 1.43 1.26 2.60 1.27 0.02 1.20 1.06 1.52 0.66 NA NA NA NA 0.98 NA NA NA NA 0.74 NA NA NA 1.63 0.03 1.52 1.07

P20618 1 418 75 50 120 Proteasome subunit beta type-1 (EC 3.4.25.1) (Macropain subunit C5) (Multicatalytic endopeptidase complex subunit C5) (Proteasome component C5) (Proteasome gamma chain)P20618 sp|P20618|PSB1_HUMAN3 16.95 12.81 13.2 11.89 12.13 16.95 17.37 38.5899991 34.0200007 38.5899991 38.5899991 13 10 13 12 19 30 9 17 30 0.32 0.00 1.76 0.18 0.56 2.25 0.00 1.52 1.48 3.43 0.52 0.02 1.64 0.32 0.86 2.99 0.00 1.33 2.26 3.97 2.07 0.00 1.18 1.76 2.44 0.39 0.04 2.37 0.16 0.91 0.46 0.01 1.61 0.29 0.74 0.76 0.04 1.31 0.58 0.99 0.59 0.01 1.43 0.41 0.84 0.73 0.13 1.59 0.46 1.16 0.39 0.02 2.09 0.19 0.81 0.55 0.00 1.24 0.45 0.68 0.46 0.02 1.75 0.26 0.81 0.70 0.14 1.69 0.41 1.19 0.59 0.00 1.24 0.48 0.74 0.56 0.00 1.21 0.46 0.58 0.00 1.16 0.50

P20701 1 419 75 50 120 Integrin alpha-L (CD11 antigen-like family member A) (Leukocyte adhesion glycoprotein LFA-1 alpha chain) (LFA-1A) (Leukocyte function-associated molecule 1 alpha chain) (CD antigen CD11a)P20701 sp|P20701|ITAL_HUMAN3 10.38 10.38 11.78 6.62 7.96 8.1 9.37 5.98299988 5.12799993 4.95700017 5.98299988 6 6 4 6 7 11 7 4 11 0.57 0.00 1.27 0.45 0.73 0.87 0.13 1.23 0.71 1.07 0.85 0.23 1.49 0.57 1.27 0.75 0.17 1.83 0.41 1.37 0.83 0.02 1.16 0.71 0.96 1.50 0.01 1.24 1.21 1.87 1.83 0.00 1.21 1.51 2.22 1.28 0.11 1.49 0.86 1.91 1.30 0.03 1.26 1.03 1.63 1.03 0.91 3.22 0.32 3.34 1.18 0.07 1.21 0.98 1.43 1.18 0.08 1.21 0.97 1.43 1.04 0.61 1.24 0.84 1.29 1.17 0.24 1.49 0.78 1.74 0.90 0.37 1.50 0.60 1.34 1.15 0.28 1.50 0.77 1.03 0.78 1.26 0.81

P20702 1 420 75 50 120 Integrin alpha-X (CD11 antigen-like family member C) (Leu M5) (Leukocyte adhesion glycoprotein p150,95 alpha chain) (Leukocyte adhesion receptor p150,95) (CD antigen CD11c)P20702 sp|P20702|ITAX_HUMAN3 17.45 17.45 19.17 10.33 10.94 5.38 9.64 9.62999985 9.62999985 6.27700016 3.26699987 9 9 5 4 5 7 7 5 3 0.67 0.00 1.19 0.57 0.80 0.84 0.29 1.48 0.57 1.24 1.00 1.00 1.46 0.68 1.46 0.87 0.41 1.54 0.56 1.33 0.78 0.28 4.49 0.17 3.49 1.02 0.80 1.26 0.81 1.30 1.73 0.02 1.50 1.16 2.60 1.61 0.04 1.53 1.05 2.45 1.32 0.26 4.46 0.29 5.87 1.14 0.27 1.33 0.86 1.52 1.15 0.26 1.32 0.87 1.51 0.85 0.07 1.19 0.71 1.02 1.04 0.61 1.20 0.87 1.25 1.06 0.71 1.52 0.70 1.62 0.81 0.28 1.61 0.50 1.30 1.55 0.08 1.68 0.93 1.13 0.50 4.50 0.25

P21281 1 422 75 50 120 V-type proton ATPase subunit B, brain isoform (V-ATPase subunit B 2) (Endomembrane proton pump 58 kDa subunit) (HO57) (Vacuolar proton pump subunit B 2)P21281 sp|P21281|VATB2_HUMAN3 16.95 6.19 6.38 16.95 17.47 12.74 13.16 28.9600015 7.82800019 28.9600015 22.4999994 10 3 10 8 7 10 3 8 10 0.68 0.08 1.64 0.41 1.11 0.98 0.83 1.43 0.69 1.40 0.78 0.01 1.19 0.66 0.92 2.18 0.00 1.47 1.49 3.20 1.06 0.43 1.18 0.89 1.25 0.84 0.28 1.67 0.50 1.40 0.94 0.55 1.44 0.65 1.35 0.81 0.10 1.31 0.61 1.06 0.81 0.14 1.37 0.59 1.11 0.97 0.75 1.21 0.80 1.18 1.14 0.54 2.15 0.53 2.44 1.04 0.80 1.76 0.59 1.83 1.18 0.36 1.85 0.64 2.20 0.82 0.33 1.55 0.53 1.28 0.81 0.01 1.14 0.72 0.93 0.77 0.00 1.14 0.68 0.80 0.12 1.38 0.58

Healthy individuals Löfgren's syndrome patients Non-Löfgren's syndrome patients
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P21333 1 423 75 50 120 Filamin-A (FLN-A) (Actin-binding protein 280) (ABP-280) (Alpha-filamin) (Endothelial actin-binding protein) (Filamin-1) (Non-muscle filamin)P21333 sp|P21333|FLNA_HUMAN3 185.98 170.2 172.68 185.98 187.02 155.81 158.48 46.9999999 44.6200013 46.9999999 38.9899999 126 126 121 111 174 215 139 168 215 0.73 0.00 1.07 0.68 0.79 1.13 0.00 1.05 1.07 1.19 0.93 0.02 1.06 0.88 0.99 1.77 0.00 1.07 1.66 1.90 0.94 0.00 1.04 0.90 0.97 0.70 0.00 1.08 0.65 0.76 1.29 0.00 1.04 1.24 1.35 0.99 0.69 1.07 0.92 1.05 0.95 0.18 1.08 0.88 1.02 1.16 0.00 1.07 1.09 1.23 1.11 0.00 1.07 1.04 1.19 1.08 0.00 1.05 1.03 1.13 0.86 0.00 1.07 0.81 0.92 1.05 0.19 1.08 0.97 1.14 0.87 0.00 1.04 0.84 0.91 0.81 0.00 1.04 0.78 1.03 0.25 1.06 0.98

P21399 1 424 55 34 92 Cytoplasmic aconitate hydratase (Aconitase) (EC 4.2.1.3) (Citrate hydro-lyase) (Ferritin repressor protein) (Iron regulatory protein 1) (IRP1) (Iron-responsive element-binding protein 1) (IRE-BP 1)P21399 sp|P21399|ACOC_HUMAN3 5.47 3.75 4.72 1.74 2.45 5.47 6.79 8.32400024 2.70000007 5.62399998 8.32400024 4 2 3 4 3 4 3 1 4 0.88 0.49 1.98 0.44 1.73 0.68 0.04 1.43 0.47 0.97 1.21 NA NA NA NA 0.86 NA NA NA NA 1.01 0.92 1.52 0.66 1.54 0.99 0.92 1.77 0.56 1.75 0.99 0.89 1.43 0.69 1.41 1.31 NA NA NA NA 1.51 0.04 1.46 1.03 2.22 1.15 NA NA NA NA 1.26 0.36 2.32 0.54 2.92 1.08 0.60 1.66 0.65 1.79 1.24 0.15 1.49 0.83 1.84 1.66 NA NA NA NA 0.96 NA NA NA NA 0.88 NA NA NA 0.96 0.73 1.55 0.62

P21589 1 425 75 50 120 5'-nucleotidase (5'-NT) (EC 3.1.3.5) (Ecto-5'-nucleotidase) (CD antigen CD73)P21589 sp|P21589|5NTD_HUMAN3 21.16 17.88 18.49 21.16 21.76 14.72 15.44 28.7499994 23.5200003 28.7499994 21.6000006 14 10 14 8 16 17 17 15 16 1.19 0.02 1.14 1.04 1.36 1.70 0.00 1.16 1.47 1.98 1.46 0.00 1.12 1.30 1.63 1.25 0.00 1.12 1.12 1.40 0.96 0.52 1.16 0.82 1.11 1.26 0.00 1.12 1.12 1.42 0.63 0.00 1.14 0.55 0.72 0.97 0.51 1.12 0.86 1.08 0.90 0.33 1.28 0.70 1.15 0.65 0.11 1.72 0.38 1.12 0.91 0.18 1.16 0.79 1.05 0.92 0.14 1.12 0.82 1.03 0.93 0.22 1.14 0.82 1.05 0.60 0.00 1.24 0.48 0.74 1.60 0.00 1.12 1.42 1.79 0.69 0.00 1.12 0.61 1.23 0.05 1.23 1.00

P21926 1 427 75 50 120 CD9 antigen (5H9 antigen) (Cell growth-inhibiting gene 2 protein) (Leukocyte antigen MIC3) (Motility-related protein) (MRP-1) (Tetraspanin-29) (Tspan-29) (p24) (CD antigen CD9)P21926 sp|P21926|CD9_HUMAN3 11.31 11.31 11.89 8.15 8.59 10.26 10.74 21.9300002 19.3000004 19.7400004 21.9300002 11 11 8 10 13 18 11 9 18 1.50 0.02 1.34 1.12 2.01 2.11 0.01 1.50 1.41 3.18 1.46 0.00 1.17 1.24 1.71 0.98 0.81 1.24 0.79 1.21 0.91 0.38 1.29 0.70 1.17 1.36 0.07 1.42 0.96 1.93 0.98 0.91 1.57 0.62 1.54 1.05 0.48 1.18 0.89 1.24 0.76 0.22 1.65 0.46 1.26 0.67 0.02 1.37 0.49 0.92 1.13 0.55 1.71 0.66 1.94 1.69 0.02 1.50 1.13 2.53 0.81 0.11 1.34 0.60 1.08 0.55 0.03 1.68 0.33 0.92 1.22 0.06 1.23 0.99 1.50 1.10 0.23 1.19 0.92 0.70 0.00 1.18 0.59

P21980 1 428 75 50 120 Protein-glutamine gamma-glutamyltransferase 2 (EC 2.3.2.13) (Tissue transglutaminase) (Transglutaminase C) (TG(C)) (TGC) (TGase C) (Transglutaminase H) (TGase H) (Transglutaminase-2) (TGase-2)P21980 sp|P21980|TGM2_HUMAN3 55.48 55.48 56.61 41.06 41.78 53.7 54.15 50.0699997 44.8300004 37.8500015 50.0699997 39 35 26 39 47 77 33 31 77 0.91 0.17 1.16 0.78 1.05 0.78 0.00 1.09 0.72 0.85 0.97 0.54 1.09 0.89 1.06 0.75 0.00 1.09 0.69 0.82 0.70 0.00 1.08 0.65 0.75 1.25 0.00 1.11 1.13 1.39 0.75 0.00 1.10 0.68 0.83 0.65 0.00 1.20 0.54 0.78 0.96 0.52 1.16 0.83 1.11 1.45 0.00 1.14 1.28 1.65 1.04 0.58 1.14 0.91 1.18 1.21 0.00 1.09 1.11 1.31 1.32 0.00 1.11 1.19 1.46 0.65 0.01 1.34 0.48 0.86 1.11 0.03 1.10 1.01 1.23 1.17 0.07 1.18 0.99 0.60 0.00 1.22 0.49

P22061 1 429 55 34 92 Protein-L-isoaspartate(D-aspartate) O-methyltransferase (PIMT) (EC 2.1.1.77) (L-isoaspartyl protein carboxyl methyltransferase) (Protein L-isoaspartyl/D-aspartyl methyltransferase) (Protein-beta-aspartate methyltransferase)P22061 sp|P22061|PIMT_HUMAN3 4.09 4.09 4.11 1.49 1.53 2.79 2.94 25.9900004 25.9900004 3.52399983 7.48900026 3 3 1 2 2 3 2 1 3 0.95 0.84 16.08 0.06 15.21 1.03 0.96 521.41 0.00 537.48 1.14 NA NA NA NA 1.12 NA NA NA NA 0.84 0.33 3.57 0.24 3.00 0.90 0.75 24.91 0.04 22.47 1.26 0.70 345.01 0.00 436.06 1.01 NA NA NA NA 1.05 0.71 3.57 0.29 3.74 0.71 NA NA NA NA 0.87 0.78 115.99 0.01 101.27 1.23 0.44 8.73 0.14 10.72 0.97 0.93 58.17 0.02 56.24 0.85 NA NA NA NA 1.22 NA NA NA NA 1.16 NA NA NA 1.29 0.24 3.54 0.36

P22314 1 430 75 50 120 Ubiquitin-like modifier-activating enzyme 1 (Protein A1S9) (Ubiquitin-activating enzyme E1)P22314 sp|P22314|UBA1_HUMAN3 27.76 27.76 29.23 22.35 23.63 19.09 21.15 20.3199998 20.3199998 13.4200007 15.7800004 17 17 12 13 16 17 17 16 16 1.53 0.00 1.15 1.33 1.75 0.77 0.06 1.31 0.59 1.01 1.16 0.01 1.11 1.04 1.29 1.02 0.64 1.11 0.92 1.13 1.09 0.72 1.71 0.64 1.86 1.00 0.97 1.13 0.88 1.13 1.12 0.03 1.11 1.01 1.24 1.07 0.26 1.14 0.94 1.23 0.95 0.64 1.26 0.76 1.20 0.84 0.39 1.56 0.54 1.30 1.04 0.52 1.12 0.92 1.16 1.44 0.00 1.11 1.30 1.59 0.94 0.29 1.14 0.82 1.07 0.78 0.02 1.23 0.63 0.96 1.05 0.33 1.11 0.95 1.16 1.20 0.01 1.13 1.06 1.06 0.43 1.18 0.90

P22392 1 431 75 50 120 Nucleoside diphosphate kinase B (NDK B) (NDP kinase B) (EC 2.7.4.6) (C-myc purine-binding transcription factor PUF) (Histidine protein kinase NDKB) (EC 2.7.13.3) (nm23-H2)P22392 sp|P22392|NDKB_HUMAN3 10.78 10.78 11.13 9.45 9.97 8.21 8.8 53.9499998 53.9499998 42.7599996 31.5800011 9 9 6 5 6 9 6 4 9 0.84 0.07 1.21 0.70 1.03 0.77 0.02 1.21 0.64 0.94 0.95 0.80 2.19 0.43 2.08 1.71 0.03 1.47 1.17 2.51 0.98 0.78 1.20 0.82 1.17 0.73 0.01 1.21 0.60 0.88 0.70 0.01 1.21 0.58 0.85 1.06 0.80 2.38 0.45 2.52 0.92 0.42 1.32 0.70 1.21 1.06 0.79 2.19 0.48 2.32 0.77 0.02 1.21 0.64 0.94 1.22 0.05 1.22 1.01 1.49 0.81 0.05 1.23 0.65 1.00 0.82 0.19 1.53 0.54 1.26 1.10 0.36 1.42 0.78 1.55 0.92 0.43 1.42 0.65 1.19 0.05 1.20 1.00

P22897 1 432 75 50 120 Macrophage mannose receptor 1 (MMR) (C-type lectin domain family 13 member D) (C-type lectin domain family 13 member D-like) (Macrophage mannose receptor 1-like protein 1) (CD antigen CD206)P22897 sp|P22897|MRC1_HUMAN3 52.07 52.07 52.89 31.67 32.49 13.96 15.03 22.0500007 22.0500007 13.1200001 6.31899983 28 28 17 9 25 41 41 20 15 1.20 0.01 1.13 1.05 1.36 1.54 0.00 1.10 1.41 1.69 0.89 0.02 1.10 0.81 0.98 1.02 0.76 1.12 0.91 1.14 0.97 0.54 1.12 0.86 1.09 1.47 0.00 1.09 1.35 1.60 0.75 0.00 1.09 0.69 0.82 0.97 0.78 1.26 0.77 1.22 0.74 0.01 1.22 0.60 0.91 0.78 0.05 1.28 0.61 1.00 1.07 0.17 1.10 0.97 1.17 1.25 0.00 1.07 1.18 1.34 1.02 0.61 1.09 0.94 1.12 0.84 0.02 1.15 0.73 0.97 1.32 0.00 1.12 1.18 1.47 0.70 0.00 1.09 0.64 0.86 0.21 1.28 0.67

P23083 1 433 55 42 80 Ig heavy chain V-I region V35P23083 sp|P23083|HV103_HUMAN3 15.26 6.09 12.56 15.26 16.3 10.08 10.33 62.3899996 44.4400013 62.3899996 36.7500007 20 14 20 14 7 10 4 8 10 1.10 0.73 2.77 0.40 3.04 0.72 0.65 13.26 0.05 9.61 1.96 0.06 2.05 0.95 4.02 0.34 0.01 1.71 0.20 0.58 0.77 NA NA NA NA 1.19 0.39 2.02 0.59 2.41 1.06 0.83 2.62 0.40 2.77 1.54 0.33 4.27 0.36 6.57 1.41 NA NA NA NA 3.28 0.10 5.57 0.59 18.28 1.00 1.00 4.07 0.25 4.08 0.57 0.02 1.45 0.39 0.83 0.83 0.66 4.79 0.17 3.97 3.39 0.01 1.74 1.95 5.89 0.70 0.61 12.43 0.06 8.73 0.54 0.18 3.77 0.14 0.72 NA NA NA

P23381 1 435 75 50 120 Tryptophan--tRNA ligase, cytoplasmic (EC 6.1.1.2) (Interferon-induced protein 53) (IFP53) (Tryptophanyl-tRNA synthetase) (TrpRS) (hWRS) [Cleaved into: T1-TrpRS; T2-TrpRS]P23381 sp|P23381|SYWC_HUMAN3 24.45 10.91 11.34 11.32 11.8 24.45 25.9 34.8199993 15.5000001 19.3200007 34.8199993 17 8 10 17 13 21 10 7 21 0.65 0.00 1.22 0.53 0.79 0.39 0.00 1.42 0.27 0.55 0.70 0.01 1.20 0.58 0.84 0.75 0.01 1.20 0.63 0.90 0.73 0.00 1.10 0.66 0.81 0.95 0.72 1.36 0.70 1.30 1.21 0.02 1.16 1.04 1.40 0.90 0.19 1.20 0.76 1.08 1.22 0.02 1.18 1.03 1.45 1.42 0.02 1.27 1.12 1.81 0.88 0.32 1.34 0.66 1.17 1.08 0.37 1.21 0.89 1.31 1.21 0.04 1.20 1.01 1.45 1.30 0.06 1.32 0.98 1.71 0.77 0.02 1.20 0.65 0.92 1.02 0.75 1.20 0.85 1.16 0.04 1.15 1.01

P23396 1 436 75 50 120 40S ribosomal protein S3P23396 sp|P23396|RS3_HUMAN3 20.73 16.41 17.09 20.73 21.38 14.26 15.04 47.7400005 41.9800013 47.7400005 31.279999 10 10 10 8 14 20 10 13 20 0.77 0.02 1.21 0.63 0.94 1.00 0.94 1.13 0.88 1.13 1.01 0.91 1.21 0.84 1.22 1.38 0.01 1.27 1.09 1.75 1.42 0.04 1.39 1.02 1.97 0.62 0.00 1.18 0.53 0.73 0.95 0.41 1.14 0.84 1.08 1.03 0.74 1.26 0.82 1.30 0.85 0.28 1.38 0.62 1.17 1.06 0.67 1.33 0.80 1.41 0.83 0.01 1.14 0.73 0.94 0.85 0.02 1.14 0.75 0.97 0.76 0.00 1.14 0.67 0.86 1.10 0.42 1.28 0.86 1.41 0.91 0.08 1.11 0.83 1.01 1.05 0.41 1.14 0.92 1.05 0.55 1.22 0.86

P23526 1 437 75 50 120 Adenosylhomocysteinase (AdoHcyase) (EC 3.3.1.1) (S-adenosyl-L-homocysteine hydrolase)P23526 sp|P23526|SAHH_HUMAN3 8.35 8.35 8.81 4.57 4.71 6.3 6.52 9.95400026 9.95400026 7.86999986 5.55600002 4 4 3 3 5 6 5 3 6 1.24 0.08 1.30 0.96 1.61 1.19 0.08 1.23 0.97 1.46 1.10 0.60 5.29 0.21 5.82 0.95 0.73 4.83 0.20 4.57 1.23 0.06 1.25 0.99 1.54 0.81 0.20 1.47 0.55 1.19 0.91 0.25 1.21 0.76 1.10 1.16 0.56 9.32 0.12 10.77 0.77 0.21 1.71 0.45 1.31 1.51 0.15 3.55 0.42 5.35 1.02 0.87 1.33 0.76 1.36 1.34 0.01 1.21 1.11 1.62 0.81 0.06 1.25 0.65 1.02 1.66 0.12 3.55 0.47 5.88 1.14 0.41 3.55 0.32 4.05 1.15 0.39 3.53 0.33 1.01 0.91 1.25 0.81

P23528 1 438 75 50 120 Cofilin-1 (18 kDa phosphoprotein) (p18) (Cofilin, non-muscle isoform)P23528 sp|P23528|COF1_HUMAN3 18.22 14.81 15.28 18.22 18.22 13.05 13.42 59.0399981 39.1600013 59.0399981 42.1700001 11 8 11 7 19 31 10 16 31 1.11 0.13 1.16 0.96 1.28 1.02 0.72 1.14 0.90 1.16 1.44 0.00 1.14 1.26 1.64 0.73 0.00 1.18 0.62 0.87 0.95 0.32 1.12 0.84 1.06 0.90 0.14 1.17 0.77 1.05 0.97 0.80 1.28 0.76 1.24 0.94 0.39 1.16 0.82 1.09 0.82 0.04 1.20 0.69 0.98 0.98 0.92 1.56 0.63 1.53 1.14 0.12 1.20 0.96 1.37 1.47 0.00 1.17 1.26 1.72 1.19 0.06 1.21 0.99 1.44 1.02 0.92 1.50 0.68 1.53 1.11 0.08 1.13 0.98 1.25 0.95 0.38 1.15 0.83 1.18 0.03 1.16 1.02

P24821 1 441 75 50 120 Tenascin (TN) (Cytotactin) (GMEM) (GP 150-225) (Glioma-associated-extracellular matrix antigen) (Hexabrachion) (JI) (Myotendinous antigen) (Neuronectin) (Tenascin-C) (TN-C)P24821 sp|P24821|TENA_HUMAN3 25.36 21.92 25.69 25.36 27.4 19.48 21.53 7.63299987 5.72500005 7.63299987 5.63400015 15 10 15 12 16 19 14 16 19 0.73 0.00 1.21 0.60 0.89 1.02 0.72 1.11 0.91 1.13 1.95 0.00 1.22 1.60 2.39 0.65 0.00 1.10 0.59 0.72 0.60 0.00 1.10 0.55 0.67 1.99 0.00 1.22 1.63 2.43 0.99 0.89 1.15 0.86 1.14 1.40 0.00 1.15 1.22 1.61 0.98 0.62 1.11 0.88 1.09 2.47 0.00 1.22 2.02 3.02 0.56 0.00 1.32 0.43 0.74 0.84 0.02 1.15 0.73 0.97 1.16 0.01 1.11 1.05 1.30 1.03 0.58 1.14 0.91 1.18 0.76 0.00 1.10 0.69 0.83 0.55 0.00 1.21 0.46 0.97 0.51 1.11 0.87

P25311 1 442 75 50 120 Zinc-alpha-2-glycoprotein (Zn-alpha-2-GP) (Zn-alpha-2-glycoprotein)P25311 sp|P25311|ZA2G_HUMAN3 20.83 20.83 21.18 17.4 17.48 16.85 17.01 44.2999989 44.2999989 39.26 34.9000007 15 15 11 11 21 23 23 16 23 0.59 0.00 1.10 0.54 0.66 0.93 0.14 1.11 0.83 1.03 1.17 0.02 1.13 1.03 1.32 0.55 0.00 1.32 0.41 0.72 0.87 0.04 1.14 0.77 0.99 3.38 0.00 1.10 3.06 3.73 0.83 0.00 1.12 0.74 0.93 1.19 0.19 1.32 0.90 1.56 1.04 0.48 1.14 0.92 1.18 2.22 0.00 1.13 1.96 2.52 0.78 0.00 1.13 0.69 0.89 0.96 0.37 1.10 0.87 1.06 0.79 0.00 1.15 0.69 0.90 1.81 0.00 1.12 1.61 2.03 1.33 0.00 1.16 1.15 1.55 0.80 0.00 1.14 0.70 0.80 0.01 1.16 0.70

P25786 1 443 75 50 120 Proteasome subunit alpha type-1 (EC 3.4.25.1) (30 kDa prosomal protein) (PROS-30) (Macropain subunit C2) (Multicatalytic endopeptidase complex subunit C2) (Proteasome component C2) (Proteasome nu chain)P25786 sp|P25786|PSA1_HUMAN3 16.87 14.24 14.73 16.87 17.58 7.59 8.59 40.2999997 40.2999997 34.5999986 22.8100002 9 9 9 6 12 14 14 10 12 0.73 0.00 1.16 0.63 0.85 2.03 0.00 1.28 1.58 2.60 0.64 0.03 1.49 0.43 0.95 2.60 0.00 1.32 1.97 3.43 1.70 0.01 1.36 1.25 2.30 0.62 0.03 1.52 0.41 0.94 0.66 0.01 1.33 0.50 0.88 0.70 0.00 1.17 0.60 0.82 0.63 0.01 1.34 0.47 0.84 0.55 0.01 1.49 0.37 0.83 0.67 0.01 1.27 0.53 0.85 0.85 0.03 1.15 0.74 0.98 0.77 0.08 1.34 0.58 1.04 0.68 0.16 1.81 0.38 1.23 0.73 0.14 1.55 0.47 1.14 0.70 0.00 1.14 0.61 0.78 0.23 1.63 0.48

P25787 1 444 75 50 120 Proteasome subunit alpha type-2 (EC 3.4.25.1) (Macropain subunit C3) (Multicatalytic endopeptidase complex subunit C3) (Proteasome component C3)P25787 sp|P25787|PSA2_HUMAN3 12.09 12.09 12.35 10.02 12.46 11.13 11.5 36.7500007 35.8999997 31.6199988 36.7500007 10 8 9 10 13 15 11 13 15 0.65 0.01 1.26 0.52 0.83 1.79 0.01 1.35 1.33 2.43 0.59 0.00 1.22 0.48 0.72 2.49 0.01 1.68 1.48 4.17 1.67 0.01 1.30 1.28 2.18 0.61 0.08 1.80 0.34 1.09 0.62 0.01 1.34 0.46 0.83 0.83 0.31 1.56 0.53 1.29 0.66 0.05 1.49 0.44 0.99 0.89 0.61 1.82 0.49 1.62 0.66 0.08 1.63 0.40 1.08 0.79 0.03 1.23 0.64 0.97 1.04 0.93 2.83 0.37 2.93 0.89 0.78 3.05 0.29 2.70 0.66 0.01 1.28 0.51 0.84 0.71 0.02 1.27 0.56 0.71 0.11 1.62 0.44

P25788 1 445 75 50 120 Proteasome subunit alpha type-3 (EC 3.4.25.1) (Macropain subunit C8) (Multicatalytic endopeptidase complex subunit C8) (Proteasome component C8)P25788 sp|P25788|PSA3_HUMAN3 12.93 9.91 10.15 12.93 13.51 10.86 11.42 26.67 24.3100002 26.67 21.1799994 9 8 9 7 13 13 13 13 13 0.67 0.08 1.61 0.41 1.07 2.15 0.00 1.27 1.70 2.72 0.57 0.03 1.61 0.36 0.92 2.66 0.00 1.20 2.21 3.21 1.79 0.00 1.17 1.54 2.09 0.53 0.08 2.08 0.26 1.11 0.61 0.08 1.81 0.34 1.10 0.73 0.03 1.29 0.57 0.95 0.60 0.01 1.35 0.44 0.80 0.68 0.05 1.48 0.46 1.01 0.64 0.20 2.29 0.28 1.46 0.83 0.25 1.47 0.57 1.22 0.69 0.19 1.90 0.36 1.31 0.61 0.27 2.69 0.23 1.65 0.66 0.00 1.26 0.53 0.83 0.71 0.01 1.27 0.56 0.69 0.00 1.17 0.58

P25789 1 446 75 50 120 Proteasome subunit alpha type-4 (EC 3.4.25.1) (Macropain subunit C9) (Multicatalytic endopeptidase complex subunit C9) (Proteasome component C9) (Proteasome subunit L)P25789 sp|P25789|PSA4_HUMAN3 11.76 11.76 12.22 10.66 11.14 10.24 10.65 22.6099998 22.2200006 20.3099996 22.6099998 7 7 6 5 10 16 7 8 16 0.52 0.00 1.27 0.41 0.66 2.00 0.00 1.28 1.56 2.55 0.46 0.02 1.83 0.25 0.84 2.73 0.00 1.62 1.68 4.44 1.94 0.00 1.25 1.55 2.42 0.47 0.02 1.74 0.27 0.82 0.57 0.01 1.43 0.40 0.81 0.62 0.02 1.39 0.44 0.86 0.47 0.05 2.10 0.22 0.99 0.70 0.19 1.87 0.38 1.31 0.60 0.02 1.47 0.41 0.88 0.75 0.03 1.26 0.60 0.95 0.63 0.02 1.39 0.46 0.87 0.63 0.17 2.18 0.29 1.37 0.62 0.04 1.53 0.41 0.95 0.55 0.01 1.38 0.40 0.59 0.01 1.31 0.45

P25815 1 447 55 34 92 Protein S100-P (Migration-inducing gene 9 protein) (MIG9) (Protein S100-E) (S100 calcium-binding protein P)P25815 sp|P25815|S100P_HUMAN3 4.65 4.08 4.21 2 2.07 4.65 4.92 28.4200013 24.21 10.5300002 28.4200013 2 2 1 2 2 3 2 1 3 0.96 0.77 3.67 0.26 3.53 0.92 0.56 3.69 0.25 3.39 0.68 NA NA NA NA 0.72 NA NA NA NA 1.19 0.47 7.80 0.15 9.30 0.60 0.13 3.70 0.16 2.22 0.89 0.45 3.66 0.24 3.25 0.86 NA NA NA NA 1.19 0.37 4.43 0.27 5.28 0.61 NA NA NA NA 0.69 0.17 3.65 0.19 2.51 1.51 0.15 3.64 0.42 5.52 0.98 0.88 3.65 0.27 3.58 0.93 NA NA NA NA 1.02 NA NA NA NA 1.17 NA NA NA 1.43 0.43 39.10 0.04

P26038 1 448 75 50 120 Moesin (Membrane-organizing extension spike protein)P26038 sp|P26038|MOES_HUMAN3 77.24 49.33 68.72 70.03 70.4 77.24 77.84 63.5999978 52.1700025 63.5999978 63.5999978 76 76 68 70 73 108 54 56 108 1.48 0.00 1.08 1.37 1.59 1.27 0.00 1.09 1.17 1.39 1.88 0.00 1.09 1.72 2.06 0.77 0.00 1.09 0.70 0.84 0.91 0.01 1.07 0.85 0.98 1.37 0.00 1.08 1.27 1.48 0.91 0.02 1.08 0.85 0.99 1.14 0.00 1.07 1.06 1.22 0.95 0.55 1.18 0.81 1.13 0.96 0.45 1.11 0.86 1.07 0.77 0.00 1.11 0.69 0.86 1.20 0.00 1.08 1.12 1.30 1.10 0.04 1.09 1.01 1.19 0.83 0.02 1.16 0.72 0.97 1.13 0.00 1.07 1.05 1.21 0.92 0.03 1.07 0.86 0.72 0.00 1.19 0.61

P26373 1 449 75 50 120 60S ribosomal protein L13 (Breast basic conserved protein 1)P26373 sp|P26373|RL13_HUMAN3 12.48 12.02 13.01 12.48 13.22 6.21 6.85 32.2299987 26.5399993 32.2299987 13.7400001 8 6 8 3 6 8 5 8 5 0.42 0.02 1.85 0.23 0.78 0.57 0.08 1.99 0.29 1.14 0.83 0.12 1.28 0.65 1.07 2.77 0.00 1.62 1.71 4.48 0.83 0.42 2.27 0.36 1.88 0.59 0.09 1.95 0.30 1.15 0.71 0.06 1.46 0.48 1.03 0.75 0.03 1.29 0.58 0.97 0.75 0.08 1.43 0.53 1.08 0.58 0.16 2.31 0.25 1.33 0.34 0.10 4.51 0.07 1.51 0.85 0.21 1.37 0.62 1.17 0.39 0.00 1.41 0.28 0.55 0.87 0.85 5.38 0.16 4.70 1.05 0.44 1.15 0.91 1.20 0.86 0.02 1.13 0.76 0.56 0.24 4.51 0.12

P26447 1 450 75 50 120 Protein S100-A4 (Calvasculin) (Metastasin) (Placental calcium-binding protein) (Protein Mts1) (S100 calcium-binding protein A4)P26447 sp|P26447|S10A4_HUMAN3 8 4.71 4.73 8 8.03 2.79 2.88 35.6400013 26.730001 35.6400013 18.8099995 4 3 4 2 7 8 8 5 8 0.60 0.22 3.40 0.18 2.06 0.83 0.46 2.35 0.35 1.96 1.42 0.02 1.27 1.12 1.81 1.01 0.95 1.47 0.68 1.49 0.89 0.51 4.79 0.19 4.25 1.01 0.89 1.51 0.67 1.53 1.27 0.13 1.51 0.84 1.92 1.35 0.03 1.27 1.06 1.71 0.90 0.61 6.81 0.13 6.13 0.98 0.88 1.54 0.64 1.51 1.04 0.74 1.58 0.66 1.65 1.07 0.72 2.04 0.52 2.19 1.23 0.17 1.51 0.81 1.85 1.29 0.11 1.43 0.90 1.85 1.05 0.55 1.27 0.83 1.34 1.13 0.19 1.27 0.89 1.15 0.57 9.51 0.12

P26640 1 452 75 50 120 Valine--tRNA ligase (EC 6.1.1.9) (Protein G7a) (Valyl-tRNA synthetase) (ValRS)P26640 sp|P26640|SYVC_HUMAN3 8.34 8.06 9.38 7.59 9.03 8.34 10.01 6.01300001 4.58899997 6.01300001 5.45900017 5 4 5 5 4 5 5 4 4 1.02 0.85 1.26 0.81 1.28 1.00 0.96 1.31 0.76 1.31 1.12 0.39 1.45 0.78 1.63 1.45 0.08 1.55 0.93 2.25 1.01 0.90 1.28 0.79 1.29 0.79 0.14 1.47 0.53 1.16 0.89 0.37 1.42 0.63 1.26 1.01 0.97 1.49 0.68 1.50 1.01 0.96 1.70 0.59 1.71 1.05 0.59 1.31 0.80 1.38 0.98 0.89 1.49 0.66 1.46 1.11 0.23 1.26 0.88 1.40 0.89 0.54 1.72 0.52 1.53 0.87 0.40 1.60 0.54 1.38 1.06 0.51 1.30 0.82 1.38 0.96 0.81 1.68 0.57 0.79 0.12 1.41 0.56

P26641 1 453 75 50 120 Elongation factor 1-gamma (EF-1-gamma) (eEF-1B gamma)P26641 sp|P26641|EF1G_HUMAN3 14.34 14.34 14.63 13.82 14.1 12.36 12.73 23.3400002 23.3400002 19.4499999 17.1599999 9 9 7 7 12 16 10 10 16 1.14 0.22 1.28 0.89 1.46 0.76 0.01 1.17 0.65 0.89 0.93 0.59 1.36 0.68 1.27 1.49 0.00 1.25 1.20 1.87 1.02 0.82 1.21 0.84 1.23 0.83 0.03 1.17 0.71 0.97 1.12 0.13 1.17 0.95 1.31 1.10 0.65 1.65 0.67 1.82 1.09 0.67 1.67 0.65 1.83 0.94 0.70 1.44 0.65 1.36 1.14 0.09 1.17 0.97 1.34 1.44 0.00 1.17 1.23 1.68 1.24 0.18 1.43 0.87 1.77 0.83 0.31 1.50 0.56 1.25 1.06 0.36 1.15 0.92 1.22 1.15 0.08 1.17 0.98 1.21 0.06 1.22 0.99

P27105 1 454 75 50 120 Erythrocyte band 7 integral membrane protein (Protein 7.2b) (Stomatin)P27105 sp|P27105|STOM_HUMAN3 33.22 31.46 32.15 33.22 33.82 33 33.59 61.1100018 53.4699976 61.1100018 59.0300024 54 28 40 54 54 79 35 47 79 2.02 0.00 1.24 1.62 2.50 1.71 0.00 1.24 1.37 2.12 2.24 0.00 1.16 1.93 2.61 1.14 0.24 1.27 0.90 1.44 0.99 0.85 1.15 0.86 1.13 1.06 0.57 1.25 0.85 1.33 0.64 0.03 1.48 0.43 0.94 1.11 0.31 1.24 0.89 1.38 0.72 0.00 1.13 0.63 0.81 0.91 0.31 1.23 0.74 1.11 0.80 0.08 1.29 0.62 1.03 0.77 0.00 1.16 0.67 0.90 1.08 0.22 1.15 0.94 1.25 0.94 0.54 1.23 0.77 1.16 1.22 0.04 1.21 1.01 1.47 0.85 0.24 1.33 0.64 0.69 0.00 1.23 0.56

P27169 1 455 75 50 120 Serum paraoxonase/arylesterase 1 (PON 1) (EC 3.1.1.2) (EC 3.1.1.81) (EC 3.1.8.1) (Aromatic esterase 1) (A-esterase 1) (K-45) (Serum aryldialkylphosphatase 1)P27169 sp|P27169|PON1_HUMAN3 11.89 5.44 5.67 11.11 11.56 11.89 12.35 25.9200007 7.60599971 21.4100003 25.9200007 6 3 5 6 8 14 5 6 14 0.35 0.02 2.12 0.16 0.74 0.44 0.05 2.24 0.20 0.98 0.43 0.13 3.39 0.13 1.46 0.66 0.06 1.56 0.42 1.03 0.58 0.00 1.30 0.44 0.75 2.12 0.00 1.31 1.62 2.79 1.71 0.01 1.28 1.33 2.19 0.84 0.34 1.58 0.53 1.32 1.42 0.01 1.23 1.16 1.75 1.52 0.00 1.20 1.26 1.83 1.22 0.37 1.83 0.67 2.23 0.83 0.16 1.39 0.59 1.15 2.09 0.00 1.31 1.59 2.75 4.58 0.00 1.27 3.60 5.84 0.67 0.02 1.36 0.49 0.90 0.67 0.04 1.43 0.47 1.16 0.22 1.33 0.88

P27348 1 456 55 34 92 14-3-3 protein theta (14-3-3 protein T-cell) (14-3-3 protein tau) (Protein HS1)P27348 sp|P27348|1433T_HUMAN3 6.71 2.82 15.83 4.56 15.29 6.71 15.81 37.1399999 34.6899986 28.1599999 37.1399999 19 18 14 19 5 6 5 3 6 0.95 0.75 4.40 0.22 4.20 0.53 0.31 77.85 0.01 41.05 1.18 NA NA NA NA 0.61 NA NA NA NA 1.19 0.35 3.82 0.31 4.55 0.47 0.33 237.25 0.00 111.66 0.59 0.55 2603.64 0.00 1524.43 0.53 NA NA NA NA 1.04 0.93 66.81 0.02 69.17 0.48 NA NA NA NA 0.54 0.52 4171.61 0.00 2248.71 0.72 0.65 997.09 0.00 713.84 0.48 0.36 349.07 0.00 169.23 0.34 NA NA NA NA 0.73 NA NA NA NA 0.69 NA NA NA 1.61 0.64 12316.73 0.00

P27487 1 457 75 50 120 Dipeptidyl peptidase 4 (EC 3.4.14.5) (ADABP) (Adenosine deaminase complexing protein 2) (ADCP-2) (Dipeptidyl peptidase IV) (DPP IV) (T-cell activation antigen CD26) (TP103) (CD antigen CD26) [Cleaved into: Dipeptidyl peptidase 4 membrane form (Dipeptidyl peptidase IV membrane form); Dipeptidyl peptidase 4 soluble form (Dipeptidyl peptidase IV soluble form)]P27487 sp|P27487|DPP4_HUMAN3 28.94 28.94 29.33 26.97 27.34 12.87 13.42 18.9300001 18.9300001 18.5399994 11.3600001 18 18 17 8 22 26 23 26 18 1.60 0.00 1.18 1.35 1.89 0.82 0.01 1.14 0.72 0.94 1.12 0.06 1.13 0.99 1.27 1.11 0.18 1.17 0.95 1.29 0.97 0.66 1.15 0.85 1.12 1.45 0.00 1.09 1.33 1.59 0.91 0.09 1.12 0.81 1.02 1.32 0.00 1.17 1.12 1.55 0.73 0.00 1.19 0.62 0.87 1.05 0.73 1.33 0.79 1.40 0.95 0.35 1.11 0.86 1.06 0.80 0.00 1.12 0.71 0.89 0.79 0.01 1.20 0.66 0.95 0.91 0.42 1.30 0.70 1.17 0.92 0.13 1.12 0.83 1.03 1.48 0.00 1.11 1.33 0.67 0.01 1.31 0.51

P27635 1 458 75 50 120 60S ribosomal protein L10 (Laminin receptor homolog) (Protein QM) (Tumor suppressor QM)P27635 sp|P27635|RL10_HUMAN3 13.75 9.03 9.26 13.75 14.04 11.49 11.7 38.7899995 22.4299997 38.7899995 36.9199991 10 5 10 9 11 13 8 11 13 0.56 0.00 1.26 0.44 0.70 0.59 0.01 1.32 0.45 0.78 0.70 0.01 1.23 0.57 0.87 2.58 0.00 1.27 2.04 3.26 1.29 0.02 1.20 1.07 1.55 0.57 0.01 1.33 0.43 0.76 1.04 0.57 1.19 0.87 1.24 0.83 0.05 1.20 0.69 0.99 0.91 0.31 1.25 0.73 1.13 0.78 0.01 1.18 0.66 0.92 0.71 0.16 1.72 0.41 1.23 0.76 0.01 1.19 0.64 0.91 0.72 0.04 1.36 0.53 0.98 0.72 0.02 1.31 0.55 0.94 1.03 0.70 1.16 0.88 1.19 1.04 0.51 1.16 0.90 0.68 0.02 1.34 0.51

P27708 1 460 75 50 120 CAD protein [Includes: Glutamine-dependent carbamoyl-phosphate synthase (EC 6.3.5.5); Aspartate carbamoyltransferase (EC 2.1.3.2); Dihydroorotase (EC 3.5.2.3)]P27708 sp|P27708|PYR1_HUMAN3 22.51 4.85 6.92 22.51 24.51 9.67 11.62 7.77499974 2.20199991 7.77499974 2.74199992 13 3 13 5 9 13 5 13 8 1.23 0.43 1.93 0.64 2.37 1.69 0.03 1.55 1.09 2.61 1.04 0.49 1.14 0.91 1.19 2.09 0.00 1.25 1.67 2.61 0.93 0.23 1.14 0.81 1.06 1.09 0.67 1.66 0.66 1.80 0.81 0.03 1.20 0.68 0.98 0.86 0.11 1.21 0.71 1.04 0.86 0.08 1.19 0.72 1.02 1.20 0.14 1.28 0.94 1.53 0.94 0.66 1.47 0.64 1.38 0.81 0.12 1.34 0.61 1.08 0.94 0.66 1.42 0.66 1.34 0.93 0.62 1.34 0.70 1.25 0.85 0.00 1.10 0.77 0.94 0.74 0.00 1.11 0.66 0.98 0.72 1.14 0.86

P28062 1 461 75 50 120 Proteasome subunit beta type-8 (EC 3.4.25.1) (Low molecular mass protein 7) (Macropain subunit C13) (Multicatalytic endopeptidase complex subunit C13) (Proteasome component C13) (Proteasome subunit beta-5i) (Really interesting new gene 10 protein)P28062 sp|P28062|PSB8_HUMAN3 13.14 9.65 9.93 11.56 11.76 13.14 13.29 28.2599986 22.4600002 27.1699995 28.2599986 8 7 8 8 11 15 6 12 15 0.64 0.00 1.20 0.53 0.77 1.39 0.02 1.31 1.07 1.82 0.91 0.51 1.41 0.65 1.29 2.01 0.00 1.41 1.43 2.83 1.37 0.01 1.20 1.14 1.65 0.71 0.08 1.50 0.48 1.07 0.75 0.02 1.24 0.60 0.92 1.04 0.81 1.57 0.66 1.64 0.78 0.06 1.30 0.60 1.01 0.93 0.58 1.43 0.65 1.32 0.80 0.09 1.31 0.61 1.06 0.75 0.00 1.16 0.64 0.86 0.80 0.03 1.21 0.66 0.97 1.06 0.75 1.56 0.68 1.65 0.78 0.02 1.21 0.64 0.94 1.00 0.98 1.21 0.83 1.07 0.35 1.19 0.90

P28065 1 462 75 50 120 Proteasome subunit beta type-9 (EC 3.4.25.1) (Low molecular mass protein 2) (Macropain chain 7) (Multicatalytic endopeptidase complex chain 7) (Proteasome chain 7) (Proteasome subunit beta-1i) (Really interesting new gene 12 protein)P28065 sp|P28065|PSB9_HUMAN3 8.04 8.04 8.2 4.28 4.32 5.63 5.69 26.4800012 26.4800012 19.63 19.63 4 4 3 3 4 6 5 2 6 0.66 0.02 1.34 0.49 0.88 2.22 0.00 1.36 1.63 3.02 0.71 0.57 229.47 0.00 162.07 1.34 0.38 11.86 0.11 15.85 1.45 0.25 7.14 0.20 10.36 0.68 0.01 1.26 0.54 0.86 0.74 0.03 1.26 0.59 0.94 1.16 0.38 3.58 0.32 4.15 0.93 0.62 3.89 0.24 3.62 1.68 0.43 181.78 0.01 304.61 0.77 0.07 1.35 0.57 1.04 0.80 0.05 1.26 0.63 1.01 0.83 0.08 1.26 0.66 1.05 1.66 0.48 458.63 0.00 761.92 0.62 0.22 9.17 0.07 5.68 0.67 0.16 3.55 0.19 1.15 0.77 106.90 0.01

P28066 1 463 75 50 120 Proteasome subunit alpha type-5 (EC 3.4.25.1) (Macropain zeta chain) (Multicatalytic endopeptidase complex zeta chain) (Proteasome zeta chain)P28066 sp|P28066|PSA5_HUMAN3 16.68 10.07 10.31 16.68 17.07 12.26 13.14 45.2300012 34.8500013 45.2300012 33.1999987 12 9 12 9 16 19 11 19 18 0.62 0.06 1.66 0.37 1.03 1.92 0.00 1.28 1.51 2.45 0.61 0.07 1.72 0.35 1.04 2.67 0.00 1.41 1.89 3.77 1.54 0.01 1.33 1.17 2.05 0.48 0.06 2.26 0.21 1.08 0.54 0.00 1.28 0.42 0.69 0.62 0.00 1.27 0.49 0.79 0.69 0.06 1.49 0.46 1.03 0.64 0.11 1.78 0.36 1.13 0.48 0.05 2.10 0.23 1.00 0.72 0.02 1.27 0.56 0.91 0.57 0.04 1.67 0.34 0.95 0.65 0.20 2.02 0.32 1.32 0.61 0.00 1.21 0.50 0.74 0.59 0.00 1.18 0.50 0.64 0.02 1.37 0.47

P28070 1 464 75 50 120 Proteasome subunit beta type-4 (EC 3.4.25.1) (26 kDa prosomal protein) (HsBPROS26) (PROS-26) (Macropain beta chain) (Multicatalytic endopeptidase complex beta chain) (Proteasome beta chain) (Proteasome chain 3) (HsN3)P28070 sp|P28070|PSB4_HUMAN3 8.1 3.85 4.25 8.1 8.87 7.12 7.46 21.2099999 9.47000012 21.2099999 20.4500005 5 2 5 4 5 9 2 5 9 0.66 0.16 4.02 0.16 2.65 2.28 0.08 3.99 0.57 9.08 0.67 0.24 2.39 0.28 1.60 2.77 0.00 1.52 1.83 4.19 1.63 0.03 1.46 1.12 2.39 0.31 0.09 7.64 0.04 2.34 0.55 0.12 4.03 0.14 2.24 0.74 0.19 1.78 0.42 1.32 0.65 0.12 1.86 0.35 1.22 0.68 0.15 1.90 0.36 1.28 0.36 0.12 12.55 0.03 4.54 0.69 0.40 33.00 0.02 22.61 0.48 0.15 8.82 0.05 4.23 0.68 0.34 2.94 0.23 2.01 0.62 0.07 1.74 0.36 1.08 0.60 0.05 1.69 0.35 1.00 0.99 3.43 0.29

P28074 1 466 75 50 120 Proteasome subunit beta type-5 (EC 3.4.25.1) (Macropain epsilon chain) (Multicatalytic endopeptidase complex epsilon chain) (Proteasome chain 6) (Proteasome epsilon chain) (Proteasome subunit MB1) (Proteasome subunit X)P28074 sp|P28074|PSB5_HUMAN3 3.82 2.58 4.69 2.72 3.02 3.82 3.84 12.1699996 8.36500004 10.2700003 12.1699996 3 2 3 3 2 2 2 2 2 0.76 0.23 3.71 0.20 2.81 1.75 0.11 3.64 0.48 6.38 0.89 0.51 4.66 0.19 4.14 1.32 0.68 668.60 0.00 882.10 1.96 0.28 58.95 0.03 115.63 1.11 0.92 34598.98 0.00 38473.52 0.55 0.12 4.25 0.13 2.33 0.79 0.26 3.51 0.23 2.78 0.80 0.43 10.18 0.08 8.13 0.84 0.56 14.83 0.06 12.47 0.90 0.71 16.45 0.05 14.79 0.65 0.18 4.78 0.14 3.12 0.73 0.20 3.71 0.20 2.69 0.77 0.39 10.76 0.07 8.26 0.61 0.42 130.04 0.00 78.76 0.70 0.40 27.06 0.03 0.91 0.51 3.62 0.25

P28838 1 467 75 50 120 Cytosol aminopeptidase (EC 3.4.11.1) (Leucine aminopeptidase 3) (LAP-3) (Leucyl aminopeptidase) (Peptidase S) (Proline aminopeptidase) (EC 3.4.11.5) (Prolyl aminopeptidase)P28838 sp|P28838|AMPL_HUMAN3 30.3 24.07 25.74 30.3 31.59 27.31 29.18 36.4199996 30.250001 34.4900012 36.4199996 19 13 17 19 23 32 16 22 32 0.57 0.00 1.14 0.50 0.65 2.03 0.00 1.12 1.81 2.27 0.64 0.00 1.27 0.50 0.82 2.33 0.00 1.17 1.99 2.72 1.78 0.00 1.19 1.49 2.12 0.54 0.00 1.20 0.45 0.65 0.69 0.00 1.11 0.62 0.76 0.75 0.01 1.23 0.61 0.92 0.75 0.00 1.19 0.63 0.90 0.92 0.22 1.14 0.81 1.05 0.48 0.00 1.33 0.36 0.64 0.65 0.00 1.10 0.59 0.71 0.75 0.00 1.11 0.67 0.83 0.75 0.01 1.24 0.61 0.93 0.59 0.00 1.11 0.53 0.66 0.81 0.00 1.09 0.75 0.74 0.00 1.18 0.63

P28907 1 468 55 42 80 ADP-ribosyl cyclase 1 (EC 3.2.2.5) (Cyclic ADP-ribose hydrolase 1) (cADPr hydrolase 1) (T10) (CD antigen CD38)P28907 sp|P28907|CD38_HUMAN3 4.02 2.9 3.06 4.02 4.16 2.07 2.2 7.333 7.333 7.333 2.99999993 2 2 2 1 2 2 2 2 2 1.32 0.22 3.51 0.38 4.63 1.01 0.96 3.88 0.26 3.91 1.11 0.53 4.45 0.25 4.94 0.70 0.20 4.51 0.16 3.16 0.96 NA NA NA NA 0.97 0.81 3.60 0.27 3.49 1.28 0.25 3.51 0.36 4.48 1.00 0.98 4.81 0.21 4.83 1.13 NA NA NA NA 1.28 0.28 4.54 0.28 5.83 1.00 0.97 3.51 0.28 3.50 0.70 0.23 5.84 0.12 4.08 1.14 0.49 4.77 0.24 5.42 1.45 0.22 5.64 0.26 8.17 1.00 1.00 4.50 0.22 4.50 1.42 0.21 4.54 0.31 0.96 NA NA NA

P29350 1 470 75 50 120 Tyrosine-protein phosphatase non-receptor type 6 (EC 3.1.3.48) (Hematopoietic cell protein-tyrosine phosphatase) (Protein-tyrosine phosphatase 1C) (PTP-1C) (Protein-tyrosine phosphatase SHP-1) (SH-PTP1)P29350 sp|P29350|PTN6_HUMAN3 17.31 17.31 17.63 6.88 7.45 13.44 14.79 18.4900001 18.4900001 11.09 16.3000003 9 9 5 9 10 13 13 6 12 0.88 0.06 1.15 0.76 1.01 0.57 0.00 1.24 0.46 0.70 1.07 0.52 1.33 0.80 1.42 1.07 0.43 1.26 0.85 1.35 0.74 0.00 1.15 0.64 0.85 0.97 0.54 1.13 0.86 1.09 1.33 0.00 1.13 1.18 1.50 1.04 0.59 1.26 0.83 1.32 1.04 0.75 1.29 0.81 1.33 1.09 0.31 1.26 0.87 1.38 0.99 0.92 1.15 0.87 1.14 1.26 0.01 1.17 1.08 1.47 1.02 0.76 1.14 0.89 1.17 1.08 0.48 1.34 0.80 1.44 1.02 0.85 1.26 0.80 1.28 0.99 0.91 1.26 0.79 1.04 0.54 1.14 0.91

P29401 1 471 75 50 120 Transketolase (TK) (EC 2.2.1.1)P29401 sp|P29401|TKT_HUMAN3 34.26 28.8 30.56 22.45 23.95 34.26 35.83 38.1999999 31.2999994 30.6600004 38.1999999 25 17 17 25 28 40 24 21 40 1.32 0.00 1.19 1.11 1.56 1.06 0.37 1.13 0.93 1.20 1.04 0.35 1.10 0.95 1.14 1.43 0.00 1.15 1.25 1.64 1.28 0.00 1.11 1.16 1.42 0.82 0.01 1.16 0.71 0.95 0.80 0.01 1.16 0.69 0.93 0.88 0.21 1.24 0.71 1.09 0.80 0.02 1.20 0.67 0.97 0.75 0.02 1.27 0.59 0.95 0.90 0.29 1.22 0.74 1.10 1.17 0.01 1.12 1.04 1.31 0.92 0.27 1.16 0.80 1.07 0.80 0.11 1.32 0.61 1.06 0.93 0.09 1.10 0.84 1.01 1.00 0.93 1.10 0.91 1.41 0.00 1.17 1.20

P29508 1 472 75 50 120 Serpin B3 (Protein T4-A) (Squamous cell carcinoma antigen 1) (SCCA-1)P29508 sp|P29508|SPB3_HUMAN3 33.76 22.85 25.34 33.76 34.21 25.77 28.71 49.2300004 36.6699994 49.2300004 39.7399992 25 22 25 21 22 31 25 31 9 1.68 0.00 1.16 1.45 1.94 1.32 0.00 1.17 1.13 1.54 1.17 0.02 1.14 1.03 1.34 1.37 0.00 1.16 1.17 1.59 1.02 0.81 1.26 0.81 1.28 0.53 0.00 1.41 0.38 0.74 0.83 0.06 1.22 0.68 1.01 0.92 0.40 1.24 0.74 1.14 0.84 0.13 1.31 0.64 1.10 0.73 0.13 1.53 0.47 1.11 0.86 0.26 1.33 0.64 1.14 0.60 0.00 1.21 0.50 0.72 0.93 0.52 1.26 0.74 1.18 0.62 0.02 1.51 0.41 0.93 1.22 0.00 1.10 1.11 1.34 2.10 0.00 1.16 1.82 1.12 0.23 1.27 0.88

P29622 1 473 75 50 120 Kallistatin (Kallikrein inhibitor) (Peptidase inhibitor 4) (PI-4) (Serpin A4)P29622 sp|P29622|KAIN_HUMAN3 13.62 13.62 14.37 11.77 12.14 12.8 13.29 23.1900007 21.5499997 18.2699993 23.1900007 8 8 6 8 11 13 13 7 12 0.79 0.01 1.15 0.68 0.91 0.45 0.04 2.10 0.21 0.94 0.58 0.23 2.88 0.20 1.68 0.58 0.00 1.25 0.46 0.72 0.50 0.01 1.51 0.33 0.75 1.56 0.00 1.15 1.36 1.80 1.66 0.00 1.26 1.32 2.08 1.11 0.37 1.33 0.83 1.48 1.07 0.66 1.42 0.75 1.52 1.32 0.04 1.30 1.02 1.72 1.33 0.00 1.15 1.16 1.54 0.84 0.06 1.20 0.70 1.01 1.17 0.08 1.20 0.98 1.40 1.91 0.00 1.32 1.44 2.52 1.23 0.07 1.26 0.98 1.55 0.73 0.02 1.25 0.59 0.90 0.56 1.50 0.60

P29692 1 474 55 34 92 Elongation factor 1-delta (EF-1-delta) (Antigen NY-CO-4)P29692 sp|P29692|EF1D_HUMAN3 8.76 2.05 3.2 8.76 9.94 5.84 7.4 21.7099994 4.62599993 21.7099994 14.2299995 7 1 7 4 3 5 1 5 4 1.12 1.36 1.12 0.64 2.05 0.55 2.31 1.73 0.05 1.70 1.01 2.94 1.12 0.47 3.53 0.32 3.93 1.79 1.09 0.91 0.70 1.97 0.46 1.80 0.92 0.56 3.52 0.26 3.24 1.16 0.40 1.64 0.71 1.91 1.27 0.75 1.60 1.29 0.18 1.58 0.81 2.04 0.94 0.51 1.30 0.72 1.22 0.75 0.05 1.32 0.57 0.74 0.38 13.33 0.06

P29728 1 475 55 34 92 2'-5'-oligoadenylate synthase 2 ((2-5')oligo(A) synthase 2) (2-5A synthase 2) (EC 2.7.7.84) (p69 OAS / p71 OAS) (p69OAS / p71OAS)P29728 sp|P29728|OAS2_HUMAN3 4.48 2.41 3.14 4.47 4.95 4.48 5.59 5.28500006 2.78200004 5.28500006 5.28500006 2 1 2 2 2 4 1 2 4 1.03 1.17 1.21 0.58 20.75 0.06 25.03 1.33 0.21 3.56 0.37 4.73 0.95 0.80 7.14 0.13 6.80 1.37 1.01 1.08 0.58 3.57 0.30 3.85 1.13 0.44 3.65 0.31 4.12 1.17 0.74 105.14 0.01 122.90 1.17 1.32 0.98 1.31 0.30 5.82 0.23 7.64 0.90 0.53 4.61 0.19 4.13 0.88 0.44 3.55 0.25 1.29 0.33 6.49 0.20

P29966 1 476 75 50 120 Myristoylated alanine-rich C-kinase substrate (MARCKS) (Protein kinase C substrate, 80 kDa protein, light chain) (80K-L protein) (PKCSL)P29966 sp|P29966|MARCS_HUMAN3 9.9 9.9 9.92 5.65 5.69 7.4 7.44 30.4199994 30.4199994 24.4000003 28.3100009 6 6 5 6 4 5 4 5 3 1.63 0.03 1.47 1.11 2.39 1.17 0.23 1.47 0.79 1.71 1.21 0.29 1.59 0.76 1.91 0.99 0.95 1.29 0.77 1.28 1.59 0.26 13.63 0.12 21.73 0.77 0.27 2.08 0.37 1.61 1.04 0.69 1.47 0.71 1.53 1.09 0.53 1.50 0.73 1.64 1.01 0.99 666.02 0.00 670.21 0.98 0.92 1.64 0.60 1.62 0.96 0.68 1.47 0.65 1.41 0.96 0.72 1.47 0.66 1.42 0.71 0.12 1.76 0.40 1.25 0.74 0.36 2.40 0.31 1.78 1.28 0.05 1.29 0.99 1.65 1.40 0.02 1.29 1.08 0.96 0.90 32.13 0.03

P29992 1 478 75 50 120 Guanine nucleotide-binding protein subunit alpha-11 (G alpha-11) (G-protein subunit alpha-11) (Guanine nucleotide-binding protein G(y) subunit alpha)P29992 sp|P29992|GNA11_HUMAN3 27.95 24.91 26.44 27.95 29.57 7.2 19.24 50.7000029 38.9999986 50.7000029 32.3100001 16 15 16 14 9 10 7 10 10 1.41 0.00 1.17 1.21 1.64 1.30 0.01 1.17 1.12 1.52 1.24 0.01 1.14 1.09 1.41 0.92 0.41 1.23 0.75 1.14 1.20 0.17 1.46 0.82 1.76 0.91 0.24 1.19 0.77 1.09 0.90 0.15 1.17 0.77 1.05 1.22 0.01 1.14 1.06 1.39 1.38 0.11 1.62 0.85 2.23 1.12 0.46 1.41 0.80 1.58 0.97 0.73 1.23 0.79 1.19 1.28 0.01 1.17 1.10 1.49 0.81 0.16 1.39 0.58 1.12 1.02 0.92 1.51 0.67 1.54 1.25 0.03 1.21 1.04 1.51 1.14 0.25 1.27 0.89 1.06 0.57 1.46 0.73

P30041 1 479 75 50 120 Peroxiredoxin-6 (EC 1.11.1.15) (1-Cys peroxiredoxin) (1-Cys PRX) (24 kDa protein) (Acidic calcium-independent phospholipase A2) (aiPLA2) (EC 3.1.1.-) (Antioxidant protein 2) (Liver 2D page spot 40) (Non-selenium glutathione peroxidase) (NSGPx) (EC 1.11.1.9) (Red blood cells page spot 12)P30041 sp|P30041|PRDX6_HUMAN3 20.84 20.84 21.64 17.93 18.04 17.27 17.58 51.789999 51.789999 50.4499972 42.4100012 12 12 9 12 17 23 19 10 23 2.09 0.00 1.28 1.64 2.67 0.54 0.00 1.19 0.45 0.64 1.31 0.00 1.15 1.14 1.51 0.82 0.12 1.31 0.63 1.07 0.76 0.00 1.13 0.67 0.87 1.02 0.65 1.12 0.92 1.14 1.14 0.02 1.12 1.03 1.28 1.00 1.00 1.18 0.85 1.18 0.89 0.07 1.13 0.79 1.01 0.76 0.66 4.12 0.18 3.13 1.26 0.00 1.13 1.11 1.43 1.41 0.00 1.22 1.16 1.72 0.87 0.12 1.19 0.73 1.04 0.68 0.04 1.43 0.48 0.97 1.39 0.00 1.18 1.18 1.65 1.16 0.14 1.24 0.94 0.87 0.03 1.14 0.76

P30043 1 480 75 50 120 Flavin reductase (NADPH) (FR) (EC 1.5.1.30) (Biliverdin reductase B) (BVR-B) (EC 1.3.1.24) (Biliverdin-IX beta-reductase) (Green heme-binding protein) (GHBP) (NADPH-dependent diaphorase) (NADPH-flavin reductase) (FLR)P30043 sp|P30043|BLVRB_HUMAN3 8.56 8.56 9.4 7.26 7.53 4.62 4.98 39.320001 39.320001 31.0699999 22.3299995 8 8 6 3 5 7 7 3 4 1.71 0.01 1.36 1.26 2.32 0.79 0.06 1.30 0.61 1.02 0.89 0.31 1.47 0.60 1.31 0.81 0.32 2.04 0.40 1.64 0.63 0.14 3.62 0.17 2.27 1.05 0.53 1.21 0.87 1.27 1.10 0.47 1.39 0.79 1.53 1.10 0.63 2.13 0.52 2.35 1.12 0.74 28.70 0.04 32.16 1.01 0.98 10.01 0.10 10.13 1.11 0.21 1.21 0.92 1.34 1.50 0.03 1.40 1.07 2.10 1.10 0.24 1.21 0.91 1.33 1.07 0.66 1.79 0.60 1.92 1.36 0.44 4.04 0.34 5.49 1.12 0.34 1.47 0.76 1.23 0.51 15.43 0.08

P30044 1 481 75 50 120 Peroxiredoxin-5, mitochondrial (EC 1.11.1.15) (Alu corepressor 1) (Antioxidant enzyme B166) (AOEB166) (Liver tissue 2D-page spot 71B) (PLP) (Peroxiredoxin V) (Prx-V) (Peroxisomal antioxidant enzyme) (TPx type VI) (Thioredoxin peroxidase PMP20) (Thioredoxin reductase)P30044 sp|P30044|PRDX5_HUMAN3 17.1 17.1 17.19 13.89 13.98 14.7 14.92 45.3299999 45.3299999 44.3899989 44.8599994 11 11 9 10 23 27 21 22 27 1.77 0.00 1.13 1.57 2.00 0.77 0.16 1.47 0.53 1.14 0.92 0.18 1.14 0.80 1.05 0.84 0.02 1.15 0.73 0.96 1.03 0.57 1.13 0.91 1.17 0.75 0.03 1.28 0.59 0.96 1.02 0.79 1.16 0.88 1.18 0.89 0.10 1.16 0.77 1.03 0.86 0.07 1.19 0.72 1.02 0.72 0.03 1.32 0.55 0.95 1.29 0.02 1.22 1.05 1.57 1.50 0.00 1.23 1.22 1.84 0.78 0.13 1.39 0.56 1.09 0.60 0.04 1.59 0.38 0.95 1.31 0.00 1.14 1.15 1.50 1.49 0.00 1.14 1.30 0.77 0.04 1.27 0.61

P30085 1 482 75 50 120 UMP-CMP kinase (EC 2.7.4.14) (Deoxycytidylate kinase) (CK) (dCMP kinase) (Nucleoside-diphosphate kinase) (EC 2.7.4.6) (Uridine monophosphate/cytidine monophosphate kinase) (UMP/CMP kinase) (UMP/CMPK)P30085 sp|P30085|KCY_HUMAN3 9.65 9.65 10.12 7.66 7.96 7.58 8.1 35.1999998 35.1999998 18.8800007 18.8800007 6 6 4 4 7 8 8 5 7 1.01 0.89 1.25 0.81 1.27 0.58 0.00 1.21 0.48 0.70 0.94 0.47 1.28 0.73 1.20 0.66 0.01 1.28 0.51 0.84 1.12 0.44 1.66 0.67 1.86 0.91 0.39 1.32 0.69 1.20 1.66 0.00 1.21 1.37 2.02 0.89 0.32 1.39 0.64 1.23 1.19 0.49 2.47 0.48 2.95 0.82 0.29 1.63 0.51 1.34 1.22 0.08 1.27 0.96 1.55 1.52 0.01 1.24 1.23 1.88 1.03 0.77 1.25 0.82 1.29 0.77 0.33 2.07 0.37 1.59 0.94 0.46 1.28 0.73 1.20 1.95 0.04 1.85 1.05 0.69 0.15 2.04 0.34

P30086 1 483 75 50 120 Phosphatidylethanolamine-binding protein 1 (PEBP-1) (HCNPpp) (Neuropolypeptide h3) (Prostatic-binding protein) (Raf kinase inhibitor protein) (RKIP) [Cleaved into: Hippocampal cholinergic neurostimulating peptide (HCNP)]P30086 sp|P30086|PEBP1_HUMAN3 11.61 10.66 10.89 11.61 11.72 3.67 3.85 31.5499991 28.3399999 31.5499991 11.7600001 6 5 6 2 5 6 6 6 4 1.74 0.00 1.21 1.43 2.11 1.31 0.03 1.26 1.03 1.65 1.32 0.01 1.18 1.12 1.56 0.88 0.12 1.19 0.74 1.05 1.35 0.20 3.57 0.38 4.83 1.27 0.06 1.29 0.98 1.64 0.90 0.16 1.18 0.76 1.06 1.18 0.28 1.41 0.84 1.66 1.25 0.57 35.34 0.04 44.20 0.98 0.82 1.25 0.79 1.22 0.83 0.13 1.30 0.64 1.08 1.26 0.01 1.18 1.07 1.48 0.85 0.05 1.18 0.72 1.00 0.99 0.84 1.18 0.84 1.16 1.23 0.02 1.18 1.04 1.45 1.12 0.14 1.18 0.95 0.91 0.52 3.58 0.25

P30101 1 484 55 34 92 Protein disulfide-isomerase A3 (EC 5.3.4.1) (58 kDa glucose-regulated protein) (58 kDa microsomal protein) (p58) (Disulfide isomerase ER-60) (Endoplasmic reticulum resident protein 57) (ER protein 57) (ERp57) (Endoplasmic reticulum resident protein 60) (ER protein 60) (ERp60)P30101 sp|P30101|PDIA3_HUMAN3 6.07 5.9 6.2 2.21 2.38 6.07 6.52 8.31699967 8.31699967 3.95999998 6.73300028 4 4 2 4 4 5 4 3 5 0.75 0.10 1.55 0.48 1.15 1.04 0.67 1.42 0.73 1.48 1.13 NA NA NA NA 1.23 NA NA NA NA 1.39 0.28 2.62 0.53 3.65 0.63 0.13 2.28 0.27 1.43 0.75 0.17 1.79 0.42 1.35 0.64 NA NA NA NA 1.15 0.67 3.48 0.33 4.01 0.77 NA NA NA NA 0.72 0.20 2.08 0.35 1.51 0.87 0.24 1.42 0.62 1.24 0.92 0.48 1.51 0.61 1.39 0.59 NA NA NA NA 0.83 NA NA NA NA 1.26 NA NA NA 1.31 0.24 2.02 0.65

P30153 1 485 75 50 120 Serine/threonine-protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform (Medium tumor antigen-associated 61 kDa protein) (PP2A subunit A isoform PR65-alpha) (PP2A subunit A isoform R1-alpha)P30153 sp|P30153|2AAA_HUMAN3 18.76 18.76 20.15 14.58 15.83 12.98 15.02 21.0500002 21.0500002 21.0500002 16.3000003 12 12 9 10 13 19 13 8 19 1.02 0.79 1.18 0.87 1.20 0.70 0.00 1.12 0.63 0.79 1.12 0.56 1.53 0.73 1.70 0.90 0.35 1.28 0.71 1.15 0.97 0.68 1.18 0.82 1.15 0.94 0.51 1.21 0.78 1.14 1.01 0.92 1.34 0.76 1.36 0.94 0.61 1.31 0.72 1.23 1.04 0.59 1.19 0.88 1.24 1.15 0.60 1.85 0.62 2.14 1.19 0.05 1.20 1.00 1.43 1.22 0.04 1.21 1.02 1.48 1.03 0.68 1.15 0.89 1.18 2.48 0.03 2.23 1.11 5.53 0.94 0.43 1.19 0.79 1.12 1.00 0.95 1.20 0.84 1.07 0.47 1.23 0.87

P30273 1 486 75 50 120 High affinity immunoglobulin epsilon receptor subunit gamma (Fc receptor gamma-chain) (FcRgamma) (Fc-epsilon RI-gamma) (IgE Fc receptor subunit gamma) (FceRI gamma)P30273 sp|P30273|FCERG_HUMAN3 6 6 6.11 6 6.17 4 4.16 32.5599998 32.5599998 32.5599998 22.0899999 5 5 4 3 4 4 4 4 4 0.45 0.03 1.87 0.24 0.84 0.94 0.52 1.42 0.66 1.33 0.86 0.22 1.45 0.59 1.24 0.74 0.07 1.44 0.52 1.07 0.58 0.11 3.55 0.16 2.05 1.43 0.05 1.42 1.01 2.03 2.32 0.01 1.42 1.64 3.29 1.39 0.06 1.45 0.96 2.01 1.39 0.19 3.57 0.39 4.95 0.98 0.85 1.44 0.68 1.42 1.28 0.12 1.51 0.85 1.94 1.09 0.40 1.42 0.77 1.54 0.89 0.42 1.66 0.53 1.47 1.47 0.05 1.44 1.02 2.12 0.77 0.10 1.44 0.54 1.12 1.39 0.07 1.48 0.94 0.90 0.47 3.55 0.25

P30520 1 487 55 34 92 Adenylosuccinate synthetase isozyme 2 (AMPSase 2) (AdSS 2) (EC 6.3.4.4) (Adenylosuccinate synthetase, acidic isozyme) (Adenylosuccinate synthetase, liver isozyme) (L-type adenylosuccinate synthetase) (IMP--aspartate ligase 2)P30520 sp|P30520|PURA2_HUMAN3 4.19 4.19 4.31 2.01 2.15 2.49 2.56 6.14 6.14 3.07 5.48200011 2 2 1 2 4 6 4 2 6 1.97 0.26 39.76 0.05 78.18 0.48 0.12 6.34 0.08 3.03 1.07 NA NA NA NA 0.71 NA NA NA NA 0.89 0.56 5.76 0.15 5.13 0.97 0.83 3.57 0.27 3.47 1.11 0.60 6.02 0.18 6.67 1.02 NA NA NA NA 1.03 0.90 8.11 0.13 8.31 0.80 NA NA NA NA 0.91 0.66 7.25 0.13 6.61 1.19 0.43 6.19 0.19 7.39 0.93 0.81 21.74 0.04 20.19 0.48 NA NA NA NA 1.15 NA NA NA NA 1.43 NA NA NA 1.67 0.37 74.55 0.02

P30626 1 488 75 50 120 Sorcin (22 kDa protein) (CP-22) (CP22) (V19)P30626 sp|P30626|SORCN_HUMAN3 17.31 17.31 17.52 14 14.04 12.77 12.82 60.1000011 60.1000011 48.9899993 32.8299999 15 15 9 7 8 9 9 7 9 1.43 0.11 1.60 0.90 2.29 1.20 0.03 1.17 1.03 1.40 1.06 0.40 1.17 0.91 1.23 0.84 0.04 1.17 0.71 0.98 1.02 0.77 1.20 0.85 1.23 1.18 0.18 1.30 0.90 1.53 1.38 0.01 1.26 1.10 1.74 1.19 0.07 1.21 0.98 1.43 0.97 0.80 1.40 0.69 1.35 1.09 0.23 1.17 0.93 1.27 1.24 0.06 1.25 0.99 1.55 1.29 0.01 1.16 1.11 1.50 0.88 0.40 1.40 0.63 1.24 0.81 0.22 1.46 0.56 1.19 1.28 0.01 1.17 1.10 1.50 1.21 0.02 1.17 1.04 0.68 0.09 1.60 0.43

P30711 1 489 75 50 120 Glutathione S-transferase theta-1 (EC 2.5.1.18) (GST class-theta-1) (Glutathione transferase T1-1)P30711 sp|P30711|GSTT1_HUMAN3 10.04 8.24 8.98 10.04 10.56 3.28 3.5 27.0799995 27.0799995 27.0799995 5.83299995 5 5 5 1 5 7 5 7 2 0.94 0.51 1.30 0.72 1.22 0.95 0.80 1.81 0.53 1.72 0.57 0.42 5.20 0.11 2.94 1.15 0.30 1.36 0.84 1.55 0.96 0.78 3.64 0.27 3.51 0.94 0.54 1.31 0.72 1.24 1.53 0.07 1.62 0.94 2.47 0.97 0.90 1.68 0.58 1.63 1.19 0.77 353.99 0.00 421.16 1.34 0.14 1.53 0.87 2.05 1.25 0.17 1.47 0.85 1.84 1.69 0.04 1.59 1.06 2.69 1.07 0.62 1.51 0.71 1.62 1.11 0.51 1.45 0.76 1.60 1.64 0.01 1.34 1.22 2.19 0.78 0.02 1.21 0.64 0.99 0.97 16.28 0.06

P30740 1 490 75 50 120 Leukocyte elastase inhibitor (LEI) (Monocyte/neutrophil elastase inhibitor) (EI) (M/NEI) (Peptidase inhibitor 2) (PI-2) (Serpin B1)P30740 sp|P30740|ILEU_HUMAN3 18.67 18.67 21.81 12.55 15.48 15.68 18.71 34.830001 29.8200011 34.830001 29.8200011 14 14 12 10 11 15 10 7 15 1.24 0.00 1.13 1.09 1.39 0.65 0.03 1.44 0.45 0.94 1.07 0.57 1.31 0.81 1.40 0.87 0.12 1.22 0.71 1.06 0.88 0.06 1.14 0.77 1.01 0.98 0.80 1.21 0.81 1.19 1.12 0.07 1.13 0.99 1.26 1.15 0.06 1.16 0.99 1.34 1.11 0.13 1.16 0.96 1.28 1.08 0.59 1.38 0.78 1.49 1.08 0.45 1.25 0.86 1.35 1.23 0.03 1.19 1.03 1.46 1.19 0.04 1.18 1.01 1.41 1.21 0.32 1.55 0.78 1.87 1.13 0.10 1.16 0.97 1.31 1.18 0.09 1.22 0.96 1.05 0.65 1.30 0.81

P30838 1 491 75 50 120 Aldehyde dehydrogenase, dimeric NADP-preferring (EC 1.2.1.5) (ALDHIII) (Aldehyde dehydrogenase 3) (Aldehyde dehydrogenase family 3 member A1)P30838 sp|P30838|AL3A1_HUMAN3 19.98 19.98 24.87 18.54 21.46 17.58 22.6 27.3699999 26.9300014 27.3699999 21.6299996 19 17 12 19 23 33 23 14 33 1.29 0.00 1.13 1.14 1.47 0.86 0.07 1.18 0.73 1.01 0.61 0.09 1.78 0.34 1.09 0.55 0.01 1.47 0.38 0.82 0.90 0.06 1.12 0.80 1.01 0.54 0.00 1.20 0.45 0.65 2.82 0.00 1.20 2.35 3.39 0.50 0.00 1.40 0.36 0.70 1.38 0.02 1.30 1.06 1.79 0.43 0.00 1.51 0.29 0.66 0.80 0.00 1.14 0.70 0.91 1.69 0.00 1.20 1.41 2.03 0.56 0.00 1.25 0.45 0.70 0.50 0.01 1.53 0.33 0.77 0.50 0.00 1.52 0.33 0.76 0.84 0.39 1.57 0.53 0.55 0.00 1.31 0.42

P31146 1 492 75 50 120 Coronin-1A (Coronin-like protein A) (Clipin-A) (Coronin-like protein p57) (Tryptophan aspartate-containing coat protein) (TACO)P31146 sp|P31146|COR1A_HUMAN3 9.51 8.88 10 8.33 9.21 9.51 9.85 16.0500005 13.2300004 16.0500005 13.6700004 7 5 5 7 12 18 8 9 18 0.56 0.02 1.52 0.37 0.86 0.51 0.00 1.41 0.36 0.71 0.67 0.03 1.38 0.49 0.93 0.66 0.01 1.26 0.53 0.83 1.06 0.43 1.20 0.89 1.28 0.80 0.27 1.60 0.50 1.28 1.12 0.12 1.17 0.96 1.32 0.88 0.27 1.29 0.68 1.14 1.02 0.89 1.31 0.78 1.33 1.11 0.44 1.38 0.80 1.53 0.94 0.60 1.31 0.72 1.24 0.84 0.04 1.18 0.71 0.99 1.28 0.01 1.19 1.08 1.53 1.10 0.55 1.45 0.76 1.59 0.58 0.00 1.32 0.44 0.76 1.04 0.54 1.18 0.89 2.34 0.00 1.27 1.85

P31151 1 493 75 50 120 Protein S100-A7 (Psoriasin) (S100 calcium-binding protein A7)P31151 sp|P31151|S10A7_HUMAN3 4.33 4.33 4.46 1.36 1.5 1.59 1.63 21.7800006 21.7800006 10.8900003 10.8900003 2 2 1 1 3 4 4 2 4 0.57 0.03 1.50 0.38 0.86 3.23 0.02 1.88 1.72 6.07 0.74 0.21 3.57 0.21 2.66 0.56 0.11 3.59 0.16 2.03 0.87 0.25 1.47 0.59 1.27 0.62 0.14 2.37 0.26 1.46 0.78 0.12 1.52 0.51 1.18 1.14 0.41 3.57 0.32 4.08 6.72 0.08 12.57 0.53 84.51 1.67 0.16 5.12 0.33 8.55 1.04 0.76 1.66 0.63 1.74 0.54 0.02 1.50 0.36 0.81 0.58 0.03 1.49 0.38 0.86 1.71 0.12 3.58 0.48 6.12 1.36 0.20 3.57 0.38 4.88 0.72 0.19 3.57 0.20 0.92 0.71 2.39 0.38

P31939 1 495 75 50 120 Bifunctional purine biosynthesis protein PURH [Includes: Phosphoribosylaminoimidazolecarboxamide formyltransferase (EC 2.1.2.3) (5-aminoimidazole-4-carboxamide ribonucleotide formyltransferase) (AICAR transformylase); IMP cyclohydrolase (EC 3.5.4.10) (ATIC) (IMP synthase) (Inosinicase)]P31939 sp|P31939|PUR9_HUMAN3 16.11 16.11 16.6 11.8 12.14 12.35 12.81 21.9600007 21.9600007 17.7399993 17.9100007 10 10 6 7 9 10 9 8 10 1.39 0.02 1.31 1.06 1.82 0.85 0.05 1.17 0.72 1.00 1.01 0.88 1.23 0.83 1.24 0.95 0.64 1.31 0.72 1.24 0.97 0.65 1.17 0.83 1.14 1.02 0.70 1.13 0.90 1.16 1.08 0.26 1.15 0.93 1.24 1.03 0.80 1.30 0.79 1.33 0.98 0.86 1.41 0.69 1.38 1.23 0.18 1.41 0.88 1.74 1.35 0.03 1.30 1.03 1.76 1.23 0.04 1.22 1.01 1.49 1.16 0.10 1.20 0.96 1.40 1.19 0.17 1.31 0.90 1.56 0.93 0.44 1.25 0.74 1.16 1.11 0.31 1.26 0.88 0.92 0.45 1.29 0.71

P31944 1 496 55 34 92 Caspase-14 (CASP-14) (EC 3.4.22.-) [Cleaved into: Caspase-14 subunit p19; Caspase-14 subunit p10]P31944 sp|P31944|CASPE_HUMAN3 3.3 1.38 1.59 3.3 3.41 2.58 2.95 14.0499994 3.71900015 14.0499994 9.5040001 3 1 3 2 2 3 1 2 3 0.76 3.33 0.76 0.37 9.88 0.08 7.54 0.60 0.16 5.39 0.11 3.25 0.65 0.17 4.25 0.15 2.78 0.76 0.81 1.31 0.31 6.30 0.21 8.25 1.29 0.38 8.72 0.15 11.22 2.65 0.09 5.77 0.46 15.32 0.64 0.53 0.97 1.87 0.10 3.61 0.52 6.76 1.10 0.51 3.59 0.31 3.96 0.92 0.65 5.09 0.18 0.79 0.28 4.24 0.19

P31946 1 497 75 50 120 14-3-3 protein beta/alpha (Protein 1054) (Protein kinase C inhibitor protein 1) (KCIP-1) [Cleaved into: 14-3-3 protein beta/alpha, N-terminally processed]P31946 sp|P31946|1433B_HUMAN3 8.19 6.22 19.29 8.19 19.05 5.44 18.23 42.6800013 42.6800013 38.6200011 38.6200011 19 19 18 19 5 6 3 5 6 1.20 0.31 3.51 0.34 4.22 0.83 0.58 22.16 0.04 18.35 1.11 0.49 3.62 0.31 4.03 1.01 0.91 3.77 0.27 3.83 1.07 0.78 11.86 0.09 12.73 1.17 0.64 24.15 0.05 28.26 1.13 0.55 5.91 0.19 6.67 1.11 0.65 8.69 0.13 9.67 1.16 0.38 3.51 0.33 4.06 1.03 0.92 22.81 0.05 23.58 0.82 0.29 3.51 0.23 2.87 0.99 0.96 3.51 0.28 3.49 1.04 0.78 3.51 0.30 3.64 0.98 0.96 122.47 0.01 119.86 1.05 0.70 3.62 0.29 3.81 1.10 0.53 3.63 0.30 1.16 0.38 3.52 0.33

P31949 1 498 75 50 120 Protein S100-A11 (Calgizzarin) (Metastatic lymph node gene 70 protein) (MLN 70) (Protein S100-C) (S100 calcium-binding protein A11) [Cleaved into: Protein S100-A11, N-terminally processed]P31949 sp|P31949|S10AB_HUMAN3 11.12 9.83 10.31 11.12 11.72 10.37 10.74 49.5200008 49.5200008 49.5200008 49.5200008 11 9 9 11 27 35 24 22 35 1.27 0.02 1.20 1.05 1.53 1.08 0.31 1.21 0.90 1.30 1.13 0.16 1.21 0.93 1.37 0.86 0.11 1.23 0.69 1.06 1.37 0.01 1.21 1.13 1.66 0.84 0.16 1.32 0.64 1.11 1.04 0.59 1.21 0.86 1.26 0.82 0.05 1.21 0.68 1.00 1.22 0.39 1.79 0.68 2.20 0.71 0.20 1.85 0.39 1.32 0.83 0.32 1.56 0.54 1.30 1.28 0.02 1.21 1.06 1.54 0.78 0.13 1.45 0.54 1.13 0.70 0.12 1.67 0.42 1.16 1.10 0.24 1.21 0.91 1.34 1.30 0.02 1.21 1.07 1.03 0.80 1.34 0.77

P32119 1 499 75 50 120 Peroxiredoxin-2 (EC 1.11.1.15) (Natural killer cell-enhancing factor B) (NKEF-B) (PRP) (Thiol-specific antioxidant protein) (TSA) (Thioredoxin peroxidase 1) (Thioredoxin-dependent peroxide reductase 1)P32119 sp|P32119|PRDX2_HUMAN3 10.1 7.71 8.28 10.1 12.81 10.09 15.28 39.8999989 39.8999989 32.3199987 35.8599991 8 5 6 8 8 10 5 8 10 1.09 0.31 1.26 0.87 1.37 0.84 0.10 1.26 0.67 1.06 0.82 0.15 1.37 0.60 1.12 1.50 0.01 1.25 1.19 1.88 0.83 0.05 1.20 0.69 1.00 0.83 0.09 1.26 0.66 1.05 1.02 0.79 1.26 0.81 1.28 0.91 0.53 1.49 0.61 1.35 0.94 0.37 1.20 0.78 1.12 0.86 0.30 1.44 0.60 1.23 0.89 0.20 1.26 0.70 1.12 1.19 0.09 1.26 0.95 1.50 1.08 0.36 1.26 0.86 1.36 0.90 0.37 1.35 0.66 1.21 0.97 0.69 1.20 0.81 1.16 1.17 0.08 1.20 0.97 1.02 0.75 1.20 0.85

P33176 1 502 55 34 92 Kinesin-1 heavy chain (Conventional kinesin heavy chain) (Ubiquitous kinesin heavy chain) (UKHC)P33176 sp|P33176|KINH_HUMAN3 8.5 7.16 8.56 4.41 4.97 8.5 9.77 6.64599985 6.54200018 2.80399993 6.64599985 5 4 2 5 3 5 2 1 5 0.82 0.31 3.90 0.21 3.18 0.94 0.82 12.38 0.08 11.67 0.84 NA NA NA NA 0.94 NA NA NA NA 1.31 0.08 1.43 0.92 1.88 0.83 0.36 4.36 0.19 3.62 1.43 0.19 3.94 0.36 5.64 0.76 NA NA NA NA 1.04 0.69 1.43 0.73 1.48 0.90 NA NA NA NA 1.28 0.26 3.94 0.32 5.03 1.14 0.49 4.92 0.23 5.61 1.07 0.65 3.88 0.28 4.14 1.56 NA NA NA NA 0.98 NA NA NA NA 1.25 NA NA NA 1.24 0.34 2.11 0.59

P35221 1 504 75 50 120 Catenin alpha-1 (Alpha E-catenin) (Cadherin-associated protein) (Renal carcinoma antigen NY-REN-13)P35221 sp|P35221|CTNA1_HUMAN3 5.63 4.62 5.84 5.63 6.54 3.62 4.61 8.82999972 8.49900022 8.82999972 4.19399999 4 4 4 2 5 7 3 4 7 1.65 0.56 2230.85 0.00 3670.77 1.58 0.15 4.07 0.39 6.44 1.41 0.20 1.95 0.72 2.75 0.98 0.80 1.31 0.75 1.28 1.17 0.23 1.51 0.78 1.77 0.74 0.61 268.60 0.00 197.73 0.89 0.47 4.04 0.22 3.59 1.15 0.29 1.42 0.81 1.64 1.04 0.70 1.45 0.72 1.50 1.42 0.12 1.68 0.84 2.37 0.86 0.39 4.07 0.21 3.48 0.82 0.33 4.10 0.20 3.37 0.94 0.89 58.15 0.02 54.86 1.34 0.29 2.05 0.65 2.74 1.10 0.34 1.31 0.84 1.44 1.29 0.21 1.66 0.78 0.92 0.83 4.44 0.21

P35237 1 505 75 50 120 Serpin B6 (Cytoplasmic antiproteinase) (CAP) (Peptidase inhibitor 6) (PI-6) (Placental thrombin inhibitor)P35237 sp|P35237|SPB6_HUMAN3 20.16 20.16 21.61 10.68 11.65 10.53 11.49 34.5699996 34.5699996 19.4100007 22.0699996 13 13 5 6 10 11 11 9 11 1.66 0.00 1.22 1.36 2.01 0.75 0.02 1.25 0.60 0.94 1.05 0.63 1.29 0.81 1.35 0.96 0.75 1.35 0.71 1.30 0.83 0.30 1.54 0.54 1.27 1.14 0.34 1.34 0.85 1.52 1.21 0.07 1.23 0.98 1.49 0.93 0.83 2.38 0.39 2.22 0.86 0.29 1.38 0.63 1.19 0.85 0.38 1.57 0.54 1.34 1.15 0.30 1.33 0.86 1.53 1.33 0.01 1.22 1.09 1.61 1.05 0.65 1.28 0.82 1.34 0.65 0.34 3.03 0.21 1.97 1.30 0.02 1.21 1.08 1.57 1.12 0.75 2.58 0.44 1.08 0.79 1.96 0.55

P35241 1 506 75 50 120 Radixin P35241 sp|P35241|RADI_HUMAN3 17.91 16.92 51.04 14.6 42.44 17.91 51.98 45.2800006 39.7899985 36.3599986 45.2800006 44 42 37 44 14 23 12 8 23 1.32 0.00 1.13 1.17 1.49 1.54 0.00 1.13 1.37 1.74 2.15 0.00 1.36 1.58 2.92 0.79 0.03 1.22 0.64 0.96 0.87 0.05 1.14 0.76 1.00 1.17 0.02 1.13 1.04 1.33 0.71 0.01 1.26 0.57 0.89 1.22 0.19 1.41 0.87 1.72 1.03 0.83 1.34 0.77 1.37 0.98 0.84 1.24 0.79 1.22 0.60 0.00 1.14 0.53 0.68 0.92 0.13 1.13 0.81 1.04 1.01 0.82 1.13 0.90 1.14 0.95 0.72 1.40 0.68 1.33 0.97 0.71 1.18 0.82 1.15 0.86 0.06 1.17 0.73 0.78 0.01 1.17 0.66

P35247 1 507 75 50 120 Pulmonary surfactant-associated protein D (PSP-D) (SP-D) (Collectin-7) (Lung surfactant protein D)P35247 sp|P35247|SFTPD_HUMAN3 60.72 60.72 61.31 43.59 43.59 30.04 30.37 66.1300004 66.1300004 61.0700011 59.4699979 120 120 97 61 50 56 43 56 52 1.54 0.02 1.38 1.11 2.12 3.47 0.00 1.87 1.86 6.48 1.95 0.00 1.14 1.71 2.23 0.71 0.00 1.13 0.63 0.80 0.35 0.00 1.15 0.31 0.41 1.19 0.46 1.75 0.68 2.09 0.47 0.01 1.64 0.29 0.78 1.14 0.04 1.13 1.01 1.29 0.91 0.63 1.59 0.57 1.44 0.69 0.00 1.24 0.56 0.86 0.96 0.86 1.61 0.60 1.55 1.61 0.01 1.34 1.20 2.15 0.82 0.18 1.37 0.60 1.13 0.65 0.03 1.43 0.46 0.93 1.47 0.00 1.22 1.21 1.80 1.02 0.76 1.18 0.86 0.46 0.00 1.16 0.40

P35527 1 508 75 50 120 Keratin, type I cytoskeletal 9 (Cytokeratin-9) (CK-9) (Keratin-9) (K9)P35527 sp|P35527|K1C9_HUMAN3 59.2 59.2 62.45 58.76 60.64 52.69 55.37 57.7799976 55.2200019 57.7799976 49.4399995 70 70 59 57 72 89 61 67 89 0.57 0.00 1.14 0.49 0.65 1.86 0.00 1.11 1.67 2.07 0.81 0.00 1.10 0.73 0.89 0.46 0.00 1.10 0.42 0.51 0.67 0.00 1.09 0.62 0.73 1.37 0.00 1.07 1.27 1.47 1.36 0.00 1.10 1.23 1.49 1.36 0.00 1.10 1.24 1.49 0.96 0.58 1.16 0.82 1.12 2.70 0.00 1.07 2.52 2.89 0.81 0.00 1.13 0.72 0.91 0.58 0.00 1.11 0.52 0.64 1.97 0.00 1.12 1.76 2.20 1.70 0.00 1.09 1.57 1.85 1.00 0.97 1.07 0.93 1.08 0.97 0.43 1.07 0.91 0.86 0.00 1.09 0.78

P35579 1 509 75 50 120 Myosin-9 (Cellular myosin heavy chain, type A) (Myosin heavy chain 9) (Myosin heavy chain, non-muscle IIa) (Non-muscle myosin heavy chain A) (NMMHC-A) (Non-muscle myosin heavy chain IIa) (NMMHC II-a) (NMMHC-IIA)P35579 sp|P35579|MYH9_HUMAN3 155.14 121.78 124.64 150.59 152.76 155.14 157.65 45.6099987 34.3400002 44.6399987 45.6099987 108 70 100 108 123 181 81 107 181 0.62 0.00 1.21 0.51 0.75 0.96 0.64 1.19 0.80 1.14 0.70 0.00 1.08 0.64 0.75 2.00 0.00 1.08 1.85 2.15 1.76 0.00 1.07 1.65 1.88 0.60 0.00 1.09 0.55 0.65 1.30 0.00 1.05 1.23 1.37 0.80 0.00 1.08 0.74 0.86 0.88 0.00 1.07 0.82 0.94 0.80 0.00 1.17 0.68 0.93 0.79 0.00 1.07 0.73 0.85 0.74 0.00 1.06 0.70 0.79 0.79 0.00 1.07 0.73 0.85 0.80 0.00 1.12 0.72 0.90 0.67 0.00 1.05 0.64 0.71 0.92 0.00 1.04 0.88 1.37 0.00 1.08 1.27

P35606 1 510 75 50 120 Coatomer subunit beta' (Beta'-coat protein) (Beta'-COP) (p102)P35606 sp|P35606|COPB2_HUMAN3 14.85 13.43 14.7 10.06 11.01 14.85 17.07 11.1500002 9.71300006 6.73300028 11.1500002 8 8 5 8 9 11 11 4 11 1.06 0.67 1.32 0.80 1.39 1.15 0.12 1.20 0.96 1.38 0.95 0.82 2.06 0.46 1.95 1.52 0.01 1.26 1.20 1.91 0.99 0.84 1.19 0.83 1.17 1.07 0.49 1.23 0.87 1.32 0.96 0.49 1.15 0.83 1.10 0.82 0.49 2.24 0.37 1.84 0.74 0.09 1.44 0.51 1.07 0.65 0.36 3.46 0.19 2.27 1.14 0.10 1.17 0.97 1.33 0.95 0.31 1.12 0.84 1.06 1.12 0.28 1.25 0.90 1.41 1.02 0.94 2.44 0.42 2.49 1.04 0.66 1.26 0.82 1.30 1.08 0.43 1.32 0.82 1.01 0.89 1.19 0.85

P35858 1 511 55 34 92 Insulin-like growth factor-binding protein complex acid labile subunit (ALS)P35858 sp|P35858|ALS_HUMAN3 9.96 9.96 10.74 2 2.51 6.42 7.26 11.9000003 11.9000003 2.31400002 7.6030001 5 5 1 3 4 6 5 1 6 1.24 0.27 1.66 0.75 2.06 1.20 0.43 1.89 0.63 2.27 1.06 NA NA NA NA 0.77 NA NA NA NA 0.73 0.06 1.42 0.52 1.04 2.13 0.01 1.40 1.53 2.98 1.33 0.04 1.29 1.03 1.71 0.97 NA NA NA NA 1.53 0.04 1.46 1.05 2.23 1.40 NA NA NA NA 1.26 0.14 1.45 0.87 1.83 1.01 0.87 1.26 0.81 1.27 1.15 0.18 1.29 0.89 1.48 1.32 NA NA NA NA 0.99 NA NA NA NA 0.67 NA NA NA 0.79 0.10 1.42 0.55

P35908 1 512 75 50 120 Keratin, type II cytoskeletal 2 epidermal (Cytokeratin-2e) (CK-2e) (Epithelial keratin-2e) (Keratin-2 epidermis) (Keratin-2e) (K2e) (Type-II keratin Kb2)P35908 sp|P35908|K22E_HUMAN3 53.7 52.02 64.1 53.7 63.57 53.37 66.24 64.1600013 61.8200004 61.500001 64.1600013 58 58 55 48 49 55 46 46 55 0.63 0.00 1.13 0.56 0.72 2.17 0.00 1.14 1.90 2.48 0.90 0.04 1.11 0.80 1.00 0.61 0.00 1.18 0.51 0.72 0.71 0.00 1.10 0.64 0.78 1.01 0.85 1.11 0.91 1.12 0.93 0.07 1.09 0.85 1.01 1.39 0.00 1.08 1.29 1.50 0.89 0.16 1.18 0.76 1.05 2.03 0.00 1.09 1.87 2.21 0.74 0.00 1.19 0.63 0.89 0.66 0.00 1.09 0.61 0.72 0.99 0.88 1.13 0.88 1.12 1.79 0.00 1.10 1.63 1.97 1.05 0.15 1.08 0.98 1.13 1.53 0.00 1.10 1.39 1.06 0.50 1.18 0.89

P35998 1 513 75 50 120 26S protease regulatory subunit 7 (26S proteasome AAA-ATPase subunit RPT1) (Proteasome 26S subunit ATPase 2) (Protein MSS1)P35998 sp|P35998|PRS7_HUMAN3 15.81 15.81 17.44 13.51 15.44 14.72 16.97 24.0199998 24.0199998 22.6300001 22.4000007 10 8 10 9 11 16 9 7 16 0.91 0.14 1.14 0.80 1.04 1.19 0.02 1.14 1.04 1.36 0.76 0.01 1.20 0.64 0.92 1.45 0.13 1.68 0.86 2.45 1.34 0.01 1.18 1.13 1.58 0.80 0.18 1.41 0.57 1.14 0.83 0.10 1.26 0.66 1.05 0.97 0.86 1.58 0.61 1.53 0.94 0.72 1.48 0.64 1.40 0.97 0.81 1.36 0.71 1.31 0.91 0.38 1.25 0.73 1.14 1.00 0.97 1.20 0.83 1.20 0.88 0.18 1.22 0.72 1.08 0.90 0.18 1.19 0.75 1.07 0.81 0.03 1.21 0.67 0.98 0.82 0.05 1.22 0.68 1.21 0.23 1.43 0.85

P36269 1 514 75 50 120 Gamma-glutamyltransferase 5 (GGT 5) (EC 2.3.2.2) (Gamma-glutamyl transpeptidase-related enzyme) (GGT-rel) (Gamma-glutamyltransferase-like activity 1) (Gamma-glutamyltranspeptidase 5) (Glutathione hydrolase 5) (EC 3.4.19.13) (Leukotriene-C4 hydrolase) (EC 3.4.19.14) [Cleaved into: Gamma-glutamyltransferase 5 heavy chain; Gamma-glutamyltransferase 5 light chain]P36269 sp|P36269|GGT5_HUMAN3 8.56 5.59 6.51 6.34 6.7 8.56 9.26 10.9200001 5.80199994 7.67899975 10.9200001 5 3 3 5 7 10 5 7 10 1.18 0.34 3.56 0.33 4.22 1.44 0.17 3.55 0.40 5.11 1.55 0.36 4.99 0.31 7.70 1.39 0.26 2.49 0.56 3.46 0.82 0.08 1.27 0.64 1.04 1.06 0.71 3.96 0.27 4.18 0.66 0.28 11.22 0.06 7.43 1.11 0.46 1.66 0.67 1.85 1.18 0.15 1.28 0.92 1.51 1.11 0.59 2.08 0.53 2.32 0.76 0.37 10.79 0.07 8.15 1.02 0.94 22.42 0.05 22.91 1.08 0.70 7.61 0.14 8.25 1.04 0.86 2.44 0.43 2.54 0.93 0.52 1.47 0.64 1.37 1.52 0.15 2.21 0.69 1.54 0.02 1.39 1.11

P36543 1 516 55 42 80 V-type proton ATPase subunit E 1 (V-ATPase subunit E 1) (V-ATPase 31 kDa subunit) (p31) (Vacuolar proton pump subunit E 1)P36543 sp|P36543|VATE1_HUMAN3 5.44 5.44 5.58 4.19 4.31 2.04 2.22 15.0399998 15.0399998 9.73500013 3.98200005 3 3 2 1 3 4 4 3 1 0.65 0.05 1.52 0.43 0.99 1.22 0.16 1.47 0.83 1.78 0.69 0.12 1.83 0.38 1.27 1.90 0.24 5.27 0.36 9.98 1.04 NA NA NA NA 0.94 0.76 2.28 0.41 2.13 0.87 0.38 1.68 0.52 1.47 0.89 0.55 2.10 0.42 1.86 0.79 NA NA NA NA 1.07 0.62 1.64 0.65 1.76 0.87 0.50 2.04 0.43 1.78 0.96 0.70 1.47 0.66 1.41 0.88 0.46 1.79 0.49 1.58 0.85 0.74 5.71 0.15 4.88 0.79 0.10 1.43 0.55 1.13 0.71 0.19 2.10 0.34 0.83 NA NA NA

P36578 1 517 75 50 120 60S ribosomal protein L4 (60S ribosomal protein L1)P36578 sp|P36578|RL4_HUMAN3 19.55 18.35 19.3 19.55 20.1 11.01 11.58 28.0999988 24.8199999 28.0999988 18.2699993 15 11 15 8 17 25 13 25 12 0.52 0.00 1.19 0.44 0.62 0.61 0.00 1.28 0.48 0.78 0.66 0.00 1.18 0.56 0.77 2.93 0.00 1.23 2.38 3.61 1.08 0.67 1.60 0.68 1.73 0.60 0.00 1.28 0.47 0.76 1.01 0.87 1.16 0.87 1.18 0.75 0.01 1.22 0.61 0.91 0.76 0.04 1.29 0.59 0.98 0.71 0.01 1.27 0.56 0.90 0.70 0.04 1.41 0.49 0.98 0.79 0.02 1.20 0.66 0.95 0.53 0.00 1.25 0.42 0.66 0.58 0.01 1.48 0.39 0.86 1.05 0.30 1.10 0.95 1.16 0.97 0.48 1.10 0.88 0.49 0.04 1.98 0.25

P36871 1 518 75 50 120 Phosphoglucomutase-1 (PGM 1) (EC 5.4.2.2) (Glucose phosphomutase 1)P36871 sp|P36871|PGM1_HUMAN3 15.05 15.05 15.75 4.1 4.69 9.65 10.38 16.1899999 16.1899999 6.58399984 12.4600001 8 8 4 6 6 9 8 2 9 1.51 0.01 1.31 1.15 1.98 0.80 0.03 1.21 0.66 0.97 1.11 0.57 4.87 0.23 5.40 0.73 0.21 3.96 0.18 2.88 0.89 0.15 1.21 0.73 1.07 1.11 0.10 1.14 0.98 1.26 0.99 0.93 1.28 0.77 1.27 0.89 0.50 4.70 0.19 4.17 1.13 0.23 1.27 0.89 1.43 0.68 0.79 1823552.25 0.00 1232107.75 1.01 0.94 1.31 0.77 1.33 1.33 0.01 1.18 1.13 1.58 1.20 0.01 1.14 1.05 1.38 0.78 0.24 3.55 0.22 2.76 1.42 0.18 3.55 0.40 5.03 1.46 0.17 3.55 0.41 0.99 0.92 1.39 0.71

P36955 1 519 75 50 120 Pigment epithelium-derived factor (PEDF) (Cell proliferation-inducing gene 35 protein) (EPC-1) (Serpin F1)P36955 sp|P36955|PEDF_HUMAN3 18.54 18.54 19.22 16.86 17.12 10.56 10.96 30.8600009 30.8600009 23.4400004 20.3299999 13 13 8 6 17 19 17 14 19 0.91 0.32 1.24 0.73 1.13 0.42 0.00 1.28 0.33 0.54 0.73 0.00 1.13 0.64 0.82 0.46 0.00 1.32 0.35 0.60 0.50 0.00 1.24 0.40 0.62 1.14 0.85 4.89 0.23 5.57 1.29 0.00 1.14 1.13 1.47 1.07 0.29 1.14 0.94 1.22 1.54 0.04 1.50 1.02 2.32 2.21 0.00 1.36 1.63 3.01 1.58 0.00 1.24 1.27 1.97 1.25 0.70 3.70 0.34 4.63 1.40 0.60 4.18 0.34 5.85 2.48 0.00 1.14 2.17 2.83 0.99 0.81 1.13 0.87 1.12 1.03 0.59 1.13 0.91 1.07 0.41 1.21 0.88

P37802 1 521 75 50 120 Transgelin-2 (Epididymis tissue protein Li 7e) (SM22-alpha homolog)P37802 sp|P37802|TAGL2_HUMAN3 18.21 18.21 18.21 15.91 15.96 9.43 9.44 62.3099983 62.3099983 54.2699993 30.6499988 15 15 10 7 16 19 16 12 19 1.52 0.00 1.22 1.25 1.86 0.63 0.00 1.30 0.49 0.82 1.06 0.39 1.15 0.92 1.22 0.69 0.01 1.28 0.54 0.87 0.92 0.28 1.20 0.76 1.11 1.07 0.30 1.14 0.93 1.22 1.32 0.00 1.13 1.16 1.49 1.09 0.18 1.15 0.95 1.26 1.08 0.68 1.57 0.68 1.69 1.00 0.96 1.20 0.83 1.19 1.34 0.00 1.12 1.19 1.50 1.77 0.00 1.21 1.47 2.13 1.30 0.01 1.17 1.11 1.53 1.23 0.20 1.43 0.86 1.76 1.39 0.00 1.15 1.20 1.60 0.96 0.55 1.15 0.84 0.99 0.85 1.22 0.81

P37837 1 522 75 50 120 Transaldolase (EC 2.2.1.2)P37837 sp|P37837|TALDO_HUMAN3 7.45 3.68 4.75 3.58 4.15 7.45 8.3 12.1699996 6.52799979 3.26399989 12.1699996 4 2 1 4 5 8 4 4 8 0.96 0.59 1.25 0.76 1.20 1.10 0.27 1.26 0.88 1.38 1.10 0.60 1.69 0.65 1.86 0.77 0.08 1.36 0.57 1.06 1.17 0.25 1.39 0.84 1.63 0.88 0.18 1.25 0.70 1.11 1.01 0.86 1.26 0.81 1.27 0.95 0.73 1.54 0.62 1.46 0.88 0.14 1.21 0.73 1.07 0.90 0.84 4.46 0.20 4.01 0.92 0.31 1.25 0.73 1.15 1.11 0.41 1.40 0.79 1.55 1.28 0.09 1.38 0.93 1.76 0.87 0.47 1.68 0.52 1.47 0.86 0.15 1.28 0.67 1.10 0.92 0.36 1.27 0.73 1.35 0.02 1.26 1.07

P38606 1 523 75 50 120 V-type proton ATPase catalytic subunit A (V-ATPase subunit A) (EC 3.6.3.14) (V-ATPase 69 kDa subunit) (Vacuolar ATPase isoform VA68) (Vacuolar proton pump subunit alpha)P38606 sp|P38606|VATA_HUMAN3 25.16 15.2 16 25.16 25.69 18.9 19.9 26.8999994 14.7499993 26.8999994 20.1000005 14 10 14 12 17 24 11 17 24 0.53 0.04 1.83 0.29 0.96 0.93 0.74 1.70 0.54 1.58 0.90 0.19 1.18 0.76 1.06 2.21 0.00 1.17 1.89 2.59 0.98 0.87 1.40 0.70 1.36 0.50 0.03 1.83 0.27 0.92 0.47 0.01 1.71 0.27 0.80 0.86 0.09 1.19 0.72 1.03 0.73 0.02 1.29 0.56 0.94 0.92 0.71 1.58 0.59 1.46 0.56 0.09 2.03 0.28 1.13 0.64 0.07 1.64 0.39 1.05 0.59 0.09 1.92 0.30 1.12 0.82 0.19 1.35 0.61 1.12 0.87 0.01 1.09 0.80 0.95 0.83 0.00 1.09 0.76 0.67 0.02 1.38 0.49

P39023 1 524 75 50 120 60S ribosomal protein L3 (HIV-1 TAR RNA-binding protein B) (TARBP-B)P39023 sp|P39023|RL3_HUMAN3 17.1 17.1 17.89 12.75 13.27 9.13 9.9 21.3400006 21.3400006 17.1200007 18.8600004 12 12 8 7 8 9 9 8 7 0.54 0.01 1.44 0.38 0.78 0.61 0.00 1.29 0.47 0.79 0.68 0.02 1.31 0.52 0.90 2.48 0.00 1.29 1.92 3.21 1.20 0.07 1.23 0.97 1.47 0.56 0.02 1.54 0.36 0.86 0.88 0.24 1.27 0.69 1.12 0.86 0.18 1.30 0.66 1.11 0.89 0.19 1.24 0.72 1.09 0.84 0.26 1.43 0.58 1.20 0.56 0.01 1.42 0.39 0.80 0.68 0.01 1.27 0.53 0.86 0.59 0.03 1.54 0.38 0.91 0.81 0.39 1.78 0.46 1.44 0.94 0.33 1.17 0.80 1.09 0.93 0.26 1.17 0.79 0.67 0.03 1.43 0.47

P40121 1 525 75 50 120 Macrophage-capping protein (Actin regulatory protein CAP-G)P40121 sp|P40121|CAPG_HUMAN3 13.72 13.5 13.65 10.78 10.86 13.72 13.76 29.8900008 20.9800005 19.2499995 29.8900008 9 9 6 9 7 9 9 4 7 1.04 0.78 1.38 0.75 1.43 0.52 0.00 1.38 0.38 0.72 1.08 0.97 7068.40 0.00 7647.61 1.06 0.64 1.57 0.67 1.66 0.58 0.02 1.47 0.40 0.86 1.02 0.89 1.51 0.68 1.54 1.02 0.84 1.28 0.80 1.31 1.36 0.90 8390.18 0.00 11388.65 1.01 0.96 1.41 0.72 1.42 1.52 0.86 6917.19 0.00 10499.20 1.01 0.97 1.33 0.76 1.33 1.29 0.07 1.34 0.97 1.73 0.97 0.75 1.21 0.81 1.18 1.23 0.35 2.05 0.60 2.52 1.11 0.58 1.93 0.57 2.14 0.89 0.38 1.57 0.57 0.98 0.81 1.20 0.82

P40199 1 526 75 50 120 Carcinoembryonic antigen-related cell adhesion molecule 6 (Non-specific crossreacting antigen) (Normal cross-reacting antigen) (CD antigen CD66c)P40199 sp|P40199|CEAM6_HUMAN3 9.71 5.43 5.63 9.71 9.85 6.65 6.81 23.5499993 16.5700004 23.5499993 18.6000004 7 5 7 5 8 8 7 8 8 1.77 0.04 1.62 1.09 2.86 2.35 0.04 2.13 1.10 4.99 2.40 0.00 1.32 1.81 3.17 1.15 0.35 1.45 0.79 1.68 0.90 0.85 8.08 0.11 7.26 1.08 0.46 1.45 0.75 1.56 0.57 0.07 1.94 0.29 1.10 1.21 0.31 1.59 0.76 1.93 0.64 0.08 1.83 0.35 1.16 1.21 0.47 1.96 0.62 2.38 0.55 0.16 3.32 0.17 1.82 0.75 0.30 2.40 0.31 1.81 0.89 0.79 5.13 0.17 4.58 1.05 0.78 1.51 0.69 1.58 1.08 0.48 1.33 0.81 1.44 0.79 0.05 1.25 0.63 0.65 0.12 2.04 0.32

P40227 1 527 75 50 120 T-complex protein 1 subunit zeta (TCP-1-zeta) (Acute morphine dependence-related protein 2) (CCT-zeta-1) (HTR3) (Tcp20)P40227 sp|P40227|TCPZ_HUMAN3 27.69 16.8 19.19 27.69 29.66 26.83 29.09 34.0900004 19.0200001 32.3900014 34.0900004 17 10 17 16 16 24 8 17 24 1.04 0.54 1.18 0.89 1.23 0.93 0.41 1.24 0.75 1.15 0.86 0.19 1.27 0.68 1.09 1.96 0.00 1.25 1.58 2.44 1.84 0.00 1.26 1.45 2.32 0.65 0.00 1.17 0.56 0.77 0.75 0.01 1.17 0.64 0.88 0.91 0.47 1.34 0.68 1.21 0.78 0.04 1.26 0.62 0.98 0.84 0.55 1.88 0.45 1.58 0.87 0.28 1.35 0.64 1.18 0.85 0.09 1.21 0.71 1.03 0.74 0.06 1.37 0.54 1.02 0.67 0.03 1.41 0.47 0.94 0.88 0.03 1.12 0.79 0.98 0.83 0.01 1.13 0.74 0.88 0.18 1.21 0.73

P40306 1 528 75 50 120 Proteasome subunit beta type-10 (EC 3.4.25.1) (Low molecular mass protein 10) (Macropain subunit MECl-1) (Multicatalytic endopeptidase complex subunit MECl-1) (Proteasome MECl-1) (Proteasome subunit beta-2i)P40306 sp|P40306|PSB10_HUMAN3 6.62 6.62 6.7 4.87 4.95 5.59 5.64 20.8800003 11.3600001 13.9200002 20.8800003 4 3 4 4 5 7 4 4 7 0.66 0.10 1.76 0.38 1.17 1.55 0.04 1.47 1.06 2.28 0.58 0.08 2.03 0.29 1.19 2.84 0.01 1.43 1.99 4.06 1.64 0.03 1.43 1.14 2.34 0.62 0.06 1.69 0.37 1.04 0.63 0.03 1.43 0.44 0.90 0.70 0.08 1.58 0.44 1.10 0.69 0.33 3.49 0.20 2.40 0.62 0.05 1.58 0.39 0.98 0.75 0.09 1.44 0.52 1.08 0.84 0.09 1.25 0.67 1.05 0.81 0.09 1.32 0.61 1.06 0.56 0.13 2.73 0.21 1.54 0.57 0.03 1.52 0.38 0.87 0.60 0.06 1.79 0.34 0.84 0.59 3.38 0.25

P40394 1 529 75 50 120 Alcohol dehydrogenase class 4 mu/sigma chain (EC 1.1.1.1) (Alcohol dehydrogenase class IV mu/sigma chain) (Gastric alcohol dehydrogenase) (Retinol dehydrogenase)P40394 sp|P40394|ADH7_HUMAN3 11.09 11.09 11.8 2.12 2.24 4.86 5.11 18.1299999 18.1299999 2.59099994 6.73599988 7 7 1 3 4 5 5 2 4 1.00 1.00 1.34 0.75 1.34 0.42 0.00 1.40 0.30 0.60 1.02 0.88 3.72 0.27 3.80 0.63 0.52 535.92 0.00 336.12 0.72 0.19 3.61 0.20 2.60 0.55 0.00 1.21 0.45 0.66 2.05 0.02 1.65 1.24 3.39 0.90 0.50 3.76 0.24 3.38 0.93 0.58 3.54 0.26 3.28 0.72 0.92 66100000000000.00 0.00 47700000000000.00 1.47 0.00 1.20 1.22 1.77 1.80 0.00 1.27 1.42 2.28 1.06 0.84 2.13 0.50 2.26 1.41 0.19 3.72 0.38 5.25 0.90 0.49 3.76 0.24 3.38 1.15 0.41 3.73 0.31 0.68 0.18 4.18 0.16

P40429 1 530 75 50 120 60S ribosomal protein L13a (23 kDa highly basic protein)P40429 sp|P40429|RL13A_HUMAN3 6.51 4.22 4.44 6.51 6.6 1.66 1.79 27.5900006 7.38900006 27.5900006 6.89700022 6 2 6 2 5 6 6 5 3 0.50 0.00 1.23 0.41 0.61 0.56 0.00 1.24 0.45 0.69 0.65 0.02 1.37 0.47 0.88 2.32 0.00 1.39 1.67 3.22 1.65 0.12 3.55 0.46 5.86 0.65 0.00 1.22 0.53 0.79 1.07 0.38 1.21 0.88 1.30 0.82 0.15 1.37 0.59 1.12 0.55 0.31 53.28 0.01 29.54 1.00 0.98 1.72 0.58 1.72 0.61 0.01 1.32 0.47 0.81 0.73 0.01 1.21 0.60 0.89 0.61 0.00 1.21 0.51 0.74 0.91 0.54 1.51 0.60 1.37 0.78 0.15 1.47 0.53 1.14 0.72 0.01 1.20 0.60 0.72 0.19 3.55 0.20

P40763 1 531 75 50 120 Signal transducer and activator of transcription 3 (Acute-phase response factor)P40763 sp|P40763|STAT3_HUMAN3 4.67 3.25 4.15 2.99 3.3 4.67 5.53 3.89599986 1.688 2.33800001 3.89599986 3 1 1 3 4 5 4 3 5 0.91 0.27 1.26 0.72 1.14 0.74 0.02 1.25 0.59 0.92 0.83 0.33 3.77 0.22 3.14 1.14 0.61 10.62 0.11 12.09 0.93 0.63 4.10 0.23 3.82 1.07 0.42 1.25 0.85 1.34 1.00 0.97 1.33 0.75 1.34 1.00 0.98 4.20 0.24 4.19 1.20 0.35 4.12 0.29 4.93 1.60 0.40 74.50 0.02 119.55 1.06 0.64 1.46 0.73 1.55 1.07 0.42 1.26 0.85 1.34 1.08 0.34 1.25 0.87 1.36 1.25 0.28 3.80 0.33 4.74 1.07 0.75 7.53 0.14 8.05 0.92 0.61 4.72 0.19 1.13 0.78 76.03 0.01

P40925 1 532 75 50 120 Malate dehydrogenase, cytoplasmic (EC 1.1.1.37) (Cytosolic malate dehydrogenase) (Diiodophenylpyruvate reductase) (EC 1.1.1.96)P40925 sp|P40925|MDHC_HUMAN3 15.72 15.72 16.32 13.46 13.84 14.35 15.67 29.339999 26.9499987 24.2500007 29.339999 14 12 10 14 12 15 14 8 15 1.85 0.00 1.14 1.62 2.10 0.53 0.00 1.23 0.43 0.64 1.11 0.12 1.15 0.97 1.27 0.68 0.00 1.19 0.57 0.81 0.73 0.00 1.15 0.64 0.84 0.91 0.25 1.20 0.76 1.09 1.25 0.00 1.12 1.11 1.40 0.93 0.33 1.18 0.79 1.10 1.16 0.49 1.61 0.72 1.86 1.06 0.32 1.14 0.93 1.21 1.08 0.17 1.12 0.96 1.21 1.79 0.00 1.12 1.59 2.00 0.94 0.28 1.13 0.83 1.06 1.12 0.23 1.22 0.91 1.37 1.07 0.27 1.14 0.94 1.22 1.22 0.02 1.17 1.04 0.95 0.36 1.15 0.82

P41252 1 533 75 50 120 Isoleucine--tRNA ligase, cytoplasmic (EC 6.1.1.5) (Isoleucyl-tRNA synthetase) (IRS) (IleRS)P41252 sp|P41252|SYIC_HUMAN3 15.05 11.81 13.76 15.05 16.78 11.52 14.06 7.28999972 5.70500009 7.28999972 6.33900017 9 5 9 8 9 12 8 12 6 0.99 0.80 1.14 0.86 1.12 1.27 0.01 1.19 1.07 1.51 0.93 0.30 1.16 0.81 1.08 1.62 0.00 1.21 1.34 1.96 1.41 0.05 1.41 1.00 1.99 0.86 0.06 1.16 0.74 1.01 1.00 0.98 1.33 0.75 1.32 0.87 0.11 1.19 0.73 1.04 0.89 0.26 1.28 0.70 1.14 0.86 0.19 1.28 0.67 1.10 0.84 0.10 1.24 0.68 1.05 0.86 0.03 1.14 0.75 0.98 0.86 0.27 1.34 0.65 1.15 0.94 0.65 1.34 0.70 1.26 0.91 0.07 1.11 0.82 1.01 1.23 0.00 1.13 1.09 1.20 0.24 1.45 0.83

P42025 1 534 55 34 92 Beta-centractin (Actin-related protein 1B) (ARP1B)P42025 sp|P42025|ACTY_HUMAN3 6.62 6.62 6.68 3.57 11 5.26 5.47 19.9499995 16.2200004 19.9499995 13.3000001 8 4 8 3 3 6 1 3 6 0.74 2.07 1.14 0.41 3.60 0.32 4.11 2.22 0.11 5.73 0.39 12.75 1.58 0.08 1.78 0.89 2.82 0.47 0.46 0.93 0.62 3.61 0.26 3.37 0.72 0.07 1.47 0.49 1.05 0.96 0.77 3.61 0.27 3.48 0.62 0.58 0.53 0.85 0.47 6.34 0.13 5.40 0.88 0.42 3.60 0.24 3.16 1.05 0.73 3.61 0.29 0.74 0.31 2.61 0.28

P42224 1 535 75 50 120 Signal transducer and activator of transcription 1-alpha/beta (Transcription factor ISGF-3 components p91/p84)P42224 sp|P42224|STAT1_HUMAN3 7.69 7.69 8.45 3.65 4.28 6.15 7.24 10.0000002 10.0000002 2.80000009 8.5330002 7 7 2 6 5 6 5 3 6 0.80 0.03 1.20 0.67 0.96 0.64 0.03 1.45 0.44 0.93 0.69 0.16 2.07 0.33 1.42 0.71 0.06 1.46 0.49 1.04 0.78 0.05 1.29 0.61 1.01 1.05 0.67 1.32 0.79 1.38 1.13 0.19 1.25 0.91 1.41 0.97 0.86 1.95 0.50 1.89 1.40 0.40 2.96 0.47 4.13 1.98 0.09 2.61 0.76 5.16 1.09 0.51 1.39 0.78 1.51 0.98 0.79 1.25 0.79 1.22 1.32 0.02 1.23 1.07 1.63 1.21 0.16 1.46 0.83 1.76 0.89 0.33 1.46 0.61 1.30 1.05 0.66 1.46 0.72 1.12 0.53 1.68 0.67

P42345 1 537 55 34 92 Serine/threonine-protein kinase mTOR (EC 2.7.11.1) (FK506-binding protein 12-rapamycin complex-associated protein 1) (FKBP12-rapamycin complex-associated protein) (Mammalian target of rapamycin) (mTOR) (Mechanistic target of rapamycin) (Rapamycin and FKBP12 target 1) (Rapamycin target protein 1)P42345 sp|P42345|MTOR_HUMAN3 3.95 2.3 5.21 3.95 6.05 1.86 3.94 1.41200004 1.41200004 0.94149998 0.62770001 2 2 2 1 2 2 2 1 2 1.06 0.68 3.99 0.27 4.23 1.19 0.36 4.01 0.30 4.75 0.69 NA NA NA NA 0.90 NA NA NA NA 0.97 0.83 5.06 0.19 4.88 1.83 0.41 322.02 0.01 589.03 1.06 0.70 4.02 0.26 4.25 0.66 NA NA NA NA 1.04 0.81 4.57 0.23 4.74 2.61 NA NA NA NA 1.67 0.46 327.10 0.01 545.26 1.17 0.39 4.00 0.29 4.68 1.17 0.43 4.95 0.24 5.80 2.65 NA NA NA NA 1.12 NA NA NA NA 0.97 NA NA NA 0.87 0.49 5.60 0.16

P43005 1 538 55 34 92 Excitatory amino acid transporter 3 (Excitatory amino-acid carrier 1) (Neuronal and epithelial glutamate transporter) (Sodium-dependent glutamate/aspartate transporter 3) (Solute carrier family 1 member 1)P43005 sp|P43005|EAA3_HUMAN3 6.42 6.42 6.75 5.09 5.77 3.83 4.83 10.4999997 10.4999997 10.3100002 8.58799964 6 5 6 3 2 2 2 2 2 1.74 2.06 1.67 0.16 5.20 0.32 8.67 1.19 0.44 6.40 0.19 7.62 0.74 0.36 11.97 0.06 8.83 0.89 0.35 0.79 0.43 11.18 0.07 8.79 0.93 0.64 4.06 0.23 3.79 0.79 0.35 6.15 0.13 4.85 0.59 0.54 0.88 0.68 0.31 13.91 0.05 9.42 1.24 0.31 4.33 0.29 5.36 0.75 0.25 4.37 0.17 0.58 0.34 61.22 0.01

P43353 1 540 75 50 120 Aldehyde dehydrogenase family 3 member B1 (EC 1.2.1.5) (Aldehyde dehydrogenase 7)P43353 sp|P43353|AL3B1_HUMAN3 31.8 26.74 28.96 27.11 27.9 31.8 32.2 42.0899987 38.8900012 36.1099988 42.0899987 36 28 27 36 45 64 29 41 64 1.68 0.00 1.33 1.26 2.24 1.95 0.00 1.13 1.73 2.20 1.76 0.00 1.10 1.59 1.94 1.20 0.02 1.16 1.04 1.39 1.09 0.21 1.15 0.95 1.25 0.78 0.01 1.20 0.65 0.93 0.71 0.00 1.13 0.63 0.81 0.88 0.09 1.17 0.75 1.02 0.80 0.05 1.26 0.63 1.00 0.89 0.78 2.37 0.38 2.12 0.98 0.67 1.12 0.87 1.10 1.13 0.05 1.13 1.00 1.28 0.66 0.00 1.21 0.55 0.80 0.82 0.26 1.45 0.56 1.19 1.25 0.00 1.10 1.13 1.38 1.03 0.66 1.13 0.91 0.66 0.00 1.21 0.55

P43490 1 541 75 50 120 Nicotinamide phosphoribosyltransferase (NAmPRTase) (Nampt) (EC 2.4.2.12) (Pre-B-cell colony-enhancing factor 1) (Pre-B cell-enhancing factor) (Visfatin)P43490 sp|P43490|NAMPT_HUMAN3 13.74 13.74 15.76 6.02 7.01 10.32 11.82 23.6300007 23.6300007 7.9429999 13.6500001 9 9 4 5 10 14 10 5 14 0.95 0.53 1.21 0.78 1.15 0.60 0.00 1.24 0.48 0.74 1.12 0.16 1.19 0.93 1.33 0.74 0.01 1.21 0.61 0.89 0.97 0.60 1.14 0.85 1.11 1.14 0.37 1.37 0.83 1.56 1.13 0.06 1.14 0.99 1.28 0.99 0.86 1.19 0.83 1.18 1.15 0.30 1.34 0.86 1.54 0.95 0.70 1.38 0.69 1.31 1.15 0.16 1.24 0.93 1.43 1.56 0.00 1.20 1.30 1.87 1.21 0.06 1.23 0.99 1.49 0.88 0.30 1.35 0.65 1.19 1.00 0.96 1.20 0.83 1.19 0.98 0.79 1.20 0.82 1.68 0.00 1.20 1.40

P43652 1 542 75 50 120 Afamin (Alpha-albumin) (Alpha-Alb)P43652 sp|P43652|AFAM_HUMAN3 25.67 25.67 29.03 11.15 14.38 14.9 18.73 29.2199999 29.2199999 14.1900003 21.6999993 15 15 8 10 18 22 22 10 22 0.56 0.00 1.20 0.46 0.67 0.77 0.02 1.24 0.62 0.96 0.56 0.34 3.82 0.15 2.13 0.34 0.00 1.52 0.22 0.51 0.74 0.01 1.23 0.60 0.90 1.75 0.00 1.18 1.48 2.05 1.39 0.00 1.13 1.23 1.58 1.29 0.04 1.26 1.02 1.62 1.09 0.30 1.20 0.91 1.30 1.45 0.01 1.30 1.11 1.88 1.78 0.00 1.20 1.49 2.14 1.22 0.01 1.14 1.07 1.38 1.34 0.00 1.12 1.20 1.50 1.87 0.00 1.33 1.41 2.47 1.01 0.84 1.16 0.87 1.18 0.82 0.10 1.29 0.63 1.32 0.00 1.11 1.19

P43686 1 543 75 50 120 26S protease regulatory subunit 6B (26S proteasome AAA-ATPase subunit RPT3) (MB67-interacting protein) (MIP224) (Proteasome 26S subunit ATPase 4) (Tat-binding protein 7) (TBP-7)P43686 sp|P43686|PRS6B_HUMAN3 8.16 7.75 11.45 6.47 6.96 8.16 9.13 17.4600005 17.4600005 7.41600022 15.5499995 7 7 6 7 7 8 8 5 8 0.86 0.08 1.20 0.72 1.03 1.17 0.07 1.20 0.98 1.40 0.68 0.04 1.44 0.48 0.98 2.17 0.02 1.79 1.21 3.89 1.19 0.06 1.21 0.99 1.44 0.62 0.02 1.46 0.42 0.90 0.68 0.01 1.28 0.53 0.87 0.87 0.91 49.75 0.02 43.05 0.85 0.08 1.21 0.71 1.03 0.80 0.73 6.51 0.12 5.20 0.74 0.07 1.42 0.52 1.04 0.80 0.03 1.20 0.67 0.96 0.78 0.02 1.20 0.65 0.93 0.94 0.79 1.90 0.50 1.79 0.88 0.53 1.74 0.51 1.54 0.91 0.56 1.61 0.56 0.89 0.43 1.42 0.63

P45974 1 544 55 34 92 Ubiquitin carboxyl-terminal hydrolase 5 (EC 3.4.19.12) (Deubiquitinating enzyme 5) (Isopeptidase T) (Ubiquitin thioesterase 5) (Ubiquitin-specific-processing protease 5)P45974 sp|P45974|UBP5_HUMAN3 4.9 4.9 5.13 2.07 2.2 2.46 2.96 4.42899987 4.42899987 1.04900003 1.39899999 3 3 1 1 2 2 2 1 2 1.20 0.36 4.31 0.28 5.17 0.71 0.21 4.34 0.16 3.08 1.13 NA NA NA NA 0.99 NA NA NA NA 1.08 0.85 53.88 0.02 58.14 0.84 0.37 4.33 0.19 3.62 1.10 0.56 4.30 0.26 4.73 1.16 NA NA NA NA 1.35 0.20 3.53 0.38 4.77 0.85 NA NA NA NA 0.93 0.64 4.31 0.22 4.01 1.34 0.24 4.31 0.31 5.76 0.93 0.66 4.32 0.22 4.04 0.64 NA NA NA NA 1.05 NA NA NA NA 1.32 NA NA NA 1.04 0.76 3.53 0.29

P46108 1 545 55 34 92 Adapter molecule crk (Proto-oncogene c-Crk) (p38)P46108 sp|P46108|CRK_HUMAN3 7.5 7.5 7.81 2.03 2.19 3.87 4.16 19.7400004 19.7400004 5.59200011 7.89500028 4 4 1 2 2 2 2 2 2 1.57 0.14 3.73 0.42 5.86 1.16 0.38 3.71 0.31 4.31 1.53 NA NA NA NA 0.90 NA NA NA NA 1.28 0.35 6.86 0.19 8.78 1.03 0.81 3.73 0.28 3.86 0.93 0.79 15.49 0.06 14.36 1.28 NA NA NA NA 0.73 0.20 3.59 0.20 2.63 1.28 NA NA NA NA 0.92 0.76 14.21 0.06 13.08 0.92 0.57 3.70 0.25 3.41 1.53 0.46 117.21 0.01 179.02 1.00 NA NA NA NA 1.22 NA NA NA NA 1.25 NA NA NA 0.75 0.21 3.58 0.21

P46776 1 547 55 34 92 60S ribosomal protein L27aP46776 sp|P46776|RL27A_HUMAN3 2.48 2.18 2.27 2 2.18 2.48 2.66 7.43200034 7.43200034 7.43200034 7.43200034 1 1 1 1 4 6 3 2 6 0.71 0.18 3.58 0.20 2.53 0.81 0.28 3.58 0.23 2.89 0.72 NA NA NA NA 2.85 NA NA NA NA 1.01 0.99 4.95 0.20 4.98 1.03 0.95 68.87 0.01 70.63 1.02 0.90 5.01 0.20 5.11 0.78 NA NA NA NA 0.76 0.10 1.50 0.51 1.14 0.62 NA NA NA NA 0.77 0.33 6.52 0.12 5.02 0.79 0.25 3.60 0.22 2.82 0.60 0.12 3.58 0.17 2.16 0.40 NA NA NA NA 1.14 NA NA NA NA 0.97 NA NA NA 0.63 0.36 5.24 0.12

P46777 1 548 55 42 80 60S ribosomal protein L5P46777 sp|P46777|RL5_HUMAN3 4.78 4.5 4.77 4.78 5.03 2.15 2.41 11.4500001 7.40699992 11.4500001 2.69399993 4 2 4 1 2 3 2 3 2 0.82 0.32 3.92 0.21 3.24 0.95 0.73 3.88 0.25 3.70 1.12 0.75 30.39 0.04 34.04 1.78 0.14 4.95 0.36 8.82 1.21 NA NA NA NA 0.80 0.28 3.91 0.20 3.12 0.87 0.46 4.57 0.19 3.99 1.05 0.79 6.38 0.16 6.71 1.38 NA NA NA NA 1.07 0.81 16.76 0.06 17.92 1.20 0.33 3.90 0.31 4.70 0.82 0.32 3.88 0.21 3.20 1.02 0.89 3.89 0.26 3.97 0.72 0.42 26.28 0.03 18.95 0.99 0.94 3.60 0.28 3.57 0.89 0.46 3.62 0.25 1.05 NA NA NA

P46778 1 549 55 34 92 60S ribosomal protein L21P46778 sp|P46778|RL21_HUMAN3 6.33 1.57 1.89 6.33 6.92 2.25 2.68 25 9.375 25 9.375 4 1 4 1 3 5 1 4 5 0.71 1.02 0.77 0.40 2.96 0.26 2.27 2.33 0.09 3.25 0.72 7.58 0.78 0.38 8.38 0.09 6.53 0.78 1.15 0.98 0.83 1.52 0.64 1.48 0.83 0.51 12.18 0.07 10.06 0.86 0.46 2.01 0.43 1.73 0.78 0.79 0.68 0.93 0.84 3.75 0.25 3.50 0.97 0.76 1.42 0.68 1.38 0.87 0.32 1.59 0.55 0.49 0.37 357.76 0.00

P46779 1 550 55 42 80 60S ribosomal protein L28P46779 sp|P46779|RL28_HUMAN3 4.01 2.39 2.5 4.01 4.08 1.94 2.07 20.4400003 12.41 20.4400003 10.2200002 4 2 4 2 2 3 2 2 3 0.50 0.26 41.04 0.01 20.64 0.92 0.60 4.43 0.21 4.07 0.71 0.45 36.91 0.02 26.37 3.55 0.19 127.02 0.03 450.96 0.89 NA NA NA NA 0.78 0.36 7.49 0.10 5.84 1.17 0.45 5.65 0.21 6.63 0.61 0.26 14.71 0.04 8.98 0.86 NA NA NA NA 0.50 0.26 42.03 0.01 21.19 0.72 0.47 40.89 0.02 29.58 0.79 0.41 9.23 0.09 7.32 0.72 0.30 8.42 0.09 6.07 0.64 0.89 59200000000000.00 0.00 38100000000000.00 0.96 0.73 3.56 0.27 3.41 0.99 0.97 46.00 0.02 0.51 NA NA NA

P46781 1 551 75 50 120 40S ribosomal protein S9P46781 sp|P46781|RS9_HUMAN3 10.91 7.18 7.33 6.66 6.99 10.91 11.4 22.1599996 18.0399999 12.37 22.1599996 6 5 3 6 9 16 5 5 16 0.60 0.01 1.28 0.47 0.77 0.76 0.03 1.25 0.61 0.95 0.62 0.03 1.46 0.42 0.90 2.65 0.01 1.46 1.82 3.86 1.47 0.00 1.18 1.24 1.73 0.71 0.02 1.25 0.57 0.89 1.14 0.17 1.25 0.91 1.42 0.66 0.04 1.46 0.45 0.96 0.78 0.25 1.65 0.47 1.28 0.64 0.10 1.92 0.33 1.22 0.75 0.03 1.25 0.60 0.93 0.90 0.23 1.25 0.72 1.12 0.78 0.04 1.26 0.62 0.98 0.52 0.02 1.47 0.35 0.76 1.00 0.97 1.46 0.68 1.45 1.02 0.86 1.46 0.70 0.73 0.01 1.22 0.60

P46782 1 552 75 50 120 40S ribosomal protein S5 [Cleaved into: 40S ribosomal protein S5, N-terminally processed]P46782 sp|P46782|RS5_HUMAN3 6.85 6.85 7.16 4.02 4.17 3.63 3.89 22.0599994 22.0599994 13.73 17.6499993 6 6 3 4 6 8 8 3 6 0.59 0.03 1.57 0.38 0.93 0.67 0.05 1.50 0.44 1.00 0.63 0.36 40.27 0.02 25.56 2.29 0.22 42.46 0.05 97.15 1.53 0.16 4.17 0.37 6.39 0.62 0.03 1.47 0.42 0.91 0.84 0.17 1.35 0.62 1.14 0.63 0.31 21.37 0.03 13.51 0.78 0.44 12.59 0.06 9.86 0.55 0.26 24.56 0.02 13.55 0.90 0.49 1.53 0.59 1.38 0.93 0.40 1.28 0.72 1.19 1.11 0.66 2.01 0.55 2.25 0.54 0.37 185.87 0.00 100.01 0.85 0.42 4.79 0.18 4.09 0.86 0.42 4.58 0.19 1.06 0.65 3.54 0.30

P46940 1 553 75 50 120 Ras GTPase-activating-like protein IQGAP1 (p195)P46940 sp|P46940|IQGA1_HUMAN3 66.26 58.78 62.89 66.26 69.04 63.36 67.06 25.4099995 23.7800002 24.9799997 25.4099995 35 33 35 34 46 55 41 43 55 1.16 0.01 1.10 1.05 1.28 0.97 0.38 1.07 0.90 1.04 1.00 0.96 1.07 0.94 1.07 1.26 0.00 1.09 1.16 1.37 1.06 0.14 1.08 0.98 1.15 0.96 0.43 1.11 0.87 1.06 1.07 0.04 1.06 1.00 1.13 0.93 0.14 1.10 0.84 1.03 1.04 0.49 1.11 0.93 1.16 0.94 0.39 1.17 0.80 1.09 1.21 0.00 1.11 1.09 1.34 1.21 0.00 1.07 1.13 1.30 1.02 0.61 1.08 0.94 1.11 0.94 0.53 1.22 0.77 1.15 1.08 0.02 1.06 1.02 1.15 1.06 0.12 1.07 0.99 0.99 0.79 1.11 0.89

P47756 1 554 75 50 120 F-actin-capping protein subunit beta (CapZ beta)P47756 sp|P47756|CAPZB_HUMAN3 11.38 11.38 11.62 7.35 7.48 4.99 5.09 27.0799995 27.0799995 11.5500003 9.74700004 7 7 4 3 7 9 9 6 5 0.95 0.45 1.15 0.83 1.10 1.03 0.64 1.16 0.89 1.20 0.85 0.33 1.56 0.54 1.33 1.37 0.03 1.28 1.07 1.75 0.98 0.83 1.44 0.68 1.41 0.84 0.03 1.15 0.73 0.97 0.95 0.40 1.15 0.82 1.09 0.81 0.43 2.08 0.39 1.68 0.96 0.71 1.51 0.64 1.45 0.84 0.58 2.46 0.34 2.07 0.93 0.33 1.18 0.79 1.10 1.02 0.72 1.16 0.88 1.19 1.00 0.99 1.21 0.83 1.21 0.68 0.16 1.97 0.34 1.33 0.82 0.44 2.03 0.40 1.67 0.93 0.74 1.85 0.50 1.22 0.14 1.44 0.85

P47897 1 555 75 50 120 Glutamine--tRNA ligase (EC 6.1.1.18) (Glutaminyl-tRNA synthetase) (GlnRS)P47897 sp|P47897|SYQ_HUMAN3 12.01 10.43 13.65 10.94 12.61 12.01 14.23 13.6800006 9.29000005 13.6800006 12.5200003 12 8 9 12 5 6 4 4 6 0.86 0.14 1.26 0.68 1.09 0.92 0.34 1.26 0.73 1.16 0.59 0.57 14.35 0.04 8.46 0.61 0.50 7.50 0.08 4.60 1.47 0.01 1.27 1.16 1.86 0.81 0.12 1.35 0.60 1.10 0.94 0.68 1.51 0.63 1.42 0.86 0.78 4.95 0.17 4.23 0.95 0.55 1.27 0.75 1.21 1.09 0.92 10.29 0.11 11.16 0.89 0.66 2.08 0.43 1.86 0.92 0.35 1.26 0.73 1.16 0.89 0.49 1.64 0.54 1.45 1.30 0.70 6.87 0.19 8.90 0.85 0.85 12.26 0.07 10.44 0.76 0.69 7.48 0.10 1.00 0.98 1.63 0.61

P47914 1 556 55 42 80 60S ribosomal protein L29 (Cell surface heparin-binding protein HIP)P47914 sp|P47914|RL29_HUMAN3 3.72 3.15 3.26 3.72 3.91 2 2.11 14.4700006 14.4700006 14.4700006 9.43399966 3 3 2 1 3 5 2 5 2 0.58 0.39 119.69 0.00 69.74 1.72 0.20 9.08 0.19 15.60 0.83 0.47 2.53 0.33 2.09 2.88 0.01 1.50 1.91 4.33 0.88 NA NA NA NA 0.70 0.19 4.11 0.17 2.88 0.86 0.55 9.66 0.09 8.30 0.86 0.59 2.83 0.30 2.42 1.40 NA NA NA NA 0.75 0.12 1.61 0.47 1.21 0.62 0.25 12.41 0.05 7.74 0.91 0.75 22.07 0.04 19.99 0.43 0.13 9.34 0.05 3.98 0.74 0.47 4.21 0.18 3.12 0.74 0.09 1.50 0.50 1.11 0.52 0.02 1.49 0.35 0.51 NA NA NA

P48444 1 559 75 50 120 Coatomer subunit delta (Archain) (Delta-coat protein) (Delta-COP)P48444 sp|P48444|COPD_HUMAN3 14.59 14.59 15.22 10.89 11.23 8.53 9.12 15.6599999 15.6599999 10.3699997 8.61100033 8 8 5 4 7 9 9 7 6 0.98 0.73 1.13 0.87 1.11 1.45 0.00 1.14 1.27 1.65 0.93 0.64 1.43 0.66 1.33 1.38 0.01 1.23 1.13 1.70 1.04 0.69 1.47 0.71 1.53 1.04 0.43 1.13 0.92 1.18 0.93 0.22 1.13 0.83 1.05 0.92 0.60 1.49 0.61 1.37 0.92 0.47 1.51 0.61 1.39 1.22 0.28 1.53 0.80 1.86 1.04 0.65 1.20 0.86 1.24 1.05 0.36 1.13 0.93 1.19 1.03 0.71 1.22 0.84 1.26 1.09 0.62 1.55 0.71 1.70 0.94 0.35 1.16 0.81 1.09 0.86 0.04 1.16 0.74 0.95 0.71 1.60 0.60

P48509 1 560 75 50 120 CD151 antigen (GP27) (Membrane glycoprotein SFA-1) (Platelet-endothelial tetraspan antigen 3) (PETA-3) (Tetraspanin-24) (Tspan-24) (CD antigen CD151)P48509 sp|P48509|CD151_HUMAN3 6.67 6.67 6.89 5.67 6.36 4.75 4.98 13.0400002 10.6700003 13.0400002 7.50999972 6 4 6 3 4 5 5 3 3 1.00 0.99 1.84 0.54 1.84 1.40 0.04 1.36 1.03 1.91 1.15 0.42 1.82 0.63 2.10 0.64 0.04 1.51 0.42 0.96 0.74 0.20 1.99 0.37 1.47 1.09 0.65 1.60 0.68 1.74 0.86 0.29 1.41 0.61 1.22 1.74 0.09 2.19 0.79 3.81 0.85 0.61 3.16 0.27 2.70 1.44 0.87 4656.06 0.00 6694.35 0.99 0.93 1.32 0.75 1.31 0.78 0.05 1.27 0.61 0.99 1.41 0.13 1.65 0.86 2.34 1.14 0.39 1.69 0.68 1.93 0.99 0.95 2.56 0.38 2.53 0.99 0.93 1.52 0.65 0.84 0.23 1.54 0.55

P48556 1 561 75 50 120 26S proteasome non-ATPase regulatory subunit 8 (26S proteasome regulatory subunit RPN12) (26S proteasome regulatory subunit S14) (p31)P48556 sp|P48556|PSMD8_HUMAN3 7.15 3.84 4.13 3.7 4.08 7.15 7.73 11.4299998 7.14299977 4.85699996 11.4299998 4 2 2 4 3 5 2 3 5 1.03 0.84 3.93 0.26 4.04 1.15 0.43 3.90 0.29 4.46 0.79 0.34 5.65 0.14 4.49 1.75 0.29 34.37 0.05 60.08 1.50 0.01 1.27 1.18 1.90 0.69 0.24 7.00 0.10 4.79 0.69 0.18 3.89 0.18 2.69 0.90 0.62 6.77 0.13 6.12 0.74 0.04 1.32 0.56 0.97 0.93 0.76 12.03 0.08 11.15 0.71 0.19 3.90 0.18 2.77 1.00 1.00 3.93 0.25 3.93 0.81 0.39 6.72 0.12 5.44 1.01 0.99 40.77 0.02 40.98 0.84 0.34 3.68 0.23 3.09 0.76 0.23 3.66 0.21 0.80 0.05 1.27 0.63

P48643 1 562 75 50 120 T-complex protein 1 subunit epsilon (TCP-1-epsilon) (CCT-epsilon)P48643 sp|P48643|TCPE_HUMAN3 15.6 12.64 14.65 14.68 18.14 15.6 18.93 19.2200005 12.2000001 17.9299995 19.2200005 10 8 10 10 11 14 7 11 14 1.10 0.22 1.18 0.93 1.30 1.39 0.15 1.62 0.85 2.25 0.80 0.14 1.38 0.58 1.10 2.00 0.00 1.28 1.56 2.56 1.60 0.00 1.16 1.38 1.87 0.92 0.43 1.29 0.71 1.18 0.88 0.06 1.15 0.77 1.01 0.84 0.26 1.40 0.60 1.18 0.72 0.00 1.22 0.59 0.88 0.81 0.22 1.45 0.56 1.17 0.97 0.88 1.60 0.60 1.55 0.94 0.38 1.16 0.81 1.10 0.81 0.01 1.14 0.71 0.93 0.65 0.07 1.61 0.40 1.05 0.91 0.18 1.16 0.78 1.06 0.80 0.01 1.16 0.69 0.89 0.17 1.20 0.74

P49189 1 564 55 42 80 4-trimethylaminobutyraldehyde dehydrogenase (TMABADH) (EC 1.2.1.47) (Aldehyde dehydrogenase E3 isozyme) (Aldehyde dehydrogenase family 9 member A1) (EC 1.2.1.3) (Gamma-aminobutyraldehyde dehydrogenase) (EC 1.2.1.19) (R-aminobutyraldehyde dehydrogenase)P49189 sp|P49189|AL9A1_HUMAN3 5.24 3.46 5.89 5.24 5.51 4.07 6.59 5.8699999 5.8699999 5.8699999 5.8699999 3 3 3 3 3 5 3 5 1 0.91 0.72 2.72 0.33 2.48 0.91 0.67 2.33 0.39 2.12 1.05 0.75 1.61 0.65 1.70 1.48 0.03 1.36 1.09 2.02 1.41 NA NA NA NA 1.36 0.33 2.83 0.48 3.85 1.19 0.30 1.71 0.69 2.03 0.89 0.23 1.27 0.71 1.13 0.83 NA NA NA NA 1.05 0.80 1.68 0.62 1.76 1.32 0.11 1.55 0.85 2.04 1.41 0.25 2.52 0.56 3.55 1.11 0.37 1.49 0.75 1.65 0.77 0.28 1.85 0.42 1.43 0.98 0.78 1.27 0.77 1.24 0.94 0.48 1.27 0.74 0.87 NA NA NA

P49327 1 565 75 50 120 Fatty acid synthase (EC 2.3.1.85) [Includes: [Acyl-carrier-protein] S-acetyltransferase (EC 2.3.1.38); [Acyl-carrier-protein] S-malonyltransferase (EC 2.3.1.39); 3-oxoacyl-[acyl-carrier-protein] synthase (EC 2.3.1.41); 3-oxoacyl-[acyl-carrier-protein] reductase (EC 1.1.1.100); 3-hydroxyacyl-[acyl-carrier-protein] dehydratase (EC 4.2.1.59); Enoyl-[acyl-carrier-protein] reductase (EC 1.3.1.39); Oleoyl-[acyl-carrier-protein] hydrolase (EC 3.1.2.14)]P49327 sp|P49327|FAS_HUMAN3 36.41 33.28 37.92 30.15 33.51 36.41 40.16 9.55799967 8.44300017 8.92100036 9.55799967 20 17 16 20 26 40 20 19 40 1.18 0.09 1.22 0.97 1.45 0.85 0.02 1.14 0.75 0.98 0.68 0.00 1.21 0.57 0.83 0.98 0.78 1.18 0.83 1.15 1.10 0.11 1.13 0.98 1.24 1.02 0.80 1.21 0.85 1.24 1.09 0.20 1.14 0.95 1.24 0.90 0.17 1.18 0.76 1.05 1.10 0.15 1.15 0.96 1.27 1.33 0.12 1.46 0.91 1.94 1.19 0.06 1.19 0.99 1.41 1.05 0.39 1.12 0.93 1.18 1.22 0.00 1.10 1.11 1.34 1.36 0.05 1.37 0.99 1.87 0.86 0.00 1.10 0.78 0.94 1.11 0.16 1.17 0.95 1.10 0.04 1.09 1.00

P49368 1 566 75 50 120 T-complex protein 1 subunit gamma (TCP-1-gamma) (CCT-gamma) (hTRiC5)P49368 sp|P49368|TCPG_HUMAN3 22.12 22.12 24.26 21.31 23.35 18.25 20.41 29.1700006 24.2200002 29.1700006 23.8499999 14 11 14 12 12 14 11 14 12 1.13 0.06 1.14 0.99 1.29 0.95 0.35 1.12 0.85 1.07 0.85 0.19 1.30 0.65 1.10 1.88 0.00 1.14 1.65 2.15 1.84 0.02 1.53 1.20 2.82 0.73 0.01 1.21 0.61 0.88 0.77 0.01 1.17 0.65 0.90 0.93 0.62 1.34 0.70 1.25 0.63 0.01 1.35 0.47 0.85 0.78 0.17 1.46 0.53 1.14 0.69 0.00 1.20 0.58 0.83 0.89 0.03 1.12 0.79 0.99 0.71 0.00 1.15 0.61 0.81 0.89 0.59 1.60 0.55 1.43 0.90 0.10 1.15 0.78 1.03 0.75 0.00 1.13 0.66 0.76 0.05 1.30 0.59

P49720 1 567 75 50 120 Proteasome subunit beta type-3 (EC 3.4.25.1) (Proteasome chain 13) (Proteasome component C10-II) (Proteasome theta chain)P49720 sp|P49720|PSB3_HUMAN3 8.8 3.28 3.42 7.9 8.28 8.8 9.04 33.1699997 23.4099999 33.1699997 28.7800014 6 4 6 5 10 14 4 12 14 0.56 0.01 1.35 0.42 0.76 1.91 0.03 1.73 1.10 3.31 0.65 0.02 1.38 0.47 0.90 2.13 0.01 1.68 1.27 3.59 2.02 0.00 1.28 1.58 2.58 0.46 0.00 1.37 0.34 0.63 0.61 0.06 1.73 0.35 1.05 0.81 0.09 1.30 0.62 1.05 0.52 0.01 1.50 0.35 0.79 0.89 0.47 1.47 0.61 1.31 0.80 0.36 1.97 0.40 1.56 0.79 0.08 1.35 0.58 1.06 0.73 0.05 1.35 0.54 0.99 1.09 0.75 1.89 0.58 2.05 0.69 0.00 1.21 0.57 0.83 0.77 0.01 1.18 0.66 0.86 0.35 1.44 0.60

P49721 1 568 75 50 120 Proteasome subunit beta type-2 (EC 3.4.25.1) (Macropain subunit C7-I) (Multicatalytic endopeptidase complex subunit C7-I) (Proteasome component C7-I)P49721 sp|P49721|PSB2_HUMAN3 11.67 11.67 14.36 11.39 12.44 8.12 9.23 41.2900001 41.2900001 38.3100003 26.3700008 10 9 10 6 10 11 8 11 10 0.55 0.00 1.17 0.47 0.64 2.48 0.00 1.17 2.12 2.90 0.47 0.01 1.50 0.31 0.70 3.36 0.00 1.24 2.70 4.18 2.19 0.00 1.33 1.64 2.91 0.38 0.00 1.28 0.30 0.49 0.48 0.00 1.24 0.38 0.59 0.58 0.01 1.33 0.43 0.77 0.62 0.05 1.64 0.38 1.02 0.57 0.02 1.56 0.36 0.88 0.48 0.00 1.29 0.37 0.61 0.77 0.01 1.17 0.66 0.90 0.47 0.00 1.25 0.38 0.59 0.42 0.01 1.79 0.24 0.75 0.58 0.00 1.23 0.47 0.72 0.53 0.00 1.20 0.45 0.56 0.07 1.99 0.28

P49773 1 570 75 50 120 Histidine triad nucleotide-binding protein 1 (EC 3.-.-.-) (Adenosine 5'-monophosphoramidase) (Protein kinase C inhibitor 1) (Protein kinase C-interacting protein 1) (PKCI-1)P49773 sp|P49773|HINT1_HUMAN3 4.54 4.3 4.75 2.12 2.33 4.54 4.84 28.5699993 21.4300007 7.14299977 28.5699993 3 2 1 3 5 6 6 3 6 1.45 0.05 1.44 1.00 2.10 0.55 0.02 1.45 0.38 0.80 1.19 0.33 3.66 0.33 4.37 0.57 0.11 3.68 0.15 2.09 0.63 0.03 1.46 0.43 0.92 1.01 0.90 1.45 0.70 1.46 1.19 0.18 1.44 0.82 1.71 0.89 0.64 9.68 0.09 8.65 0.85 0.37 1.86 0.46 1.58 1.08 0.57 3.66 0.30 3.97 1.44 0.11 1.77 0.81 2.54 1.60 0.03 1.44 1.11 2.32 1.05 0.60 1.44 0.73 1.52 0.97 0.79 3.65 0.26 3.53 1.36 0.20 3.71 0.37 5.07 1.27 0.34 5.96 0.21 1.22 0.15 1.45 0.84

P49788 1 571 75 50 120 Retinoic acid receptor responder protein 1 (RAR-responsive protein TIG1) (Tazarotene-induced gene 1 protein)P49788 sp|P49788|TIG1_HUMAN3 7.41 7.41 7.51 5.26 5.34 3.68 3.86 17.0100004 17.0100004 10.5400004 7.48300031 5 5 4 3 3 4 3 4 3 1.13 0.27 1.42 0.80 1.60 0.45 0.03 1.93 0.23 0.86 0.68 0.07 1.58 0.43 1.07 0.92 0.42 1.43 0.64 1.32 0.88 0.26 1.42 0.62 1.25 0.52 0.09 2.44 0.21 1.26 0.51 0.08 2.43 0.21 1.24 0.81 0.13 1.44 0.57 1.17 1.08 0.42 1.42 0.77 1.54 1.97 0.01 1.43 1.37 2.82 0.87 0.27 1.47 0.59 1.28 1.38 0.06 1.42 0.98 1.96 1.20 0.15 1.42 0.85 1.71 0.71 0.13 1.78 0.40 1.26 0.84 0.17 1.43 0.58 1.20 1.12 0.30 1.43 0.78 0.97 0.77 1.42 0.69

P50148 1 573 75 50 120 Guanine nucleotide-binding protein G(q) subunit alpha (Guanine nucleotide-binding protein alpha-q)P50148 sp|P50148|GNAQ_HUMAN3 21.24 11.73 26.4 11.08 25.13 21.24 22.78 42.0599997 40.6699985 42.0599997 38.1599993 17 14 15 17 10 16 8 7 16 1.36 0.09 1.46 0.93 1.98 1.47 0.00 1.17 1.25 1.72 1.49 0.00 1.20 1.23 1.79 0.98 0.78 1.20 0.81 1.18 1.09 0.47 1.34 0.81 1.46 1.13 0.10 1.17 0.97 1.33 0.90 0.14 1.17 0.77 1.05 1.18 0.07 1.21 0.98 1.43 0.91 0.26 1.22 0.75 1.11 1.03 0.68 1.21 0.85 1.24 0.97 0.79 1.36 0.71 1.31 1.20 0.04 1.18 1.01 1.42 0.86 0.12 1.23 0.69 1.06 0.93 0.61 1.45 0.64 1.35 1.22 0.04 1.20 1.01 1.47 1.13 0.14 1.21 0.94 0.80 0.04 1.22 0.66

P50395 1 575 75 50 120 Rab GDP dissociation inhibitor beta (Rab GDI beta) (Guanosine diphosphate dissociation inhibitor 2) (GDI-2)P50395 sp|P50395|GDIB_HUMAN3 28.38 23.12 23.46 28.26 28.68 28.38 29.67 39.3299997 33.4800005 34.830001 39.3299997 17 13 14 17 20 35 13 12 35 1.17 0.02 1.13 1.03 1.33 1.08 0.21 1.14 0.95 1.22 1.13 0.25 1.26 0.90 1.43 0.83 0.03 1.17 0.71 0.98 1.10 0.04 1.10 1.00 1.20 1.01 0.82 1.13 0.89 1.15 1.06 0.35 1.14 0.93 1.21 0.97 0.76 1.24 0.78 1.20 0.95 0.57 1.19 0.80 1.13 1.02 0.84 1.30 0.79 1.33 0.97 0.68 1.16 0.84 1.13 1.28 0.00 1.13 1.13 1.45 1.01 0.81 1.13 0.89 1.15 0.93 0.66 1.46 0.64 1.35 1.14 0.08 1.17 0.98 1.33 1.18 0.04 1.18 1.01 0.90 0.24 1.20 0.75

P50552 1 576 75 50 120 Vasodilator-stimulated phosphoprotein (VASP)P50552 sp|P50552|VASP_HUMAN3 8.08 6.34 6.39 6.43 6.55 8.08 8.25 15.5300006 8.94699991 11.5800001 15.5300006 5 3 5 5 4 6 4 3 6 0.84 0.18 1.43 0.59 1.21 0.89 0.31 1.43 0.63 1.27 1.07 0.64 1.72 0.62 1.84 1.29 0.15 1.60 0.81 2.06 0.97 0.76 1.45 0.67 1.41 1.15 0.24 1.43 0.80 1.64 1.31 0.08 1.43 0.92 1.87 1.05 0.76 1.74 0.60 1.82 1.26 0.17 1.60 0.79 2.01 0.84 0.44 2.12 0.40 1.79 1.22 0.15 1.46 0.84 1.79 1.23 0.13 1.43 0.86 1.76 1.20 0.16 1.43 0.84 1.71 0.82 0.36 2.09 0.39 1.71 1.18 0.28 1.60 0.73 1.89 1.12 0.54 1.99 0.57 1.47 0.06 1.52 0.97

P50570 1 577 75 50 120 Dynamin-2 (EC 3.6.5.5)P50570 sp|P50570|DYN2_HUMAN3 13.52 13.52 14.64 2.22 2.92 7.06 8.61 9.76999998 9.76999998 2.41400003 4.25300002 7 7 2 3 5 7 7 3 5 1.16 0.06 1.17 0.99 1.35 0.71 0.00 1.16 0.62 0.83 0.93 0.49 1.46 0.64 1.35 0.96 0.70 1.46 0.66 1.40 1.06 0.50 1.26 0.84 1.33 0.95 0.46 1.16 0.82 1.11 1.02 0.80 1.19 0.86 1.21 1.12 0.74 3.59 0.31 4.01 1.13 0.37 1.45 0.78 1.64 1.15 0.49 2.07 0.56 2.39 0.99 0.83 1.16 0.85 1.14 1.10 0.18 1.16 0.95 1.27 0.98 0.79 1.23 0.80 1.20 1.24 0.13 1.46 0.85 1.81 1.11 0.36 1.46 0.76 1.62 1.08 0.47 1.46 0.74 1.15 0.29 1.42 0.81

P50914 1 579 75 50 120 60S ribosomal protein L14 (CAG-ISL 7)P50914 sp|P50914|RL14_HUMAN3 9.75 6.83 7.26 9.75 10.06 6.49 6.72 29.3000013 18.1400001 24.1899997 29.3000013 10 7 10 9 14 16 11 16 16 0.49 0.02 1.57 0.31 0.77 0.65 0.02 1.37 0.48 0.90 0.59 0.16 2.31 0.25 1.36 3.26 0.01 1.96 1.67 6.39 1.67 0.04 1.56 1.08 2.60 0.53 0.03 1.63 0.33 0.87 0.98 0.87 1.32 0.75 1.30 0.71 0.27 2.03 0.35 1.44 0.65 0.04 1.49 0.43 0.96 0.75 0.37 2.16 0.34 1.61 0.51 0.05 1.95 0.26 1.00 0.68 0.02 1.28 0.53 0.87 0.55 0.01 1.39 0.40 0.77 0.82 0.66 2.97 0.28 2.44 0.88 0.30 1.33 0.66 1.17 0.97 0.85 1.51 0.64 0.64 0.10 1.95 0.33

P50990 1 580 75 50 120 T-complex protein 1 subunit theta (TCP-1-theta) (CCT-theta) (Renal carcinoma antigen NY-REN-15)P50990 sp|P50990|TCPQ_HUMAN3 28.24 20.31 22.78 28.24 29.46 24.38 25.98 29.3799996 26.4600009 29.3799996 28.2799989 16 14 16 16 15 17 13 14 17 1.17 0.03 1.15 1.02 1.35 1.06 0.22 1.11 0.96 1.18 0.66 0.00 1.14 0.58 0.76 1.80 0.00 1.29 1.39 2.32 1.92 0.00 1.27 1.50 2.44 0.76 0.00 1.11 0.68 0.84 0.88 0.02 1.12 0.78 0.98 0.93 0.65 1.44 0.64 1.33 0.68 0.00 1.19 0.57 0.81 0.65 0.01 1.32 0.50 0.86 0.74 0.00 1.13 0.66 0.84 0.92 0.12 1.12 0.82 1.03 0.77 0.00 1.11 0.69 0.85 0.58 0.01 1.41 0.41 0.82 0.85 0.00 1.10 0.77 0.93 0.75 0.01 1.20 0.63 0.78 0.11 1.38 0.56

P50991 1 581 75 50 120 T-complex protein 1 subunit delta (TCP-1-delta) (CCT-delta) (Stimulator of TAR RNA-binding)P50991 sp|P50991|TCPD_HUMAN3 21.13 17.92 20.91 20.27 20.9 21.13 21.86 28.2000005 23.7499997 25.6000012 28.2000005 16 15 16 16 14 23 7 11 23 1.38 0.03 1.31 1.05 1.80 1.04 0.72 1.29 0.80 1.34 0.73 0.01 1.24 0.59 0.91 1.90 0.00 1.20 1.58 2.28 2.11 0.00 1.18 1.79 2.48 0.74 0.12 1.52 0.48 1.13 0.78 0.02 1.20 0.65 0.93 0.77 0.10 1.39 0.55 1.07 0.71 0.01 1.28 0.56 0.91 0.73 0.22 1.72 0.43 1.26 0.69 0.03 1.36 0.51 0.94 0.95 0.67 1.33 0.72 1.26 0.67 0.06 1.51 0.45 1.02 0.70 0.22 1.86 0.38 1.30 0.85 0.03 1.15 0.74 0.98 0.88 0.11 1.18 0.74 0.84 0.14 1.27 0.66

P50995 1 582 75 50 120 Annexin A11 (56 kDa autoantigen) (Annexin XI) (Annexin-11) (Calcyclin-associated annexin 50) (CAP-50)P50995 sp|P50995|ANX11_HUMAN3 33.14 28.41 29.24 29.38 32.47 33.14 34.47 36.0399991 32.6700002 34.8500013 36.0399991 26 25 21 26 32 42 26 29 42 0.94 0.89 2.55 0.37 2.41 1.46 0.00 1.24 1.18 1.82 1.15 0.25 1.29 0.89 1.49 0.99 0.92 1.28 0.77 1.27 1.38 0.00 1.16 1.19 1.60 1.19 0.19 1.33 0.90 1.58 1.04 0.68 1.22 0.85 1.27 1.00 0.95 1.16 0.86 1.17 1.05 0.39 1.12 0.93 1.18 0.85 0.08 1.21 0.70 1.02 0.98 0.86 1.31 0.75 1.28 1.09 0.46 1.27 0.86 1.38 0.72 0.03 1.34 0.54 0.96 0.74 0.02 1.28 0.58 0.94 1.13 0.66 1.81 0.62 2.05 1.08 0.55 1.31 0.82 0.91 0.09 1.12 0.81

P51148 1 583 75 50 120 Ras-related protein Rab-5C (L1880) (RAB5L)P51148 sp|P51148|RAB5C_HUMAN3 16.55 15.02 17.12 16.55 16.61 11.42 11.61 50 50 50 36.1099988 11 11 11 6 7 8 8 6 8 1.11 0.33 1.44 0.77 1.60 1.39 0.06 1.44 0.97 2.00 1.22 0.08 1.27 0.95 1.55 0.99 0.95 1.63 0.61 1.61 0.83 0.16 1.43 0.58 1.20 1.00 0.96 1.43 0.69 1.43 1.02 0.85 1.44 0.71 1.46 1.21 0.15 1.37 0.88 1.67 1.01 0.95 2.33 0.44 2.36 1.07 0.73 1.80 0.60 1.93 0.95 0.60 1.43 0.66 1.36 1.08 0.50 1.47 0.73 1.58 0.99 0.93 1.43 0.69 1.42 1.09 0.78 2.43 0.45 2.64 1.09 0.35 1.27 0.85 1.38 0.94 0.54 1.33 0.71 0.82 0.41 2.28 0.36

P51149 1 584 75 50 120 Ras-related protein Rab-7aP51149 sp|P51149|RAB7A_HUMAN3 15.19 15.19 15.36 10.9 10.98 8.35 8.49 46.3800013 46.3800013 46.3800013 33.3299995 9 9 8 6 10 12 9 12 10 0.83 0.23 1.40 0.59 1.16 1.31 0.08 1.37 0.96 1.79 0.95 0.73 1.44 0.66 1.36 0.90 0.41 1.34 0.67 1.21 1.06 0.63 1.34 0.79 1.42 0.93 0.31 1.18 0.79 1.10 1.00 0.96 1.18 0.85 1.18 1.04 0.79 1.41 0.73 1.47 0.92 0.45 1.33 0.69 1.22 1.01 0.95 1.59 0.64 1.61 0.85 0.07 1.20 0.71 1.02 1.00 0.99 1.19 0.84 1.19 0.85 0.08 1.21 0.70 1.03 1.01 0.96 1.59 0.64 1.60 0.83 0.13 1.30 0.64 1.07 0.92 0.44 1.26 0.73 1.02 0.93 1.84 0.56

P51178 1 586 55 34 92 1-phosphatidylinositol 4,5-bisphosphate phosphodiesterase delta-1 (EC 3.1.4.11) (Phosphoinositide phospholipase C-delta-1) (Phospholipase C-III) (PLC-III) (Phospholipase C-delta-1) (PLC-delta-1)P51178 sp|P51178|PLCD1_HUMAN3 6.55 4.51 5.38 2.24 2.57 6.55 7.17 6.48100004 5.15899994 4.76199985 6.48100004 3 2 2 3 4 6 4 1 6 0.95 0.76 1.71 0.55 1.62 0.91 0.38 1.33 0.69 1.21 1.73 NA NA NA NA 0.79 NA NA NA NA 1.00 0.96 1.37 0.73 1.38 1.06 0.64 1.44 0.74 1.53 0.90 0.39 1.37 0.66 1.24 1.48 NA NA NA NA 1.09 0.61 1.62 0.67 1.77 0.86 NA NA NA NA 0.73 0.11 1.57 0.47 1.15 0.81 0.06 1.25 0.65 1.01 0.98 0.89 1.52 0.64 1.49 1.42 NA NA NA NA 1.18 NA NA NA NA 1.19 NA NA NA 0.78 0.19 1.58 0.49

P51665 1 587 75 50 120 26S proteasome non-ATPase regulatory subunit 7 (26S proteasome regulatory subunit RPN8) (26S proteasome regulatory subunit S12) (Mov34 protein homolog) (Proteasome subunit p40)P51665 sp|P51665|PSD7_HUMAN3 8.03 8.03 8.37 7.37 7.74 4.27 4.52 19.1400006 19.1400006 14.8100004 8.3329998 5 5 4 3 6 7 7 4 6 0.92 0.31 1.25 0.73 1.15 1.13 0.26 1.32 0.86 1.50 0.62 0.02 1.43 0.43 0.89 2.35 0.00 1.26 1.87 2.96 1.74 0.11 3.52 0.49 6.13 0.75 0.03 1.26 0.60 0.94 0.82 0.07 1.26 0.66 1.03 0.75 0.03 1.26 0.59 0.94 0.93 0.67 5.14 0.18 4.78 0.83 0.19 1.42 0.59 1.18 0.86 0.18 1.31 0.66 1.13 0.96 0.73 1.40 0.69 1.34 0.87 0.15 1.26 0.69 1.09 0.77 0.12 1.47 0.52 1.13 0.82 0.07 1.26 0.65 1.03 0.78 0.04 1.26 0.62 0.87 0.40 3.53 0.25

P51674 1 588 75 50 120 Neuronal membrane glycoprotein M6-a (M6a)P51674 sp|P51674|GPM6A_HUMAN3 5.7 3.39 3.62 5.7 6.09 5.63 5.93 10.0699998 6.11499995 10.0699998 10.0699998 5 4 5 5 4 5 2 4 5 1.49 0.45 80.71 0.02 120.21 2.43 0.07 3.67 0.66 8.90 2.02 0.04 1.79 1.12 3.61 0.88 0.27 1.45 0.61 1.27 1.01 0.93 1.48 0.68 1.50 1.78 0.11 3.70 0.48 6.58 0.53 0.10 3.72 0.14 1.97 1.26 0.26 1.88 0.67 2.37 0.78 0.16 1.61 0.49 1.26 0.87 0.50 2.11 0.41 1.84 0.99 0.99 166.67 0.01 165.67 0.88 0.42 3.67 0.24 3.21 1.14 0.72 28.97 0.04 32.90 0.69 0.11 1.78 0.38 1.22 1.61 0.03 1.45 1.11 2.34 0.86 0.35 1.72 0.50 0.73 0.06 1.42 0.51

P51884 1 589 55 42 80 Lumican (Keratan sulfate proteoglycan lumican) (KSPG lumican)P51884 sp|P51884|LUM_HUMAN3 4.98 2.57 2.69 4.98 5.04 1.38 1.58 14.4999996 6.50900006 14.4999996 2.95899995 4 2 4 1 3 4 4 3 1 0.52 0.02 1.51 0.35 0.79 0.56 0.05 1.82 0.31 1.03 0.57 0.02 1.42 0.40 0.82 0.41 0.01 1.43 0.29 0.59 0.58 NA NA NA NA 1.43 0.11 1.75 0.82 2.50 1.74 0.04 1.63 1.07 2.84 1.94 0.02 1.56 1.25 3.03 1.33 NA NA NA NA 2.74 0.01 1.57 1.74 4.32 1.46 0.07 1.58 0.92 2.31 0.54 0.02 1.51 0.36 0.82 1.53 0.05 1.51 1.02 2.31 2.88 0.02 1.79 1.61 5.17 0.77 0.09 1.42 0.54 1.10 1.06 0.60 1.45 0.73 1.22 NA NA NA

P52209 1 590 75 50 120 6-phosphogluconate dehydrogenase, decarboxylating (EC 1.1.1.44)P52209 sp|P52209|6PGD_HUMAN3 32.59 32.59 33.39 28.55 29.12 27.47 28.73 42.0300007 42.0300007 36.8499994 34.1600001 24 24 15 18 34 45 28 30 45 1.03 0.58 1.11 0.93 1.14 0.57 0.00 1.16 0.49 0.67 0.93 0.20 1.12 0.83 1.05 0.84 0.00 1.10 0.77 0.92 0.75 0.00 1.10 0.68 0.82 0.97 0.51 1.11 0.88 1.07 1.12 0.07 1.13 0.99 1.26 0.90 0.36 1.26 0.71 1.14 1.07 0.52 1.24 0.86 1.32 0.94 0.57 1.27 0.74 1.19 1.20 0.00 1.10 1.09 1.33 1.33 0.00 1.13 1.18 1.50 1.12 0.01 1.09 1.03 1.22 1.08 0.31 1.16 0.93 1.25 0.97 0.47 1.09 0.89 1.06 1.17 0.01 1.11 1.06 1.62 0.00 1.18 1.37

P52565 1 591 75 50 120 Rho GDP-dissociation inhibitor 1 (Rho GDI 1) (Rho-GDI alpha)P52565 sp|P52565|GDIR1_HUMAN3 5.99 3.12 3.22 5.99 6.22 5.27 5.43 25 20.5899999 25 21.5700001 5 3 5 4 6 9 3 5 9 0.97 0.91 19.93 0.05 19.24 0.79 0.26 3.65 0.22 2.87 1.06 0.61 1.37 0.77 1.45 1.11 0.23 1.25 0.89 1.40 1.06 0.62 1.39 0.76 1.47 0.86 0.39 3.66 0.24 3.16 1.31 0.27 4.78 0.27 6.27 1.19 0.28 1.52 0.78 1.81 0.98 0.79 1.26 0.78 1.23 1.12 0.39 1.44 0.78 1.62 0.77 0.51 33.10 0.02 25.38 0.69 0.51 129.40 0.01 89.72 1.06 0.75 6.29 0.17 6.67 1.07 0.58 1.42 0.75 1.52 1.01 0.92 1.25 0.80 1.26 1.24 0.06 1.25 0.99 0.92 0.36 1.26 0.73

P52566 1 592 75 50 120 Rho GDP-dissociation inhibitor 2 (Rho GDI 2) (Ly-GDI) (Rho-GDI beta)P52566 sp|P52566|GDIR2_HUMAN3 10.9 10.9 11.34 7.6 7.96 5.72 6.4 42.2899991 42.2899991 32.8399986 22.3900005 8 8 6 5 8 9 9 7 7 0.82 0.01 1.15 0.72 0.95 0.60 0.01 1.35 0.45 0.81 0.81 0.05 1.22 0.67 1.00 0.98 0.88 1.36 0.72 1.34 0.88 0.18 1.27 0.69 1.12 1.29 0.39 1.96 0.66 2.53 1.07 0.34 1.17 0.91 1.25 1.16 0.25 1.35 0.86 1.57 1.85 0.23 3.66 0.51 6.77 1.14 0.26 1.31 0.87 1.49 0.69 0.03 1.36 0.51 0.94 1.07 0.42 1.20 0.89 1.28 0.98 0.75 1.19 0.82 1.17 1.05 0.78 1.55 0.68 1.63 1.02 0.85 1.24 0.82 1.26 0.94 0.50 1.25 0.75 1.90 0.02 1.57 1.21

P52790 1 593 75 50 120 Hexokinase-3 (EC 2.7.1.1) (Hexokinase type III) (HK III)P52790 sp|P52790|HXK3_HUMAN3 22.65 21.43 21.94 13.54 13.75 22.65 23.37 14.9499998 13.6500001 9.42599997 14.9499998 14 11 7 14 11 15 12 7 15 0.85 0.01 1.11 0.77 0.94 0.51 0.00 1.37 0.37 0.69 1.05 0.62 1.29 0.82 1.36 1.06 0.42 1.19 0.89 1.26 0.66 0.00 1.16 0.57 0.76 1.09 0.12 1.12 0.97 1.22 0.93 0.18 1.13 0.82 1.04 1.20 0.04 1.19 1.01 1.43 0.95 0.67 1.31 0.72 1.25 1.21 0.12 1.30 0.93 1.57 0.95 0.49 1.17 0.81 1.11 1.07 0.16 1.11 0.97 1.19 1.04 0.52 1.15 0.91 1.19 1.09 0.65 1.62 0.68 1.77 1.11 0.16 1.18 0.94 1.31 0.79 0.02 1.18 0.67 1.52 0.00 1.16 1.31

P52907 1 594 55 34 92 F-actin-capping protein subunit alpha-1 (CapZ alpha-1)P52907 sp|P52907|CAZA1_HUMAN3 8.59 6.68 6.88 5.96 6.04 8.59 8.81 20.6300005 17.4799994 14.6899998 20.6300005 4 4 3 4 3 5 1 2 5 0.96 0.98 0.88 0.41 3.60 0.24 3.15 1.21 0.31 3.63 0.33 4.39 1.23 0.43 2.02 0.61 2.48 0.88 0.96 1.03 0.83 4.31 0.24 4.45 1.18 0.35 1.62 0.73 1.92 1.07 0.62 3.59 0.30 3.85 0.75 1.02 0.95 1.00 0.98 3.63 0.27 3.62 0.86 0.50 6.24 0.14 5.39 1.57 0.27 12.71 0.12 1.30 0.18 1.62 0.80

P53004 1 595 55 34 92 Biliverdin reductase A (BVR A) (EC 1.3.1.24) (Biliverdin-IX alpha-reductase)P53004 sp|P53004|BIEA_HUMAN3 4.8 4.8 5.22 2.04 2.37 4.39 4.86 9.45900008 9.45900008 4.72999997 8.10799971 3 3 1 2 4 5 5 1 5 1.23 0.07 1.27 0.97 1.56 0.66 0.09 1.70 0.39 1.12 1.55 NA NA NA NA 1.08 NA NA NA NA 0.82 0.31 1.92 0.43 1.57 0.95 0.75 1.56 0.61 1.48 1.12 0.35 1.37 0.81 1.53 1.04 NA NA NA NA 0.82 0.37 2.12 0.38 1.74 1.36 NA NA NA NA 1.00 0.99 1.29 0.78 1.29 1.62 0.07 1.74 0.93 2.83 1.06 0.70 1.55 0.68 1.65 0.94 NA NA NA NA 1.00 NA NA NA NA 1.11 NA NA NA 0.88 0.61 2.49 0.35

P53396 1 596 75 50 120 ATP-citrate synthase (EC 2.3.3.8) (ATP-citrate (pro-S-)-lyase) (ACL) (Citrate cleavage enzyme)P53396 sp|P53396|ACLY_HUMAN3 42.74 35.24 36.64 35.56 36.48 42.74 43.82 21.0700005 17.8900003 20.2500001 21.0700005 22 17 20 22 30 44 23 22 44 1.10 0.16 1.15 0.96 1.27 1.08 0.06 1.08 1.00 1.17 1.24 0.00 1.14 1.09 1.42 1.35 0.00 1.13 1.19 1.53 1.14 0.00 1.08 1.05 1.24 1.12 0.08 1.13 0.99 1.26 0.93 0.04 1.08 0.86 1.00 1.04 0.69 1.22 0.85 1.27 0.93 0.28 1.15 0.81 1.07 0.94 0.47 1.18 0.80 1.11 0.96 0.54 1.13 0.85 1.09 0.97 0.33 1.08 0.90 1.04 1.02 0.72 1.11 0.92 1.14 0.80 0.03 1.21 0.66 0.98 0.95 0.17 1.07 0.89 1.02 0.99 0.78 1.12 0.88 1.05 0.56 1.19 0.89

P53618 1 597 75 50 120 Coatomer subunit beta (Beta-coat protein) (Beta-COP)P53618 sp|P53618|COPB_HUMAN3 34.74 24.18 27.96 34.74 37.21 28.9 33.42 25.4999995 17.6300004 25.4999995 21.3 21 15 21 17 22 30 15 21 30 0.83 0.07 1.22 0.68 1.02 0.97 0.74 1.25 0.77 1.21 0.80 0.00 1.14 0.70 0.91 1.42 0.00 1.17 1.21 1.65 0.98 0.68 1.10 0.89 1.08 0.80 0.08 1.28 0.63 1.03 0.81 0.06 1.24 0.65 1.01 0.84 0.55 1.84 0.46 1.54 0.97 0.68 1.18 0.82 1.14 1.12 0.53 1.46 0.77 1.64 1.08 0.37 1.19 0.91 1.28 0.94 0.56 1.26 0.74 1.18 0.83 0.15 1.30 0.64 1.08 1.06 0.37 1.15 0.93 1.22 0.97 0.52 1.12 0.86 1.08 1.05 0.34 1.10 0.95 0.98 0.83 1.18 0.84

P53621 1 598 75 50 120 Coatomer subunit alpha (Alpha-coat protein) (Alpha-COP) (HEP-COP) (HEPCOP) [Cleaved into: Xenin (Xenopsin-related peptide); Proxenin]P53621 sp|P53621|COPA_HUMAN3 31.49 30.83 32.67 31.49 32.58 30.55 33.12 16.5800005 15.8500001 16.5800005 14.5400003 19 16 19 17 24 34 18 19 34 0.96 0.47 1.14 0.84 1.09 1.12 0.02 1.10 1.02 1.22 0.89 0.08 1.14 0.79 1.02 1.53 0.00 1.13 1.36 1.72 1.04 0.41 1.09 0.95 1.13 0.91 0.04 1.10 0.83 1.00 0.93 0.26 1.14 0.82 1.06 0.80 0.00 1.12 0.71 0.90 0.92 0.17 1.13 0.82 1.04 0.91 0.27 1.20 0.76 1.09 0.93 0.11 1.10 0.85 1.02 0.98 0.73 1.13 0.87 1.10 0.91 0.05 1.10 0.83 1.00 0.98 0.77 1.18 0.83 1.15 1.02 0.59 1.09 0.94 1.12 1.21 0.00 1.09 1.10 1.06 0.26 1.11 0.95

P53634 1 599 75 50 120 Dipeptidyl peptidase 1 (EC 3.4.14.1) (Cathepsin C) (Cathepsin J) (Dipeptidyl peptidase I) (DPP-I) (DPPI) (Dipeptidyl transferase) [Cleaved into: Dipeptidyl peptidase 1 exclusion domain chain (Dipeptidyl peptidase I exclusion domain chain); Dipeptidyl peptidase 1 heavy chain (Dipeptidyl peptidase I heavy chain); Dipeptidyl peptidase 1 light chain (Dipeptidyl peptidase I light chain)]P53634 sp|P53634|CATC_HUMAN3 8.28 8.28 8.47 4.57 4.68 2.42 2.71 11.6599999 11.6599999 6.69500008 2.59199999 6 6 3 2 4 6 6 3 2 0.79 0.19 1.51 0.52 1.19 1.06 0.44 1.18 0.89 1.25 1.02 0.86 3.52 0.29 3.60 0.81 0.29 3.52 0.23 2.87 1.61 0.33 31.44 0.05 50.59 1.05 0.63 1.28 0.82 1.35 0.88 0.28 1.29 0.68 1.14 1.22 0.64 55.37 0.02 67.56 1.50 0.30 13.61 0.11 20.41 1.15 0.72 46.66 0.02 53.72 1.19 0.07 1.21 0.98 1.44 1.65 0.00 1.28 1.29 2.11 1.44 0.02 1.31 1.10 1.89 1.09 0.81 27.97 0.04 30.38 1.11 0.49 3.53 0.31 3.91 0.95 0.71 3.53 0.27 1.51 0.16 3.72 0.41

P53990 1 601 75 50 120 IST1 homolog (hIST1) (Putative MAPK-activating protein PM28)P53990 sp|P53990|IST1_HUMAN3 20 12.91 13.39 15.99 16.35 20 20.24 29.4 29.4 21.4300007 28.0200005 11 11 11 10 15 24 9 13 24 1.93 0.02 1.64 1.18 3.16 1.55 0.00 1.23 1.25 1.91 2.54 0.00 1.27 1.99 3.23 1.39 0.01 1.24 1.12 1.72 0.77 0.00 1.13 0.68 0.87 1.03 0.66 1.18 0.87 1.22 0.57 0.00 1.32 0.43 0.75 1.12 0.09 1.15 0.98 1.28 0.66 0.00 1.14 0.58 0.75 1.11 0.45 1.34 0.82 1.48 0.62 0.02 1.44 0.43 0.89 0.70 0.00 1.18 0.60 0.83 0.90 0.16 1.18 0.76 1.06 0.82 0.37 1.60 0.51 1.32 0.98 0.81 1.26 0.78 1.23 0.74 0.00 1.14 0.65 0.51 0.00 1.19 0.43

P54136 1 602 75 50 120 Arginine--tRNA ligase, cytoplasmic (EC 6.1.1.19) (Arginyl-tRNA synthetase) (ArgRS)P54136 sp|P54136|SYRC_HUMAN3 35.18 30.25 31.93 35.18 36 33.12 35.51 33.4800005 26.9699991 33.4800005 30.7599992 21 17 20 21 26 35 20 23 35 0.88 0.02 1.10 0.80 0.97 1.33 0.00 1.10 1.21 1.47 0.81 0.00 1.12 0.73 0.91 1.59 0.00 1.15 1.38 1.82 1.36 0.00 1.09 1.25 1.48 0.76 0.00 1.12 0.67 0.85 0.94 0.18 1.09 0.86 1.03 0.85 0.02 1.14 0.75 0.97 0.82 0.00 1.12 0.73 0.92 0.89 0.15 1.18 0.75 1.05 0.76 0.00 1.17 0.65 0.89 0.96 0.35 1.09 0.88 1.05 0.73 0.00 1.10 0.66 0.80 0.88 0.10 1.16 0.76 1.02 0.87 0.00 1.08 0.81 0.94 1.07 0.06 1.08 1.00 0.84 0.01 1.12 0.74

P54920 1 604 75 50 120 Alpha-soluble NSF attachment protein (SNAP-alpha) (N-ethylmaleimide-sensitive factor attachment protein alpha)P54920 sp|P54920|SNAA_HUMAN3 13.95 13.95 14.32 6.94 7.16 6.52 7.02 28.4700006 28.4700006 13.2200003 16.2699997 8 8 4 4 5 8 8 4 3 1.32 0.09 1.41 0.94 1.86 1.12 0.11 1.16 0.97 1.30 1.64 0.03 1.42 1.16 2.33 0.94 0.51 1.42 0.66 1.33 1.02 0.84 1.56 0.66 1.59 1.13 0.40 1.39 0.81 1.57 0.99 0.91 1.21 0.82 1.19 1.03 0.72 1.42 0.73 1.47 1.01 0.93 1.42 0.71 1.43 0.89 0.29 1.42 0.63 1.26 0.94 0.60 1.31 0.72 1.23 1.00 0.97 1.18 0.85 1.18 1.02 0.86 1.36 0.75 1.39 1.05 0.83 2.50 0.42 2.63 1.29 0.09 1.42 0.91 1.84 1.01 0.88 1.42 0.72 1.15 0.23 1.42 0.81

P55058 1 605 75 50 120 Phospholipid transfer protein (Lipid transfer protein II)P55058 sp|P55058|PLTP_HUMAN3 17.79 11.21 11.72 12.74 13.3 17.79 18.65 16.8400005 9.53299999 16.6299999 16.8400005 10 6 7 10 15 20 11 13 20 0.44 0.00 1.21 0.36 0.53 0.41 0.00 1.57 0.26 0.65 0.64 0.23 2.33 0.27 1.49 0.57 0.02 1.49 0.39 0.85 0.85 0.13 1.25 0.68 1.06 1.89 0.00 1.18 1.61 2.22 1.42 0.00 1.18 1.21 1.67 1.26 0.01 1.18 1.07 1.48 1.06 0.64 1.31 0.81 1.38 1.27 0.06 1.28 0.99 1.62 2.10 0.00 1.24 1.69 2.61 0.68 0.01 1.27 0.54 0.87 1.52 0.01 1.30 1.17 1.98 2.66 0.00 1.62 1.64 4.31 0.84 0.08 1.23 0.69 1.03 0.73 0.09 1.48 0.49 0.83 0.24 1.42 0.58

P55072 1 608 75 50 120 Transitional endoplasmic reticulum ATPase (TER ATPase) (EC 3.6.4.6) (15S Mg(2+)-ATPase p97 subunit) (Valosin-containing protein) (VCP)P55072 sp|P55072|TERA_HUMAN3 75.37 72.01 73.34 69.69 70.68 75.37 76.78 61.5400016 58.0600023 61.5400016 56.4499974 58 52 57 58 76 105 57 66 105 0.99 0.80 1.13 0.88 1.11 1.28 0.00 1.07 1.20 1.37 0.90 0.02 1.09 0.83 0.98 1.54 0.00 1.09 1.41 1.68 1.11 0.00 1.06 1.04 1.18 0.91 0.07 1.11 0.82 1.01 0.86 0.00 1.07 0.80 0.92 0.80 0.00 1.12 0.72 0.90 0.94 0.24 1.11 0.85 1.04 1.01 0.91 1.16 0.87 1.17 0.95 0.37 1.13 0.83 1.07 0.93 0.06 1.08 0.85 1.00 0.85 0.01 1.12 0.76 0.95 0.85 0.02 1.14 0.74 0.97 0.97 0.21 1.06 0.91 1.02 1.15 0.00 1.07 1.07 0.86 0.00 1.09 0.79

P55160 1 609 55 34 92 Nck-associated protein 1-like (Hematopoietic protein 1) (Membrane-associated protein HEM-1)P55160 sp|P55160|NCKPL_HUMAN3 4.25 4.25 5.75 2.58 3.77 2.49 4.58 2.30700001 2.30700001 2.21800003 2.30700001 2 2 2 2 2 2 2 1 2 0.96 0.82 6.92 0.14 6.62 0.85 0.63 24.74 0.03 20.94 0.81 NA NA NA NA 1.20 NA NA NA NA 0.89 0.49 4.28 0.21 3.80 1.24 0.37 6.21 0.20 7.71 1.29 0.24 3.64 0.36 4.72 1.15 NA NA NA NA 0.90 0.85 260.63 0.00 234.19 0.77 NA NA NA NA 1.28 0.60 73.26 0.02 93.45 0.99 0.93 3.64 0.27 3.60 1.25 0.27 3.62 0.34 4.52 1.78 NA NA NA NA 0.95 NA NA NA NA 0.88 NA NA NA 1.10 0.69 11.21 0.10

P55209 1 611 55 42 80 Nucleosome assembly protein 1-like 1 (NAP-1-related protein) (hNRP)P55209 sp|P55209|NP1L1_HUMAN3 4.19 3.62 3.93 2.54 2.77 4.19 4.45 6.90499991 5.37099987 2.55800001 6.90499991 2 2 1 2 2 4 4 2 1 1.30 0.22 1.90 0.68 2.46 0.64 0.22 2.96 0.22 1.89 0.86 0.37 3.69 0.23 3.17 1.11 0.72 14.46 0.08 15.98 1.32 NA NA NA NA 0.84 0.56 2.86 0.29 2.42 0.99 0.95 1.44 0.69 1.43 0.87 0.60 12.31 0.07 10.66 1.25 NA NA NA NA 0.82 0.64 60.39 0.01 49.36 1.01 0.92 1.71 0.59 1.74 1.24 0.37 2.25 0.55 2.79 0.95 0.59 1.44 0.66 1.36 1.01 0.98 63.09 0.02 63.83 1.20 0.34 3.91 0.31 4.70 1.47 0.16 3.64 0.40 0.75 NA NA NA

P55884 1 612 75 50 120 Eukaryotic translation initiation factor 3 subunit B (eIF3b) (Eukaryotic translation initiation factor 3 subunit 9) (Prt1 homolog) (hPrt1) (eIF-3-eta) (eIF3 p110) (eIF3 p116)P55884 sp|P55884|EIF3B_HUMAN3 16.54 14.61 16.55 16.54 17.81 11.8 12.89 12.5300005 11.0600002 12.5300005 7.98500031 10 9 10 5 13 16 11 16 11 0.69 0.00 1.21 0.57 0.84 1.70 0.00 1.15 1.48 1.97 0.77 0.04 1.29 0.60 0.99 1.72 0.00 1.23 1.40 2.11 1.12 0.33 1.29 0.86 1.44 0.75 0.00 1.13 0.66 0.84 0.75 0.00 1.16 0.65 0.87 0.76 0.09 1.39 0.54 1.05 0.87 0.36 1.43 0.61 1.24 0.77 0.32 1.75 0.44 1.35 0.76 0.00 1.18 0.64 0.89 0.79 0.00 1.13 0.70 0.90 0.77 0.01 1.19 0.65 0.91 0.82 0.24 1.40 0.59 1.16 0.82 0.05 1.22 0.68 1.00 0.85 0.24 1.34 0.64 0.66 0.00 1.18 0.56

P56192 1 613 75 50 120 Methionine--tRNA ligase, cytoplasmic (EC 6.1.1.10) (Methionyl-tRNA synthetase) (MetRS)P56192 sp|P56192|SYMC_HUMAN3 17.68 8.45 9.58 4.97 6.43 17.68 20.01 12.9999995 6.55599982 6.22199997 12.9999995 8 5 3 8 8 15 5 4 15 0.81 0.07 1.28 0.63 1.04 0.97 0.93 2.41 0.40 2.35 1.49 0.40 3.70 0.40 5.53 1.30 0.13 1.51 0.86 1.96 1.32 0.00 1.14 1.16 1.52 0.83 0.09 1.28 0.65 1.06 0.76 0.11 1.47 0.52 1.12 0.95 0.73 1.50 0.63 1.43 0.84 0.31 1.43 0.59 1.20 1.08 0.67 1.67 0.65 1.80 0.70 0.02 1.27 0.55 0.89 0.64 0.55 8.58 0.07 5.46 1.45 0.46 4.01 0.36 5.81 1.62 0.16 2.27 0.71 3.68 0.83 0.13 1.34 0.62 1.11 1.06 0.53 1.28 0.82 0.90 0.27 1.22 0.73

P56856 1 614 75 50 120 Claudin-18 P56856 sp|P56856|CLD18_HUMAN3 6 4 4.04 6 6.04 2.32 2.35 11.49 8.04599971 11.49 4.21499983 4 3 4 1 4 5 3 3 5 1.36 0.20 3.71 0.37 5.06 2.28 0.08 3.73 0.61 8.53 1.46 0.38 26.61 0.05 38.90 1.21 0.34 4.13 0.29 4.99 0.86 0.67 27.49 0.03 23.68 0.94 0.65 3.74 0.25 3.51 0.60 0.13 3.75 0.16 2.26 1.41 0.26 6.73 0.21 9.46 0.70 0.17 3.62 0.19 2.52 0.93 0.81 19.26 0.05 17.93 0.73 0.21 3.75 0.20 2.75 0.80 0.28 3.75 0.21 3.00 0.87 0.40 3.73 0.23 3.23 0.71 0.22 4.84 0.15 3.46 1.13 0.52 5.04 0.22 5.67 0.96 0.78 3.64 0.26 0.64 0.18 5.30 0.12

P59998 1 615 75 50 120 Actin-related protein 2/3 complex subunit 4 (Arp2/3 complex 20 kDa subunit) (p20-ARC)P59998 sp|P59998|ARPC4_HUMAN3 12.29 12.29 12.49 8.73 8.9 7.98 8.25 35.1200014 35.1200014 25 29.1700006 7 7 4 5 10 14 8 9 14 0.86 0.20 1.31 0.66 1.13 1.11 0.33 1.28 0.86 1.42 0.86 0.25 1.41 0.61 1.21 2.05 0.05 2.05 1.00 4.21 1.35 0.03 1.28 1.05 1.73 0.64 0.00 1.20 0.53 0.77 0.78 0.02 1.20 0.65 0.94 0.77 0.04 1.27 0.61 0.99 0.79 0.26 1.73 0.46 1.36 0.84 0.18 1.38 0.61 1.16 0.79 0.02 1.20 0.65 0.95 1.00 0.98 1.30 0.77 1.29 0.82 0.04 1.20 0.68 0.99 0.66 0.19 2.21 0.30 1.45 0.90 0.27 1.27 0.71 1.15 0.77 0.05 1.28 0.61 1.10 0.66 1.90 0.58

P60033 1 616 75 50 120 CD81 antigen (26 kDa cell surface protein TAPA-1) (Target of the antiproliferative antibody 1) (Tetraspanin-28) (Tspan-28) (CD antigen CD81)P60033 sp|P60033|CD81_HUMAN3 5.25 5.25 5.36 3.35 3.45 2.47 2.54 18.22 18.22 18.22 15.2500004 7 7 4 5 6 6 6 6 5 1.16 0.23 1.39 0.84 1.61 1.72 0.02 1.49 1.15 2.56 1.59 0.10 1.98 0.80 3.15 0.93 0.54 1.55 0.60 1.44 0.77 0.20 1.83 0.42 1.40 1.33 0.03 1.26 1.06 1.68 1.13 0.46 1.56 0.72 1.75 1.55 0.40 5.77 0.27 8.93 1.34 0.37 3.06 0.44 4.12 1.23 0.48 2.84 0.43 3.50 1.12 0.61 1.94 0.58 2.18 1.10 0.59 1.65 0.67 1.81 0.99 0.89 1.26 0.79 1.24 1.19 0.77 9.42 0.13 11.20 1.20 0.16 1.43 0.84 1.71 1.01 0.93 1.43 0.71 1.15 0.23 1.42 0.81

P60174 1 617 75 50 120 Triosephosphate isomerase (TIM) (EC 5.3.1.1) (Triose-phosphate isomerase)P60174 sp|P60174|TPIS_HUMAN3 21.65 21.65 22.33 13.19 13.39 13.91 14.26 61.0400021 61.0400021 44.5800006 43.3699995 16 16 9 10 12 16 16 9 10 1.28 0.01 1.16 1.10 1.49 0.91 0.11 1.12 0.81 1.03 1.09 0.32 1.24 0.88 1.35 0.89 0.14 1.20 0.74 1.06 1.19 0.10 1.26 0.94 1.50 0.90 0.06 1.12 0.80 1.01 1.01 0.91 1.12 0.89 1.13 0.88 0.13 1.20 0.73 1.06 0.95 0.62 1.32 0.72 1.26 0.83 0.14 1.33 0.62 1.10 1.19 0.01 1.14 1.05 1.36 1.31 0.00 1.14 1.15 1.49 0.98 0.73 1.12 0.87 1.10 0.76 0.19 1.65 0.46 1.24 0.93 0.43 1.26 0.74 1.17 1.32 0.02 1.21 1.09 1.26 0.09 1.33 0.94

P60228 1 618 75 50 120 Eukaryotic translation initiation factor 3 subunit E (eIF3e) (Eukaryotic translation initiation factor 3 subunit 6) (Viral integration site protein INT-6 homolog) (eIF-3 p48)P60228 sp|P60228|EIF3E_HUMAN3 6.49 3.97 4.16 4.81 5.13 6.49 7.17 10.3399999 4.94400002 6.29199967 10.3399999 4 2 3 4 5 8 3 3 8 0.79 0.27 3.77 0.21 3.00 1.68 0.19 7.64 0.22 12.87 0.96 0.94 173.44 0.01 167.28 2.13 0.09 3.96 0.54 8.46 1.48 0.06 1.53 0.97 2.26 0.71 0.26 6.58 0.11 4.66 0.71 0.19 3.85 0.18 2.74 0.91 0.77 27.04 0.03 24.56 0.89 0.38 1.39 0.64 1.24 0.62 0.37 54.49 0.01 33.83 0.75 0.22 3.88 0.19 2.90 0.90 0.49 3.79 0.24 3.40 0.76 0.24 3.87 0.20 2.96 0.74 0.51 57.35 0.01 42.19 1.06 0.68 4.02 0.26 4.26 0.98 0.89 4.66 0.21 0.82 0.28 1.58 0.52

P60660 1 619 75 50 120 Myosin light polypeptide 6 (17 kDa myosin light chain) (LC17) (Myosin light chain 3) (MLC-3) (Myosin light chain alkali 3) (Myosin light chain A3) (Smooth muscle and nonmuscle myosin light chain alkali 6)P60660 sp|P60660|MYL6_HUMAN3 15.32 15.32 15.5 14.77 15.08 13.11 13.42 61.589998 56.9500029 61.589998 56.9500029 12 12 12 11 17 24 13 13 24 0.79 0.01 1.19 0.66 0.93 0.93 0.47 1.24 0.75 1.16 0.80 0.20 1.46 0.55 1.17 2.11 0.00 1.29 1.64 2.73 1.87 0.00 1.26 1.48 2.36 0.83 0.22 1.38 0.60 1.15 1.20 0.01 1.13 1.07 1.36 0.79 0.12 1.39 0.57 1.09 0.82 0.04 1.21 0.67 0.99 0.75 0.07 1.38 0.54 1.03 1.12 0.32 1.29 0.87 1.45 0.89 0.06 1.13 0.79 1.01 0.93 0.50 1.29 0.72 1.19 0.70 0.02 1.29 0.54 0.91 0.86 0.05 1.16 0.74 1.00 0.99 0.93 1.22 0.81 1.05 0.49 1.19 0.88

P60842 1 620 75 50 120 Eukaryotic initiation factor 4A-I (eIF-4A-I) (eIF4A-I) (EC 3.6.4.13) (ATP-dependent RNA helicase eIF4A-1)P60842 sp|P60842|IF4A1_HUMAN3 17.05 17.05 17.65 17.05 17.16 14.46 14.88 23.3999997 23.3999997 19.9499995 21.1799994 10 10 8 7 12 22 5 10 22 1.00 1.00 1.74 0.57 1.74 0.52 0.07 2.23 0.23 1.16 1.01 0.89 1.15 0.87 1.16 0.89 0.10 1.15 0.77 1.03 0.75 0.00 1.16 0.65 0.87 0.99 0.94 1.65 0.60 1.64 1.37 0.10 1.60 0.85 2.19 0.96 0.52 1.15 0.84 1.11 1.01 0.86 1.21 0.84 1.22 0.82 0.06 1.24 0.66 1.01 1.06 0.65 1.64 0.65 1.74 1.46 0.05 1.44 1.01 2.10 1.18 0.19 1.44 0.82 1.71 0.78 0.09 1.36 0.57 1.05 1.22 0.01 1.15 1.06 1.40 1.36 0.00 1.15 1.18 1.34 0.16 1.55 0.86

P60866 1 621 75 50 120 40S ribosomal protein S20P60866 sp|P60866|RS20_HUMAN3 3.82 3.82 3.95 2.49 2.61 2.14 2.28 19.3299994 19.3299994 19.3299994 9.24400017 3 2 3 3 3 4 2 4 2 1.09 0.55 3.57 0.31 3.89 0.90 0.60 6.81 0.13 6.11 1.29 0.57 55.97 0.02 71.93 1.92 0.10 3.51 0.55 6.73 1.12 0.47 3.54 0.32 3.95 0.74 0.21 3.55 0.21 2.64 0.85 0.36 3.56 0.24 3.04 0.93 0.58 3.51 0.26 3.25 1.11 0.48 3.53 0.32 3.92 0.97 0.90 7.92 0.12 7.72 0.99 0.95 3.57 0.28 3.54 0.99 0.91 3.56 0.28 3.51 0.76 0.22 3.55 0.21 2.70 0.79 0.26 3.51 0.23 2.79 0.93 0.61 3.51 0.27 3.28 0.79 0.25 3.51 0.22 0.96 0.82 4.87 0.20

P60900 1 622 75 50 120 Proteasome subunit alpha type-6 (EC 3.4.25.1) (27 kDa prosomal protein) (PROS-27) (p27K) (Macropain iota chain) (Multicatalytic endopeptidase complex iota chain) (Proteasome iota chain)P60900 sp|P60900|PSA6_HUMAN3 22.85 13.04 13.82 22.85 23.04 9.03 9.53 52.0299971 40.6500012 52.0299971 32.5199992 12 9 12 7 13 18 7 14 18 0.45 0.01 1.65 0.27 0.74 1.98 0.00 1.34 1.48 2.66 0.67 0.03 1.43 0.47 0.95 2.69 0.00 1.26 2.13 3.40 1.63 0.00 1.20 1.36 1.95 0.47 0.00 1.35 0.35 0.63 0.56 0.00 1.27 0.44 0.70 0.63 0.00 1.26 0.50 0.80 0.53 0.00 1.33 0.40 0.71 0.57 0.00 1.36 0.42 0.78 0.53 0.00 1.19 0.44 0.63 0.73 0.02 1.28 0.57 0.93 0.65 0.00 1.16 0.56 0.76 0.50 0.02 1.70 0.30 0.86 0.61 0.00 1.24 0.49 0.75 0.69 0.00 1.17 0.59 0.67 0.03 1.40 0.48

P60903 1 623 75 50 120 Protein S100-A10 (Calpactin I light chain) (Calpactin-1 light chain) (Cellular ligand of annexin II) (S100 calcium-binding protein A10) (p10 protein) (p11)P60903 sp|P60903|S10AA_HUMAN3 5.09 3.5 3.92 4.44 4.74 5.09 5.45 35.0499988 35.0499988 17.5300002 35.0499988 5 3 3 5 9 15 4 9 15 1.33 0.28 2.30 0.58 3.05 1.33 0.30 2.46 0.54 3.28 1.80 0.00 1.27 1.42 2.27 0.75 0.08 1.42 0.53 1.07 1.18 0.12 1.27 0.93 1.49 1.12 0.37 1.52 0.73 1.71 0.81 0.17 1.56 0.52 1.26 1.10 0.35 1.32 0.83 1.45 0.90 0.24 1.27 0.70 1.14 0.83 0.08 1.26 0.66 1.04 0.98 0.96 6.61 0.15 6.45 0.84 0.52 2.66 0.32 2.23 0.91 0.77 3.15 0.29 2.89 0.97 0.87 1.74 0.56 1.68 1.24 0.06 1.26 0.98 1.56 1.11 0.23 1.26 0.89 0.71 0.02 1.30 0.55

P60953 1 624 75 50 120 Cell division control protein 42 homolog (G25K GTP-binding protein)P60953 sp|P60953|CDC42_HUMAN3 17.38 17.38 17.5 12.23 12.4 10.48 10.68 48.1700003 48.1700003 36.649999 26.699999 9 9 8 5 22 30 18 19 30 0.99 0.94 1.26 0.79 1.25 1.22 0.03 1.19 1.03 1.45 1.16 0.08 1.19 0.97 1.38 1.06 0.47 1.20 0.88 1.27 1.10 0.32 1.30 0.85 1.43 1.05 0.58 1.26 0.84 1.33 1.11 0.15 1.17 0.95 1.31 1.16 0.31 1.40 0.83 1.62 0.96 0.64 1.30 0.74 1.24 0.83 0.29 1.51 0.55 1.25 1.07 0.35 1.19 0.90 1.28 1.21 0.03 1.17 1.03 1.42 1.14 0.41 1.44 0.79 1.63 0.94 0.72 1.49 0.63 1.40 1.21 0.16 1.35 0.90 1.63 1.23 0.15 1.36 0.90 0.98 0.85 1.30 0.76

P60981 1 625 75 50 120 Destrin (Actin-depolymerizing factor) (ADF)P60981 sp|P60981|DEST_HUMAN3 12.29 8.63 11.24 12.29 15.06 9.92 12.51 38.1799996 38.1799996 38.1799996 33.3299995 9 7 9 8 11 17 7 9 17 1.50 0.00 1.17 1.28 1.75 0.99 0.89 1.17 0.84 1.16 1.43 0.01 1.28 1.12 1.83 0.93 0.25 1.17 0.79 1.08 1.12 0.13 1.17 0.96 1.31 0.91 0.39 1.31 0.69 1.19 1.11 0.16 1.17 0.95 1.30 0.97 0.80 1.32 0.74 1.28 0.75 0.05 1.33 0.57 1.00 0.66 0.03 1.43 0.46 0.95 0.87 0.14 1.23 0.70 1.07 1.15 0.08 1.17 0.98 1.34 0.71 0.01 1.25 0.57 0.89 0.69 0.01 1.28 0.54 0.89 1.29 0.01 1.17 1.11 1.51 1.32 0.01 1.19 1.10 0.81 0.03 1.19 0.68

P61006 1 626 75 50 120 Ras-related protein Rab-8A (Oncogene c-mel)P61006 sp|P61006|RAB8A_HUMAN3 17.16 17.16 17.57 4.71 13.02 11.2 11.72 43.9599991 37.6800001 43.9599991 28.9900005 11 8 11 7 4 6 6 3 4 0.90 0.67 2.02 0.45 1.81 1.41 0.04 1.36 1.04 1.93 1.29 0.26 3.90 0.33 5.01 0.98 0.91 3.89 0.25 3.83 0.83 0.15 1.43 0.58 1.19 1.07 0.43 1.26 0.85 1.35 0.82 0.20 1.46 0.57 1.20 1.12 0.66 11.74 0.10 13.15 1.14 0.26 1.44 0.79 1.64 1.10 0.72 13.04 0.08 14.34 0.80 0.06 1.26 0.64 1.01 0.75 0.15 1.59 0.48 1.20 0.99 0.95 1.36 0.73 1.36 0.89 0.54 5.33 0.17 4.75 1.15 0.41 3.89 0.30 4.48 1.06 0.70 3.88 0.27 0.88 0.68 3.21 0.27

P61020 1 627 75 50 120 Ras-related protein Rab-5BP61020 sp|P61020|RAB5B_HUMAN3 4.05 4 12.12 4 11.37 4.05 7.8 32.5599998 30.2300006 32.5599998 21.8600005 8 8 7 4 3 5 5 2 2 1.25 0.45 11.68 0.11 14.63 1.30 0.57 67.60 0.02 88.11 1.30 0.65 242.46 0.01 315.97 1.15 0.54 7.87 0.15 9.07 0.79 0.73 814.54 0.00 642.18 0.94 0.64 3.61 0.26 3.38 0.91 0.52 3.61 0.25 3.29 1.05 0.86 18.70 0.06 19.72 0.61 0.45 195.00 0.00 119.92 1.57 0.65 12180.48 0.00 19161.02 0.98 0.91 10.34 0.09 10.08 0.98 0.90 3.60 0.27 3.55 0.90 0.49 3.62 0.25 3.26 1.07 0.94 4903.46 0.00 5242.84 1.20 0.32 3.59 0.33 4.31 0.94 0.80 10.06 0.09 0.56 0.27 26.55 0.02

P61026 1 628 75 50 120 Ras-related protein Rab-10P61026 sp|P61026|RAB10_HUMAN3 9.52 9.52 15.21 8.18 11.72 6.27 9.66 37.0000005 37.0000005 36.500001 24.5000005 9 9 9 6 10 12 7 11 12 1.28 0.20 1.75 0.73 2.24 1.81 0.02 1.45 1.25 2.62 1.22 0.30 3.57 0.34 4.36 1.20 0.32 3.58 0.34 4.31 1.17 0.24 1.51 0.77 1.77 0.99 0.91 1.57 0.63 1.55 0.97 0.75 1.45 0.67 1.40 0.85 0.38 4.03 0.21 3.43 0.97 0.76 1.50 0.64 1.45 0.84 0.53 11.62 0.07 9.75 0.75 0.10 1.52 0.50 1.15 1.15 0.31 1.55 0.74 1.78 0.90 0.38 1.49 0.60 1.35 0.78 0.47 16.50 0.05 12.94 1.03 0.81 3.58 0.29 3.69 1.13 0.44 3.57 0.32 0.77 0.32 2.34 0.33

P61088 1 629 75 50 120 Ubiquitin-conjugating enzyme E2 N (EC 6.3.2.19) (Bendless-like ubiquitin-conjugating enzyme) (Ubc13) (UbcH13) (Ubiquitin carrier protein N) (Ubiquitin-protein ligase N)P61088 sp|P61088|UBE2N_HUMAN3 6.52 4.46 4.6 6.52 6.69 4.73 4.9 23.68 17.1100006 23.68 16.4499998 3 3 3 2 4 5 3 5 4 1.27 0.26 3.70 0.34 4.70 0.79 0.46 12.93 0.06 10.26 1.17 0.16 1.30 0.89 1.52 0.83 0.23 1.50 0.55 1.24 1.03 0.77 1.42 0.72 1.46 0.97 0.93 34.62 0.03 33.56 1.02 0.90 3.70 0.27 3.76 0.95 0.61 1.30 0.73 1.24 1.03 0.81 1.63 0.63 1.68 0.87 0.49 1.76 0.49 1.53 1.06 0.66 3.73 0.29 3.96 1.18 0.36 3.70 0.32 4.35 0.82 0.31 3.70 0.22 3.05 0.86 0.52 1.89 0.46 1.63 0.97 0.73 1.30 0.75 1.26 1.01 0.92 1.30 0.78 0.99 0.93 1.55 0.64

P61158 1 630 75 50 120 Actin-related protein 3 (Actin-like protein 3)P61158 sp|P61158|ARP3_HUMAN3 20.16 14.34 14.78 18.61 19.4 20.16 20.73 39.230001 27.0300001 39.230001 33.4899992 14 8 12 14 24 37 12 22 37 0.87 0.20 1.27 0.68 1.10 0.99 0.94 1.25 0.79 1.24 0.84 0.05 1.19 0.70 1.00 1.74 0.00 1.19 1.46 2.07 1.32 0.00 1.19 1.11 1.58 0.94 0.69 1.44 0.65 1.35 0.86 0.03 1.14 0.76 0.98 0.95 0.63 1.27 0.75 1.21 0.82 0.00 1.11 0.73 0.91 1.02 0.89 1.27 0.80 1.29 0.94 0.35 1.16 0.81 1.09 1.03 0.60 1.13 0.91 1.16 0.98 0.78 1.18 0.83 1.15 0.86 0.14 1.24 0.70 1.06 0.88 0.02 1.11 0.80 0.98 0.81 0.00 1.11 0.73 1.24 0.03 1.21 1.03

P61160 1 631 75 50 120 Actin-related protein 2 (Actin-like protein 2)P61160 sp|P61160|ARP2_HUMAN3 13.9 13.9 15.8 11.63 14.55 13.55 18.43 28.6799997 20.5599994 19.54 28.6799997 14 10 9 14 9 11 8 9 11 0.67 0.05 1.47 0.46 0.99 0.88 0.45 1.57 0.56 1.38 0.87 0.13 1.22 0.72 1.06 1.59 0.00 1.22 1.31 1.94 1.24 0.04 1.22 1.01 1.51 0.70 0.09 1.57 0.45 1.10 0.78 0.16 1.54 0.50 1.20 0.90 0.34 1.32 0.68 1.19 1.07 0.40 1.23 0.87 1.32 1.17 0.32 1.48 0.80 1.73 0.72 0.15 1.72 0.42 1.24 0.93 0.45 1.33 0.69 1.23 0.84 0.33 1.59 0.53 1.34 1.01 0.91 1.35 0.75 1.37 0.82 0.05 1.22 0.67 1.00 0.84 0.08 1.22 0.69 0.87 0.33 1.41 0.62

P61225 1 632 75 50 120 Ras-related protein Rap-2bP61225 sp|P61225|RAP2B_HUMAN3 8.03 8.03 10.88 4.21 6.37 6.2 7.48 33.3299995 33.3299995 19.1300005 23.4999999 6 6 4 5 3 5 2 3 5 1.15 0.40 3.54 0.32 4.07 1.13 0.44 3.56 0.32 4.02 1.09 0.74 13.12 0.08 14.33 1.48 0.37 27.52 0.05 40.67 0.96 0.68 1.42 0.68 1.36 0.94 0.65 3.56 0.26 3.35 0.73 0.50 58.34 0.01 42.43 1.30 0.25 3.89 0.33 5.06 0.99 0.88 1.42 0.70 1.40 0.95 0.86 22.03 0.04 20.84 0.76 0.22 3.55 0.21 2.69 0.81 0.28 3.56 0.23 2.88 0.67 0.16 3.57 0.19 2.39 1.98 0.55 21496.40 0.00 42455.64 1.13 0.62 9.34 0.12 10.54 0.91 0.53 3.89 0.23 1.23 0.50 2.95 0.42

P61247 1 633 75 50 120 40S ribosomal protein S3a (v-fos transformation effector protein) (Fte-1)P61247 sp|P61247|RS3A_HUMAN3 13.31 13.31 13.66 8.74 9.02 6.28 6.63 26.5199989 26.5199989 18.9400002 11.3600001 8 8 5 3 6 6 6 6 6 0.56 0.00 1.23 0.46 0.70 1.09 0.28 1.21 0.90 1.31 0.86 0.06 1.18 0.73 1.01 2.02 0.00 1.28 1.58 2.58 1.29 0.10 1.44 0.89 1.86 0.71 0.03 1.33 0.54 0.95 1.05 0.55 1.21 0.87 1.26 0.84 0.04 1.18 0.71 0.99 0.79 0.33 2.22 0.36 1.75 0.87 0.39 1.44 0.61 1.26 0.92 0.65 1.58 0.58 1.45 0.84 0.06 1.21 0.70 1.01 0.64 0.00 1.21 0.54 0.78 0.91 0.20 1.18 0.77 1.07 0.88 0.09 1.17 0.75 1.03 0.88 0.16 1.23 0.72 0.82 0.20 1.59 0.51

P61313 1 634 75 50 120 60S ribosomal protein L15P61313 sp|P61313|RL15_HUMAN3 6.45 6.45 6.68 4.05 4.2 6.26 6.51 17.1599999 17.1599999 10.2899998 13.73 4 4 2 3 6 9 6 4 9 0.65 0.01 1.30 0.50 0.84 0.77 0.02 1.20 0.64 0.92 0.60 0.12 3.53 0.17 2.12 2.50 0.07 3.52 0.71 8.78 1.52 0.09 1.80 0.84 2.74 0.59 0.00 1.25 0.48 0.74 1.05 0.51 1.20 0.87 1.26 0.67 0.15 3.51 0.19 2.36 0.85 0.20 1.46 0.58 1.24 0.72 0.29 7.36 0.10 5.34 0.61 0.00 1.20 0.51 0.73 0.71 0.32 2.33 0.30 1.65 0.83 0.37 1.64 0.51 1.37 0.62 0.48 303.47 0.00 188.86 0.94 0.64 3.51 0.27 3.30 1.18 0.34 3.52 0.34 0.75 0.26 2.16 0.35

P61586 1 636 75 50 120 Transforming protein RhoA (Rho cDNA clone 12) (h12)P61586 sp|P61586|RHOA_HUMAN3 16.99 16.99 16.99 16.33 16.35 13.4 13.6 54.400003 54.400003 41.9699997 45.6 11 10 9 11 21 24 18 20 24 1.12 0.14 1.18 0.95 1.32 1.29 0.00 1.13 1.14 1.46 1.23 0.00 1.12 1.10 1.38 1.04 0.46 1.12 0.93 1.16 1.12 0.08 1.14 0.98 1.27 1.06 0.49 1.21 0.88 1.28 1.03 0.57 1.13 0.91 1.16 1.08 0.28 1.15 0.93 1.24 0.79 0.25 1.53 0.52 1.22 0.93 0.43 1.24 0.75 1.15 0.94 0.33 1.15 0.81 1.08 1.18 0.01 1.13 1.04 1.33 0.98 0.64 1.13 0.86 1.10 0.94 0.45 1.21 0.77 1.13 1.29 0.00 1.12 1.15 1.44 1.21 0.00 1.12 1.08 0.98 0.80 1.24 0.78

P61626 1 637 75 50 120 Lysozyme C (EC 3.2.1.17) (1,4-beta-N-acetylmuramidase C)P61626 sp|P61626|LYSC_HUMAN3 12.26 9.66 10.08 12.26 12.41 8.28 8.62 37.8399998 37.8399998 35.8099997 21.6199994 13 13 11 7 9 10 10 10 7 0.44 0.00 1.35 0.33 0.59 1.09 0.27 1.20 0.91 1.31 1.18 0.03 1.15 1.02 1.36 0.74 0.00 1.15 0.64 0.85 1.10 0.35 1.32 0.83 1.46 1.10 0.54 1.48 0.74 1.63 0.64 0.02 1.40 0.46 0.89 1.01 0.82 1.16 0.88 1.17 0.94 0.49 1.31 0.72 1.22 1.30 0.00 1.15 1.13 1.50 0.97 0.87 1.72 0.56 1.66 1.36 0.20 1.72 0.79 2.34 0.97 0.88 1.70 0.57 1.65 1.54 0.01 1.30 1.18 2.00 1.09 0.34 1.22 0.89 1.33 0.75 0.00 1.16 0.65 1.14 0.34 1.45 0.79

P61764 1 638 75 50 120 Syntaxin-binding protein 1 (MUNC18-1) (N-Sec1) (Protein unc-18 homolog 1) (Unc18-1) (Protein unc-18 homolog A) (Unc-18A) (p67)P61764 sp|P61764|STXB1_HUMAN3 14.21 14.21 15 6.13 6.71 5.44 6.34 16.5000007 16.5000007 7.57599995 6.73400015 8 8 3 3 6 9 5 4 9 1.42 0.17 1.80 0.79 2.56 1.10 0.58 1.58 0.70 1.74 1.26 0.10 1.42 0.89 1.79 0.96 0.68 1.49 0.64 1.42 0.93 0.57 1.38 0.68 1.28 1.23 0.05 1.23 1.00 1.51 1.09 0.30 1.21 0.89 1.32 1.01 0.90 1.42 0.71 1.43 0.95 0.51 1.20 0.79 1.15 0.88 0.48 1.95 0.45 1.71 1.25 0.20 1.50 0.83 1.88 1.07 0.81 2.06 0.52 2.20 1.04 0.77 1.39 0.75 1.44 0.87 0.59 2.55 0.34 2.22 1.37 0.06 1.42 0.96 1.94 1.07 0.48 1.42 0.76 0.84 0.35 1.57 0.54

P61769 1 639 55 34 92 Beta-2-microglobulin [Cleaved into: Beta-2-microglobulin form pI 5.3]P61769 sp|P61769|B2MG_HUMAN3 4.15 2.06 2.22 3.64 3.97 4.15 4.28 21.0099995 21.0099995 18.4900001 18.4900001 3 2 3 3 4 6 3 4 6 0.65 0.96 1.20 0.19 1.48 0.81 1.77 0.82 0.27 1.74 0.47 1.43 1.09 0.44 1.45 0.75 1.58 1.86 1.28 1.15 0.26 1.48 0.78 1.71 1.12 0.32 1.46 0.77 1.63 1.12 0.33 1.48 0.76 1.67 1.26 1.41 1.16 1.42 0.06 1.49 0.95 2.10 0.93 0.48 1.48 0.63 1.37 0.97 0.80 1.48 0.66 0.92 0.43 1.47 0.62

P61916 1 640 55 42 80 Epididymal secretory protein E1 (Human epididymis-specific protein 1) (He1) (Niemann-Pick disease type C2 protein)P61916 sp|P61916|NPC2_HUMAN3 6 6 6.07 3.33 3.39 1.64 1.68 27.8100014 27.8100014 21.8500003 15.23 4 4 2 1 5 8 8 5 2 0.78 0.12 1.49 0.53 1.17 1.19 0.22 1.54 0.78 1.83 1.28 0.25 3.61 0.35 4.63 1.07 0.64 3.71 0.29 3.96 0.68 NA NA NA NA 1.84 0.02 1.43 1.29 2.64 1.07 0.52 1.43 0.74 1.53 1.11 0.49 3.65 0.30 4.06 0.73 NA NA NA NA 1.43 0.18 3.63 0.39 5.17 1.02 0.87 1.43 0.71 1.45 1.21 0.15 1.43 0.85 1.74 1.16 0.21 1.43 0.81 1.66 1.01 0.91 3.65 0.28 3.70 1.44 0.28 9.01 0.16 13.01 0.90 0.47 3.63 0.25 0.49 NA NA NA

P61960 1 641 75 50 120 Ubiquitin-fold modifier 1P61960 sp|P61960|UFM1_HUMAN3 2.85 2.76 2.94 2.34 2.49 2.85 3.04 27.0599991 27.0599991 17.6499993 27.0599991 2 2 1 2 3 4 2 2 4 1.26 0.41 8.93 0.14 11.26 1.24 0.48 13.72 0.09 17.08 1.31 0.30 5.87 0.22 7.69 1.09 0.55 3.77 0.29 4.12 0.96 0.78 3.67 0.26 3.53 1.01 0.93 3.97 0.26 4.02 1.07 0.61 3.52 0.30 3.77 2.35 0.34 613.93 0.00 1445.80 1.07 0.67 4.42 0.24 4.73 0.77 0.31 5.85 0.13 4.51 1.43 0.48 71.28 0.02 102.08 0.99 0.94 3.53 0.28 3.50 1.10 0.79 38.95 0.03 42.91 0.72 0.27 6.57 0.11 4.73 1.10 0.52 3.76 0.29 4.15 1.04 0.78 3.76 0.28 0.89 0.45 3.67 0.24

P61978 1 642 75 50 120 Heterogeneous nuclear ribonucleoprotein K (hnRNP K) (Transformation up-regulated nuclear protein) (TUNP)P61978 sp|P61978|HNRPK_HUMAN3 18.58 15.95 16.83 18.58 19.29 12.27 13.3 23.33 23.33 21.6000006 14.9000004 10 10 9 6 13 15 11 12 15 0.87 0.38 1.41 0.62 1.23 0.61 0.01 1.38 0.44 0.84 1.00 0.99 1.26 0.79 1.26 1.09 0.20 1.15 0.95 1.26 0.72 0.00 1.16 0.62 0.84 0.80 0.12 1.35 0.60 1.08 1.07 0.59 1.33 0.80 1.43 0.97 0.59 1.13 0.86 1.09 0.77 0.08 1.34 0.58 1.04 0.86 0.27 1.32 0.66 1.14 1.07 0.51 1.25 0.85 1.34 0.94 0.73 1.50 0.63 1.40 0.84 0.03 1.17 0.72 0.98 0.82 0.02 1.18 0.70 0.96 1.00 0.99 1.11 0.90 1.11 1.60 0.00 1.14 1.41 1.06 0.64 1.32 0.80

P61981 1 643 75 50 120 14-3-3 protein gamma (Protein kinase C inhibitor protein 1) (KCIP-1) [Cleaved into: 14-3-3 protein gamma, N-terminally processed]P61981 sp|P61981|1433G_HUMAN3 5.2 5.2 12.69 4.23 11.87 3.54 10.88 34.4099999 34.4099999 27.5299996 27.5299996 14 14 10 14 4 5 5 3 5 1.44 0.17 3.61 0.40 5.18 0.89 0.45 3.61 0.25 3.21 1.16 0.46 2.04 0.57 2.37 0.67 0.16 2.19 0.30 1.46 0.87 0.41 3.64 0.24 3.18 0.97 0.79 3.62 0.27 3.50 0.90 0.66 9.26 0.10 8.35 1.16 0.25 1.50 0.78 1.75 1.07 0.63 3.66 0.29 3.91 1.37 0.34 3.00 0.46 4.11 0.98 0.97 171.63 0.01 168.88 1.28 0.43 12.44 0.10 15.90 0.98 0.95 22.75 0.04 22.33 1.63 0.32 5.04 0.32 8.21 1.17 0.22 1.47 0.80 1.72 0.86 0.39 1.82 0.47 0.64 0.24 9.43 0.07

P62140 1 644 75 50 120 Serine/threonine-protein phosphatase PP1-beta catalytic subunit (PP-1B) (PPP1CD) (EC 3.1.3.16) (EC 3.1.3.53)P62140 sp|P62140|PP1B_HUMAN3 8.93 8.65 9.06 6.97 7.23 8.93 9.4 20.8000004 15.2899995 17.1299994 20.8000004 6 4 5 6 7 8 8 6 6 1.04 0.79 1.39 0.74 1.44 0.98 0.89 1.37 0.72 1.34 1.09 0.32 1.27 0.86 1.39 0.97 0.74 1.27 0.76 1.24 1.08 0.38 1.23 0.87 1.33 0.93 0.41 1.24 0.75 1.15 1.16 0.22 1.31 0.89 1.51 0.85 0.64 2.81 0.30 2.37 0.88 0.30 1.34 0.66 1.18 0.96 0.81 1.57 0.62 1.51 0.90 0.25 1.23 0.73 1.11 1.08 0.50 1.32 0.82 1.42 0.96 0.57 1.17 0.83 1.12 1.04 0.78 1.48 0.70 1.54 1.29 0.04 1.27 1.02 1.64 1.22 0.22 1.52 0.81 1.00 0.97 1.35 0.74

P62158 1 645 75 50 120 Calmodulin (CaM)P62158 sp|P62158|CALM_HUMAN3 15.54 15.54 15.81 13.1 13.42 13.44 13.97 48.9899993 48.9899993 48.9899993 46.9799995 15 15 13 14 17 20 16 16 20 1.02 0.83 1.26 0.81 1.28 1.10 0.29 1.21 0.90 1.33 1.27 0.03 1.23 1.03 1.57 0.96 0.66 1.21 0.80 1.17 1.12 0.16 1.19 0.94 1.34 0.90 0.13 1.16 0.77 1.04 0.97 0.69 1.16 0.84 1.13 1.11 0.14 1.17 0.95 1.30 0.75 0.01 1.19 0.62 0.89 0.94 0.44 1.20 0.79 1.13 0.60 0.00 1.16 0.51 0.69 1.12 0.16 1.18 0.94 1.32 0.91 0.20 1.16 0.79 1.06 0.86 0.18 1.28 0.67 1.10 1.07 0.41 1.19 0.89 1.27 1.25 0.04 1.24 1.01 0.89 0.57 1.61 0.55

P62191 1 646 75 50 120 26S protease regulatory subunit 4 (P26s4) (26S proteasome AAA-ATPase subunit RPT2) (Proteasome 26S subunit ATPase 1)P62191 sp|P62191|PRS4_HUMAN3 12.4 10.6 14.32 12.4 13.33 12.12 13.21 20.9099993 17.9499999 20.9099993 20.0000003 10 7 10 8 11 14 8 11 14 1.04 0.73 1.34 0.78 1.39 1.27 0.02 1.21 1.05 1.54 0.68 0.00 1.19 0.57 0.81 2.32 0.00 1.27 1.83 2.95 1.48 0.00 1.21 1.23 1.79 0.62 0.00 1.23 0.51 0.76 0.76 0.02 1.21 0.63 0.92 0.68 0.01 1.25 0.54 0.85 0.91 0.17 1.16 0.78 1.06 0.82 0.22 1.43 0.58 1.17 0.85 0.07 1.21 0.70 1.02 0.93 0.36 1.21 0.77 1.13 0.96 0.86 1.76 0.55 1.69 0.83 0.04 1.19 0.70 0.99 0.79 0.01 1.15 0.69 0.91 0.77 0.00 1.15 0.67 0.85 0.29 1.43 0.59

P62195 1 647 75 50 120 26S protease regulatory subunit 8 (26S proteasome AAA-ATPase subunit RPT6) (Proteasome 26S subunit ATPase 5) (Proteasome subunit p45) (Thyroid hormone receptor-interacting protein 1) (TRIP1) (p45/SUG)P62195 sp|P62195|PRS8_HUMAN3 9.78 9.78 13.19 8.36 8.95 6.5 7.06 17.7300006 17.7300006 15.2700007 11.8199997 7 6 7 4 6 8 7 8 4 0.84 0.18 1.33 0.63 1.13 1.13 0.41 1.45 0.78 1.64 0.69 0.00 1.16 0.59 0.80 1.91 0.00 1.37 1.39 2.62 1.81 0.17 3.37 0.54 6.10 0.59 0.01 1.38 0.43 0.82 0.71 0.08 1.51 0.47 1.07 0.66 0.01 1.33 0.49 0.87 0.77 0.40 2.90 0.27 2.23 0.93 0.75 1.79 0.52 1.65 0.84 0.53 1.99 0.43 1.68 0.91 0.31 1.25 0.73 1.14 0.74 0.18 1.66 0.45 1.23 0.91 0.54 1.47 0.62 1.33 0.86 0.04 1.16 0.74 0.99 0.83 0.03 1.16 0.72 0.87 0.45 1.90 0.46

P62241 1 648 55 42 80 40S ribosomal protein S8P62241 sp|P62241|RS8_HUMAN3 9.96 5.35 5.84 9.96 10.61 1.75 2.06 24.0400001 15.8700004 24.0400001 13.4599999 7 3 7 4 2 4 2 4 1 0.67 0.17 3.93 0.17 2.62 0.82 0.32 3.98 0.21 3.27 0.81 0.42 2.05 0.40 1.66 1.90 0.01 1.42 1.34 2.69 0.95 NA NA NA NA 0.69 0.39 26.19 0.03 18.14 1.35 0.22 3.96 0.34 5.36 0.94 0.73 1.61 0.58 1.52 0.92 NA NA NA NA 0.98 0.95 2.13 0.46 2.10 0.88 0.45 3.95 0.22 3.48 0.92 0.62 4.35 0.21 4.02 0.92 0.57 3.92 0.23 3.60 0.91 0.94 43.73 0.02 39.83 0.89 0.34 1.38 0.65 1.23 0.88 0.18 1.28 0.69 0.79 NA NA NA

P62249 1 649 75 50 120 40S ribosomal protein S16P62249 sp|P62249|RS16_HUMAN3 14.05 6.1 6.32 14.05 14.2 9.08 9.31 52.7400017 28.7699997 52.7400017 27.3999989 8 4 8 5 8 10 6 10 9 0.63 0.05 1.62 0.39 1.01 0.87 0.39 1.55 0.56 1.35 1.52 0.34 2.75 0.55 4.17 2.28 0.00 1.26 1.82 2.87 1.20 0.09 1.27 0.95 1.52 0.59 0.01 1.34 0.44 0.79 0.92 0.73 1.98 0.47 1.82 0.85 0.05 1.18 0.72 1.00 0.89 0.45 1.52 0.59 1.36 0.83 0.11 1.29 0.64 1.07 0.73 0.28 2.15 0.34 1.57 0.84 0.30 1.55 0.54 1.30 0.61 0.16 2.30 0.26 1.41 0.70 0.14 1.69 0.42 1.18 1.04 0.57 1.17 0.89 1.21 1.04 0.52 1.17 0.89 0.69 0.04 1.41 0.49

P62258 1 650 75 50 120 14-3-3 protein epsilon (14-3-3E)P62258 sp|P62258|1433E_HUMAN3 27.62 27.62 27.79 19.64 24.38 25.64 25.9 66.2699997 66.2699997 54.9000025 60.3900015 23 23 18 22 22 30 17 20 30 1.41 0.11 1.55 0.91 2.18 1.05 0.54 1.19 0.88 1.25 1.35 0.01 1.19 1.14 1.60 0.85 0.03 1.15 0.74 0.98 0.98 0.78 1.15 0.86 1.13 0.93 0.27 1.16 0.80 1.07 0.91 0.11 1.13 0.81 1.03 1.15 0.70 2.31 0.50 2.65 0.99 0.94 1.44 0.68 1.43 1.14 0.10 1.17 0.97 1.34 0.87 0.10 1.18 0.74 1.03 1.33 0.01 1.20 1.11 1.59 0.89 0.05 1.13 0.79 1.00 1.07 0.67 1.46 0.73 1.57 1.19 0.02 1.15 1.04 1.38 1.05 0.53 1.19 0.88 0.98 0.69 1.15 0.85

P62269 1 652 75 50 120 40S ribosomal protein S18 (Ke-3) (Ke3)P62269 sp|P62269|RS18_HUMAN3 5.38 4.41 4.73 5.38 6.29 4.44 5.21 25 15.7900006 25 17.7599996 6 3 4 6 5 5 4 5 5 0.65 0.03 1.41 0.46 0.92 0.48 0.00 1.26 0.38 0.60 0.70 0.01 1.22 0.57 0.85 2.44 0.00 1.41 1.73 3.43 1.28 0.05 1.27 1.01 1.63 0.71 0.10 1.57 0.45 1.12 1.03 0.72 1.27 0.81 1.30 0.90 0.19 1.20 0.75 1.08 1.03 0.79 1.35 0.76 1.39 0.80 0.03 1.22 0.65 0.97 0.64 0.12 1.96 0.33 1.25 1.10 0.30 1.26 0.87 1.38 0.79 0.24 1.68 0.47 1.33 0.74 0.22 1.77 0.42 1.32 0.98 0.73 1.20 0.81 1.17 0.91 0.21 1.20 0.75 0.74 0.05 1.34 0.55

P62280 1 653 75 50 120 40S ribosomal protein S11P62280 sp|P62280|RS11_HUMAN3 7.68 5.27 5.57 7.68 7.99 5.28 5.55 27.2199988 15.8199996 27.2199988 22.1499994 4 3 4 3 6 7 5 7 6 0.62 0.01 1.37 0.45 0.85 0.84 0.27 1.44 0.59 1.22 0.77 0.06 1.33 0.58 1.02 2.25 0.00 1.26 1.79 2.82 1.16 0.21 1.31 0.88 1.51 0.75 0.07 1.37 0.55 1.03 1.03 0.86 1.60 0.64 1.66 0.75 0.17 1.65 0.46 1.24 0.78 0.11 1.41 0.55 1.09 0.76 0.28 1.96 0.39 1.48 0.84 0.28 1.47 0.57 1.24 0.80 0.14 1.38 0.58 1.11 0.80 0.13 1.38 0.58 1.10 0.56 0.07 1.95 0.29 1.09 0.94 0.46 1.26 0.75 1.18 1.01 0.90 1.26 0.80 0.87 0.44 1.56 0.56

P62318 1 654 55 34 92 Small nuclear ribonucleoprotein Sm D3 (Sm-D3) (snRNP core protein D3)P62318 sp|P62318|SMD3_HUMAN3 3.12 1.36 1.58 2.65 2.74 3.12 3.2 15.0800005 7.14299977 15.0800005 15.0800005 2 1 2 2 3 4 1 3 4 0.76 1.36 0.81 0.57 25.37 0.03 20.63 1.74 0.24 17.13 0.10 29.76 1.16 0.60 14.11 0.08 16.43 0.82 0.74 0.62 0.14 3.93 0.16 2.45 0.80 0.55 27.04 0.03 21.61 0.81 0.65 82.11 0.01 66.42 0.93 0.81 0.73 0.80 0.56 30.88 0.03 24.62 0.78 0.26 3.94 0.20 3.07 1.14 0.47 4.54 0.25 1.12 0.51 4.28 0.26

P62330 1 655 75 50 120 ADP-ribosylation factor 6P62330 sp|P62330|ARF6_HUMAN3 4.3 4.25 6.39 4.3 5.26 3.76 4.64 21.7099994 21.7099994 11.9999997 20.5699995 4 4 2 3 4 5 5 4 4 1.19 0.13 1.31 0.91 1.57 1.10 0.42 1.36 0.80 1.49 1.22 0.14 1.42 0.86 1.73 1.11 0.37 1.50 0.74 1.67 1.09 0.43 1.47 0.74 1.61 0.92 0.71 1.88 0.49 1.74 1.06 0.70 1.51 0.70 1.59 1.09 0.46 1.47 0.74 1.60 0.79 0.14 1.52 0.52 1.21 1.10 0.37 1.42 0.77 1.55 0.91 0.95 73.11 0.01 66.76 1.03 0.75 1.32 0.78 1.36 1.02 0.88 1.53 0.67 1.57 1.00 0.99 1.51 0.66 1.50 1.25 0.11 1.42 0.88 1.77 1.26 0.10 1.42 0.89 0.87 0.37 1.66 0.52

P62333 1 656 75 50 120 26S protease regulatory subunit 10B (26S proteasome AAA-ATPase subunit RPT4) (Proteasome 26S subunit ATPase 6) (Proteasome subunit p42)P62333 sp|P62333|PRS10_HUMAN3 15.95 7.72 9.67 15.95 17.73 12.79 14.75 27.5099993 14.6500006 27.5099993 23.3899996 10 5 10 8 9 10 6 10 10 0.86 0.19 1.33 0.65 1.14 1.19 0.21 1.42 0.84 1.69 0.92 0.54 1.34 0.69 1.23 1.97 0.00 1.22 1.62 2.40 1.30 0.02 1.24 1.05 1.61 0.62 0.03 1.52 0.41 0.93 0.69 0.02 1.32 0.52 0.91 0.91 0.43 1.28 0.71 1.17 0.82 0.08 1.26 0.65 1.03 1.06 0.66 1.35 0.79 1.43 0.80 0.22 1.61 0.50 1.28 0.86 0.20 1.33 0.65 1.14 0.78 0.21 1.65 0.47 1.29 1.13 0.41 1.40 0.81 1.59 0.93 0.23 1.13 0.82 1.05 0.98 0.89 1.27 0.77 0.88 0.07 1.15 0.76

P62424 1 657 75 50 120 60S ribosomal protein L7a (PLA-X polypeptide) (Surfeit locus protein 3)P62424 sp|P62424|RL7A_HUMAN3 8.91 2.87 3 8.91 9.05 2.77 3.13 18.7999994 11.6499998 18.7999994 5.63899986 5 3 5 2 3 6 2 6 2 0.64 0.14 3.54 0.18 2.27 0.69 0.17 3.55 0.20 2.46 0.85 0.47 1.92 0.44 1.63 2.63 0.01 1.71 1.53 4.50 1.18 0.78 334.16 0.00 394.04 0.64 0.15 4.08 0.16 2.60 0.80 0.30 4.41 0.18 3.52 0.91 0.36 1.33 0.68 1.21 0.78 0.24 3.53 0.22 2.75 0.85 0.16 1.32 0.64 1.12 0.60 0.29 22.11 0.03 13.32 0.93 0.72 6.93 0.13 6.44 0.51 0.22 21.98 0.02 11.28 0.81 0.06 1.26 0.64 1.02 0.96 0.65 1.26 0.76 1.22 0.85 0.12 1.26 0.68 0.54 0.28 41.32 0.01

P62701 1 658 75 50 120 40S ribosomal protein S4, X isoform (SCR10) (Single copy abundant mRNA protein)P62701 sp|P62701|RS4X_HUMAN3 15.94 15.94 16.36 10.27 10.69 14.63 15.18 30.7999998 30.7999998 14.8300007 30.7999998 8 8 4 8 10 16 7 6 16 0.79 0.19 1.49 0.53 1.18 0.92 0.60 1.45 0.64 1.34 0.92 0.75 2.82 0.32 2.58 1.94 0.17 3.90 0.50 7.55 1.34 0.02 1.26 1.07 1.69 0.87 0.57 1.77 0.49 1.55 0.91 0.31 1.25 0.73 1.13 0.98 0.97 7.96 0.12 7.80 0.83 0.12 1.30 0.64 1.07 1.16 0.83 15.00 0.08 17.43 0.84 0.09 1.25 0.67 1.04 1.05 0.79 1.56 0.68 1.63 0.78 0.21 1.55 0.51 1.21 0.94 0.89 5.41 0.17 5.08 0.83 0.31 1.82 0.46 1.51 0.83 0.29 1.77 0.47 0.95 0.77 1.50 0.63

P62805 1 660 75 50 120 Histone H4 P62805 sp|P62805|H4_HUMAN3 16.58 9.38 9.41 8 8.08 16.58 16.9 51.4599979 50.4899979 42.719999 51.4599979 22 7 5 22 14 26 9 7 26 0.19 0.02 3.33 0.06 0.64 1.09 0.71 1.82 0.60 1.99 0.31 0.08 4.52 0.07 1.42 0.63 0.34 4.96 0.13 3.10 1.47 0.01 1.22 1.21 1.79 0.23 0.01 2.33 0.10 0.53 0.45 0.34 7.89 0.06 3.54 0.35 0.07 3.55 0.10 1.23 0.58 0.14 2.25 0.26 1.32 0.31 0.07 4.03 0.08 1.27 0.32 0.02 2.35 0.14 0.75 0.37 0.02 2.10 0.18 0.78 0.33 0.01 1.81 0.18 0.61 0.30 0.04 2.96 0.10 0.90 0.24 0.05 4.29 0.06 1.02 0.28 0.05 3.40 0.08 8.68 0.00 2.06 4.21

P62826 1 662 55 34 92 GTP-binding nuclear protein Ran (Androgen receptor-associated protein 24) (GTPase Ran) (Ras-like protein TC4) (Ras-related nuclear protein)P62826 sp|P62826|RAN_HUMAN3 9.71 9.71 9.95 2.03 2.15 4 4.19 27.7799994 27.7799994 14.35 9.72200036 6 6 2 2 4 7 7 1 4 1.02 0.95 2.34 0.44 2.38 0.66 0.04 1.49 0.45 0.98 0.95 NA NA NA NA 0.85 NA NA NA NA 0.82 0.29 3.52 0.23 2.87 1.10 0.40 1.32 0.83 1.45 1.24 0.03 1.21 1.03 1.50 0.42 NA NA NA NA 0.85 0.81 721.30 0.00 614.53 1.06 NA NA NA NA 1.45 0.02 1.32 1.10 1.90 1.32 0.04 1.29 1.02 1.71 1.19 0.08 1.22 0.97 1.45 1.08 NA NA NA NA 1.08 NA NA NA NA 1.27 NA NA NA 1.99 0.10 4.26 0.47

P62829 1 663 75 50 120 60S ribosomal protein L23 (60S ribosomal protein L17)P62829 sp|P62829|RL23_HUMAN3 7.04 5.08 5.18 7.04 7.08 4.29 4.37 36.4300013 30.7099998 36.4300013 30.7099998 5 5 4 3 5 6 3 6 6 0.67 0.04 1.44 0.46 0.96 1.10 0.40 1.47 0.75 1.62 0.85 0.12 1.26 0.68 1.07 2.17 0.00 1.37 1.58 2.96 1.11 0.35 1.45 0.76 1.61 0.67 0.08 1.65 0.41 1.11 1.03 0.73 1.44 0.72 1.49 0.78 0.36 2.07 0.38 1.61 0.76 0.10 1.49 0.51 1.13 0.83 0.46 2.06 0.40 1.71 0.76 0.24 2.01 0.38 1.53 0.89 0.29 1.44 0.62 1.28 0.69 0.20 2.34 0.29 1.61 0.65 0.54 7.16 0.09 4.67 1.01 0.92 1.26 0.80 1.27 0.92 0.31 1.26 0.73 0.71 0.12 1.77 0.40

P62851 1 664 75 50 120 40S ribosomal protein S25P62851 sp|P62851|RS25_HUMAN3 5.69 4.04 4.13 5.69 5.92 3 3.22 20.8000004 15.1999995 20.8000004 15.1999995 3 2 3 2 6 7 4 6 7 0.80 0.27 3.52 0.23 2.82 1.89 0.10 3.52 0.54 6.65 0.64 0.03 1.42 0.45 0.91 2.39 0.01 1.51 1.58 3.61 1.81 0.17 8.09 0.22 14.65 0.47 0.08 3.51 0.14 1.66 0.70 0.17 3.51 0.20 2.47 0.93 0.69 2.02 0.46 1.87 0.89 0.80 84.81 0.01 75.69 1.18 0.47 2.25 0.53 2.67 0.78 0.24 3.51 0.22 2.74 1.04 0.76 3.51 0.30 3.66 0.48 0.08 3.51 0.14 1.68 0.92 0.84 4.45 0.21 4.11 0.77 0.08 1.42 0.54 1.09 0.77 0.09 1.42 0.54 1.01 0.95 3.56 0.28

P62854 1 665 75 50 120 40S ribosomal protein S26P62854 sp|P62854|RS26_HUMAN3 4 4 4.03 3.22 3.26 4 4.05 20.8700001 20.8700001 20.8700001 20.8700001 2 2 2 2 4 6 3 2 6 0.53 0.13 4.99 0.11 2.65 0.77 0.28 4.84 0.16 3.73 0.68 0.42 41.25 0.02 28.12 2.25 0.14 10.03 0.22 22.52 1.33 0.28 5.37 0.25 7.13 0.63 0.27 13.52 0.05 8.56 1.15 0.46 4.79 0.24 5.50 0.86 0.38 3.51 0.25 3.04 0.80 0.29 4.24 0.19 3.37 0.88 0.41 3.51 0.25 3.08 0.70 0.21 4.77 0.15 3.33 0.81 0.33 4.76 0.17 3.84 0.60 0.15 4.76 0.13 2.84 0.69 0.41 34.17 0.02 23.63 0.99 0.93 3.51 0.28 3.48 1.18 0.40 4.60 0.26 0.59 0.14 4.59 0.13

P62873 1 666 75 50 120 Guanine nucleotide-binding protein G(I)/G(S)/G(T) subunit beta-1 (Transducin beta chain 1)P62873 sp|P62873|GBB1_HUMAN3 6.83 5.19 16.61 4.41 15.12 6.83 17.77 30.8800012 28.5299987 27.6499987 30.8800012 14 12 9 14 5 8 4 3 8 0.86 0.64 20.82 0.04 17.90 1.21 0.32 3.71 0.33 4.48 1.28 0.09 1.42 0.90 1.83 0.85 0.23 1.48 0.58 1.27 0.85 0.07 1.20 0.71 1.02 1.13 0.45 3.76 0.30 4.25 1.02 0.88 3.74 0.27 3.81 1.03 0.84 1.79 0.58 1.84 1.17 0.49 1.70 0.69 1.98 1.23 0.13 1.43 0.86 1.76 1.16 0.63 18.33 0.06 21.32 1.02 0.89 5.88 0.17 6.03 1.06 0.84 23.84 0.04 25.37 1.12 0.31 1.43 0.78 1.59 1.19 0.16 1.43 0.84 1.70 0.95 0.56 1.42 0.66 1.03 0.60 1.17 0.88

P62879 1 667 75 50 120 Guanine nucleotide-binding protein G(I)/G(S)/G(T) subunit beta-2 (G protein subunit beta-2) (Transducin beta chain 2)P62879 sp|P62879|GBB2_HUMAN3 20.5 16.38 16.95 17.86 18.5 20.5 20.78 42.9399997 33.5299999 40.8800006 42.9399997 17 13 14 17 8 9 6 9 9 0.97 0.94 5.37 0.18 5.20 1.11 0.71 2.76 0.40 3.05 1.24 0.07 1.28 0.97 1.59 0.99 0.92 1.34 0.74 1.32 1.14 0.48 1.68 0.68 1.92 0.93 0.79 3.01 0.31 2.79 0.82 0.40 2.22 0.37 1.82 1.04 0.74 1.44 0.73 1.50 0.76 0.07 1.37 0.55 1.04 1.15 0.68 2.64 0.43 3.03 0.95 0.83 2.44 0.39 2.32 0.97 0.91 2.68 0.36 2.60 0.84 0.39 1.99 0.42 1.68 0.95 0.71 1.47 0.65 1.40 1.34 0.04 1.29 1.04 1.72 1.18 0.23 1.43 0.83 1.15 0.61 2.18 0.53

P62917 1 669 75 50 120 60S ribosomal protein L8P62917 sp|P62917|RL8_HUMAN3 5.81 5.81 5.93 4.69 4.76 3.73 4.08 13.2300004 13.2300004 10.5099998 7.00400025 3 3 3 2 5 7 4 4 7 0.50 0.01 1.42 0.35 0.71 0.92 0.41 1.42 0.64 1.31 0.75 0.25 4.79 0.16 3.57 2.25 0.36 671.82 0.00 1511.15 1.31 0.09 1.44 0.91 1.89 0.65 0.20 2.68 0.24 1.74 1.10 0.38 1.42 0.77 1.56 0.79 0.44 11.46 0.07 9.11 0.73 0.07 1.44 0.51 1.06 0.88 0.80 140.04 0.01 123.44 0.51 0.06 2.03 0.25 1.04 0.79 0.10 1.42 0.55 1.12 0.69 0.35 3.63 0.19 2.52 0.74 0.78 45183.48 0.00 33391.74 0.96 0.75 3.51 0.27 3.37 1.12 0.72 21.02 0.05 0.62 0.11 2.08 0.30

P62937 1 670 75 50 120 Peptidyl-prolyl cis-trans isomerase A (PPIase A) (EC 5.2.1.8) (Cyclophilin A) (Cyclosporin A-binding protein) (Rotamase A) [Cleaved into: Peptidyl-prolyl cis-trans isomerase A, N-terminally processed]P62937 sp|P62937|PPIA_HUMAN3 14.77 12.51 13.82 11.07 13.05 14.77 16.52 60.6100023 54.549998 54.549998 60.6100023 13 12 13 13 16 20 15 14 20 1.36 0.31 2.02 0.67 2.75 1.06 0.78 1.58 0.67 1.67 1.78 0.00 1.16 1.53 2.07 0.82 0.02 1.17 0.70 0.95 0.91 0.27 1.22 0.75 1.11 1.05 0.67 1.34 0.78 1.42 0.92 0.56 1.39 0.66 1.29 1.14 0.08 1.16 0.98 1.32 0.87 0.50 1.67 0.52 1.46 0.89 0.13 1.18 0.75 1.05 0.87 0.63 2.00 0.44 1.74 1.16 0.29 1.38 0.84 1.60 1.07 0.60 1.36 0.79 1.45 0.77 0.12 1.44 0.53 1.10 1.21 0.02 1.17 1.04 1.41 1.11 0.15 1.17 0.95 0.61 0.03 1.51 0.40

P63000 1 671 75 50 120 Ras-related C3 botulinum toxin substrate 1 (Cell migration-inducing gene 5 protein) (Ras-like protein TC25) (p21-Rac1)P63000 sp|P63000|RAC1_HUMAN3 12.75 12.75 15.17 8.74 11.16 2.24 9.05 37.5 37.5 34.3800008 22.4000007 11 11 9 5 5 6 6 6 2 1.11 0.35 1.43 0.77 1.58 1.36 0.07 1.43 0.95 1.95 1.40 0.06 1.44 0.97 2.01 1.05 0.59 1.44 0.73 1.51 0.91 0.57 4.58 0.20 4.16 1.16 0.21 1.43 0.81 1.67 1.07 0.52 1.43 0.74 1.52 1.31 0.08 1.44 0.92 1.89 0.93 0.79 16.19 0.06 14.99 1.18 0.52 2.56 0.46 3.02 1.02 0.84 1.43 0.71 1.46 1.10 0.36 1.43 0.77 1.58 1.04 0.72 1.54 0.68 1.60 1.21 0.33 1.91 0.64 2.32 1.24 0.13 1.44 0.86 1.77 1.21 0.17 1.49 0.82 0.57 0.49 977.18 0.00

P63096 1 672 55 34 92 Guanine nucleotide-binding protein G(i) subunit alpha-1 (Adenylate cyclase-inhibiting G alpha protein)P63096 sp|P63096|GNAI1_HUMAN3 6 2 17.4 6 18.65 4 17.68 33.3299995 33.3299995 30.7900012 29.1000009 12 10 10 12 4 7 1 3 7 1.14 1.40 1.51 0.11 1.92 0.79 2.91 0.98 0.84 1.44 0.68 1.41 1.05 0.90 40.51 0.03 42.39 0.79 0.92 1.00 0.99 1.44 0.70 1.44 1.03 0.92 19.06 0.05 19.59 1.00 1.00 1.85 0.54 1.85 1.12 1.27 0.88 1.02 0.93 2.47 0.41 2.52 1.19 0.18 1.44 0.83 1.70 1.06 0.60 1.47 0.72 1.08 0.57 3.54 0.31

P63104 1 673 75 50 120 14-3-3 protein zeta/delta (Protein kinase C inhibitor protein 1) (KCIP-1)P63104 sp|P63104|1433Z_HUMAN3 26.86 21.28 27.19 26.86 27.19 19.61 24.08 62.4499977 62.4499977 54.2900026 49.7999996 28 28 26 26 24 32 20 21 32 1.31 0.04 1.28 1.02 1.68 0.94 0.34 1.15 0.82 1.08 1.22 0.01 1.14 1.07 1.39 0.87 0.05 1.14 0.77 1.00 0.98 0.68 1.15 0.85 1.12 0.93 0.38 1.22 0.76 1.13 0.99 0.85 1.15 0.86 1.14 1.03 0.74 1.26 0.82 1.30 1.02 0.80 1.22 0.84 1.25 1.02 0.76 1.15 0.88 1.18 0.92 0.46 1.28 0.72 1.18 1.47 0.00 1.17 1.25 1.72 0.95 0.36 1.15 0.82 1.09 0.96 0.56 1.19 0.81 1.14 1.17 0.04 1.16 1.01 1.36 1.22 0.01 1.14 1.07 1.00 0.99 1.18 0.85

P63167 1 674 55 34 92 Dynein light chain 1, cytoplasmic (8 kDa dynein light chain) (DLC8) (Dynein light chain LC8-type 1) (Protein inhibitor of neuronal nitric oxide synthase) (PIN)P63167 sp|P63167|DYL1_HUMAN3 6 6 6.38 4.21 4.59 4.88 5.22 44.9400008 44.9400008 20.2199996 44.9400008 6 6 2 3 3 3 3 2 3 1.44 0.18 3.78 0.38 5.45 0.99 0.93 3.74 0.26 3.70 0.77 NA NA NA NA 1.60 NA NA NA NA 1.10 0.71 2.73 0.40 3.02 0.71 0.27 7.17 0.10 5.12 0.89 0.45 3.78 0.23 3.35 0.78 NA NA NA NA 0.96 0.77 1.64 0.59 1.58 0.94 NA NA NA NA 1.05 0.81 6.94 0.15 7.27 1.11 0.50 3.80 0.29 4.21 0.88 0.86 937.23 0.00 827.66 0.98 NA NA NA NA 1.02 NA NA NA NA 1.24 NA NA NA 1.06 0.83 2.72 0.39

P63218 1 675 55 42 80 Guanine nucleotide-binding protein G(I)/G(S)/G(O) subunit gamma-5P63218 sp|P63218|GBG5_HUMAN3 4.43 4.43 4.49 4 4 2.24 2.26 38.2400006 38.2400006 23.5300005 13.2400006 4 4 2 1 3 4 2 4 4 1.40 0.21 4.43 0.32 6.19 1.45 0.19 4.43 0.33 6.41 1.01 0.97 12.51 0.08 12.62 0.92 0.61 4.15 0.22 3.84 1.06 NA NA NA NA 1.25 0.31 4.40 0.28 5.48 1.20 0.44 7.02 0.17 8.43 1.17 0.41 4.43 0.26 5.18 1.00 NA NA NA NA 0.79 0.28 4.14 0.19 3.27 1.08 0.76 10.55 0.10 11.34 1.27 0.30 4.61 0.27 5.85 0.79 0.29 4.45 0.18 3.49 0.78 0.27 4.18 0.19 3.28 1.25 0.29 4.13 0.30 5.17 1.20 0.37 4.75 0.25 1.28 NA NA NA

P63244 1 676 75 50 120 Guanine nucleotide-binding protein subunit beta-2-like 1 (Cell proliferation-inducing gene 21 protein) (Guanine nucleotide-binding protein subunit beta-like protein 12.3) (Human lung cancer oncogene 7 protein) (HLC-7) (Receptor for activated C kinase) (Receptor of activated protein kinase C 1) (RACK1) [Cleaved into: Guanine nucleotide-binding protein subunit beta-2-like 1, N-terminally processed]P63244 sp|P63244|GBLP_HUMAN3 13.98 13.98 15.57 9.13 11.25 2.06 3.93 33.7500006 33.7500006 24.2899999 12.3000003 8 8 6 3 6 8 8 5 5 1.14 0.26 1.30 0.88 1.49 0.55 0.00 1.35 0.41 0.74 1.16 0.13 1.26 0.92 1.47 0.51 0.01 1.44 0.36 0.74 0.60 0.22 9.88 0.06 5.93 0.95 0.40 1.16 0.82 1.09 1.21 0.02 1.16 1.05 1.40 1.15 0.38 1.52 0.75 1.74 0.97 0.94 62.29 0.02 60.53 1.29 0.25 1.77 0.73 2.28 1.36 0.00 1.15 1.18 1.56 1.12 0.29 1.25 0.89 1.40 1.24 0.00 1.13 1.10 1.41 1.36 0.02 1.26 1.08 1.71 0.93 0.41 1.26 0.74 1.18 1.14 0.22 1.32 0.87 1.02 0.91 8.87 0.12

P63261 1 677 75 50 120 Actin, cytoplasmic 2 (Gamma-actin) [Cleaved into: Actin, cytoplasmic 2, N-terminally processed]P63261 sp|P63261|ACTG_HUMAN3 68.43 53.16 53.54 55.68 55.93 68.43 68.61 61.3300026 56.5299988 61.3300026 58.6700022 116 80 84 116 0 0 NA NA NA 1.03 0.59 1.11 0.93 1.14 0.89 0.04 1.12 0.79 1.00 1.04 0.47 1.11 0.94 1.15 1.17 0.04 1.15 1.01 1.35 1.17 0.00 1.10 1.06 1.29 0.79 0.00 1.14 0.69 0.91 0.92 0.09 1.10 0.83 1.01 0.89 0.18 1.20 0.74 1.07 0.96 0.75 1.35 0.71 1.29 0.86 0.11 1.21 0.72 1.04 0.89 0.08 1.15 0.77 1.02 1.22 0.00 1.11 1.10 1.35 0.93 0.16 1.11 0.83 1.03 0.75 0.06 1.36 0.55 1.02 0.93 0.20 1.13 0.82 1.05 0.95 0.29 1.11 0.86 1.31 0.05 1.31 1.00

P68036 1 678 55 34 92 Ubiquitin-conjugating enzyme E2 L3 (EC 6.3.2.19) (L-UBC) (UbcH7) (Ubiquitin carrier protein L3) (Ubiquitin-conjugating enzyme E2-F1) (Ubiquitin-protein ligase L3)P68036 sp|P68036|UB2L3_HUMAN3 2.63 2.05 2.86 2.35 2.69 2.63 3 18.1799993 18.1799993 14.2900005 14.2900005 3 3 2 1 4 8 2 2 8 1.65 0.79 1.23 0.30 3.65 0.34 4.47 0.83 0.31 3.65 0.23 3.02 0.98 0.83 1.52 0.64 1.49 1.02 1.14 1.19 0.34 3.68 0.32 4.37 1.20 0.29 1.72 0.69 2.06 1.24 0.28 3.68 0.34 4.58 1.15 1.09 1.18 1.45 0.17 3.65 0.40 5.31 1.20 0.62 27.81 0.04 33.30 1.09 0.73 11.98 0.09 1.19 0.19 1.45 0.82

P68366 1 679 75 50 120 Tubulin alpha-4A chain (Alpha-tubulin 1) (Testis-specific alpha-tubulin) (Tubulin H2-alpha) (Tubulin alpha-1 chain)P68366 sp|P68366|TBA4A_HUMAN3 6.01 6 31.18 6.01 29.94 4.09 32.83 44.6399987 42.8600013 43.2999998 44.6399987 34 23 23 34 7 10 6 10 5 0.71 0.41 3.99 0.18 2.85 0.50 0.22 5.31 0.09 2.66 0.90 0.48 1.69 0.53 1.52 0.75 0.08 1.45 0.52 1.09 1.27 0.29 4.43 0.29 5.62 0.64 0.43 7.10 0.09 4.56 1.19 0.24 1.56 0.76 1.85 0.94 0.75 2.00 0.47 1.89 1.08 0.64 4.33 0.25 4.67 1.07 0.49 1.44 0.74 1.55 1.03 0.94 4.49 0.23 4.64 0.94 0.74 1.99 0.47 1.87 1.09 0.71 2.46 0.45 2.69 1.04 0.85 2.36 0.44 2.47 0.89 0.55 2.02 0.44 1.80 1.31 0.09 1.45 0.90 1.95 0.43 967.80 0.00

P68371 1 680 75 50 120 Tubulin beta-4B chain (Tubulin beta-2 chain) (Tubulin beta-2C chain)P68371 sp|P68371|TBB2C_HUMAN3 40.91 39.37 40.2 40.91 41.64 5.56 30.09 57.3000014 57.3000014 57.3000014 47.8700012 43 43 43 40 20 23 17 19 23 1.01 0.94 1.42 0.71 1.43 0.45 0.11 3.53 0.13 1.60 1.00 0.99 1.27 0.79 1.27 0.68 0.01 1.24 0.55 0.85 0.67 0.07 1.64 0.41 1.10 1.10 0.36 1.42 0.77 1.56 1.76 0.02 1.42 1.24 2.50 1.28 0.18 1.54 0.84 1.98 1.18 0.18 1.42 0.83 1.67 0.85 0.39 1.57 0.54 1.34 1.45 0.05 1.45 1.00 2.09 1.15 0.22 1.42 0.81 1.64 0.98 0.79 1.42 0.69 1.38 0.97 0.81 1.42 0.68 1.38 1.06 0.44 1.22 0.87 1.29 1.79 0.00 1.22 1.47 0.85 0.62 3.36 0.25

P68871 1 681 75 50 120 Hemoglobin subunit beta (Beta-globin) (Hemoglobin beta chain) [Cleaved into: LVV-hemorphin-7; Spinorphin]P68871 sp|P68871|HBB_HUMAN3 37.69 29.02 29.02 32.72 32.79 37.69 37.71 94.5599973 93.8799977 94.5599973 87.0700002 49 36 49 45 37 49 28 34 49 0.22 0.00 1.65 0.14 0.37 0.92 0.21 1.16 0.79 1.07 0.43 0.00 1.28 0.33 0.55 1.66 0.00 1.20 1.38 1.99 0.28 0.00 1.90 0.15 0.53 0.30 0.00 1.79 0.17 0.54 0.35 0.00 1.51 0.23 0.53 0.44 0.00 1.44 0.30 0.63 0.92 0.54 1.36 0.68 1.25 0.49 0.27 4.05 0.12 1.99 1.27 0.04 1.25 1.01 1.59 0.13 0.00 2.85 0.04 0.36 3.04 0.00 1.25 2.43 3.79 3.80 0.00 1.27 3.00 4.81 0.20 0.00 1.68 0.12 0.33 1.18 0.04 1.17 1.01 1.86 0.04 1.77 1.05

P69905 1 682 75 50 120 Hemoglobin subunit alpha (Alpha-globin) (Hemoglobin alpha chain)P69905 sp|P69905|HBA_HUMAN3 22.29 10.45 10.64 19.7 19.88 22.29 22.49 88.0299985 61.9700015 86.619997 88.0299985 39 22 25 39 29 44 19 24 44 0.33 0.00 1.39 0.23 0.45 0.97 0.90 1.74 0.56 1.69 0.55 0.00 1.36 0.41 0.75 1.52 0.02 1.40 1.08 2.12 0.27 0.00 1.81 0.15 0.49 0.35 0.01 1.69 0.21 0.60 0.40 0.01 1.58 0.25 0.63 0.49 0.01 1.64 0.30 0.81 1.06 0.64 1.33 0.80 1.41 0.50 0.01 1.62 0.31 0.81 1.40 0.42 2.85 0.49 4.00 0.21 0.00 1.59 0.13 0.33 2.85 0.05 2.78 1.03 7.94 2.61 0.01 1.79 1.46 4.69 0.30 0.00 1.70 0.18 0.51 1.02 0.85 1.31 0.78 1.59 0.01 1.39 1.14

P78324 1 683 55 34 92 Tyrosine-protein phosphatase non-receptor type substrate 1 (SHP substrate 1) (SHPS-1) (Brain Ig-like molecule with tyrosine-based activation motifs) (Bit) (CD172 antigen-like family member A) (Inhibitory receptor SHPS-1) (Macrophage fusion receptor) (MyD-1 antigen) (Signal-regulatory protein alpha-1) (Sirp-alpha-1) (Signal-regulatory protein alpha-2) (Sirp-alpha-2) (Signal-regulatory protein alpha-3) (Sirp-alpha-3) (p84) (CD antigen CD172a)P78324 sp|P78324|SHPS1_HUMAN3 3.77 1.57 1.9 2.64 2.91 3.77 4.35 5.35699986 2.77800001 5.35699986 5.35699986 2 1 2 2 3 4 2 2 4 0.66 1.65 1.33 0.70 1164.58 0.00 1550.60 0.90 0.54 4.61 0.20 4.16 0.96 0.86 10.31 0.09 9.90 1.20 1.65 0.96 0.89 19.18 0.05 18.38 1.17 0.36 3.54 0.33 4.14 0.87 0.41 3.65 0.24 3.19 1.01 0.61 0.71 0.75 0.55 63.77 0.01 48.06 1.04 0.76 3.62 0.29 3.77 0.58 0.12 3.63 0.16 1.24 0.80 4445.41 0.00

P78371 1 685 75 50 120 T-complex protein 1 subunit beta (TCP-1-beta) (CCT-beta)P78371 sp|P78371|TCPB_HUMAN3 18.92 16.48 17.63 18.92 20.13 14.01 15.94 29.7199994 29.7199994 25.6099999 23.1800005 13 13 13 12 11 16 8 10 16 1.31 0.02 1.24 1.06 1.63 1.07 0.26 1.15 0.94 1.23 0.77 0.00 1.14 0.67 0.87 1.66 0.00 1.34 1.23 2.22 1.84 0.00 1.25 1.48 2.29 0.76 0.01 1.18 0.64 0.89 0.87 0.16 1.22 0.72 1.07 0.82 0.13 1.31 0.63 1.08 0.98 0.87 1.26 0.78 1.24 0.79 0.04 1.24 0.64 0.98 0.91 0.32 1.23 0.74 1.12 0.99 0.94 1.17 0.85 1.17 0.84 0.03 1.16 0.72 0.98 0.76 0.09 1.38 0.55 1.05 0.81 0.01 1.14 0.71 0.92 0.79 0.00 1.14 0.69 0.93 0.40 1.20 0.78

P78417 1 686 75 50 120 Glutathione S-transferase omega-1 (GSTO-1) (EC 2.5.1.18) (Glutathione S-transferase omega 1-1) (GSTO 1-1) (Glutathione-dependent dehydroascorbate reductase) (EC 1.8.5.1) (Monomethylarsonic acid reductase) (MMA(V) reductase) (EC 1.20.4.2) (S-(Phenacyl)glutathione reductase) (SPG-R)P78417 sp|P78417|GSTO1_HUMAN3 8.1 8.1 8.51 3.84 3.95 7.28 7.44 17.0100004 16.5999994 9.12899971 17.0100004 5 4 3 5 10 14 10 5 14 1.12 0.25 1.26 0.89 1.42 1.01 0.90 1.30 0.78 1.32 1.06 0.57 1.50 0.71 1.60 1.16 0.21 1.42 0.82 1.65 0.98 0.82 1.21 0.82 1.19 1.04 0.61 1.20 0.86 1.25 1.00 1.00 1.19 0.84 1.19 0.90 0.31 1.42 0.63 1.27 0.89 0.65 1.98 0.45 1.75 0.87 0.23 1.42 0.61 1.24 0.96 0.66 1.28 0.75 1.22 1.47 0.00 1.16 1.26 1.71 0.87 0.20 1.28 0.68 1.11 0.86 0.21 1.42 0.61 1.23 1.04 0.65 1.42 0.73 1.49 0.99 0.93 1.42 0.70 1.03 0.76 1.28 0.80

P78527 1 687 75 50 120 DNA-dependent protein kinase catalytic subunit (DNA-PK catalytic subunit) (DNA-PKcs) (EC 2.7.11.1) (DNPK1) (p460)P78527 sp|P78527|PRKDC_HUMAN3 46.97 39.5 46.17 46.97 51.68 41.18 44.53 6.92799985 5.88699989 6.92799985 6.90400004 25 19 25 24 31 43 23 27 43 0.68 0.00 1.14 0.59 0.78 1.53 0.00 1.08 1.42 1.65 0.88 0.01 1.09 0.81 0.96 1.21 0.00 1.10 1.10 1.33 1.41 0.00 1.15 1.23 1.61 0.79 0.00 1.11 0.72 0.88 1.01 0.73 1.09 0.93 1.10 0.87 0.04 1.13 0.77 0.99 1.01 0.89 1.16 0.87 1.17 0.87 0.51 1.52 0.58 1.33 0.83 0.00 1.11 0.75 0.92 0.73 0.00 1.09 0.67 0.80 0.80 0.00 1.15 0.70 0.92 1.03 0.72 1.16 0.88 1.20 1.08 0.09 1.10 0.99 1.19 1.41 0.00 1.09 1.30 1.09 0.20 1.15 0.95

P79483 1 688 55 42 80 HLA class II histocompatibility antigen, DR beta 3 chain (MHC class II antigen DRB3)P79483 sp|P79483|DRB3_HUMAN3 3.95 2.7 15.91 3.95 13.82 2.04 9.34 26.3200015 26.3200015 21.0500002 17.2900006 12 12 12 7 2 3 2 3 2 0.64 0.49 249.71 0.00 158.71 2.32 0.23 56.94 0.04 131.98 2.16 0.09 3.97 0.54 8.58 0.30 0.26 730.86 0.00 217.90 0.50 NA NA NA NA 2.28 0.32 333.26 0.01 758.65 1.24 0.75 711.97 0.00 883.31 2.26 0.08 3.91 0.58 8.85 1.63 NA NA NA NA 0.41 0.21 50.58 0.01 20.58 1.48 0.50 139.91 0.01 206.71 2.10 0.30 130.42 0.02 273.75 0.67 0.16 3.52 0.19 2.36 0.41 0.27 182.12 0.00 73.83 0.28 0.21 251.36 0.00 71.06 1.08 0.94 25567.44 0.00 0.99 NA NA NA

P80188 1 689 75 50 120 Neutrophil gelatinase-associated lipocalin (NGAL) (25 kDa alpha-2-microglobulin-related subunit of MMP-9) (Lipocalin-2) (Oncogene 24p3) (Siderocalin LCN2) (p25)P80188 sp|P80188|NGAL_HUMAN3 7.17 7.04 7.28 3.82 4.05 7.17 7.42 21.7199996 20.7100004 19.6999997 21.7199996 4 4 4 4 8 11 8 4 11 0.68 0.07 1.57 0.43 1.07 0.58 0.02 1.47 0.40 0.86 0.73 0.40 17.50 0.04 12.80 0.78 0.38 8.97 0.09 6.95 1.06 0.61 1.40 0.76 1.49 0.45 0.07 2.45 0.19 1.11 0.61 0.02 1.44 0.42 0.88 0.88 0.63 13.05 0.07 11.43 0.84 0.62 2.65 0.32 2.24 0.92 0.68 6.51 0.14 5.99 1.01 0.98 2.13 0.47 2.14 1.65 0.01 1.27 1.30 2.10 1.67 0.05 1.68 0.99 2.81 0.58 0.43 253.56 0.00 147.16 1.03 0.86 4.52 0.23 4.64 1.01 0.93 3.56 0.28 2.12 0.00 1.28 1.66

P80723 1 691 75 50 120 Brain acid soluble protein 1 (22 kDa neuronal tissue-enriched acidic protein) (Neuronal axonal membrane protein NAP-22)P80723 sp|P80723|BASP1_HUMAN3 20.85 19.54 19.63 20.09 20.25 20.85 21 75.7700026 70.9299982 70.0399995 75.7700026 21 14 17 21 17 24 9 18 24 1.03 0.74 1.20 0.85 1.24 1.03 0.81 1.29 0.79 1.32 1.15 0.12 1.21 0.96 1.39 1.02 0.74 1.17 0.88 1.20 1.39 0.00 1.18 1.18 1.65 0.43 0.00 1.36 0.32 0.59 0.88 0.07 1.14 0.77 1.01 1.04 0.60 1.17 0.89 1.21 1.08 0.43 1.22 0.88 1.32 0.83 0.03 1.17 0.71 0.97 0.68 0.00 1.23 0.55 0.84 1.16 0.04 1.14 1.01 1.33 0.47 0.00 1.29 0.37 0.61 0.63 0.00 1.33 0.47 0.84 1.21 0.01 1.13 1.07 1.36 1.30 0.00 1.16 1.13 1.21 0.00 1.10 1.10

P80748 1 692 75 50 120 Ig lambda chain V-III region LOIP80748 sp|P80748|LV302_HUMAN3 24.34 22.72 22.78 16.72 16.76 24.34 24.43 61.2600029 61.2600029 45.0500011 53.1499982 47 36 30 47 10 15 6 9 15 0.76 0.24 4.07 0.19 3.08 0.77 0.25 4.11 0.19 3.15 1.76 0.13 2.65 0.66 4.68 0.65 0.16 2.33 0.28 1.51 0.74 0.19 1.90 0.39 1.41 0.96 0.86 8.46 0.11 8.16 1.42 0.36 17.13 0.08 24.38 1.43 0.21 2.31 0.62 3.29 1.77 0.10 2.29 0.77 4.05 1.69 0.18 3.05 0.56 5.16 1.34 0.37 11.28 0.12 15.15 0.67 0.36 27.33 0.02 18.20 1.61 0.20 6.88 0.23 11.10 1.35 0.47 4.25 0.32 5.73 0.82 0.38 2.14 0.38 1.75 0.56 0.12 2.65 0.21 1.18 0.20 1.46 0.81

P81605 1 693 75 50 120 Dermcidin (EC 3.4.-.-) (Preproteolysin) [Cleaved into: Survival-promoting peptide; DCD-1]P81605 sp|P81605|DCD_HUMAN3 6.69 3.23 3.32 4.1 4.25 6.69 7.02 52.73 30.9100002 40.9099996 52.73 6 3 4 6 0 0 NA NA NA 0.67 0.04 1.43 0.47 0.96 2.09 0.03 1.75 1.20 3.65 0.83 0.34 4.12 0.20 3.41 0.47 0.25 56.92 0.01 26.56 0.65 0.07 1.66 0.39 1.08 1.15 0.23 1.43 0.81 1.65 1.00 0.96 1.43 0.69 1.43 1.36 0.21 3.69 0.37 5.01 1.11 0.51 1.77 0.63 1.97 2.40 0.07 3.68 0.65 8.85 0.79 0.10 1.44 0.55 1.13 0.67 0.04 1.43 0.47 0.96 0.98 0.87 1.71 0.57 1.68 1.34 0.21 3.71 0.36 4.98 1.21 0.39 5.57 0.22 6.74 0.94 0.76 8.72 0.11 0.87 0.25 1.46 0.59

P84095 1 694 75 50 120 Rho-related GTP-binding protein RhoGP84095 sp|P84095|RHOG_HUMAN3 7.27 4 6.06 3.8 6.01 7.27 9.42 34.0299994 18.8500002 18.8500002 34.0299994 5 3 3 5 4 7 3 2 7 1.01 0.98 28.48 0.04 28.67 1.44 0.20 4.59 0.31 6.63 1.28 0.34 6.35 0.20 8.11 1.06 0.76 6.26 0.17 6.62 0.97 0.84 1.45 0.67 1.42 1.05 0.85 15.79 0.07 16.65 1.19 0.39 4.53 0.26 5.37 1.14 0.45 4.34 0.26 4.97 1.09 0.59 1.62 0.68 1.77 0.87 0.75 65.56 0.01 57.10 0.80 0.49 16.41 0.05 13.11 0.91 0.56 4.52 0.20 4.09 0.95 0.90 55.02 0.02 52.47 0.94 0.83 18.82 0.05 17.67 1.04 0.77 4.43 0.24 4.62 1.19 0.38 4.42 0.27 0.97 0.90 1.86 0.52

P84098 1 695 75 50 120 60S ribosomal protein L19P84098 sp|P84098|RL19_HUMAN3 3.92 2.23 2.45 3.13 3.6 3.92 4.3 8.1629999 3.57099995 4.59199995 8.1629999 2 1 1 2 3 4 2 2 4 0.90 0.77 40.59 0.02 36.42 0.83 0.40 5.80 0.14 4.79 0.95 0.82 9.51 0.10 9.04 3.01 0.06 3.77 0.80 11.33 1.11 0.61 2.16 0.52 2.40 0.83 0.63 38.88 0.02 32.16 0.99 0.94 4.44 0.22 4.39 0.95 0.91 85.77 0.01 81.39 0.78 0.11 1.45 0.54 1.14 0.81 0.44 8.67 0.09 7.06 1.16 0.43 4.45 0.26 5.14 1.01 0.96 4.48 0.22 4.51 0.85 0.41 4.43 0.19 3.79 0.55 0.12 4.01 0.14 2.23 0.99 0.96 3.74 0.27 3.71 0.83 0.32 3.78 0.22 0.60 0.18 2.96 0.20

P98088 1 696 75 50 120 Mucin-5AC (MUC-5AC) (Gastric mucin) (Lewis B blood group antigen) (LeB) (Major airway glycoprotein) (Mucin-5 subtype AC, tracheobronchial) (Tracheobronchial mucin) (TBM) (Fragments)P98088 sp|P98088|MUC5A_HUMAN3 41.12 41.12 49.13 7.94 12.8 35.25 42.28 11.9900003 8.64799991 3.61800008 11.9900003 31 28 7 31 25 41 29 5 41 0.68 0.01 1.34 0.51 0.91 1.03 0.86 1.49 0.69 1.54 0.70 0.08 1.55 0.45 1.09 0.54 0.00 1.27 0.42 0.68 1.10 0.14 1.14 0.97 1.25 0.56 0.00 1.28 0.44 0.72 0.96 0.44 1.13 0.85 1.08 0.77 0.44 2.51 0.31 1.94 0.86 0.24 1.30 0.66 1.12 0.71 0.22 2.02 0.35 1.43 1.39 0.00 1.14 1.22 1.58 2.25 0.00 1.15 1.95 2.59 0.72 0.00 1.19 0.61 0.86 0.86 0.24 1.38 0.62 1.19 0.61 0.01 1.28 0.47 0.78 0.70 0.07 1.52 0.46 2.84 0.00 1.26 2.26

P98196 1 697 75 50 120 Probable phospholipid-transporting ATPase IH (EC 3.6.3.1) (ATPase IS) (ATPase class VI type 11A)P98196 sp|P98196|AT11A_HUMAN3 7.93 7.45 8.98 7.93 8.77 3.13 4.22 6.61400035 6.17300011 6.61400035 2.02799998 5 5 5 2 5 6 6 5 5 1.47 0.08 1.56 0.94 2.28 1.57 0.01 1.35 1.16 2.12 1.92 0.01 1.48 1.30 2.83 1.31 0.03 1.25 1.05 1.63 0.84 0.16 1.43 0.59 1.19 1.03 0.72 1.20 0.85 1.23 0.85 0.07 1.20 0.71 1.02 1.16 0.14 1.26 0.92 1.46 0.75 0.19 1.89 0.40 1.42 0.99 0.94 1.51 0.66 1.49 0.85 0.30 1.48 0.57 1.25 0.85 0.18 1.33 0.64 1.13 0.89 0.35 1.36 0.66 1.21 0.93 0.79 2.11 0.44 1.95 1.04 0.64 1.22 0.85 1.26 0.88 0.15 1.22 0.72 0.84 0.18 1.43 0.59

Q00610 1 698 75 50 120 Clathrin heavy chain 1 (Clathrin heavy chain on chromosome 17) (CLH-17)Q00610 sp|Q00610|CLH1_HUMAN3 79.18 77.24 79.72 74.61 76.54 79.18 81.84 30.0900012 30.0900012 27.8800011 27.9399991 48 44 48 43 51 57 48 47 57 0.97 0.41 1.07 0.91 1.04 1.16 0.00 1.06 1.09 1.23 0.89 0.00 1.07 0.83 0.96 1.34 0.00 1.10 1.22 1.46 0.97 0.62 1.13 0.86 1.09 0.78 0.00 1.09 0.71 0.84 0.96 0.18 1.07 0.89 1.02 0.89 0.04 1.11 0.81 0.99 1.00 0.96 1.14 0.87 1.14 0.96 0.48 1.14 0.84 1.09 1.02 0.67 1.10 0.93 1.13 0.94 0.04 1.06 0.89 1.00 0.87 0.00 1.09 0.80 0.95 0.92 0.28 1.18 0.78 1.08 1.15 0.00 1.06 1.09 1.22 1.42 0.00 1.09 1.30 1.11 0.00 1.07 1.04

Q00796 1 699 75 50 120 Sorbitol dehydrogenase (EC 1.1.1.14) (L-iditol 2-dehydrogenase)Q00796 sp|Q00796|DHSO_HUMAN3 11.69 10.69 11.25 8.19 8.54 11.69 12.45 23.2500002 23.2500002 22.6899996 23.2500002 8 7 6 8 6 7 5 7 6 1.17 0.09 1.22 0.96 1.42 0.67 0.01 1.23 0.55 0.83 0.94 0.70 1.47 0.64 1.39 0.82 0.23 1.46 0.57 1.20 0.67 0.01 1.22 0.55 0.82 0.62 0.12 1.96 0.32 1.22 0.92 0.28 1.21 0.75 1.11 1.84 0.22 3.25 0.57 6.00 1.81 0.11 2.24 0.81 4.05 1.04 0.77 1.36 0.76 1.41 1.47 0.01 1.22 1.21 1.79 1.06 0.45 1.22 0.87 1.29 1.22 0.09 1.29 0.95 1.58 0.77 0.20 1.60 0.48 1.24 1.01 0.87 1.26 0.81 1.27 2.18 0.02 1.77 1.23 0.87 0.33 1.42 0.61

Q00839 1 700 75 50 120 Heterogeneous nuclear ribonucleoprotein U (hnRNP U) (Scaffold attachment factor A) (SAF-A) (p120) (pp120)Q00839 sp|Q00839|HNRPU_HUMAN3 16.76 12.1 12.61 16.76 17.62 10.94 11.67 10.7900001 10.7900001 9.33300033 7.63600022 8 8 8 6 8 10 9 10 5 0.57 0.02 1.49 0.38 0.86 0.79 0.03 1.23 0.65 0.97 0.91 0.36 1.24 0.74 1.13 2.03 0.00 1.29 1.58 2.62 0.66 0.06 1.57 0.42 1.04 0.98 0.86 1.42 0.69 1.38 1.26 0.01 1.18 1.07 1.48 1.11 0.08 1.13 0.98 1.26 1.09 0.30 1.25 0.87 1.36 1.03 0.83 1.42 0.73 1.47 1.08 0.65 1.52 0.71 1.64 1.07 0.38 1.20 0.89 1.29 0.95 0.80 1.56 0.61 1.48 0.67 0.17 1.88 0.35 1.25 1.57 0.00 1.25 1.26 1.96 1.35 0.00 1.17 1.15 0.79 0.29 1.82 0.43

Q01082 1 701 75 50 120 Spectrin beta chain, non-erythrocytic 1 (Beta-II spectrin) (Fodrin beta chain) (Spectrin, non-erythroid beta chain 1)Q01082 sp|Q01082|SPTB2_HUMAN3 14.75 12.13 16.55 14.75 18.39 5.48 8.39 4.146 2.87599992 4.146 1.523 7 6 7 3 6 7 7 7 4 0.99 0.84 1.18 0.83 1.17 1.63 0.00 1.21 1.35 1.96 1.07 0.51 1.25 0.85 1.33 1.17 0.26 1.37 0.86 1.61 1.70 0.07 1.89 0.90 3.20 0.83 0.19 1.37 0.60 1.13 0.84 0.06 1.20 0.69 1.01 0.95 0.72 1.38 0.69 1.31 1.25 0.62 5.38 0.23 6.75 0.88 0.59 1.77 0.50 1.55 0.91 0.43 1.31 0.70 1.19 0.76 0.10 1.41 0.54 1.07 0.79 0.01 1.19 0.66 0.93 0.84 0.44 1.70 0.49 1.42 0.93 0.40 1.20 0.78 1.12 1.14 0.28 1.30 0.87 1.01 0.91 1.62 0.63

Q01469 1 702 75 50 120 Fatty acid-binding protein, epidermal (Epidermal-type fatty acid-binding protein) (E-FABP) (Fatty acid-binding protein 5) (Psoriasis-associated fatty acid-binding protein homolog) (PA-FABP)Q01469 sp|Q01469|FABP5_HUMAN3 5.54 5.54 5.75 3.55 3.92 3.57 3.94 27.4100006 27.4100006 11.8500002 20.0000003 3 3 2 3 4 5 4 2 5 1.04 0.86 1.77 0.58 1.84 1.68 0.07 1.81 0.93 3.05 0.67 0.16 3.70 0.18 2.47 0.92 0.55 3.69 0.25 3.38 1.03 0.77 1.44 0.71 1.48 1.49 0.01 1.26 1.18 1.87 1.16 0.44 1.69 0.68 1.95 1.26 0.27 3.70 0.34 4.66 0.99 0.93 1.44 0.69 1.43 0.79 0.25 3.66 0.21 2.87 0.91 0.54 1.58 0.57 1.43 2.00 0.00 1.26 1.59 2.53 0.96 0.75 1.41 0.69 1.35 0.57 0.11 3.65 0.16 2.07 0.76 0.23 3.66 0.21 2.80 1.18 0.35 3.69 0.32 0.92 0.42 1.44 0.64

Q01518 1 703 75 50 120 Adenylyl cyclase-associated protein 1 (CAP 1)Q01518 sp|Q01518|CAP1_HUMAN3 19.11 19.11 19.69 19.09 19.55 17.45 17.96 30.5299997 24.8400003 30.5299997 25.0499994 15 13 15 15 21 25 17 20 25 0.60 0.00 1.17 0.51 0.70 1.06 0.50 1.21 0.87 1.29 0.78 0.01 1.19 0.66 0.92 1.93 0.00 1.18 1.64 2.28 1.06 0.33 1.13 0.93 1.20 0.58 0.01 1.46 0.40 0.84 0.72 0.00 1.19 0.60 0.85 0.81 0.01 1.16 0.70 0.93 0.75 0.00 1.13 0.66 0.85 0.95 0.66 1.29 0.74 1.22 0.75 0.01 1.22 0.62 0.92 1.09 0.17 1.15 0.95 1.26 0.96 0.57 1.17 0.82 1.12 0.73 0.13 1.53 0.48 1.12 0.67 0.00 1.25 0.54 0.84 0.83 0.01 1.12 0.74 1.03 0.76 1.22 0.84

Q01813 1 705 75 50 120 6-phosphofructokinase type C (EC 2.7.1.11) (6-phosphofructokinase, platelet type) (Phosphofructo-1-kinase isozyme C) (PFK-C) (Phosphofructokinase 1) (Phosphohexokinase)Q01813 sp|Q01813|K6PP_HUMAN3 11.67 11.66 13.23 7.6 10.5 11.67 12.41 11.8600003 11.8600003 8.67300034 10.5899997 8 7 6 8 7 8 8 5 7 0.87 0.16 1.23 0.71 1.08 0.72 0.01 1.21 0.60 0.88 0.68 0.01 1.26 0.54 0.85 1.06 0.65 1.46 0.73 1.55 1.28 0.02 1.20 1.07 1.54 0.92 0.64 1.51 0.61 1.40 1.12 0.12 1.17 0.96 1.32 0.97 0.67 1.25 0.77 1.21 0.88 0.20 1.26 0.70 1.11 1.06 0.66 1.49 0.71 1.58 1.25 0.02 1.19 1.04 1.48 1.01 0.90 1.24 0.82 1.25 1.16 0.11 1.21 0.96 1.41 1.67 0.05 1.69 0.98 2.83 1.13 0.19 1.26 0.90 1.42 1.18 0.10 1.26 0.94 0.94 0.74 1.64 0.57

Q02543 1 706 75 50 120 60S ribosomal protein L18aQ02543 sp|Q02543|RL18A_HUMAN3 10.57 7.54 7.63 10.57 10.62 5.71 5.8 26.699999 22.7300003 26.699999 17.6100001 7 4 7 3 10 12 8 12 10 0.62 0.08 1.77 0.35 1.09 0.80 0.39 1.81 0.45 1.45 0.67 0.01 1.28 0.53 0.86 2.57 0.00 1.22 2.11 3.15 1.42 0.02 1.26 1.12 1.79 0.61 0.00 1.30 0.47 0.79 1.01 0.93 1.18 0.86 1.18 0.72 0.00 1.17 0.62 0.84 0.85 0.32 1.53 0.56 1.31 0.67 0.00 1.17 0.57 0.78 0.72 0.07 1.46 0.49 1.05 0.66 0.00 1.17 0.56 0.77 0.74 0.10 1.48 0.50 1.09 0.69 0.02 1.33 0.52 0.92 0.90 0.13 1.17 0.77 1.05 0.91 0.20 1.17 0.78 1.35 0.15 1.65 0.82

Q02878 1 707 75 50 120 60S ribosomal protein L6 (Neoplasm-related protein C140) (Tax-responsive enhancer element-binding protein 107) (TaxREB107)Q02878 sp|Q02878|RL6_HUMAN3 16.2 5.41 5.63 12.52 12.64 16.2 16.39 31.25 11.1100003 22.9200006 31.25 8 3 7 8 12 16 4 16 15 0.47 0.10 4.37 0.11 2.04 0.64 0.33 24.50 0.03 15.75 0.44 0.00 1.47 0.30 0.65 3.74 0.00 1.28 2.92 4.77 1.48 0.01 1.24 1.20 1.83 0.43 0.09 4.34 0.10 1.88 0.84 0.61 24.81 0.03 20.73 0.64 0.01 1.35 0.47 0.86 0.75 0.22 1.69 0.44 1.27 0.54 0.00 1.28 0.42 0.70 0.53 0.37 202.89 0.00 107.03 0.63 0.38 50.08 0.01 31.77 0.43 0.09 4.37 0.10 1.86 0.42 0.00 1.54 0.27 0.64 0.81 0.05 1.23 0.66 1.00 0.78 0.04 1.25 0.62 0.44 0.01 1.69 0.26

Q03135 1 708 75 50 120 Caveolin-1 Q03135 sp|Q03135|CAV1_HUMAN3 9.79 9.79 10 7.08 7.23 5.15 5.38 40.4500008 26.3999999 40.4500008 12.9199997 7 6 7 3 6 7 7 6 6 1.23 0.03 1.20 1.03 1.48 2.12 0.00 1.20 1.77 2.53 2.62 0.00 1.50 1.74 3.94 1.64 0.01 1.33 1.24 2.17 1.01 0.95 1.56 0.65 1.57 0.84 0.05 1.20 0.70 1.00 0.35 0.00 1.39 0.25 0.49 0.86 0.44 1.74 0.49 1.49 0.67 0.21 2.59 0.26 1.74 0.83 0.28 1.59 0.52 1.31 0.40 0.00 1.64 0.24 0.65 0.56 0.00 1.19 0.47 0.66 0.58 0.00 1.32 0.44 0.76 0.80 0.53 2.69 0.30 2.15 1.20 0.12 1.31 0.91 1.58 0.66 0.02 1.32 0.50 0.43 0.03 1.86 0.23

Q03169 1 709 55 34 92 Tumor necrosis factor alpha-induced protein 2 (TNF alpha-induced protein 2) (Primary response gene B94 protein)Q03169 sp|Q03169|TNAP2_HUMAN3 6.38 4.02 4.73 2 2.42 6.38 7.27 7.18699992 3.9760001 1.37599995 7.18699992 3 2 1 3 3 4 3 1 4 0.55 0.13 4.62 0.12 2.52 0.77 0.28 4.56 0.17 3.53 0.82 NA NA NA NA 1.62 NA NA NA NA 0.94 0.86 3.58 0.26 3.37 0.81 0.32 4.57 0.18 3.68 1.73 0.14 4.56 0.38 7.89 1.09 NA NA NA NA 1.65 0.44 9.26 0.18 15.27 1.32 NA NA NA NA 1.05 0.74 4.60 0.23 4.85 1.15 0.45 4.62 0.25 5.31 1.17 0.42 4.59 0.25 5.37 1.48 NA NA NA NA 1.09 NA NA NA NA 1.26 NA NA NA 1.12 0.36 1.50 0.75

Q04695 1 710 55 42 80 Keratin, type I cytoskeletal 17 (39.1) (Cytokeratin-17) (CK-17) (Keratin-17) (K17)Q04695 sp|Q04695|K1C17_HUMAN3 10.54 6.28 29.41 10.54 29.87 1.8 22.39 31.4799994 24.0700007 31.4799994 22.6899996 18 15 18 13 4 5 4 5 2 0.47 0.06 2.30 0.21 1.09 1.48 0.09 1.67 0.88 2.47 0.56 0.01 1.41 0.39 0.78 0.54 0.03 1.69 0.32 0.91 0.78 NA NA NA NA 0.87 0.26 1.40 0.62 1.21 1.01 0.86 1.27 0.80 1.28 5.09 0.00 1.89 2.70 9.61 0.83 NA NA NA NA 2.06 0.00 1.37 1.51 2.82 0.88 0.62 2.08 0.42 1.84 0.58 0.12 2.26 0.26 1.31 1.10 0.27 1.27 0.87 1.40 1.55 0.00 1.23 1.26 1.90 0.80 0.12 1.36 0.59 1.09 0.84 0.08 1.23 0.69 1.09 NA NA NA

Q04828 1 712 75 50 120 Aldo-keto reductase family 1 member C1 (EC 1.1.1.-) (20-alpha-hydroxysteroid dehydrogenase) (20-alpha-HSD) (EC 1.1.1.149) (Chlordecone reductase homolog HAKRC) (Dihydrodiol dehydrogenase 1/2) (DD1/DD2) (High-affinity hepatic bile acid-binding protein) (HBAB) (Indanol dehydrogenase) (EC 1.1.1.112) (Trans-1,2-dihydrobenzene-1,2-diol dehydrogenase) (EC 1.3.1.20)Q04828 sp|Q04828|AK1C1_HUMAN3 22.32 22.16 22.48 18.82 19.21 22.32 22.76 47.3699987 47.3699987 29.7199994 34.6700013 13 12 10 13 10 16 3 11 16 1.33 0.11 1.55 0.86 2.07 0.59 0.15 2.68 0.22 1.58 0.90 0.09 1.14 0.79 1.02 0.79 0.02 1.20 0.66 0.95 0.76 0.00 1.14 0.66 0.87 0.52 0.15 3.41 0.15 1.76 1.40 0.21 2.19 0.64 3.05 0.74 0.03 1.31 0.57 0.97 0.95 0.69 1.32 0.72 1.26 0.69 0.02 1.34 0.51 0.93 1.08 0.80 3.06 0.35 3.30 1.53 0.04 1.45 1.05 2.21 1.29 0.23 1.88 0.69 2.43 0.49 0.00 1.51 0.32 0.73 1.13 0.11 1.17 0.96 1.32 1.39 0.00 1.14 1.22 0.58 0.00 1.26 0.46

Q04917 1 713 55 34 92 14-3-3 protein eta (Protein AS1)Q04917 sp|Q04917|1433F_HUMAN3 12.96 12.96 19.99 3.57 11.17 10.76 17.8 41.870001 41.870001 30.0799996 37.7999991 17 17 8 15 7 10 10 3 9 1.28 0.10 1.37 0.93 1.76 0.93 0.47 1.29 0.72 1.20 1.65 NA NA NA NA 0.86 NA NA NA NA 0.97 0.81 3.86 0.25 3.73 0.96 0.67 1.24 0.78 1.20 1.03 0.69 1.20 0.86 1.23 1.32 NA NA NA NA 1.23 0.31 3.87 0.32 4.74 2.07 NA NA NA NA 0.93 0.57 1.39 0.67 1.29 1.21 0.05 1.20 1.00 1.45 1.11 0.19 1.21 0.92 1.34 1.46 NA NA NA NA 1.17 NA NA NA NA 1.11 NA NA NA 1.13 0.55 6.45 0.18

Q05655 1 714 55 42 80 Protein kinase C delta type (EC 2.7.11.13) (Tyrosine-protein kinase PRKCD) (EC 2.7.10.2) (nPKC-delta) [Cleaved into: Protein kinase C delta type regulatory subunit; Protein kinase C delta type catalytic subunit (Sphingosine-dependent protein kinase-1) (SDK1)]Q05655 sp|Q05655|KPCD_HUMAN3 10.82 10.82 11.84 3.28 3.9 2.13 2.92 7.39599988 7.39599988 2.21900009 3.40199992 5 5 2 2 3 5 5 3 2 1.30 0.02 1.20 1.09 1.56 1.14 0.15 1.24 0.92 1.42 1.09 0.83 57.94 0.02 63.39 0.98 0.92 5.25 0.19 5.16 1.07 NA NA NA NA 0.96 0.69 1.28 0.75 1.23 1.02 0.76 1.19 0.86 1.22 0.97 0.90 16.77 0.06 16.19 1.13 NA NA NA NA 0.93 0.76 12.54 0.07 11.61 1.17 0.11 1.24 0.95 1.45 1.06 0.45 1.20 0.88 1.26 1.03 0.63 1.19 0.87 1.24 0.90 0.91 14100.71 0.00 12692.18 1.21 0.37 5.00 0.24 6.05 1.29 0.60 84.73 0.02 1.24 NA NA NA

Q06033 1 715 55 34 92 Inter-alpha-trypsin inhibitor heavy chain H3 (ITI heavy chain H3) (ITI-HC3) (Inter-alpha-inhibitor heavy chain 3) (Serum-derived hyaluronan-associated protein) (SHAP)Q06033 sp|Q06033|ITIH3_HUMAN3 6.24 4.23 5.14 2.13 2.65 6.24 6.94 4.49399985 4.15700004 1.68500003 4.49399985 3 3 1 3 3 4 3 1 4 0.77 0.23 1.92 0.40 1.48 0.77 0.10 1.47 0.52 1.13 0.79 NA NA NA NA 0.53 NA NA NA NA 0.70 0.17 3.52 0.20 2.46 1.48 0.05 1.47 1.01 2.17 1.59 0.13 2.23 0.71 3.56 0.99 NA NA NA NA 1.33 0.21 3.52 0.38 4.68 1.95 NA NA NA NA 1.17 0.22 1.47 0.80 1.72 0.61 0.03 1.47 0.41 0.89 1.24 0.13 1.46 0.85 1.82 1.44 NA NA NA NA 0.65 NA NA NA NA 0.60 NA NA NA 1.42 0.23 5.24 0.27

Q06210 1 717 75 50 120 Glutamine--fructose-6-phosphate aminotransferase [isomerizing] 1 (EC 2.6.1.16) (D-fructose-6-phosphate amidotransferase 1) (Glutamine:fructose-6-phosphate amidotransferase 1) (GFAT 1) (GFAT1) (Hexosephosphate aminotransferase 1)Q06210 sp|Q06210|GFPT1_HUMAN3 16.9 16.9 18.39 7.98 9.05 16.44 19.05 15.5900002 15.5900002 8.01099986 14.3099994 10 10 6 8 8 11 9 4 11 0.99 0.87 1.15 0.86 1.13 0.84 0.03 1.16 0.72 0.97 1.00 0.97 1.47 0.68 1.48 1.16 0.14 1.27 0.91 1.48 1.21 0.17 1.33 0.90 1.61 0.94 0.44 1.21 0.78 1.13 1.04 0.61 1.21 0.86 1.27 0.99 0.93 1.52 0.65 1.50 1.12 0.33 1.30 0.86 1.46 0.87 0.15 1.27 0.68 1.10 1.06 0.53 1.24 0.86 1.31 1.04 0.57 1.18 0.88 1.23 1.05 0.50 1.17 0.90 1.22 1.09 0.45 1.38 0.79 1.51 1.14 0.24 1.33 0.86 1.51 1.20 0.34 1.68 0.72 1.01 0.91 1.20 0.84

Q06323 1 718 75 50 120 Proteasome activator complex subunit 1 (11S regulator complex subunit alpha) (REG-alpha) (Activator of multicatalytic protease subunit 1) (Interferon gamma up-regulated I-5111 protein) (IGUP I-5111) (Proteasome activator 28 subunit alpha) (PA28a) (PA28alpha)Q06323 sp|Q06323|PSME1_HUMAN3 14.67 8.92 9.16 8.84 9.08 14.67 14.91 32.5300008 22.8900001 19.6799994 32.5300008 8 7 6 8 8 11 7 5 11 1.05 0.67 1.29 0.81 1.34 0.48 0.00 1.32 0.36 0.64 0.66 0.16 3.97 0.17 2.62 1.17 0.52 7.83 0.15 9.12 0.83 0.08 1.24 0.67 1.03 1.02 0.86 1.24 0.82 1.26 1.23 0.02 1.16 1.05 1.43 0.88 0.50 5.18 0.17 4.56 1.10 0.64 1.66 0.66 1.82 1.05 0.72 3.55 0.30 3.72 1.11 0.13 1.16 0.95 1.29 1.28 0.01 1.16 1.10 1.49 1.21 0.02 1.16 1.04 1.41 0.78 0.24 3.57 0.22 2.77 1.04 0.77 3.53 0.29 3.67 1.22 0.29 3.56 0.34 1.03 0.70 1.20 0.85

Q06830 1 719 75 50 120 Peroxiredoxin-1 (EC 1.11.1.15) (Natural killer cell-enhancing factor A) (NKEF-A) (Proliferation-associated gene protein) (PAG) (Thioredoxin peroxidase 2) (Thioredoxin-dependent peroxide reductase 2)Q06830 sp|Q06830|PRDX1_HUMAN3 17.61 17.61 18.06 15.73 17.07 16.68 18.07 54.7699988 54.7699988 41.2099987 41.2099987 11 11 9 10 21 27 18 17 27 1.12 0.05 1.13 1.00 1.26 0.62 0.00 1.12 0.55 0.70 1.03 0.62 1.15 0.90 1.18 0.94 0.31 1.14 0.82 1.08 0.96 0.61 1.18 0.82 1.13 0.81 0.02 1.20 0.68 0.97 1.21 0.01 1.12 1.08 1.37 1.15 0.10 1.19 0.97 1.36 1.00 1.00 1.13 0.89 1.13 0.91 0.77 2.15 0.42 1.95 0.97 0.58 1.15 0.84 1.11 1.21 0.09 1.26 0.97 1.52 0.83 0.01 1.12 0.74 0.93 0.85 0.12 1.25 0.68 1.06 1.22 0.01 1.14 1.07 1.40 1.32 0.00 1.14 1.15 0.94 0.43 1.20 0.78

Q07020 1 720 75 50 120 60S ribosomal protein L18Q07020 sp|Q07020|RL18_HUMAN3 9.99 8.36 8.45 9.99 10.2 7.62 7.78 31.9099993 25 31.9099993 28.7200004 7 4 7 6 5 8 4 8 4 0.57 0.03 1.60 0.36 0.91 0.69 0.06 1.50 0.46 1.04 0.87 0.37 1.47 0.59 1.28 2.41 0.01 1.56 1.54 3.75 1.37 0.17 1.89 0.73 2.59 0.68 0.13 1.81 0.38 1.23 0.86 0.14 1.27 0.68 1.09 0.68 0.04 1.42 0.48 0.97 0.65 0.23 3.05 0.21 1.97 0.63 0.03 1.45 0.43 0.91 0.74 0.07 1.41 0.52 1.05 0.73 0.02 1.27 0.57 0.93 0.71 0.05 1.41 0.51 1.01 0.54 0.16 2.71 0.20 1.46 0.84 0.05 1.19 0.70 1.00 0.95 0.43 1.20 0.79 0.62 0.20 2.93 0.21

Q07954 1 722 75 50 120 Prolow-density lipoprotein receptor-related protein 1 (LRP-1) (Alpha-2-macroglobulin receptor) (A2MR) (Apolipoprotein E receptor) (APOER) (CD antigen CD91) [Cleaved into: Low-density lipoprotein receptor-related protein 1 85 kDa subunit (LRP-85); Low-density lipoprotein receptor-related protein 1 515 kDa subunit (LRP-515); Low-density lipoprotein receptor-related protein 1 intracellular domain (LRPICD)]Q07954 sp|Q07954|LRP1_HUMAN3 38.43 38.43 40.3 33.18 34.81 21.96 22.97 5.23799993 5.23799993 4.35700007 3.69700007 22 22 17 15 22 27 27 18 22 0.98 0.73 1.12 0.87 1.10 1.08 0.69 1.51 0.72 1.64 0.92 0.11 1.11 0.83 1.02 0.85 0.00 1.08 0.78 0.92 0.81 0.00 1.10 0.74 0.89 1.31 0.00 1.09 1.20 1.43 1.04 0.56 1.15 0.91 1.19 1.25 0.00 1.09 1.15 1.35 1.04 0.56 1.17 0.89 1.21 1.49 0.00 1.08 1.38 1.61 1.31 0.00 1.10 1.18 1.44 0.95 0.16 1.07 0.89 1.02 1.00 1.00 1.14 0.88 1.14 1.85 0.00 1.08 1.71 2.00 1.02 0.60 1.08 0.94 1.10 0.84 0.00 1.08 0.78 0.84 0.00 1.10 0.76

Q08211 1 724 75 50 120 ATP-dependent RNA helicase A (RHA) (EC 3.6.4.13) (DEAH box protein 9) (Leukophysin) (LKP) (Nuclear DNA helicase II) (NDH II)Q08211 sp|Q08211|DHX9_HUMAN3 4.5 4.05 4.74 3.89 4.87 4.5 5.57 5.27600013 2.67699994 1.96899995 5.27600013 6 2 2 6 4 5 3 3 5 0.64 0.14 3.57 0.18 2.27 0.64 0.14 3.54 0.18 2.26 0.89 0.82 148.85 0.01 132.48 1.07 0.94 2916.61 0.00 3110.09 0.56 0.29 5.64 0.10 3.16 0.88 0.81 207.65 0.00 182.57 0.96 0.77 3.56 0.27 3.43 1.02 0.96 53.20 0.02 54.18 0.97 0.82 1.66 0.58 1.61 1.51 0.56 521.29 0.00 786.34 0.94 0.85 37.41 0.02 34.98 0.89 0.52 4.97 0.18 4.42 0.99 0.97 33.78 0.03 33.40 1.57 0.38 46.74 0.03 73.38 0.82 0.63 49.36 0.02 40.30 1.05 0.81 6.95 0.15 1.54 0.20 2.64 0.58

Q08380 1 725 75 50 120 Galectin-3-binding protein (Basement membrane autoantigen p105) (Lectin galactoside-binding soluble 3-binding protein) (Mac-2-binding protein) (MAC2BP) (Mac-2 BP) (Tumor-associated antigen 90K)Q08380 sp|Q08380|LG3BP_HUMAN3 90.96 90.96 91.68 85.72 86.42 81.7 82.35 56.9199979 56.9199979 56.4100027 54.5300007 131 119 121 131 212 305 156 175 305 1.29 0.00 1.16 1.11 1.49 1.78 0.00 1.17 1.52 2.07 1.32 0.00 1.09 1.22 1.43 1.47 0.00 1.11 1.33 1.64 0.96 0.33 1.08 0.89 1.04 1.36 0.00 1.13 1.20 1.53 0.62 0.00 1.10 0.57 0.68 1.39 0.00 1.14 1.21 1.59 0.96 0.66 1.23 0.78 1.17 0.95 0.51 1.18 0.80 1.12 0.34 0.00 1.35 0.25 0.45 0.87 0.00 1.08 0.81 0.95 1.00 0.94 1.12 0.90 1.12 1.23 0.01 1.15 1.07 1.42 1.16 0.00 1.09 1.07 1.26 0.81 0.00 1.09 0.74 0.88 0.01 1.10 0.80

Q08722 1 727 75 50 120 Leukocyte surface antigen CD47 (Antigenic surface determinant protein OA3) (Integrin-associated protein) (IAP) (Protein MER6) (CD antigen CD47)Q08722 sp|Q08722|CD47_HUMAN3 6.02 5.69 6.06 5.92 6.12 6.02 6.3 10.8400002 10.8400002 8.66900012 8.66900012 5 5 5 4 6 9 5 5 9 1.16 0.14 1.28 0.91 1.48 1.44 0.02 1.28 1.13 1.85 1.31 0.26 2.11 0.62 2.77 1.04 0.68 1.42 0.73 1.47 0.96 0.67 1.42 0.67 1.37 0.98 0.79 1.28 0.77 1.25 0.92 0.36 1.28 0.72 1.18 1.22 0.13 1.42 0.86 1.73 0.68 0.10 1.78 0.38 1.21 0.88 0.58 2.26 0.39 1.99 0.89 0.23 1.28 0.70 1.14 0.80 0.07 1.28 0.63 1.03 0.81 0.07 1.28 0.63 1.03 0.96 0.67 1.42 0.68 1.36 1.27 0.10 1.42 0.89 1.80 1.34 0.07 1.42 0.94 1.02 0.82 1.42 0.72

Q09666 1 728 75 50 120 Neuroblast differentiation-associated protein AHNAK (Desmoyokin)Q09666 sp|Q09666|AHNK_HUMAN3 91.17 91.17 92.24 75.55 76.62 52.7 53.57 26.1799991 26.1799991 22.7200002 17.8900003 57 57 47 41 62 68 68 50 67 1.00 0.92 1.08 0.92 1.08 1.13 0.00 1.07 1.06 1.21 1.55 0.00 1.05 1.47 1.63 1.08 0.01 1.06 1.02 1.15 1.13 0.00 1.07 1.05 1.21 0.96 0.23 1.07 0.90 1.03 1.28 0.00 1.05 1.21 1.35 1.18 0.00 1.07 1.10 1.27 0.94 0.16 1.09 0.87 1.02 1.07 0.11 1.08 0.98 1.15 1.06 0.06 1.06 1.00 1.13 0.88 0.00 1.05 0.84 0.92 0.93 0.01 1.06 0.87 0.98 1.18 0.00 1.08 1.09 1.28 1.05 0.04 1.05 1.00 1.10 1.09 0.04 1.09 1.01 0.64 0.00 1.15 0.56

Q10567 1 729 55 34 92 AP-1 complex subunit beta-1 (Adapter-related protein complex 1 subunit beta-1) (Adaptor protein complex AP-1 subunit beta-1) (Beta-1-adaptin) (Beta-adaptin 1) (Clathrin assembly protein complex 1 beta large chain) (Golgi adaptor HA1/AP1 adaptin beta subunit)Q10567 sp|Q10567|AP1B1_HUMAN3 14.36 14.36 15.39 2.03 12.09 9.99 11.41 12.1200003 12.1200003 7.58699998 6.95500001 10 10 7 7 6 12 6 1 12 1.18 0.16 1.30 0.91 1.54 1.13 0.22 1.24 0.91 1.40 0.78 NA NA NA NA 0.69 NA NA NA NA 1.02 0.82 1.22 0.84 1.24 1.03 0.70 1.21 0.85 1.24 0.96 0.61 1.18 0.81 1.14 0.88 NA NA NA NA 1.29 0.45 2.31 0.56 2.98 0.92 NA NA NA NA 0.96 0.82 1.53 0.63 1.47 1.12 0.16 1.19 0.94 1.32 0.98 0.84 1.26 0.78 1.24 1.07 NA NA NA NA 0.76 NA NA NA NA 0.73 NA NA NA 1.08 0.34 1.22 0.89

Q10588 1 730 55 34 92 ADP-ribosyl cyclase 2 (EC 3.2.2.5) (Bone marrow stromal antigen 1) (BST-1) (Cyclic ADP-ribose hydrolase 2) (cADPr hydrolase 2) (CD antigen CD157)Q10588 sp|Q10588|BST1_HUMAN3 4.56 4.56 5.05 2.02 2.09 1.36 1.45 6.28900006 6.28900006 2.83000004 4.08799984 2 2 1 1 2 2 2 1 2 0.47 0.10 4.79 0.10 2.25 1.62 0.14 3.86 0.42 6.24 1.17 NA NA NA NA 0.91 NA NA NA NA 0.94 0.76 8.23 0.11 7.71 0.95 0.82 12.50 0.08 11.81 1.34 0.22 3.84 0.35 5.15 0.94 NA NA NA NA 1.08 0.59 3.78 0.29 4.08 1.09 NA NA NA NA 0.99 0.91 3.81 0.26 3.76 0.86 0.54 9.12 0.09 7.83 0.80 0.29 3.82 0.21 3.07 1.30 NA NA NA NA 1.10 NA NA NA NA 0.83 NA NA NA 1.98 0.19 15.27 0.13

Q12768 1 732 55 42 80 WASH complex subunit strumpellinQ12768 sp|Q12768|STRUM_HUMAN3 6.09 5.5 7.28 6.09 7.32 2.09 3.22 4.57299985 4.57299985 2.67500002 1.20799998 4 4 3 1 2 3 2 3 2 0.96 0.79 4.92 0.20 4.71 1.12 0.46 3.52 0.32 3.94 0.89 0.46 1.72 0.52 1.53 1.70 0.07 1.86 0.92 3.17 0.67 NA NA NA NA 0.98 0.86 3.53 0.28 3.45 0.91 0.54 3.75 0.24 3.42 0.85 0.38 1.88 0.45 1.59 0.69 NA NA NA NA 0.93 0.79 2.66 0.35 2.48 0.79 0.26 3.55 0.22 2.80 1.08 0.57 3.53 0.31 3.82 0.81 0.27 3.54 0.23 2.85 0.90 0.76 3.48 0.26 3.13 0.95 0.59 1.42 0.67 1.35 0.91 0.39 1.46 0.62 0.62 NA NA NA

Q12805 1 733 75 50 120 EGF-containing fibulin-like extracellular matrix protein 1 (Extracellular protein S1-5) (Fibrillin-like protein) (Fibulin-3) (FIBL-3)Q12805 sp|Q12805|FBLN3_HUMAN3 14.79 14.79 15.05 8.52 8.7 6.63 6.82 16.02 16.02 8.31599981 6.69400021 8 8 4 3 6 8 8 7 4 0.75 0.12 1.48 0.51 1.11 0.46 0.00 1.21 0.38 0.55 0.94 0.44 1.27 0.74 1.19 1.33 0.04 1.29 1.03 1.72 0.56 0.16 6.81 0.08 3.81 1.20 0.05 1.21 1.00 1.45 1.08 0.37 1.23 0.88 1.33 1.02 0.91 1.55 0.66 1.57 0.71 0.19 3.66 0.19 2.60 0.99 0.97 1.89 0.52 1.88 0.90 0.16 1.18 0.76 1.06 1.05 0.51 1.18 0.89 1.24 1.04 0.54 1.18 0.89 1.23 1.39 0.04 1.37 1.01 1.90 1.23 0.07 1.27 0.97 1.56 0.66 0.01 1.27 0.52 0.96 0.90 32.97 0.03

Q12904 1 735 75 50 120 Aminoacyl tRNA synthase complex-interacting multifunctional protein 1 (Multisynthase complex auxiliary component p43) [Cleaved into: Endothelial monocyte-activating polypeptide 2 (EMAP-2) (Endothelial monocyte-activating polypeptide II) (EMAP-II) (Small inducible cytokine subfamily E member 1)]Q12904 sp|Q12904|AIMP1_HUMAN3 7.32 4.17 4.58 7.32 8.54 4.29 4.71 13.1400004 6.40999973 13.1400004 6.40999973 4 2 4 2 3 4 3 4 3 0.83 0.29 1.77 0.47 1.47 1.56 0.04 1.46 1.06 2.27 0.81 0.22 1.70 0.47 1.37 1.83 0.06 1.94 0.95 3.55 1.53 0.28 3.41 0.45 5.19 0.69 0.06 1.50 0.46 1.03 0.83 0.18 1.50 0.55 1.24 0.89 0.56 2.05 0.43 1.83 0.87 0.31 1.59 0.55 1.37 0.83 0.39 2.13 0.39 1.76 0.68 0.18 2.28 0.30 1.54 0.87 0.28 1.51 0.58 1.31 0.61 0.10 2.11 0.29 1.29 0.86 0.55 2.55 0.34 2.19 0.82 0.14 1.43 0.57 1.17 1.13 0.29 1.44 0.79 0.89 0.60 2.16 0.41

Q12905 1 736 55 34 92 Interleukin enhancer-binding factor 2 (Nuclear factor of activated T-cells 45 kDa)Q12905 sp|Q12905|ILF2_HUMAN3 4.01 2.01 2.32 4.01 4.23 3.81 4.47 6.15400001 3.59000005 6.15400001 4.61499989 3 1 3 2 2 2 1 2 2 0.76 0.55 0.64 0.33 28.14 0.02 17.88 1.85 0.12 4.51 0.41 8.36 0.82 0.31 3.87 0.21 3.17 0.60 0.96 0.96 0.77 3.85 0.25 3.69 1.13 0.49 4.27 0.26 4.80 0.85 0.35 3.52 0.24 2.99 1.32 1.40 0.91 1.00 1.00 3.51 0.29 3.51 1.07 0.62 3.51 0.30 3.76 0.99 0.97 3.52 0.28 1.29 0.25 3.90 0.33

Q12913 1 737 75 50 120 Receptor-type tyrosine-protein phosphatase eta (Protein-tyrosine phosphatase eta) (R-PTP-eta) (EC 3.1.3.48) (Density-enhanced phosphatase 1) (DEP-1) (HPTP eta) (Protein-tyrosine phosphatase receptor type J) (R-PTP-J) (CD antigen CD148)Q12913 sp|Q12913|PTPRJ_HUMAN3 12.33 12.33 14.6 12.14 14.3 4.44 6.54 5.98400012 5.90899997 5.98400012 1.94499996 6 6 6 2 6 7 6 6 7 1.75 0.00 1.17 1.50 2.04 1.56 0.01 1.27 1.23 1.99 1.71 0.00 1.26 1.35 2.16 1.21 0.06 1.22 0.99 1.47 1.18 0.22 1.49 0.79 1.75 1.08 0.25 1.16 0.93 1.25 0.87 0.21 1.29 0.67 1.12 1.07 0.29 1.16 0.92 1.24 0.84 0.30 1.72 0.49 1.45 0.99 0.91 1.27 0.78 1.25 0.73 0.03 1.31 0.56 0.96 0.86 0.06 1.18 0.73 1.01 0.87 0.06 1.17 0.74 1.01 0.95 0.74 1.50 0.63 1.42 0.95 0.44 1.17 0.81 1.11 0.83 0.02 1.16 0.72 1.06 0.81 2.41 0.44

Q12923 1 738 75 50 120 Tyrosine-protein phosphatase non-receptor type 13 (EC 3.1.3.48) (Fas-associated protein-tyrosine phosphatase 1) (FAP-1) (PTP-BAS) (Protein-tyrosine phosphatase 1E) (PTP-E1) (hPTPE1) (Protein-tyrosine phosphatase PTPL1)Q12923 sp|Q12923|PTN13_HUMAN3 31.18 31.18 36.82 6.52 8.51 13.39 15.76 7.68600032 7.68600032 1.85100008 3.09900008 18 18 4 6 11 18 18 2 12 1.61 0.00 1.14 1.41 1.83 0.97 0.49 1.09 0.89 1.06 0.58 0.24 16.06 0.04 9.24 1.11 0.48 3.60 0.31 4.00 1.07 0.33 1.16 0.92 1.24 1.78 0.00 1.10 1.61 1.97 0.85 0.03 1.15 0.74 0.98 0.79 0.50 19.13 0.04 15.16 0.95 0.54 1.20 0.79 1.15 0.51 0.20 14.62 0.04 7.51 0.88 0.25 1.26 0.70 1.11 1.42 0.00 1.09 1.30 1.55 0.91 0.19 1.16 0.78 1.06 0.58 0.57 5133.54 0.00 3000.83 1.18 0.35 3.58 0.33 4.21 0.93 0.58 3.58 0.26 0.69 0.02 1.36 0.51

Q12929 1 739 75 50 120 Epidermal growth factor receptor kinase substrate 8Q12929 sp|Q12929|EPS8_HUMAN3 34.75 34.75 36.85 21.57 23.12 18.77 19.97 28.7099987 28.7099987 14.7200003 15.5699998 21 21 12 13 17 20 20 15 16 0.90 0.10 1.13 0.80 1.02 1.19 0.00 1.09 1.09 1.29 0.82 0.04 1.21 0.68 0.99 0.82 0.04 1.21 0.68 0.99 0.94 0.50 1.22 0.77 1.15 1.17 0.01 1.11 1.05 1.29 1.23 0.00 1.09 1.13 1.34 1.45 0.00 1.14 1.27 1.65 1.07 0.55 1.26 0.85 1.34 1.06 0.48 1.19 0.89 1.26 0.87 0.02 1.12 0.77 0.98 1.59 0.00 1.11 1.43 1.77 0.83 0.00 1.12 0.74 0.93 0.88 0.34 1.35 0.65 1.18 1.23 0.00 1.12 1.10 1.38 1.12 0.12 1.17 0.96 1.00 0.97 1.36 0.74

Q13045 1 741 75 50 120 Protein flightless-1 homologQ13045 sp|Q13045|FLII_HUMAN3 7.44 6.17 7.2 7.44 9.69 4.97 6.28 4.49200012 4.01900001 4.49200012 3.38799991 4 3 4 3 2 3 2 3 2 0.84 0.34 3.77 0.22 3.17 0.80 0.51 19.18 0.04 15.35 0.98 0.84 1.48 0.66 1.45 1.54 0.11 1.95 0.79 3.00 1.01 0.95 10.82 0.09 10.97 0.88 0.45 3.82 0.23 3.37 1.04 0.82 4.76 0.22 4.93 0.93 0.51 1.49 0.62 1.38 0.71 0.27 7.48 0.09 5.28 0.83 0.26 1.68 0.49 1.39 1.01 0.95 3.77 0.27 3.80 1.11 0.51 3.77 0.29 4.18 1.05 0.80 5.70 0.18 5.96 0.74 0.19 1.90 0.39 1.42 0.86 0.24 1.49 0.58 1.28 1.10 0.39 1.49 0.74 0.97 0.92 15.15 0.06

Q13155 1 743 75 50 120 Aminoacyl tRNA synthase complex-interacting multifunctional protein 2 (Multisynthase complex auxiliary component p38) (Protein JTV-1)Q13155 sp|Q13155|AIMP2_HUMAN3 4.78 3.48 3.78 4.78 5.03 3.92 4.25 19.0599993 12.8099993 19.0599993 8.43800008 4 4 4 3 5 6 3 5 6 0.98 0.95 19.90 0.05 19.50 1.56 0.14 3.65 0.43 5.71 0.82 0.37 2.09 0.39 1.72 1.49 0.29 3.33 0.45 4.97 1.40 0.06 1.45 0.97 2.03 0.71 0.28 7.94 0.09 5.61 0.95 0.78 5.73 0.17 5.46 1.05 0.84 2.53 0.41 2.66 0.81 0.49 2.87 0.28 2.33 1.30 0.71 13.48 0.10 17.54 0.79 0.50 19.31 0.04 15.35 0.96 0.79 4.02 0.24 3.87 0.82 0.58 26.21 0.03 21.42 1.03 0.92 3.18 0.32 3.28 0.97 0.76 1.43 0.68 1.39 1.09 0.62 1.87 0.58 1.04 0.72 1.45 0.71

Q13200 1 744 75 50 120 26S proteasome non-ATPase regulatory subunit 2 (26S proteasome regulatory subunit RPN1) (26S proteasome regulatory subunit S2) (26S proteasome subunit p97) (Protein 55.11) (Tumor necrosis factor type 1 receptor-associated protein 2)Q13200 sp|Q13200|PSMD2_HUMAN3 21.84 9.73 11.79 21.84 23.04 16.58 18.09 20.1499999 6.71800003 20.1499999 12.1100001 16 6 16 11 16 20 8 20 20 0.94 0.53 1.23 0.77 1.16 1.22 0.05 1.23 1.00 1.50 0.73 0.00 1.15 0.63 0.84 1.95 0.00 1.27 1.54 2.47 1.30 0.09 1.37 0.95 1.79 0.66 0.00 1.19 0.56 0.79 0.72 0.00 1.18 0.61 0.85 0.82 0.02 1.17 0.70 0.96 0.87 0.37 1.41 0.62 1.22 0.96 0.90 1.88 0.51 1.81 0.90 0.42 1.34 0.67 1.20 0.88 0.08 1.16 0.76 1.02 0.84 0.16 1.30 0.64 1.09 1.04 0.70 1.26 0.83 1.31 0.81 0.00 1.13 0.72 0.91 0.87 0.07 1.16 0.75 0.90 0.59 1.53 0.59

Q13228 1 745 75 50 120 Selenium-binding protein 1 (56 kDa selenium-binding protein) (SBP56) (SP56)Q13228 sp|Q13228|SBP1_HUMAN3 33.58 33.58 34.56 30.35 31.28 22.68 23.3 50.6399989 50.6399989 35.3799999 28.6000013 22 22 16 13 26 32 25 22 32 1.40 0.00 1.16 1.20 1.63 1.08 0.10 1.09 0.99 1.18 1.01 0.96 1.30 0.77 1.31 0.81 0.02 1.19 0.68 0.97 1.21 0.00 1.10 1.10 1.34 1.06 0.26 1.10 0.96 1.16 1.05 0.38 1.13 0.93 1.18 0.93 0.32 1.16 0.80 1.08 0.96 0.74 1.29 0.75 1.24 0.82 0.04 1.21 0.68 0.99 1.04 0.88 1.74 0.60 1.81 1.35 0.00 1.09 1.24 1.47 0.95 0.41 1.15 0.83 1.09 0.80 0.01 1.17 0.69 0.94 1.08 0.32 1.17 0.92 1.25 1.17 0.04 1.16 1.01 0.86 0.03 1.14 0.76

Q13277 1 747 55 34 92 Syntaxin-3 Q13277 sp|Q13277|STX3_HUMAN3 5.58 1.69 2.04 3.64 3.96 5.58 6.66 17.9900006 4.84399982 13.1500006 17.9900006 4 1 2 4 2 4 1 2 4 1.28 1.00 1.09 0.64 6.09 0.18 6.66 0.79 0.41 10.12 0.08 7.96 1.15 0.36 1.67 0.69 1.92 1.25 0.87 1.14 0.45 3.95 0.29 4.49 1.06 0.67 1.71 0.62 1.82 1.00 0.98 4.00 0.25 4.02 1.01 1.01 1.03 0.95 0.70 3.95 0.24 3.74 1.00 0.99 3.97 0.25 3.97 0.87 0.42 3.96 0.22 1.11 0.36 1.47 0.76

Q13347 1 748 55 42 80 Eukaryotic translation initiation factor 3 subunit I (eIF3i) (Eukaryotic translation initiation factor 3 subunit 2) (TGF-beta receptor-interacting protein 1) (TRIP-1) (eIF-3-beta) (eIF3 p36)Q13347 sp|Q13347|EIF3I_HUMAN3 4 3.64 3.79 4 4.16 2.07 2.19 7.38499984 7.38499984 7.38499984 7.38499984 2 2 2 2 2 2 2 2 1 0.66 0.16 3.71 0.18 2.47 1.91 0.10 3.70 0.52 7.08 0.85 0.39 4.18 0.20 3.57 1.77 0.12 4.18 0.42 7.40 1.22 NA NA NA NA 0.58 0.12 3.71 0.16 2.15 0.65 0.45 99.29 0.01 64.61 1.02 0.98 486.51 0.00 495.08 0.73 NA NA NA NA 1.52 0.91 52200000000000000.00 0.00 79300000000000000.00 0.69 0.17 3.70 0.19 2.56 0.83 0.31 3.72 0.22 3.07 0.68 0.16 3.67 0.18 2.48 0.78 0.60 79.67 0.01 61.82 0.75 0.24 4.21 0.18 3.16 0.86 0.40 4.18 0.21 0.93 NA NA NA

Q13409 1 749 75 50 120 Cytoplasmic dynein 1 intermediate chain 2 (Cytoplasmic dynein intermediate chain 2) (Dynein intermediate chain 2, cytosolic) (DH IC-2)Q13409 sp|Q13409|DC1I2_HUMAN3 8 8 9.44 4.01 4.6 6.66 7.47 13.3200005 10.4999997 7.05299974 13.3200005 5 4 5 5 7 10 10 2 9 0.85 0.12 1.27 0.67 1.08 1.22 0.07 1.27 0.96 1.55 1.08 0.62 4.43 0.24 4.80 1.45 0.35 17.32 0.08 25.10 1.30 0.13 1.51 0.86 1.97 0.67 0.09 1.70 0.39 1.13 0.83 0.09 1.26 0.66 1.05 0.88 0.82 298.69 0.00 261.99 0.78 0.35 2.00 0.39 1.57 1.47 0.19 4.39 0.33 6.43 0.62 0.13 2.09 0.29 1.29 0.90 0.30 1.32 0.68 1.19 0.75 0.18 1.69 0.45 1.27 0.64 0.33 25.32 0.03 16.20 0.71 0.21 4.36 0.16 3.09 0.83 0.35 4.40 0.19 0.70 0.04 1.40 0.50

Q13418 1 750 55 42 80 Integrin-linked protein kinase (EC 2.7.11.1) (59 kDa serine/threonine-protein kinase) (ILK-1) (ILK-2) (p59ILK)Q13418 sp|Q13418|ILK_HUMAN3 5.3 5.3 5.97 3.38 3.62 1.31 1.76 8.62800032 8.62800032 5.31000011 5.31000011 3 3 2 2 2 3 2 2 3 0.90 0.51 3.74 0.24 3.38 0.93 0.62 3.77 0.25 3.51 0.92 0.61 4.56 0.20 4.19 0.73 0.23 4.51 0.16 3.30 0.92 NA NA NA NA 1.18 0.36 3.75 0.31 4.41 1.77 0.12 3.75 0.47 6.61 1.21 0.36 4.58 0.26 5.54 1.10 NA NA NA NA 0.87 0.47 4.68 0.19 4.09 1.13 0.44 3.75 0.30 4.26 1.22 0.38 5.33 0.23 6.48 1.30 0.24 3.75 0.35 4.86 1.22 0.34 4.53 0.27 5.52 1.15 0.45 4.57 0.25 5.26 1.29 0.37 8.42 0.15 0.86 NA NA NA

Q13421 1 751 55 34 92 Mesothelin (CAK1 antigen) (Pre-pro-megakaryocyte-potentiating factor) [Cleaved into: Megakaryocyte-potentiating factor (MPF); Mesothelin, cleaved form]Q13421 sp|Q13421|MSLN_HUMAN3 8.55 8.55 9.41 2.33 2.68 5.96 6.57 10.3200004 10.3200004 4.92100008 7.77800009 5 5 2 4 4 7 7 1 5 1.28 0.04 1.25 1.02 1.60 0.99 0.93 1.20 0.83 1.19 0.67 NA NA NA NA 1.58 NA NA NA NA 1.50 0.06 1.57 0.96 2.35 1.69 0.00 1.32 1.28 2.23 0.56 0.01 1.45 0.39 0.81 1.16 NA NA NA NA 1.10 0.64 1.76 0.62 1.93 0.58 NA NA NA NA 1.54 0.01 1.27 1.21 1.96 1.01 0.96 1.56 0.65 1.57 1.02 0.79 1.20 0.85 1.22 1.92 NA NA NA NA 0.79 NA NA NA NA 0.41 NA NA NA 0.78 0.41 2.30 0.34

Q13510 1 752 75 50 120 Acid ceramidase (AC) (ACDase) (Acid CDase) (EC 3.5.1.23) (Acylsphingosine deacylase) (N-acylsphingosine amidohydrolase) (Putative 32 kDa heart protein) (PHP32) [Cleaved into: Acid ceramidase subunit alpha; Acid ceramidase subunit beta]Q13510 sp|Q13510|ASAH1_HUMAN3 9.89 9.27 9.71 9.89 10.27 5.39 5.73 17.4700007 17.4700007 16.9599995 9.36700031 7 6 7 3 6 7 4 7 6 0.98 0.75 1.26 0.78 1.22 1.03 0.71 1.26 0.82 1.29 0.76 0.01 1.20 0.64 0.91 2.28 0.00 1.20 1.91 2.73 1.28 0.05 1.28 1.00 1.64 0.62 0.06 1.68 0.37 1.04 0.77 0.24 1.76 0.44 1.36 0.74 0.02 1.24 0.60 0.93 0.91 0.38 1.35 0.67 1.23 0.57 0.03 1.59 0.36 0.91 0.78 0.04 1.25 0.62 0.98 1.50 0.01 1.26 1.19 1.89 0.60 0.01 1.36 0.44 0.81 0.63 0.02 1.40 0.45 0.88 0.65 0.03 1.44 0.45 0.94 0.66 0.00 1.20 0.55 0.55 0.04 1.75 0.31

Q13557 1 753 55 34 92 Calcium/calmodulin-dependent protein kinase type II subunit delta (CaM kinase II subunit delta) (CaMK-II subunit delta) (EC 2.7.11.17)Q13557 sp|Q13557|KCC2D_HUMAN3 12.03 6.23 6.88 12.03 12.77 6.98 7.6 18.2400003 12.8299996 18.2400003 10.6200002 6 4 6 5 6 11 5 3 11 1.12 0.27 1.31 0.86 1.47 0.93 0.52 1.35 0.69 1.26 1.07 NA NA NA NA 1.38 NA NA NA NA 0.96 0.61 1.26 0.76 1.20 0.98 0.91 1.50 0.66 1.48 0.93 0.41 1.28 0.73 1.19 0.99 NA NA NA NA 1.02 0.91 1.54 0.66 1.57 1.06 NA NA NA NA 1.29 0.09 1.37 0.94 1.77 1.08 0.38 1.28 0.85 1.39 1.01 0.93 1.30 0.78 1.31 1.55 NA NA NA NA 1.03 NA NA NA NA 1.11 NA NA NA 0.79 0.08 1.33 0.59

Q13561 1 754 75 50 120 Dynactin subunit 2 (50 kDa dynein-associated polypeptide) (Dynactin complex 50 kDa subunit) (DCTN-50) (p50 dynamitin)Q13561 sp|Q13561|DCTN2_HUMAN3 21.65 4.24 4.29 21.65 22.48 9.82 11.01 29.6799988 7.73100033 29.6799988 17.7100003 10 3 10 6 9 15 2 15 9 0.63 0.13 3.53 0.18 2.21 1.95 0.20 14.66 0.13 28.59 0.60 0.01 1.44 0.42 0.86 3.04 0.00 1.37 2.21 4.16 1.81 0.01 1.39 1.30 2.51 0.80 0.71 323.79 0.00 258.80 0.80 0.73 599.27 0.00 477.96 0.72 0.08 1.44 0.50 1.04 0.62 0.10 1.81 0.34 1.13 0.87 0.38 1.39 0.63 1.21 0.74 0.61 209.56 0.00 155.89 0.56 0.11 3.52 0.16 1.99 1.08 0.92 3732.93 0.00 4049.56 0.79 0.51 2.16 0.36 1.71 0.64 0.00 1.25 0.51 0.80 0.55 0.00 1.23 0.45 0.59 0.20 2.49 0.24

Q13618 1 755 75 50 120 Cullin-3 (CUL-3)Q13618 sp|Q13618|CUL3_HUMAN3 3.51 3.36 3.86 2.48 2.86 3.51 4.59 3.38499993 3.38499993 1.69300009 3.38499993 2 2 1 2 2 3 2 2 3 0.94 0.89 152.53 0.01 142.67 0.81 0.36 5.59 0.14 4.53 1.18 0.34 3.51 0.34 4.16 0.97 0.87 7.27 0.13 7.04 1.01 0.96 3.76 0.27 3.79 1.16 0.78 192.41 0.01 223.75 0.86 0.64 22.13 0.04 18.95 1.57 0.14 3.51 0.45 5.51 0.81 0.29 3.73 0.22 3.02 0.97 0.92 14.56 0.07 14.18 1.17 0.36 3.51 0.33 4.10 0.87 0.50 5.83 0.15 5.07 1.80 0.45 525.17 0.00 943.73 1.01 0.96 11.74 0.09 11.89 1.11 0.48 3.51 0.32 3.90 1.08 0.73 7.98 0.13 1.04 0.75 3.75 0.28

Q13813 1 756 75 50 120 Spectrin alpha chain, non-erythrocytic 1 (Alpha-II spectrin) (Fodrin alpha chain) (Spectrin, non-erythroid alpha subunit)Q13813 sp|Q13813|SPTA2_HUMAN3 21.31 15.35 20.54 21.31 26.15 20.2 25.32 5.54200001 4.69300002 5.42099997 5.54200001 10 8 10 10 13 19 8 13 19 0.97 0.79 1.27 0.76 1.24 1.40 0.01 1.28 1.10 1.80 0.94 0.34 1.14 0.82 1.07 1.05 0.53 1.16 0.90 1.21 1.33 0.00 1.14 1.16 1.52 0.88 0.09 1.16 0.76 1.03 0.96 0.55 1.16 0.83 1.12 1.22 0.09 1.27 0.97 1.55 0.92 0.16 1.13 0.81 1.04 0.99 0.96 1.29 0.77 1.28 1.11 0.17 1.18 0.94 1.31 0.86 0.16 1.26 0.68 1.08 1.03 0.76 1.23 0.84 1.26 0.96 0.73 1.28 0.75 1.23 1.01 0.76 1.10 0.92 1.11 1.20 0.01 1.14 1.05 1.08 0.39 1.20 0.90

Q13838 1 757 75 50 120 Spliceosome RNA helicase DDX39B (EC 3.6.4.13) (56 kDa U2AF65-associated protein) (ATP-dependent RNA helicase p47) (DEAD box protein UAP56) (HLA-B-associated transcript 1 protein)Q13838 sp|Q13838|DX39B_HUMAN3 9.08 9.08 9.95 5.75 6.3 6.59 7.59 12.6200005 12.6200005 6.54200018 8.87899995 5 5 3 4 5 6 5 4 6 1.56 0.02 1.39 1.12 2.16 0.44 0.04 2.14 0.20 0.93 0.95 0.53 1.27 0.75 1.20 0.84 0.24 1.44 0.58 1.22 0.79 0.19 1.56 0.51 1.23 0.99 0.90 1.20 0.82 1.19 1.32 0.01 1.20 1.09 1.58 1.01 0.92 1.27 0.79 1.28 1.04 0.65 1.30 0.80 1.36 0.72 0.19 1.89 0.38 1.35 1.10 0.23 1.20 0.91 1.32 1.09 0.26 1.20 0.91 1.31 1.06 0.61 1.35 0.78 1.44 0.64 0.15 2.07 0.31 1.33 1.31 0.04 1.27 1.03 1.67 1.51 0.03 1.41 1.07 1.24 0.08 1.30 0.95

Q13938 1 758 75 50 120 Calcyphosin (Calcyphosine)Q13938 sp|Q13938|CAYP1_HUMAN3 16.79 16.79 17.02 16.18 16.26 16.02 16.23 46.5600014 46.5600014 46.5600014 46.5600014 12 10 11 12 22 32 17 16 32 2.50 0.00 1.14 2.19 2.86 0.83 0.08 1.23 0.68 1.03 1.25 0.01 1.14 1.09 1.42 0.77 0.00 1.14 0.67 0.88 0.73 0.00 1.14 0.64 0.84 0.82 0.01 1.13 0.72 0.92 0.97 0.59 1.13 0.86 1.10 1.03 0.84 1.37 0.75 1.41 0.86 0.15 1.25 0.68 1.07 0.87 0.19 1.26 0.69 1.09 1.03 0.58 1.15 0.90 1.18 2.38 0.00 1.13 2.10 2.70 0.63 0.00 1.19 0.53 0.75 0.70 0.07 1.49 0.47 1.04 1.59 0.00 1.14 1.39 1.82 1.11 0.10 1.14 0.97 0.73 0.00 1.14 0.63

Q14019 1 759 55 42 80 Coactosin-like proteinQ14019 sp|Q14019|COTL1_HUMAN3 8.11 4.43 4.75 8.11 8.24 2.02 2.21 45.0700015 21.83 45.0700015 11.27 5 4 5 1 4 5 5 5 1 1.10 0.57 1.63 0.68 1.80 0.87 0.34 1.48 0.59 1.29 1.17 0.21 1.35 0.87 1.58 1.87 0.00 1.35 1.38 2.52 0.86 NA NA NA NA 0.88 0.57 1.92 0.46 1.68 1.06 0.82 2.14 0.50 2.27 0.91 0.29 1.24 0.73 1.13 1.52 NA NA NA NA 1.05 0.54 1.24 0.85 1.31 0.73 0.13 1.60 0.46 1.17 0.87 0.40 1.56 0.56 1.36 0.78 0.23 1.69 0.46 1.32 1.01 0.96 1.39 0.72 1.40 0.90 0.26 1.24 0.73 1.12 0.97 0.72 1.24 0.78 0.97 NA NA NA

Q14152 1 760 75 50 120 Eukaryotic translation initiation factor 3 subunit A (eIF3a) (Eukaryotic translation initiation factor 3 subunit 10) (eIF-3-theta) (eIF3 p167) (eIF3 p180) (eIF3 p185)Q14152 sp|Q14152|EIF3A_HUMAN3 21.01 12.01 14.79 16.51 18.74 21.01 23.8 11.4299998 5.57200015 6.58499971 11.4299998 12 8 10 12 11 15 7 11 15 0.81 0.13 1.34 0.60 1.09 1.44 0.03 1.36 1.06 1.95 1.10 0.43 1.29 0.85 1.41 1.52 0.01 1.37 1.11 2.09 1.11 0.29 1.23 0.90 1.37 0.97 0.85 1.54 0.63 1.49 0.84 0.05 1.19 0.71 1.00 0.87 0.33 1.34 0.65 1.17 0.91 0.31 1.22 0.75 1.11 0.85 0.34 1.43 0.59 1.22 0.93 0.67 1.45 0.64 1.36 0.87 0.11 1.21 0.72 1.05 0.97 0.84 1.38 0.70 1.34 0.72 0.13 1.55 0.47 1.12 1.10 0.19 1.16 0.95 1.27 1.09 0.28 1.18 0.92 0.89 0.51 1.51 0.59

Q14203 1 762 75 50 120 Dynactin subunit 1 (150 kDa dynein-associated polypeptide) (DAP-150) (DP-150) (p135) (p150-glued)Q14203 sp|Q14203|DCTN1_HUMAN3 13.36 6.41 8.79 13.36 16.52 10.84 15.02 7.19899982 5.16400002 7.19899982 6.96400031 8 6 8 7 7 9 3 8 9 0.62 0.03 1.42 0.44 0.88 1.81 0.02 1.42 1.28 2.57 0.60 0.01 1.33 0.45 0.80 3.04 0.00 1.20 2.54 3.64 1.63 0.02 1.43 1.14 2.33 0.69 0.05 1.42 0.49 0.99 0.67 0.04 1.42 0.47 0.95 0.67 0.06 1.53 0.43 1.02 0.75 0.08 1.41 0.53 1.05 0.66 0.10 1.68 0.40 1.12 0.77 0.10 1.49 0.52 1.14 0.71 0.05 1.42 0.50 1.01 0.72 0.06 1.42 0.51 1.03 0.59 0.02 1.50 0.40 0.89 0.77 0.01 1.17 0.66 0.90 0.82 0.03 1.17 0.70 0.81 0.17 1.42 0.57

Q14204 1 763 75 50 120 Cytoplasmic dynein 1 heavy chain 1 (Cytoplasmic dynein heavy chain 1) (Dynein heavy chain, cytosolic)Q14204 sp|Q14204|DYHC1_HUMAN3 184.09 162.41 165.09 184.09 185.43 136.1 137.77 22.5600004 21.6999993 22.5600004 22.5600004 108 94 108 95 114 129 87 125 129 0.88 0.00 1.06 0.83 0.93 1.19 0.00 1.05 1.13 1.25 0.87 0.00 1.07 0.81 0.93 1.55 0.00 1.08 1.44 1.68 1.22 0.00 1.05 1.16 1.29 0.78 0.00 1.06 0.74 0.83 0.94 0.00 1.04 0.90 0.98 0.91 0.15 1.13 0.80 1.03 0.89 0.00 1.08 0.82 0.96 0.96 0.61 1.16 0.83 1.12 0.87 0.00 1.07 0.81 0.94 1.00 1.00 1.04 0.96 1.04 0.83 0.00 1.06 0.79 0.88 0.96 0.58 1.14 0.85 1.10 0.93 0.26 1.13 0.83 1.05 1.07 0.01 1.05 1.02 0.86 0.00 1.07 0.80

Q14254 1 764 75 50 120 Flotillin-2 (Epidermal surface antigen) (ESA) (Membrane component chromosome 17 surface marker 1)Q14254 sp|Q14254|FLOT2_HUMAN3 14.65 14.65 15.29 8.73 9.22 8.13 8.57 21.7299998 21.7299998 14.4899994 11.2099998 9 9 5 4 9 11 10 5 11 1.42 0.01 1.25 1.14 1.78 1.29 0.04 1.27 1.02 1.64 0.95 0.63 1.32 0.72 1.25 1.04 0.68 1.28 0.81 1.34 1.18 0.12 1.28 0.92 1.52 0.87 0.20 1.27 0.68 1.10 1.02 0.69 1.14 0.90 1.17 1.04 0.76 1.39 0.75 1.45 1.17 0.27 1.44 0.81 1.68 1.06 0.75 1.59 0.67 1.69 1.01 0.94 1.20 0.84 1.21 1.00 1.00 1.20 0.83 1.20 0.90 0.10 1.14 0.79 1.03 0.68 0.05 1.49 0.46 1.01 1.10 0.56 1.50 0.73 1.64 1.19 0.26 1.43 0.83 1.17 0.21 1.37 0.85

Q14258 1 765 55 34 92 E3 ubiquitin/ISG15 ligase TRIM25 (EC 6.3.2.19) (EC 6.3.2.n3) (Estrogen-responsive finger protein) (RING finger protein 147) (Tripartite motif-containing protein 25) (Ubiquitin/ISG15-conjugating enzyme TRIM25) (Zinc finger protein 147)Q14258 sp|Q14258|TRI25_HUMAN3 4.99 2.33 3 2.27 2.95 4.99 5.95 6.66700006 1.58699993 3.81000005 6.66700006 3 1 2 3 4 8 2 2 8 1.62 0.73 1.37 0.32 8.74 0.16 11.98 1.01 0.95 3.55 0.28 3.58 0.87 0.26 1.48 0.59 1.29 1.31 0.99 0.88 0.59 8.53 0.10 7.52 1.32 0.33 2.55 0.52 3.37 0.76 0.22 3.58 0.21 2.72 1.30 1.04 1.14 0.90 0.70 12.11 0.07 10.94 1.00 0.99 3.83 0.26 3.82 1.29 0.24 3.55 0.36 1.00 1.00 1.75 0.57

Q14344 1 766 75 50 120 Guanine nucleotide-binding protein subunit alpha-13 (G alpha-13) (G-protein subunit alpha-13)Q14344 sp|Q14344|GNA13_HUMAN3 7.26 7.26 12.84 6.56 12.45 5.35 8.09 26.789999 16.7099997 16.7099997 26.789999 8 8 8 8 6 7 7 5 6 1.24 0.04 1.21 1.02 1.50 1.22 0.04 1.20 1.02 1.47 1.02 0.78 1.20 0.85 1.22 0.80 0.04 1.23 0.65 0.99 1.28 0.28 4.28 0.30 5.47 1.10 0.22 1.21 0.91 1.33 1.18 0.07 1.21 0.98 1.42 1.16 0.15 1.27 0.92 1.48 1.21 0.48 9.75 0.12 11.81 1.00 0.99 1.65 0.61 1.65 1.05 0.52 1.20 0.87 1.26 1.22 0.09 1.28 0.95 1.56 0.94 0.43 1.22 0.77 1.15 1.13 0.50 1.61 0.71 1.82 1.02 0.74 1.20 0.85 1.23 1.07 0.41 1.22 0.87 1.20 0.36 4.24 0.28

Q14376 1 767 55 34 92 UDP-glucose 4-epimerase (EC 5.1.3.2) (Galactowaldenase) (UDP-galactose 4-epimerase)Q14376 sp|Q14376|GALE_HUMAN3 6.03 4.12 4.41 2 2.16 6.03 6.28 10.0599997 6.32200018 2.29899995 10.0599997 3 2 1 3 2 3 2 1 3 0.94 0.62 3.51 0.27 3.29 0.72 0.19 3.52 0.21 2.54 0.80 NA NA NA NA 0.67 NA NA NA NA 1.05 0.83 2.42 0.43 2.55 0.68 0.16 3.51 0.19 2.41 1.12 0.46 3.51 0.32 3.93 0.74 NA NA NA NA 0.94 0.79 2.36 0.40 2.22 1.05 NA NA NA NA 1.11 0.47 3.52 0.32 3.91 1.45 0.17 3.51 0.41 5.09 0.96 0.74 3.51 0.27 3.37 1.97 NA NA NA NA 1.04 NA NA NA NA 1.70 NA NA NA 1.02 0.85 1.47 0.69

Q14624 1 768 75 50 120 Inter-alpha-trypsin inhibitor heavy chain H4 (ITI heavy chain H4) (ITI-HC4) (Inter-alpha-inhibitor heavy chain 4) (Inter-alpha-trypsin inhibitor family heavy chain-related protein) (IHRP) (Plasma kallikrein sensitive glycoprotein 120) (Gp120) (PK-120) [Cleaved into: 70 kDa inter-alpha-trypsin inhibitor heavy chain H4; 35 kDa inter-alpha-trypsin inhibitor heavy chain H4]Q14624 sp|Q14624|ITIH4_HUMAN3 34.03 34.03 35.26 20.62 21.98 21.34 23.08 25.8100003 25.8100003 14.8399994 14.9499998 20 20 10 11 17 21 21 12 18 0.46 0.00 1.23 0.37 0.57 0.47 0.00 1.24 0.38 0.58 0.41 0.00 1.67 0.25 0.69 0.58 0.01 1.50 0.39 0.86 0.60 0.00 1.25 0.48 0.75 2.10 0.00 1.13 1.86 2.37 2.14 0.00 1.14 1.88 2.44 1.26 0.00 1.11 1.13 1.40 1.13 0.55 1.56 0.72 1.76 2.19 0.00 1.29 1.70 2.82 1.74 0.00 1.09 1.59 1.90 0.67 0.00 1.13 0.60 0.76 1.16 0.00 1.10 1.06 1.28 2.22 0.00 1.22 1.82 2.70 0.47 0.00 1.28 0.37 0.60 0.73 0.00 1.12 0.65 1.21 0.00 1.11 1.08

Q14764 1 770 75 50 120 Major vault protein (MVP) (Lung resistance-related protein)Q14764 sp|Q14764|MVP_HUMAN3 75.52 65.42 67.42 65.19 67.29 75.52 78.02 50.1699984 44.569999 45.9100008 50.1699984 65 48 47 65 87 118 63 81 118 0.93 0.06 1.08 0.86 1.00 1.36 0.00 1.06 1.28 1.45 1.03 0.49 1.09 0.95 1.12 1.54 0.00 1.09 1.41 1.68 1.67 0.00 1.08 1.55 1.81 0.67 0.00 1.12 0.60 0.74 0.83 0.00 1.06 0.78 0.88 0.84 0.00 1.10 0.76 0.92 0.76 0.00 1.12 0.68 0.86 0.96 0.50 1.12 0.85 1.08 0.74 0.00 1.10 0.67 0.82 0.59 0.00 1.09 0.54 0.64 0.75 0.00 1.09 0.68 0.82 1.00 0.99 1.13 0.88 1.13 0.82 0.00 1.06 0.78 0.87 1.33 0.00 1.06 1.25 0.84 0.01 1.13 0.74

Q14847 1 771 75 50 120 LIM and SH3 domain protein 1 (LASP-1) (Metastatic lymph node gene 50 protein) (MLN 50)Q14847 sp|Q14847|LASP1_HUMAN3 4.95 4.18 4.89 3.54 3.68 4.95 5.29 16.4800003 8.81199986 12.6399994 16.4800003 4 3 3 4 4 7 3 3 7 1.24 0.43 8.64 0.14 10.69 1.00 1.00 27.60 0.04 27.54 1.18 0.34 3.52 0.34 4.16 0.93 0.58 3.52 0.26 3.26 1.04 0.77 1.55 0.67 1.62 0.99 0.94 5.71 0.17 5.64 1.06 0.70 3.97 0.27 4.19 1.03 0.87 4.40 0.23 4.51 1.32 0.36 2.27 0.58 3.00 0.92 0.55 3.51 0.26 3.23 0.82 0.31 4.00 0.20 3.27 0.93 0.77 10.86 0.09 10.10 0.92 0.60 3.99 0.23 3.68 0.73 0.36 12.06 0.06 8.86 0.99 0.92 3.52 0.28 3.48 1.30 0.23 3.52 0.37 0.97 0.89 1.78 0.55

Q14894 1 772 75 50 120 Ketimine reductase mu-crystallin (EC 1.5.1.25) (NADP-regulated thyroid-hormone-binding protein)Q14894 sp|Q14894|CRYM_HUMAN3 6.01 5.45 5.7 6 6.11 6.01 6.18 20.3799993 20.3799993 14.6500006 14.6500006 4 4 3 3 4 5 3 4 5 1.20 0.20 1.53 0.78 1.84 0.72 0.08 1.51 0.48 1.09 1.34 0.33 2.72 0.49 3.65 0.94 0.83 3.00 0.31 2.82 0.75 0.07 1.42 0.53 1.07 0.95 0.82 2.42 0.39 2.29 1.11 0.39 1.52 0.73 1.69 1.19 0.71 5.60 0.21 6.64 0.93 0.72 2.04 0.46 1.90 0.98 0.81 1.46 0.67 1.43 1.40 0.11 1.68 0.83 2.36 1.28 0.30 2.14 0.60 2.73 1.24 0.16 1.53 0.81 1.91 1.17 0.41 1.92 0.61 2.25 1.15 0.25 1.46 0.79 1.69 1.59 0.04 1.55 1.03 0.52 0.18 4.06 0.13

Q14974 1 773 75 50 120 Importin subunit beta-1 (Importin-90) (Karyopherin subunit beta-1) (Nuclear factor p97) (Pore targeting complex 97 kDa subunit) (PTAC97)Q14974 sp|Q14974|IMB1_HUMAN3 11.43 11.43 12.63 5.01 5.65 8.13 9.22 12.0999999 12.0999999 4.90900017 6.73500001 9 9 3 4 7 7 7 7 7 0.92 0.76 2.02 0.45 1.85 1.97 0.22 3.48 0.57 6.86 0.93 0.62 3.53 0.26 3.30 1.17 0.36 3.52 0.33 4.12 0.94 0.68 1.70 0.55 1.60 0.88 0.46 1.50 0.59 1.32 0.86 0.10 1.22 0.70 1.05 0.78 0.24 3.52 0.22 2.76 1.09 0.48 1.54 0.71 1.68 0.98 0.86 3.52 0.28 3.44 0.98 0.87 1.40 0.70 1.37 0.89 0.27 1.27 0.70 1.13 1.00 0.98 1.32 0.75 1.32 0.94 0.63 3.53 0.27 3.30 0.95 0.68 3.52 0.27 3.34 1.25 0.27 3.52 0.35 1.43 0.11 1.73 0.83

Q15008 1 774 75 50 120 26S proteasome non-ATPase regulatory subunit 6 (26S proteasome regulatory subunit RPN7) (26S proteasome regulatory subunit S10) (Breast cancer-associated protein SGA-113M) (Phosphonoformate immuno-associated protein 4) (Proteasome regulatory particle subunit p44S10) (p42A)Q15008 sp|Q15008|PSMD6_HUMAN3 12.12 12.12 12.42 10.2 10.71 10.07 11.06 16.7099997 16.4499998 16.7099997 12.6000002 6 6 6 5 8 9 7 7 9 0.99 0.92 1.28 0.78 1.27 1.40 0.00 1.17 1.20 1.64 0.62 0.03 1.47 0.42 0.91 2.17 0.00 1.36 1.59 2.96 1.53 0.01 1.26 1.21 1.92 0.58 0.02 1.54 0.38 0.90 0.76 0.03 1.26 0.60 0.97 0.68 0.06 1.50 0.45 1.02 0.69 0.01 1.25 0.55 0.86 0.88 0.71 2.54 0.35 2.22 0.78 0.18 1.52 0.51 1.18 0.91 0.18 1.17 0.78 1.06 0.74 0.04 1.32 0.56 0.98 0.91 0.71 1.90 0.48 1.73 0.76 0.02 1.21 0.63 0.92 0.80 0.03 1.21 0.66 0.90 0.39 1.35 0.67

Q15063 1 776 75 50 120 Periostin (PN) (Osteoblast-specific factor 2) (OSF-2)Q15063 sp|Q15063|POSTN_HUMAN3 35.61 22.63 24.8 21.48 24.35 35.61 38.13 32.5399995 22.4900007 25 32.5399995 28 18 16 28 25 41 16 18 41 0.25 0.00 1.93 0.13 0.49 0.35 0.07 3.21 0.11 1.12 0.44 0.00 1.60 0.27 0.70 0.26 0.00 1.53 0.17 0.41 0.46 0.00 1.23 0.38 0.57 0.73 0.02 1.29 0.56 0.94 1.41 0.00 1.16 1.21 1.63 1.98 0.00 1.13 1.75 2.24 1.19 0.03 1.17 1.02 1.40 2.70 0.00 1.20 2.24 3.26 1.46 0.00 1.18 1.24 1.73 0.41 0.00 1.41 0.29 0.58 1.88 0.00 1.20 1.57 2.25 1.08 0.50 1.28 0.85 1.38 0.75 0.00 1.13 0.67 0.85 0.92 0.14 1.12 0.82 0.59 0.00 1.35 0.44

Q15149 1 778 75 50 120 Plectin (PCN) (PLTN) (Hemidesmosomal protein 1) (HD1) (Plectin-1)Q15149 sp|Q15149|PLEC_HUMAN3 28.74 21.01 26.41 28.74 33.96 16.87 19.23 3.86399999 2.86100004 3.86399999 3.09599992 14 10 14 12 15 17 12 16 17 0.82 0.20 1.37 0.60 1.13 1.08 0.42 1.23 0.88 1.33 1.09 0.45 1.27 0.86 1.38 1.95 0.00 1.19 1.64 2.31 0.96 0.32 1.10 0.87 1.05 0.78 0.01 1.20 0.65 0.94 1.24 0.02 1.18 1.05 1.46 0.95 0.60 1.23 0.78 1.17 1.29 0.01 1.20 1.07 1.54 0.90 0.39 1.29 0.70 1.16 1.07 0.55 1.29 0.83 1.38 0.87 0.02 1.11 0.78 0.97 1.01 0.92 1.32 0.77 1.34 0.90 0.33 1.25 0.72 1.12 0.70 0.00 1.17 0.60 0.82 0.99 0.88 1.13 0.87 1.01 0.76 1.10 0.93

Q15365 1 780 75 50 120 Poly(rC)-binding protein 1 (Alpha-CP1) (Heterogeneous nuclear ribonucleoprotein E1) (hnRNP E1) (Nucleic acid-binding protein SUB2.3)Q15365 sp|Q15365|PCBP1_HUMAN3 10.37 4.11 4.93 7.52 7.82 10.37 11 25.5600005 22.4700004 19.3800002 25.5600005 9 7 6 9 6 8 5 4 8 1.28 0.41 2.78 0.46 3.56 0.87 0.67 3.45 0.25 2.99 1.11 0.41 1.52 0.73 1.68 0.93 0.69 1.91 0.49 1.79 1.01 0.94 1.41 0.72 1.42 1.03 0.79 1.58 0.65 1.63 1.25 0.11 1.42 0.88 1.78 0.98 0.86 1.58 0.62 1.55 0.97 0.81 1.44 0.67 1.39 1.13 0.41 1.70 0.67 1.92 1.29 0.09 1.42 0.91 1.83 1.11 0.33 1.42 0.78 1.58 1.09 0.40 1.42 0.77 1.55 1.09 0.42 1.44 0.76 1.57 0.91 0.39 1.43 0.64 1.30 1.07 0.52 1.44 0.74 1.08 0.34 1.22 0.89

Q15582 1 781 75 50 120 Transforming growth factor-beta-induced protein ig-h3 (Beta ig-h3) (Kerato-epithelin) (RGD-containing collagen-associated protein) (RGD-CAP)Q15582 sp|Q15582|BGH3_HUMAN3 28.69 28.69 29.47 28.33 29.08 25.21 26.37 25.6199986 25.1800001 25.6199986 24.1600007 18 18 17 17 21 26 20 17 26 0.66 0.00 1.20 0.56 0.80 0.39 0.00 1.21 0.32 0.47 1.10 0.14 1.14 0.96 1.26 0.78 0.00 1.10 0.71 0.86 0.81 0.03 1.20 0.68 0.97 1.24 0.00 1.10 1.13 1.36 1.35 0.00 1.10 1.23 1.48 1.71 0.00 1.17 1.46 2.01 1.09 0.59 1.40 0.78 1.53 1.55 0.00 1.10 1.40 1.71 1.94 0.00 1.10 1.76 2.13 0.73 0.00 1.10 0.66 0.80 1.54 0.00 1.10 1.40 1.68 1.30 0.00 1.11 1.17 1.44 0.91 0.06 1.10 0.83 1.01 0.93 0.37 1.19 0.78 0.91 0.39 1.26 0.72

Q15599 1 782 75 50 120 Na(+)/H(+) exchange regulatory cofactor NHE-RF2 (NHERF-2) (NHE3 kinase A regulatory protein E3KARP) (SRY-interacting protein 1) (SIP-1) (Sodium-hydrogen exchanger regulatory factor 2) (Solute carrier family 9 isoform A3 regulatory factor 2) (Tyrosine kinase activator protein 1) (TKA-1)Q15599 sp|Q15599|NHRF2_HUMAN3 18.18 13.68 13.84 12.53 12.7 18.18 18.44 29.9699992 23.15 23.15 29.9699992 9 8 6 9 10 15 8 6 15 1.30 0.03 1.23 1.05 1.60 1.55 0.00 1.20 1.30 1.86 1.80 0.01 1.36 1.33 2.44 0.89 0.18 1.25 0.71 1.11 1.12 0.18 1.21 0.93 1.37 0.96 0.55 1.20 0.80 1.15 1.04 0.70 1.31 0.79 1.36 1.37 0.29 2.16 0.63 2.95 0.97 0.70 1.18 0.83 1.15 0.88 0.29 1.37 0.64 1.21 0.74 0.02 1.23 0.61 0.91 1.06 0.43 1.22 0.87 1.30 0.91 0.20 1.20 0.76 1.08 0.70 0.16 1.82 0.39 1.28 1.12 0.22 1.25 0.89 1.40 0.95 0.55 1.25 0.76 0.89 0.13 1.18 0.75

Q15833 1 783 75 50 120 Syntaxin-binding protein 2 (Protein unc-18 homolog 2) (Unc18-2) (Protein unc-18 homolog B) (Unc-18B)Q15833 sp|Q15833|STXB2_HUMAN3 31.41 30.72 31.77 24.73 25.71 31.41 33.43 34.4000012 29.8500001 25.6300002 34.4000012 19 19 19 19 22 26 24 16 26 1.15 0.02 1.13 1.02 1.30 1.12 0.13 1.17 0.96 1.31 1.64 0.00 1.14 1.44 1.88 0.81 0.04 1.21 0.67 0.99 0.96 0.37 1.10 0.87 1.06 1.04 0.59 1.15 0.90 1.19 1.00 0.98 1.18 0.85 1.18 1.14 0.27 1.28 0.89 1.45 0.94 0.48 1.21 0.78 1.13 0.91 0.47 1.33 0.68 1.21 0.90 0.06 1.12 0.81 1.00 1.03 0.54 1.09 0.94 1.12 0.95 0.51 1.18 0.81 1.12 0.94 0.65 1.32 0.71 1.25 0.96 0.69 1.21 0.79 1.17 1.02 0.84 1.21 0.84 1.02 0.77 1.18 0.87

Q15907 1 784 75 50 120 Ras-related protein Rab-11B (GTP-binding protein YPT3)Q15907 sp|Q15907|RB11B_HUMAN3 13.67 12.58 12.76 13.67 13.73 11.37 11.53 36.2399995 29.8200011 36.2399995 26.6099989 7 7 7 6 9 11 7 8 11 1.18 0.04 1.17 1.01 1.39 1.20 0.03 1.17 1.02 1.40 1.13 0.13 1.18 0.95 1.33 1.16 0.07 1.17 0.99 1.36 1.37 0.00 1.17 1.17 1.60 0.91 0.22 1.18 0.78 1.08 0.96 0.56 1.17 0.82 1.13 0.97 0.59 1.17 0.82 1.13 0.89 0.11 1.17 0.76 1.04 0.94 0.72 1.49 0.63 1.40 0.80 0.04 1.24 0.65 0.99 1.01 0.88 1.17 0.86 1.18 0.87 0.12 1.20 0.73 1.05 0.85 0.56 1.92 0.44 1.64 1.01 0.84 1.17 0.86 1.19 1.05 0.49 1.17 0.89 1.04 0.61 1.18 0.87

Q16181 1 785 75 50 120 Septin-7 (CDC10 protein homolog)Q16181 sp|Q16181|SEPT7_HUMAN3 5.44 5.44 5.87 2.18 2.64 2.64 3.15 7.77999982 7.77999982 4.34800014 4.34800014 5 5 2 2 3 4 4 2 4 1.00 0.97 1.46 0.69 1.46 0.80 0.24 1.80 0.44 1.43 1.15 0.57 9.41 0.12 10.84 0.87 0.60 10.73 0.08 9.36 0.78 0.56 44.35 0.02 34.64 0.90 0.40 1.53 0.59 1.38 0.89 0.37 1.54 0.58 1.37 1.08 0.91 898.43 0.00 969.27 1.03 0.94 56.45 0.02 58.32 1.06 0.86 29.04 0.04 30.76 0.99 0.94 1.78 0.56 1.76 0.91 0.40 1.46 0.62 1.33 0.78 0.12 1.52 0.51 1.18 0.92 0.92 2348.66 0.00 2166.31 0.87 0.55 7.84 0.11 6.83 0.98 0.89 5.66 0.17 0.97 0.95 103.61 0.01

Q16348 1 786 75 50 120 Solute carrier family 15 member 2 (Kidney H(+)/peptide cotransporter) (Oligopeptide transporter, kidney isoform) (Peptide transporter 2)Q16348 sp|Q16348|S15A2_HUMAN3 14.87 14.87 15.37 12.25 12.82 9.21 10.21 10.0100003 10.0100003 9.46500003 8.0930002 9 9 8 6 6 8 8 6 5 1.58 0.02 1.41 1.12 2.23 1.45 0.00 1.15 1.26 1.67 1.65 0.00 1.21 1.36 2.01 1.06 0.55 1.26 0.84 1.34 0.92 0.49 1.41 0.65 1.30 1.08 0.34 1.21 0.90 1.31 0.74 0.00 1.16 0.64 0.86 1.15 0.08 1.18 0.97 1.35 0.94 0.48 1.28 0.74 1.20 0.89 0.28 1.26 0.71 1.13 1.21 0.03 1.18 1.02 1.43 0.99 0.86 1.15 0.86 1.14 0.95 0.48 1.18 0.81 1.12 0.86 0.42 1.58 0.54 1.35 1.43 0.00 1.16 1.23 1.66 1.18 0.04 1.16 1.01 1.16 0.65 2.54 0.46

Q16555 1 787 75 50 120 Dihydropyrimidinase-related protein 2 (DRP-2) (Collapsin response mediator protein 2) (CRMP-2) (N2A3) (Unc-33-like phosphoprotein 2) (ULIP-2)Q16555 sp|Q16555|DPYL2_HUMAN3 15.94 15.94 16.42 11.36 11.58 13.74 14.31 27.4500012 27.4500012 18.1799993 20.1000005 11 11 7 9 8 10 10 7 8 1.03 0.69 1.17 0.88 1.20 1.06 0.42 1.17 0.91 1.24 0.98 0.83 1.33 0.74 1.29 1.79 0.00 1.31 1.36 2.35 1.25 0.02 1.18 1.07 1.47 0.88 0.15 1.21 0.73 1.06 0.92 0.35 1.22 0.75 1.12 1.26 0.20 1.49 0.84 1.87 0.89 0.37 1.36 0.65 1.21 0.85 0.43 1.65 0.51 1.40 1.04 0.59 1.17 0.89 1.21 1.02 0.74 1.14 0.90 1.16 1.09 0.38 1.25 0.87 1.37 0.83 0.41 1.71 0.49 1.41 1.10 0.20 1.18 0.93 1.30 0.87 0.08 1.18 0.74 0.91 0.33 1.24 0.74

Q16719 1 788 55 34 92 Kynureninase (EC 3.7.1.3) (L-kynurenine hydrolase)Q16719 sp|Q16719|KYNU_HUMAN3 3.88 1.62 2.09 2.42 2.83 3.88 4.39 5.37599996 2.15099994 4.73099984 5.37599996 3 1 2 3 3 4 2 2 4 0.90 1.13 0.88 0.43 3.66 0.24 3.22 1.05 0.71 3.65 0.29 3.84 1.04 0.78 4.08 0.25 4.25 0.86 1.09 1.19 0.46 7.01 0.17 8.36 0.97 0.90 17.38 0.06 16.79 0.97 0.87 5.95 0.16 5.78 1.02 1.25 1.32 1.28 0.46 15.02 0.08 19.15 0.97 0.80 3.65 0.27 3.53 0.94 0.65 3.65 0.26 1.12 0.49 4.23 0.27

Q16851 1 789 75 50 120 UTP--glucose-1-phosphate uridylyltransferase (EC 2.7.7.9) (UDP-glucose pyrophosphorylase) (UDPGP) (UGPase)Q16851 sp|Q16851|UGPA_HUMAN3 29.62 24.15 24.66 29.62 30.45 21.27 22.18 38.1900013 30.5099994 38.1900013 28.1500012 21 14 21 14 20 21 19 21 21 0.82 0.00 1.10 0.74 0.90 0.91 0.07 1.10 0.83 1.01 0.81 0.49 1.90 0.43 1.54 1.26 0.40 1.77 0.71 2.23 1.15 0.02 1.12 1.03 1.29 0.79 0.00 1.14 0.69 0.90 0.88 0.10 1.16 0.76 1.03 0.81 0.37 1.64 0.49 1.32 0.85 0.04 1.17 0.72 0.99 0.81 0.37 1.62 0.50 1.32 1.04 0.50 1.13 0.92 1.18 0.92 0.09 1.10 0.83 1.02 0.97 0.61 1.14 0.85 1.10 0.82 0.39 1.60 0.51 1.32 0.77 0.28 1.62 0.48 1.26 0.89 0.64 1.69 0.52 1.12 0.05 1.12 1.00

Q27J81 1 790 55 34 92 Inverted formin-2 (HBEBP2-binding protein C)Q27J81 sp|Q27J81|INF2_HUMAN3 4.18 4.18 5.69 2.18 3.06 4.1 6.38 4.32300009 3.12200002 4.32300009 3.12200002 3 2 3 2 3 4 2 2 4 0.69 0.19 4.15 0.17 2.88 1.25 0.72 382.41 0.00 478.63 1.05 NA NA NA NA 1.07 NA NA NA NA 0.97 0.79 3.51 0.28 3.39 0.77 0.40 11.01 0.07 8.46 0.91 0.56 4.01 0.23 3.67 0.87 NA NA NA NA 2.39 0.23 60.42 0.04 144.47 1.13 NA NA NA NA 0.82 0.32 4.04 0.20 3.30 0.87 0.43 4.02 0.22 3.51 0.88 0.46 4.03 0.22 3.56 1.82 NA NA NA NA 0.76 NA NA NA NA 0.76 NA NA NA 1.06 0.73 4.64 0.23

Q32P44 1 791 75 50 120 Echinoderm microtubule-associated protein-like 3 (EMAP-3)Q32P44 sp|Q32P44|EMAL3_HUMAN3 6.18 6.18 7.15 4.43 5.27 2.25 3.31 5.57999983 5.57999983 3.79500017 1.78599991 3 3 2 1 2 3 3 2 2 1.17 0.47 2.14 0.54 2.50 1.37 0.13 1.70 0.81 2.32 1.10 0.53 3.53 0.31 3.86 1.37 0.19 3.53 0.39 4.84 1.06 0.77 7.86 0.14 8.35 1.05 0.65 1.46 0.72 1.53 0.86 0.26 1.50 0.58 1.29 1.19 0.33 3.52 0.34 4.18 0.67 0.20 5.19 0.13 3.46 1.28 0.25 3.55 0.36 4.52 1.08 0.47 1.46 0.74 1.58 0.89 0.31 1.46 0.61 1.30 1.01 0.93 1.46 0.69 1.47 1.34 0.39 13.05 0.10 17.44 1.05 0.71 3.53 0.30 3.71 0.82 0.29 3.53 0.23 3.46 0.39 71680.91 0.00

Q3LXA3 1 792 75 50 120 Bifunctional ATP-dependent dihydroxyacetone kinase/FAD-AMP lyase (cyclizing) [Includes: ATP-dependent dihydroxyacetone kinase (DHA kinase) (EC 2.7.1.28) (EC 2.7.1.29) (Glycerone kinase) (Triokinase) (Triose kinase); FAD-AMP lyase (cyclizing) (EC 4.6.1.15) (FAD-AMP lyase (cyclic FMN forming)) (FMN cyclase)]Q3LXA3 sp|Q3LXA3|DHAK_HUMAN3 11.15 8.01 9.02 11.15 11.81 9.21 9.86 18.2600007 12.8700003 18.2600007 17.0399994 6 4 6 6 8 9 6 8 9 1.49 0.07 1.61 0.93 2.40 0.71 0.13 1.72 0.41 1.22 1.06 0.70 1.44 0.74 1.53 0.86 0.10 1.20 0.72 1.04 0.87 0.25 1.33 0.65 1.15 1.28 0.09 1.38 0.93 1.76 1.16 0.13 1.25 0.92 1.45 1.18 0.06 1.20 0.99 1.42 1.31 0.01 1.18 1.11 1.55 0.88 0.35 1.37 0.64 1.20 1.30 0.22 1.72 0.75 2.23 1.13 0.40 1.47 0.77 1.65 1.25 0.18 1.50 0.83 1.88 1.06 0.68 1.40 0.76 1.48 1.29 0.01 1.20 1.08 1.55 1.33 0.02 1.25 1.06 1.12 0.34 1.33 0.85

Q4KMQ2 1 793 55 34 92 Anoctamin-6 (Small-conductance calcium-activated nonselective cation channel) (SCAN channel) (Transmembrane protein 16F)Q4KMQ2 sp|Q4KMQ2|ANO6_HUMAN3 5.11 5.11 8.26 1.63 6.19 4.64 8.02 6.26399964 5.38499989 3.51600014 6.26399964 6 4 4 6 3 4 4 1 3 1.10 0.41 1.49 0.74 1.64 2.10 0.12 3.32 0.63 6.96 1.91 NA NA NA NA 1.23 NA NA NA NA 0.88 0.42 3.58 0.25 3.14 0.86 0.23 1.48 0.58 1.27 0.69 0.15 2.02 0.34 1.38 0.78 NA NA NA NA 0.78 0.25 3.57 0.22 2.79 1.24 NA NA NA NA 0.92 0.79 3.03 0.30 2.80 0.70 0.06 1.48 0.47 1.04 0.90 0.77 3.95 0.23 3.56 0.88 NA NA NA NA 1.19 NA NA NA NA 0.89 NA NA NA 0.74 0.21 3.55 0.21

Q4VNC1 1 794 75 50 120 Probable cation-transporting ATPase 13A4 (EC 3.6.3.-) (P5-ATPase isoform 4)Q4VNC1 sp|Q4VNC1|AT134_HUMAN3 13.24 13.24 14.37 7.54 7.99 4.94 5.6 6.85599968 6.85599968 3.92999984 2.17400007 7 7 6 2 6 8 6 5 8 1.04 0.81 1.51 0.69 1.57 1.62 0.10 1.87 0.87 3.04 1.72 0.01 1.26 1.36 2.17 1.37 0.04 1.32 1.04 1.80 0.90 0.21 1.21 0.74 1.09 1.16 0.20 1.29 0.90 1.50 0.68 0.15 1.77 0.38 1.21 0.92 0.32 1.26 0.73 1.16 0.66 0.00 1.21 0.54 0.79 1.12 0.22 1.26 0.89 1.42 0.88 0.55 1.69 0.52 1.48 0.58 0.01 1.39 0.41 0.80 0.92 0.71 1.71 0.54 1.57 0.95 0.64 1.39 0.68 1.32 1.08 0.39 1.26 0.85 1.36 0.86 0.15 1.28 0.67 0.56 0.00 1.31 0.43

Q53GD3 1 795 75 50 120 Choline transporter-like protein 4 (Solute carrier family 44 member 4)Q53GD3 sp|Q53GD3|CTL4_HUMAN3 14.83 11.27 12.85 13.56 16.76 14.83 18.5 10.8499996 8.73199999 10.8499996 9.71800014 13 10 10 13 15 20 13 12 20 1.56 0.01 1.35 1.16 2.10 1.47 0.01 1.26 1.17 1.85 1.08 0.61 1.45 0.75 1.57 0.97 0.78 1.28 0.76 1.24 1.09 0.29 1.21 0.91 1.32 0.95 0.68 1.30 0.73 1.24 0.87 0.17 1.23 0.71 1.07 1.00 0.94 1.17 0.86 1.18 0.98 0.93 1.57 0.63 1.54 0.80 0.02 1.19 0.67 0.95 0.96 0.83 1.61 0.59 1.54 1.39 0.10 1.51 0.92 2.10 0.66 0.05 1.51 0.44 0.99 0.69 0.01 1.29 0.53 0.89 1.34 0.02 1.26 1.06 1.69 1.09 0.62 1.49 0.73 1.11 0.59 1.58 0.71

Q53TN4 1 797 75 50 120 Cytochrome b reductase 1 (EC 1.-.-.-) (Duodenal cytochrome b) (Ferric-chelate reductase 3)Q53TN4 sp|Q53TN4|CYBR1_HUMAN3 6.96 6.25 6.32 6.54 6.67 6.96 7.23 18.5299993 13.9899999 18.5299993 13.9899999 11 11 10 9 7 8 6 7 8 3.10 0.06 3.52 0.88 10.90 1.05 0.99 9360000000000.00 0.00 9810000000000.00 4.23 0.28 4944.28 0.00 20904.15 1.14 0.78 81.34 0.01 92.36 1.02 0.96 16.45 0.06 16.70 1.28 0.24 3.52 0.36 4.50 0.40 0.64 105358736.00 0.00 42458436.79 0.86 0.94 268389072.00 0.00 230181179.20 0.67 0.42 48.50 0.01 32.62 0.78 0.89 81761272.00 0.00 63614304.52 0.90 0.48 3.53 0.26 3.18 0.53 0.10 3.52 0.15 1.87 1.12 0.46 3.52 0.32 3.95 1.01 0.99 216.06 0.00 218.18 0.48 0.61 823662.25 0.00 392183.05 0.31 0.41 63783.25 0.00 0.59 0.14 4.25 0.14

Q5JWF2 1 798 75 50 120 Guanine nucleotide-binding protein G(s) subunit alpha isoforms XLas (Adenylate cyclase-stimulating G alpha protein) (Extra large alphas protein) (XLalphas)Q5JWF2 sp|Q5JWF2|GNAS1_HUMAN3 17.65 17.65 24.07 8.87 14.54 12.39 18.61 12.7299994 12.7299994 7.52200037 9.8360002 15 15 10 12 11 13 12 8 13 1.45 0.00 1.17 1.24 1.69 1.33 0.01 1.22 1.09 1.62 1.15 0.10 1.19 0.96 1.37 0.92 0.27 1.19 0.77 1.10 1.17 0.06 1.18 0.99 1.38 1.23 0.02 1.18 1.04 1.46 1.02 0.75 1.17 0.88 1.19 1.11 0.21 1.20 0.92 1.33 0.94 0.44 1.23 0.76 1.15 0.72 0.18 1.72 0.42 1.24 0.96 0.56 1.19 0.81 1.14 1.29 0.01 1.17 1.11 1.51 0.86 0.10 1.21 0.71 1.04 0.90 0.68 1.84 0.49 1.66 1.34 0.04 1.32 1.02 1.77 1.35 0.01 1.19 1.13 1.05 0.66 1.30 0.81

Q5T4S7 1 800 75 50 120 E3 ubiquitin-protein ligase UBR4 (EC 6.3.2.-) (600 kDa retinoblastoma protein-associated factor) (N-recognin-4) (Retinoblastoma-associated factor of 600 kDa) (RBAF600) (p600) (Zinc finger UBR1-type protein 1)Q5T4S7 sp|Q5T4S7|UBR4_HUMAN3 32.57 32.57 38.64 20.73 23.56 19.15 22.67 4.90100011 4.90100011 3.93600017 4.32199985 19 19 14 15 17 22 22 15 15 1.00 0.95 1.10 0.91 1.10 1.28 0.00 1.12 1.14 1.43 0.95 0.57 1.19 0.80 1.14 1.70 0.00 1.29 1.32 2.20 1.23 0.00 1.12 1.10 1.38 0.88 0.03 1.12 0.78 0.98 0.87 0.01 1.11 0.78 0.96 0.86 0.12 1.21 0.71 1.04 1.00 0.97 1.27 0.78 1.26 1.17 0.17 1.26 0.93 1.48 0.84 0.03 1.17 0.72 0.98 0.84 0.00 1.09 0.77 0.91 0.86 0.03 1.15 0.74 0.99 1.00 0.97 1.35 0.74 1.36 0.90 0.03 1.10 0.82 0.99 1.00 0.97 1.13 0.88 0.88 0.14 1.19 0.74

Q5TD94 1 803 75 50 120 Radial spoke head protein 4 homolog A (Radial spoke head-like protein 3)Q5TD94 sp|Q5TD94|RSH4A_HUMAN3 8.35 4.02 4.22 6.27 6.42 8.35 8.61 8.38000029 4.46900018 5.58700003 8.38000029 4 2 3 4 3 5 2 2 5 0.93 0.81 23.77 0.04 22.05 0.68 0.19 4.57 0.15 3.09 1.19 0.34 3.73 0.32 4.45 1.22 0.51 13.01 0.09 15.86 1.16 0.22 1.35 0.86 1.56 1.11 0.61 6.93 0.16 7.71 0.92 0.73 8.69 0.11 8.03 0.87 0.41 3.63 0.24 3.17 1.28 0.43 2.35 0.54 3.00 0.87 0.41 3.63 0.24 3.16 0.65 0.51 245.84 0.00 161.01 0.72 0.40 19.93 0.04 14.40 0.79 0.66 169.77 0.00 133.78 0.50 0.46 2172.05 0.00 1096.60 1.19 0.64 35.04 0.03 41.87 1.28 0.60 70.43 0.02 1.27 0.56 3.26 0.39

Q5VW32 1 804 75 50 120 BRO1 domain-containing protein BROX (BRO1 domain- and CAAX motif-containing protein)Q5VW32 sp|Q5VW32|BROX_HUMAN3 19.67 14.66 15.39 19.67 20.43 12.08 12.82 35.2800012 29.6799988 35.2800012 23.1099993 13 11 13 9 13 17 10 12 17 1.95 0.01 1.51 1.30 2.94 1.63 0.04 1.58 1.03 2.59 2.28 0.00 1.33 1.72 3.02 1.14 0.20 1.23 0.92 1.40 0.81 0.01 1.17 0.69 0.94 0.96 0.70 1.32 0.72 1.27 0.55 0.00 1.26 0.43 0.69 1.04 0.63 1.21 0.86 1.27 0.78 0.15 1.44 0.54 1.12 1.04 0.80 1.47 0.71 1.53 0.62 0.04 1.56 0.40 0.96 0.76 0.09 1.39 0.55 1.06 0.86 0.20 1.29 0.67 1.12 0.77 0.39 1.95 0.39 1.50 0.99 0.93 1.14 0.87 1.13 0.75 0.00 1.15 0.65 0.67 0.05 1.48 0.45

Q5VYK3 1 805 75 50 120 Proteasome-associated protein ECM29 homolog (Ecm29)Q5VYK3 sp|Q5VYK3|ECM29_HUMAN3 9.15 6.45 8.99 2.7 4.6 9.15 12.87 4.28199992 2.81799994 0.65040002 4.28199992 5 4 1 5 4 6 3 2 6 1.03 0.78 1.43 0.72 1.47 0.86 0.31 1.60 0.54 1.38 0.79 0.26 3.59 0.22 2.84 1.21 0.52 13.07 0.09 15.82 1.29 0.15 1.50 0.86 1.94 0.87 0.24 1.43 0.61 1.25 0.93 0.49 1.43 0.65 1.34 0.73 0.20 3.57 0.21 2.61 1.07 0.37 1.21 0.89 1.29 1.38 0.71 5164.92 0.00 7138.09 1.14 0.41 1.74 0.66 1.98 1.15 0.23 1.43 0.80 1.65 1.04 0.69 1.43 0.73 1.49 1.76 0.54 3548.98 0.00 6233.62 0.95 0.80 6.88 0.14 6.55 0.91 0.76 20.97 0.04 1.01 0.92 1.36 0.75

Q63HN8 1 807 75 50 120 E3 ubiquitin-protein ligase RNF213 (EC 6.3.2.-) (ALK lymphoma oligomerization partner on chromosome 17) (Mysterin) (RING finger protein 213)Q63HN8 sp|Q63HN8|RN213_HUMAN3 15.78 13.92 20.58 15.78 20.64 12.03 15.15 4.32900004 2.92700008 4.32900004 3.47599983 10 7 10 9 12 18 9 10 18 0.72 0.01 1.21 0.59 0.87 1.22 0.02 1.16 1.05 1.40 0.79 0.01 1.16 0.68 0.91 1.53 0.00 1.17 1.31 1.80 0.90 0.12 1.15 0.79 1.04 0.68 0.06 1.52 0.45 1.03 0.87 0.08 1.18 0.74 1.03 0.68 0.01 1.34 0.51 0.91 1.01 0.91 1.27 0.80 1.28 1.18 0.07 1.19 0.99 1.40 0.64 0.04 1.51 0.42 0.97 1.17 0.04 1.16 1.01 1.35 0.95 0.84 1.78 0.53 1.69 1.00 0.99 1.34 0.75 1.35 0.75 0.00 1.13 0.66 0.85 0.79 0.00 1.14 0.70 1.08 0.22 1.15 0.94

Q687X5 1 808 75 50 120 Metalloreductase STEAP4 (EC 1.16.1.-) (Six-transmembrane epithelial antigen of prostate 4) (SixTransMembrane protein of prostate 2) (Tumor necrosis factor, alpha-induced protein 9)Q687X5 sp|Q687X5|STEA4_HUMAN3 22.51 22.51 23.86 13.5 13.97 9.6 10.12 38.7800008 38.7800008 28.7600011 19.1699997 18 18 10 8 10 15 15 8 8 1.43 0.00 1.24 1.15 1.77 1.56 0.00 1.18 1.32 1.85 1.13 0.30 1.32 0.86 1.49 1.26 0.20 1.50 0.84 1.89 0.91 0.57 1.60 0.57 1.46 1.16 0.04 1.15 1.01 1.34 0.85 0.12 1.24 0.68 1.05 0.91 0.69 1.74 0.52 1.59 0.81 0.17 1.44 0.57 1.17 0.67 0.02 1.37 0.49 0.92 1.35 0.01 1.21 1.12 1.63 1.60 0.00 1.26 1.27 2.01 0.87 0.25 1.28 0.69 1.12 0.65 0.09 1.69 0.38 1.09 1.33 0.22 1.67 0.79 2.22 0.89 0.74 2.32 0.38 0.77 0.30 1.94 0.40

Q6P6B1 1 810 75 50 120 Uncharacterized protein C8orf47Q6P6B1 sp|Q6P6B1|CH047_HUMAN3 10.3 10.3 10.98 5.62 6.03 8.02 8.97 15.2400002 15.2400002 12.3000003 12.5699997 5 5 4 4 5 6 6 3 5 1.81 0.02 1.57 1.15 2.84 1.08 0.53 1.35 0.80 1.45 1.37 0.07 1.45 0.94 1.98 1.04 0.68 1.45 0.72 1.51 1.26 0.09 1.36 0.93 1.72 0.70 0.16 1.75 0.40 1.23 0.90 0.22 1.21 0.75 1.10 0.95 0.62 1.45 0.66 1.38 1.02 0.85 1.43 0.71 1.47 1.06 0.85 3.35 0.32 3.57 0.99 0.90 1.21 0.82 1.20 1.00 0.98 1.21 0.83 1.21 0.71 0.10 1.57 0.45 1.12 0.50 0.02 1.45 0.35 0.73 1.18 0.19 1.45 0.81 1.71 1.62 0.03 1.45 1.12 1.04 0.66 1.28 0.81

Q6PCE3 1 812 55 42 80 Glucose 1,6-bisphosphate synthase (EC 2.7.1.106) (PMMLP) (Phosphoglucomutase-2-like 1)Q6PCE3 sp|Q6PCE3|PGM2L_HUMAN3 4.33 3.18 3.6 4.33 4.92 1.66 2.29 4.01900001 4.01900001 4.01900001 2.25099996 2 2 2 1 2 2 2 2 2 2.27 0.15 12.59 0.18 28.54 1.13 0.50 4.82 0.23 5.46 2.48 0.36 1367.95 0.00 3397.91 1.27 0.58 48.63 0.03 61.67 1.09 NA NA NA NA 0.96 0.87 13.58 0.07 13.02 1.35 0.29 6.50 0.21 8.76 1.09 0.59 4.43 0.25 4.84 0.94 NA NA NA NA 0.92 0.65 6.06 0.15 5.55 1.08 0.63 4.84 0.22 5.25 1.81 0.25 22.04 0.08 39.93 1.00 1.00 19.76 0.05 19.73 0.82 0.57 21.79 0.04 17.93 1.41 0.22 4.95 0.29 6.99 1.35 0.38 13.43 0.10 1.35 NA NA NA

Q6UX73 1 813 75 50 120 UPF0764 protein C16orf89Q6UX73 sp|Q6UX73|CP089_HUMAN3 6.78 5.77 6.1 6.78 7.64 5.43 6.12 10.4500003 8.7059997 10.4500003 7.95999989 4 3 4 3 7 8 5 7 8 1.09 0.54 1.71 0.64 1.87 0.78 0.25 1.92 0.41 1.50 0.94 0.56 1.48 0.63 1.39 0.93 0.78 2.69 0.35 2.50 0.83 0.31 3.51 0.24 2.92 1.62 0.03 1.49 1.09 2.41 1.06 0.82 2.53 0.42 2.68 1.25 0.14 1.50 0.84 1.88 0.72 0.19 3.51 0.21 2.53 1.04 0.89 2.61 0.40 2.71 1.41 0.07 1.53 0.92 2.15 1.12 0.35 1.48 0.75 1.66 1.32 0.13 1.60 0.82 2.10 1.39 0.17 1.94 0.71 2.70 1.16 0.50 2.18 0.53 2.53 0.75 0.09 1.49 0.50 1.53 0.18 4.68 0.33

Q6UXY8 1 814 75 50 120 Transmembrane channel-like protein 5Q6UXY8 sp|Q6UXY8|TMC5_HUMAN3 26.27 26.27 27.07 15.54 16.92 19.09 20.57 13.7199998 13.7199998 9.14499983 12.2299999 17 17 9 12 18 21 21 15 19 1.25 0.06 1.26 0.99 1.57 1.27 0.00 1.16 1.09 1.48 1.17 0.02 1.14 1.03 1.34 0.93 0.21 1.14 0.82 1.05 1.29 0.05 1.29 1.00 1.66 0.88 0.22 1.24 0.71 1.09 0.85 0.00 1.09 0.77 0.93 0.91 0.47 1.35 0.67 1.23 0.97 0.78 1.24 0.79 1.20 0.76 0.11 1.42 0.54 1.08 1.08 0.36 1.18 0.91 1.27 1.17 0.03 1.15 1.02 1.35 1.09 0.41 1.24 0.88 1.36 0.60 0.03 1.54 0.39 0.93 0.98 0.79 1.17 0.84 1.15 1.07 0.27 1.14 0.94 1.32 0.03 1.27 1.04

Q6ZTQ4 1 816 75 50 120 Cadherin-related family member 3 (Cadherin-like protein 28)Q6ZTQ4 sp|Q6ZTQ4|CDHR3_HUMAN3 5.67 4.06 4.46 5.41 5.87 5.67 6.32 3.95499989 2.82499995 3.50299999 3.95499989 3 2 3 3 3 4 2 2 4 1.13 0.45 3.81 0.30 4.31 1.54 0.45 113.01 0.01 173.94 1.41 0.19 3.84 0.37 5.40 0.95 0.74 3.85 0.25 3.68 1.40 0.18 2.03 0.69 2.85 0.70 0.65 1811.31 0.00 1259.89 0.86 0.38 3.82 0.22 3.27 0.95 0.73 3.79 0.25 3.61 0.82 0.42 2.31 0.36 1.90 1.18 0.36 3.82 0.31 4.51 1.17 0.58 13.11 0.09 15.32 1.28 0.57 47.20 0.03 60.18 0.99 0.99 4017.29 0.00 3987.84 1.06 0.69 3.80 0.28 4.02 0.91 0.53 3.82 0.24 3.47 0.94 0.67 3.85 0.24 1.90 0.14 3.23 0.59

Q709C8 1 817 75 50 120 Vacuolar protein sorting-associated protein 13CQ709C8 sp|Q709C8|VP13C_HUMAN3 17.76 13.15 17.86 17.76 22.99 6.31 8.17 3.94399986 2.34500002 3.94399986 1.27900001 10 7 10 4 6 9 5 9 5 0.99 0.96 1.45 0.68 1.44 1.03 0.84 1.40 0.74 1.43 0.81 0.04 1.22 0.67 0.98 1.65 0.00 1.14 1.44 1.88 1.44 0.05 1.42 1.02 2.04 0.70 0.05 1.44 0.49 1.01 0.85 0.11 1.25 0.68 1.06 0.75 0.03 1.28 0.59 0.96 0.76 0.30 2.31 0.33 1.76 0.93 0.64 1.42 0.65 1.32 0.86 0.29 1.40 0.62 1.21 0.72 0.01 1.23 0.59 0.89 0.80 0.07 1.30 0.62 1.04 0.82 0.26 1.47 0.56 1.20 0.81 0.02 1.18 0.69 0.96 0.78 0.01 1.18 0.66 0.76 0.08 1.42 0.54

Q7L2H7 1 818 75 50 120 Eukaryotic translation initiation factor 3 subunit M (eIF3m) (Fetal lung protein B5) (hFL-B5) (PCI domain-containing protein 1)Q7L2H7 sp|Q7L2H7|EIF3M_HUMAN3 4.73 3.76 4.96 4.73 5.88 4.3 5.43 10.96 7.48699978 10.96 5.88200018 4 3 4 2 4 5 3 4 5 0.67 0.16 3.58 0.19 2.39 2.25 0.14 9.79 0.23 22.04 0.58 0.03 1.56 0.37 0.90 2.51 0.02 1.76 1.42 4.42 1.34 0.09 1.50 0.89 2.00 0.59 0.12 3.57 0.16 2.09 0.78 0.24 3.57 0.22 2.78 0.63 0.19 2.79 0.23 1.75 0.78 0.33 2.25 0.35 1.76 0.80 0.32 2.08 0.39 1.66 0.56 0.11 3.55 0.16 2.00 0.93 0.62 3.56 0.26 3.32 0.74 0.43 20.65 0.04 15.30 0.76 0.58 6.07 0.12 4.60 0.91 0.41 1.48 0.61 1.35 1.06 0.62 1.49 0.71 0.85 0.22 1.50 0.56

Q7L576 1 819 75 50 120 Cytoplasmic FMR1-interacting protein 1 (Specifically Rac1-associated protein 1) (Sra-1) (p140sra-1)Q7L576 sp|Q7L576|CYFP1_HUMAN3 40.8 40.32 43.31 40.8 42.82 30.88 34.51 20.3500003 20.3500003 18.9099997 16.3599998 27 27 22 20 22 36 16 15 36 0.93 0.38 1.20 0.77 1.12 1.22 0.15 1.33 0.92 1.62 1.12 0.09 1.15 0.98 1.29 1.02 0.77 1.17 0.87 1.19 1.01 0.86 1.08 0.93 1.09 1.12 0.04 1.11 1.01 1.25 1.27 0.00 1.11 1.15 1.41 1.15 0.01 1.11 1.04 1.28 1.17 0.09 1.21 0.97 1.41 1.10 0.26 1.20 0.92 1.33 1.11 0.18 1.17 0.95 1.29 0.94 0.21 1.10 0.86 1.04 1.01 0.82 1.14 0.89 1.16 1.16 0.04 1.15 1.01 1.33 1.13 0.03 1.12 1.02 1.27 1.11 0.14 1.15 0.96 0.97 0.65 1.13 0.86

Q7L7X3 1 821 75 50 120 Serine/threonine-protein kinase TAO1 (EC 2.7.11.1) (Kinase from chicken homolog B) (hKFC-B) (MARK Kinase) (MARKK) (Prostate-derived sterile 20-like kinase 2) (PSK-2) (PSK2) (Prostate-derived STE20-like kinase 2) (Thousand and one amino acid protein kinase 1) (TAOK1) (hTAOK1)Q7L7X3 sp|Q7L7X3|TAOK1_HUMAN3 14.14 7.35 8.28 14.14 15.02 7.51 8.88 9.09100026 5.89400008 9.09100026 6.39400035 7 5 7 5 4 7 3 7 2 1.35 0.20 3.51 0.39 4.74 1.27 0.25 3.51 0.36 4.46 1.42 0.00 1.20 1.19 1.71 0.94 0.40 1.18 0.80 1.11 1.06 0.87 27.22 0.04 28.77 1.25 0.27 3.51 0.36 4.39 0.83 0.39 5.35 0.15 4.43 1.08 0.51 1.30 0.82 1.40 1.02 0.98 1658.15 0.00 1690.38 1.04 0.72 1.31 0.79 1.37 0.93 0.85 39.61 0.02 36.87 1.30 0.42 13.25 0.10 17.17 0.85 0.35 3.51 0.24 2.99 1.05 0.78 1.58 0.67 1.66 1.24 0.02 1.17 1.05 1.45 1.03 0.65 1.17 0.88 0.61 0.21 8.78 0.07

Q7LBR1 1 822 75 50 120 Charged multivesicular body protein 1b (CHMP1.5) (Chromatin-modifying protein 1b) (CHMP1b) (Vacuolar protein sorting-associated protein 46-2) (Vps46-2) (hVps46-2)Q7LBR1 sp|Q7LBR1|CHM1B_HUMAN3 10.7 10.24 10.62 10.7 10.99 8.59 8.86 22.6099998 22.6099998 22.1100003 14.5699993 9 9 7 5 7 8 7 8 7 2.21 0.00 1.35 1.64 2.97 1.63 0.00 1.27 1.29 2.07 2.57 0.00 1.35 1.90 3.47 1.31 0.08 1.38 0.95 1.80 0.85 0.09 1.23 0.69 1.04 1.14 0.16 1.23 0.92 1.40 0.66 0.04 1.45 0.45 0.96 1.03 0.71 1.20 0.86 1.23 0.75 0.03 1.27 0.59 0.96 0.89 0.15 1.20 0.74 1.07 0.65 0.04 1.49 0.44 0.96 0.74 0.13 1.57 0.47 1.15 0.96 0.67 1.31 0.73 1.25 0.56 0.00 1.32 0.42 0.74 1.06 0.41 1.20 0.89 1.27 0.72 0.01 1.20 0.60 0.59 0.25 2.98 0.20

Q7Z3J2 1 824 55 34 92 UPF0505 protein C16orf62 (Esophageal cancer-associated protein)Q7Z3J2 sp|Q7Z3J2|CP062_HUMAN3 3.43 2.06 2.89 3.43 3.87 2.78 3.37 3.01099997 1.03799999 3.01099997 1.97299998 2 1 2 2 2 3 1 3 3 0.75 0.92 0.86 0.46 5.21 0.17 4.49 1.76 0.22 12.93 0.14 22.69 1.06 0.65 3.58 0.30 3.81 0.99 1.08 0.70 0.21 4.76 0.15 3.32 1.51 0.19 5.10 0.30 7.70 0.55 0.11 3.94 0.14 2.17 0.78 1.12 0.84 0.97 0.84 5.01 0.19 4.85 1.05 0.71 3.91 0.27 4.12 1.21 0.32 3.94 0.31 0.98 0.87 3.59 0.27

Q7Z404 1 825 75 50 120 Transmembrane channel-like protein 4Q7Z404 sp|Q7Z404|TMC4_HUMAN3 18.49 18.49 18.96 17.07 17.71 16.73 17.33 15.1700005 13.4800002 15.1700005 10.6700003 10 10 9 10 20 25 19 15 25 1.07 0.45 1.21 0.89 1.29 1.35 0.01 1.24 1.09 1.68 0.96 0.92 2.15 0.45 2.07 1.10 0.38 1.26 0.87 1.39 1.11 0.11 1.15 0.97 1.28 0.64 0.00 1.30 0.49 0.83 0.70 0.02 1.32 0.53 0.93 0.95 0.57 1.21 0.79 1.15 0.84 0.14 1.28 0.65 1.08 0.77 0.05 1.29 0.60 1.00 0.79 0.12 1.37 0.58 1.08 1.26 0.05 1.26 1.00 1.59 0.72 0.05 1.39 0.52 1.00 0.67 0.05 1.50 0.45 1.01 1.28 0.02 1.21 1.06 1.55 1.15 0.11 1.19 0.96 1.37 0.10 1.48 0.93

Q7Z406 1 826 75 50 120 Myosin-14 (Myosin heavy chain 14) (Myosin heavy chain, non-muscle IIc) (Non-muscle myosin heavy chain IIc) (NMHC II-C)Q7Z406 sp|Q7Z406|MYH14_HUMAN3 25.87 19.24 33.84 25.87 46.53 8.8 27.32 12.4300003 8.42100009 12.4300003 7.06799999 22 15 22 13 10 13 10 13 6 0.83 0.00 1.12 0.74 0.93 0.87 0.04 1.15 0.76 0.99 0.84 0.06 1.20 0.70 1.01 0.88 0.07 1.15 0.77 1.01 1.19 0.06 1.20 0.99 1.42 0.84 0.09 1.23 0.68 1.03 1.01 0.91 1.11 0.91 1.12 0.90 0.38 1.28 0.71 1.16 1.06 0.53 1.27 0.84 1.35 0.92 0.67 1.53 0.60 1.40 1.06 0.23 1.11 0.96 1.18 0.93 0.13 1.11 0.83 1.03 0.93 0.28 1.14 0.82 1.07 1.07 0.48 1.23 0.87 1.32 1.02 0.73 1.12 0.91 1.14 1.72 0.00 1.22 1.41 1.04 0.72 1.34 0.78

Q7Z6Z7 1 828 75 50 120 E3 ubiquitin-protein ligase HUWE1 (EC 6.3.2.-) (ARF-binding protein 1) (ARF-BP1) (HECT, UBA and WWE domain-containing protein 1) (Homologous to E6AP carboxyl terminus homologous protein 9) (HectH9) (Large structure of UREB1) (LASU1) (Mcl-1 ubiquitin ligase E3) (Mule) (Upstream regulatory element-binding protein 1) (URE-B1) (URE-binding protein 1)Q7Z6Z7 sp|Q7Z6Z7|HUWE1_HUMAN3 10.61 5.16 8.14 10.61 12.66 7.91 9.18 2.33200006 0.98310001 2.33200006 1.578 6 3 6 4 5 7 2 6 7 0.87 0.40 3.68 0.24 3.19 1.46 0.26 7.83 0.19 11.44 0.81 0.09 1.31 0.61 1.06 1.36 0.03 1.31 1.04 1.79 1.05 0.66 1.41 0.75 1.49 1.03 0.95 164.94 0.01 170.11 1.02 0.98 211.71 0.00 215.01 0.97 0.88 1.75 0.55 1.69 1.00 1.00 1.60 0.62 1.61 0.96 0.95 4.91 0.20 4.71 0.90 0.49 3.68 0.24 3.31 1.10 0.51 3.65 0.30 4.03 0.90 0.48 3.67 0.24 3.30 1.06 0.82 1.88 0.56 1.99 0.96 0.61 1.20 0.80 1.16 0.95 0.53 1.22 0.78 0.86 0.14 1.28 0.67

Q86UX7 1 830 75 50 120 Fermitin family homolog 3 (Kindlin-3) (MIG2-like protein) (Unc-112-related protein 2)Q86UX7 sp|Q86UX7|URP2_HUMAN3 21.72 20.16 21.22 14.13 15.2 21.72 22.87 23.24 18.1400001 17.6899999 23.24 13 11 8 13 18 29 12 12 29 0.76 0.55 2.62 0.29 2.00 0.62 0.20 2.16 0.29 1.35 0.82 0.08 1.27 0.64 1.04 0.73 0.63 4.35 0.17 3.20 0.64 0.00 1.11 0.58 0.71 1.38 0.51 2.90 0.48 4.01 1.51 0.00 1.19 1.26 1.80 1.24 0.77 5.16 0.24 6.38 1.16 0.05 1.16 1.00 1.34 1.14 0.30 1.32 0.86 1.51 1.34 0.00 1.14 1.18 1.53 0.99 0.84 1.16 0.85 1.15 1.20 0.70 2.85 0.42 3.44 1.35 0.01 1.22 1.11 1.65 0.90 0.88 4.94 0.18 4.44 0.95 0.37 1.15 0.82 1.24 0.07 1.27 0.98

Q86VB7 1 831 55 42 80 Scavenger receptor cysteine-rich type 1 protein M130 (Hemoglobin scavenger receptor) (CD antigen CD163) [Cleaved into: Soluble CD163 (sCD163)]Q86VB7 sp|Q86VB7|C163A_HUMAN3 13.81 13.81 15.18 4.72 5.73 2.02 2.91 8.04499984 8.04499984 2.42199991 0.69200001 8 8 3 1 4 8 8 2 2 1.00 0.96 1.14 0.87 1.14 1.22 0.02 1.16 1.06 1.41 0.88 0.46 4.54 0.19 3.97 1.00 0.99 3.52 0.28 3.52 0.75 NA NA NA NA 1.31 0.00 1.15 1.14 1.51 0.95 0.40 1.14 0.83 1.09 1.33 0.22 3.52 0.38 4.66 0.73 NA NA NA NA 1.00 0.98 3.56 0.28 3.57 0.94 0.42 1.17 0.80 1.11 1.03 0.60 1.14 0.90 1.18 0.97 0.65 1.14 0.85 1.11 1.04 0.82 6.18 0.17 6.44 1.24 0.28 3.52 0.35 4.35 1.12 0.45 3.52 0.32 1.12 NA NA NA

Q86VE9 1 832 55 42 80 Serine incorporator 5Q86VE9 sp|Q86VE9|SERC5_HUMAN3 4.27 4.27 5.06 2.69 2.84 2.02 2.23 6.14699982 6.14699982 3.78299989 2.36399993 3 3 2 1 5 5 5 5 4 1.34 0.17 1.67 0.80 2.24 2.40 0.01 1.50 1.60 3.60 2.07 0.31 124.80 0.02 258.12 1.15 0.65 19.75 0.06 22.78 1.06 NA NA NA NA 0.90 0.28 1.29 0.70 1.16 0.63 0.08 1.77 0.35 1.11 0.82 0.53 16.59 0.05 13.54 0.53 NA NA NA NA 0.63 0.14 3.55 0.18 2.24 0.74 0.12 1.57 0.47 1.16 0.68 0.02 1.29 0.53 0.88 0.67 0.09 1.68 0.40 1.13 0.50 0.09 3.54 0.14 1.76 1.11 0.75 26.04 0.04 29.01 0.87 0.41 3.54 0.25 0.43 NA NA NA

Q86VP6 1 833 75 50 120 Cullin-associated NEDD8-dissociated protein 1 (Cullin-associated and neddylation-dissociated protein 1) (TBP-interacting protein of 120 kDa A) (TBP-interacting protein 120A) (p120 CAND1)Q86VP6 sp|Q86VP6|CAND1_HUMAN3 21.89 21.89 25.59 16.84 19.37 20.99 24.9 11.4600003 11.4600003 9.26799998 11.4600003 12 12 8 12 18 24 14 16 24 1.22 0.06 1.23 0.99 1.50 0.64 0.01 1.34 0.47 0.86 1.01 0.95 1.31 0.77 1.32 1.03 0.62 1.17 0.89 1.21 1.06 0.28 1.12 0.95 1.19 0.89 0.37 1.31 0.68 1.17 1.04 0.61 1.17 0.89 1.21 0.92 0.34 1.22 0.75 1.12 1.05 0.48 1.17 0.90 1.23 0.81 0.12 1.32 0.61 1.07 1.10 0.40 1.26 0.87 1.39 1.08 0.34 1.19 0.91 1.29 1.03 0.81 1.31 0.78 1.35 0.89 0.28 1.25 0.71 1.12 1.14 0.02 1.12 1.02 1.27 1.17 0.02 1.14 1.03 1.16 0.16 1.24 0.93

Q86X29 1 834 75 50 120 Lipolysis-stimulated lipoprotein receptorQ86X29 sp|Q86X29|LSR_HUMAN3 7.51 7.51 7.88 3.07 3.09 2.75 2.96 8.16600025 8.16600025 4.16000001 4.16000001 4 4 2 2 3 5 5 2 2 1.12 0.57 1.64 0.68 1.84 1.27 0.06 1.29 0.98 1.63 1.10 0.50 3.52 0.31 3.88 1.02 0.87 3.63 0.28 3.70 1.02 0.90 3.52 0.29 3.58 1.04 0.68 1.31 0.79 1.37 0.96 0.62 1.23 0.78 1.18 1.16 0.45 4.79 0.24 5.54 1.18 0.53 9.54 0.12 11.23 1.41 0.30 9.09 0.15 12.78 0.86 0.08 1.20 0.72 1.03 1.32 0.08 1.38 0.95 1.82 1.00 0.95 1.20 0.84 1.21 1.00 1.00 69.24 0.01 69.40 1.12 0.45 3.51 0.32 3.94 1.07 0.60 3.51 0.31 0.85 0.36 3.54 0.24

Q86Y56 1 835 75 50 120 HEAT repeat-containing protein 2Q86Y56 sp|Q86Y56|HEAT2_HUMAN3 7.85 5.61 6.67 7.85 8.28 4.19 4.99 7.25099966 3.62600014 7.25099966 2.69000009 6 3 6 2 3 3 3 3 3 1.35 0.07 1.43 0.95 1.93 0.62 0.03 1.42 0.44 0.88 0.95 0.62 1.49 0.63 1.42 0.93 0.66 1.80 0.52 1.67 1.71 0.25 17.48 0.10 29.92 1.00 0.97 1.42 0.71 1.42 1.29 0.09 1.42 0.91 1.82 0.85 0.22 1.50 0.56 1.27 0.92 0.61 4.48 0.21 4.12 0.57 0.05 1.82 0.31 1.03 0.97 0.75 1.42 0.69 1.38 0.89 0.27 1.42 0.63 1.26 1.43 0.44 5.08 0.28 7.27 0.68 0.32 3.49 0.20 2.38 1.11 0.38 1.50 0.74 1.66 1.58 0.06 1.62 0.98 1.10 0.53 3.93 0.28

Q86YQ8 1 836 75 50 120 Copine-8 (Copine VIII)Q86YQ8 sp|Q86YQ8|CPNE8_HUMAN3 4 2.32 4.89 4 6.17 3.05 5.42 7.97900036 5.31900004 7.97900036 7.97900036 4 2 4 4 2 3 2 2 3 1.28 0.29 4.45 0.29 5.69 1.25 0.34 5.40 0.23 6.75 1.29 0.50 25.61 0.05 33.05 1.12 0.51 4.39 0.25 4.90 1.01 0.95 3.81 0.26 3.84 1.33 0.27 5.12 0.26 6.83 0.83 0.53 12.55 0.07 10.46 1.00 0.99 3.60 0.28 3.61 1.05 0.74 3.78 0.28 3.96 1.09 0.55 3.60 0.30 3.92 1.41 0.21 4.44 0.32 6.27 1.24 0.32 4.44 0.28 5.52 0.92 0.89 420.56 0.00 386.06 1.10 0.67 7.59 0.14 8.32 1.27 0.26 3.60 0.35 4.57 1.08 0.66 5.57 0.19 1.03 0.91 11.62 0.09

Q8IV08 1 837 55 34 92 Phospholipase D3 (PLD 3) (EC 3.1.4.4) (Choline phosphatase 3) (HindIII K4L homolog) (Hu-K4) (Phosphatidylcholine-hydrolyzing phospholipase D3)Q8IV08 sp|Q8IV08|PLD3_HUMAN3 6.82 6.82 7.44 1.96 2.09 4.04 4.23 6.32700026 6.32700026 2.44900007 4.49000001 3 3 1 2 3 6 6 1 3 1.01 0.98 1.76 0.57 1.77 1.08 0.56 1.45 0.75 1.56 1.61 NA NA NA NA 1.00 NA NA NA NA 1.07 0.65 4.42 0.24 4.74 1.32 0.03 1.26 1.04 1.66 0.83 0.09 1.26 0.66 1.05 1.35 NA NA NA NA 1.12 0.50 4.44 0.25 4.98 1.20 NA NA NA NA 1.02 0.81 1.26 0.81 1.28 1.20 0.17 1.39 0.87 1.67 1.39 0.11 1.58 0.88 2.20 1.15 NA NA NA NA 1.04 NA NA NA NA 0.90 NA NA NA 0.85 0.40 4.40 0.19
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Q8IWA5 1 838 75 50 120 Choline transporter-like protein 2 (Solute carrier family 44 member 2)Q8IWA5 sp|Q8IWA5|CTL2_HUMAN3 32.59 24.78 26.29 31.31 32.85 32.59 34.41 22.5199997 17.7100003 22.5199997 19.2599997 18 14 18 18 27 42 16 22 42 1.55 0.00 1.14 1.36 1.76 2.37 0.00 1.20 1.97 2.84 2.49 0.00 1.44 1.73 3.59 1.04 0.80 1.41 0.74 1.47 0.95 0.47 1.18 0.80 1.11 1.13 0.15 1.19 0.95 1.35 0.60 0.00 1.11 0.54 0.67 1.23 0.04 1.22 1.01 1.51 0.81 0.13 1.33 0.61 1.08 0.94 0.59 1.25 0.75 1.18 0.69 0.01 1.31 0.53 0.90 0.72 0.00 1.21 0.59 0.87 0.75 0.00 1.12 0.67 0.84 0.92 0.59 1.40 0.66 1.28 1.44 0.00 1.23 1.18 1.77 0.96 0.85 1.65 0.58 0.76 0.01 1.20 0.63

Q8IX04 1 840 75 50 120 Ubiquitin-conjugating enzyme E2 variant 3 (UEV-3) (EV and lactate/malate dehydrogenase domain-containing protein)Q8IX04 sp|Q8IX04|UEVLD_HUMAN3 11.62 7.92 8.43 11.62 12.03 4.36 5.05 18.8999996 9.97899994 18.8999996 6.58200011 7 4 7 4 6 6 6 6 6 2.11 0.04 1.98 1.07 4.17 1.43 0.06 1.48 0.96 2.12 2.62 0.01 1.79 1.46 4.70 1.27 0.14 1.42 0.89 1.81 0.80 0.06 1.27 0.63 1.02 1.06 0.56 1.42 0.75 1.50 0.57 0.02 1.46 0.39 0.83 1.17 0.27 1.39 0.85 1.63 0.77 0.12 1.47 0.52 1.13 0.92 0.60 1.45 0.63 1.34 0.54 0.02 1.53 0.35 0.82 0.66 0.04 1.42 0.46 0.93 0.90 0.48 1.66 0.54 1.50 0.76 0.24 1.70 0.45 1.29 1.00 0.98 1.19 0.84 1.19 0.87 0.22 1.30 0.67 0.83 0.65 3.26 0.25

Q8IX19 1 841 75 50 120 Mast cell-expressed membrane protein 1Q8IX19 sp|Q8IX19|MCEM1_HUMAN3 4.46 4.46 4.72 2.63 2.76 1.63 1.84 20.86 20.86 11.7600001 4.81299982 3 3 3 1 3 4 4 3 2 0.55 0.01 1.40 0.39 0.77 1.30 0.06 1.34 0.97 1.75 1.16 0.41 4.10 0.28 4.76 0.87 0.39 3.51 0.25 3.04 0.66 0.17 4.29 0.16 2.85 1.68 0.01 1.25 1.34 2.10 2.11 0.00 1.35 1.56 2.86 1.49 0.15 3.51 0.43 5.24 1.13 0.44 3.56 0.32 4.02 0.74 0.52 59.04 0.01 43.74 1.34 0.03 1.26 1.07 1.69 1.29 0.11 1.44 0.90 1.85 1.04 0.66 1.25 0.83 1.30 1.26 0.25 3.51 0.36 4.44 1.11 0.62 7.45 0.15 8.29 1.17 0.52 8.04 0.15 1.41 0.18 3.56 0.40

Q8IXQ6 1 842 75 50 120 Poly [ADP-ribose] polymerase 9 (PARP-9) (EC 2.4.2.30) (ADP-ribosyltransferase diphtheria toxin-like 9) (ARTD9) (B aggressive lymphoma protein)Q8IXQ6 sp|Q8IXQ6|PARP9_HUMAN3 6.25 6.25 7.17 6.06 6.76 4.42 5.17 4.80099991 3.98100019 3.98100019 4.80099991 3 3 3 3 3 5 2 2 5 0.75 0.21 3.53 0.21 2.64 1.13 0.45 3.84 0.30 4.36 0.96 0.76 4.11 0.23 3.93 1.49 0.17 4.07 0.37 6.06 1.03 0.91 2.54 0.41 2.62 0.91 0.80 50.22 0.02 45.51 0.67 0.19 4.92 0.14 3.29 0.79 0.28 4.11 0.19 3.23 0.81 0.37 2.20 0.37 1.79 1.04 0.82 6.11 0.17 6.37 0.58 0.12 3.52 0.17 2.06 1.06 0.67 3.54 0.30 3.75 0.86 0.53 8.04 0.11 6.94 0.73 0.28 6.98 0.10 5.06 0.97 0.82 4.01 0.24 3.88 1.15 0.42 4.08 0.28 1.04 0.88 2.57 0.40

Q8IZ83 1 844 75 50 120 Aldehyde dehydrogenase family 16 member A1Q8IZ83 sp|Q8IZ83|A16A1_HUMAN3 12.96 12.96 13.47 12.28 12.61 11.09 11.36 12.0899998 12.0899998 11.4699997 11.2199999 8 7 7 8 6 7 6 7 6 0.76 0.24 1.75 0.43 1.33 1.74 0.03 1.60 1.09 2.78 0.62 0.15 2.17 0.29 1.35 2.29 0.02 1.70 1.35 3.89 1.54 0.04 1.49 1.04 2.30 0.98 0.90 1.45 0.68 1.42 0.89 0.17 1.22 0.72 1.09 0.71 0.30 2.37 0.30 1.68 1.15 0.73 3.26 0.35 3.75 0.79 0.46 2.49 0.32 1.95 0.88 0.35 1.41 0.62 1.23 0.66 0.01 1.23 0.54 0.82 1.12 0.19 1.22 0.92 1.37 1.12 0.64 2.07 0.54 2.32 0.68 0.02 1.32 0.52 0.90 0.70 0.02 1.31 0.53 1.13 0.28 1.35 0.84

Q8N392 1 845 75 50 120 Rho GTPase-activating protein 18 (MacGAP) (Rho-type GTPase-activating protein 18)Q8N392 sp|Q8N392|RHG18_HUMAN3 17.12 17.12 19.27 10.06 11.67 10.22 12.21 14.6300003 14.6300003 10.4099996 9.80399996 12 12 6 5 9 11 10 11 7 1.37 0.01 1.22 1.12 1.67 0.56 0.00 1.16 0.48 0.65 1.05 0.62 1.28 0.82 1.35 0.96 0.77 1.42 0.67 1.36 0.95 0.62 1.34 0.71 1.27 1.06 0.35 1.14 0.93 1.20 1.30 0.00 1.14 1.14 1.47 1.14 0.44 1.46 0.78 1.67 0.99 0.89 1.27 0.78 1.26 0.99 0.95 1.40 0.71 1.38 1.37 0.00 1.17 1.17 1.60 1.49 0.00 1.14 1.31 1.69 0.99 0.84 1.16 0.85 1.14 0.94 0.71 1.47 0.64 1.38 1.19 0.02 1.14 1.04 1.36 1.24 0.01 1.14 1.09 0.92 0.29 1.22 0.75

Q8N4F0 1 847 75 50 120 BPI fold-containing family B member 2 (Bactericidal/permeability-increasing protein-like 1) (BPI-like 1) (Long palate, lung and nasal epithelium carcinoma-associated protein 2) (RYSR)Q8N4F0 sp|Q8N4F0|BPIL1_HUMAN3 4.12 4.01 4.37 4.12 4.55 1.75 2.08 12.0099999 12.0099999 9.17000026 1.52799999 3 3 3 1 3 5 5 3 2 0.33 0.12 6.23 0.05 2.05 0.35 0.24 14.88 0.02 5.26 0.39 0.06 2.92 0.13 1.14 0.29 0.04 3.11 0.09 0.90 0.93 0.67 4.73 0.20 4.41 0.41 0.42 44.11 0.01 18.01 0.70 0.11 1.75 0.40 1.22 1.04 0.73 1.51 0.69 1.57 1.02 0.97 417.09 0.00 426.53 0.38 0.14 5.72 0.07 2.16 0.48 0.21 5.52 0.09 2.65 3.88 0.04 3.35 1.16 13.00 1.53 0.06 1.59 0.97 2.44 0.76 0.44 3.56 0.21 2.70 0.82 0.16 1.47 0.56 1.21 0.47 0.04 1.97 0.24 1.91 0.20 13.57 0.14

Q8N5I2 1 848 75 50 120 Arrestin domain-containing protein 1Q8N5I2 sp|Q8N5I2|ARRD1_HUMAN3 10.14 9.49 10.19 6.45 6.69 10.14 10.95 22.1699998 18.4799999 16.1699995 22.1699998 8 6 6 8 11 19 7 8 19 1.62 0.01 1.32 1.22 2.14 1.29 0.09 1.39 0.93 1.79 1.57 0.01 1.28 1.23 2.02 0.95 0.54 1.28 0.74 1.22 1.12 0.18 1.21 0.92 1.35 1.27 0.20 1.54 0.82 1.94 0.76 0.06 1.33 0.57 1.01 1.12 0.47 1.55 0.72 1.75 1.02 0.81 1.25 0.82 1.28 0.88 0.49 1.65 0.54 1.45 0.87 0.51 1.67 0.52 1.46 1.12 0.20 1.23 0.91 1.38 0.86 0.31 1.43 0.60 1.23 0.75 0.28 2.04 0.37 1.52 1.37 0.08 1.48 0.93 2.04 0.96 0.65 1.28 0.75 1.01 0.91 1.20 0.84

Q8N9N7 1 849 75 50 120 Leucine-rich repeat-containing protein 57Q8N9N7 sp|Q8N9N7|LRC57_HUMAN3 4.91 4.91 5.14 3.19 3.43 3.65 3.94 13.3900002 13.3900002 9.62300003 9.62300003 3 3 2 2 3 4 3 3 4 1.11 0.34 1.42 0.78 1.57 1.02 0.85 1.42 0.72 1.45 1.22 0.30 3.75 0.33 4.58 0.94 0.80 12.56 0.07 11.77 0.98 0.94 14.73 0.07 14.42 0.98 0.85 1.42 0.69 1.40 0.93 0.58 1.65 0.56 1.53 0.90 0.71 17.11 0.05 15.36 0.73 0.29 7.09 0.10 5.18 1.03 0.98 7571.38 0.00 7765.40 0.82 0.14 1.42 0.57 1.17 1.11 0.49 1.75 0.64 1.94 0.89 0.30 1.42 0.63 1.27 0.67 0.39 36.77 0.02 24.49 1.23 0.29 3.62 0.34 4.46 1.16 0.38 3.56 0.32 0.73 0.29 6.78 0.11

Q8NCM8 1 850 75 50 120 Cytoplasmic dynein 2 heavy chain 1 (Cytoplasmic dynein 2 heavy chain) (Dynein cytoplasmic heavy chain 2) (Dynein heavy chain 11) (hDHC11) (Dynein heavy chain isotype 1B)Q8NCM8 sp|Q8NCM8|DYHC2_HUMAN3 18.56 18.56 22.85 9.39 14.45 10.65 12.77 2.66999994 2.66999994 1.18399998 1.69500001 9 9 4 5 9 12 12 7 9 1.26 0.00 1.13 1.11 1.43 0.88 0.05 1.13 0.78 1.00 0.99 0.92 1.28 0.77 1.27 1.05 0.41 1.16 0.91 1.22 1.31 0.10 1.42 0.92 1.87 0.90 0.19 1.18 0.77 1.06 1.11 0.08 1.13 0.98 1.25 1.14 0.33 1.37 0.83 1.57 1.12 0.54 1.53 0.73 1.71 1.04 0.81 1.45 0.72 1.50 0.91 0.12 1.13 0.81 1.03 0.97 0.53 1.13 0.86 1.09 0.82 0.02 1.16 0.70 0.95 1.30 0.35 1.91 0.68 2.49 1.19 0.03 1.16 1.03 1.39 1.11 0.43 1.38 0.81 1.14 0.54 1.70 0.67

Q8NFJ5 1 853 75 50 120 Retinoic acid-induced protein 3 (G-protein coupled receptor family C group 5 member A) (Orphan G-protein-coupling receptor PEIG-1) (Retinoic acid-induced gene 1 protein) (RAIG-1)Q8NFJ5 sp|Q8NFJ5|RAI3_HUMAN3 23.56 21.21 21.52 23.2 23.32 23.56 23.71 32.4900001 29.6900004 32.4900001 32.4900001 36 29 31 36 64 76 42 76 73 1.68 0.00 1.25 1.34 2.11 1.63 0.00 1.28 1.27 2.10 2.15 0.00 1.32 1.63 2.84 0.97 0.79 1.30 0.75 1.26 0.79 0.04 1.25 0.63 0.98 1.08 0.44 1.25 0.86 1.35 0.56 0.01 1.47 0.38 0.83 1.07 0.42 1.21 0.89 1.30 0.73 0.18 1.66 0.44 1.20 0.95 0.76 1.51 0.63 1.43 0.66 0.01 1.28 0.52 0.84 0.63 0.00 1.15 0.55 0.72 0.92 0.44 1.28 0.72 1.17 0.72 0.08 1.46 0.49 1.05 1.28 0.01 1.20 1.06 1.53 0.72 0.01 1.22 0.59 0.39 0.00 1.57 0.25

Q8NFJ9 1 854 75 50 120 Bardet-Biedl syndrome 1 protein (BBS2-like protein 2)Q8NFJ9 sp|Q8NFJ9|BBS1_HUMAN3 6.62 4.4 5.13 2.12 2.65 6.62 7.83 10.2899998 10.2899998 2.36099996 9.2749998 3 3 1 3 4 7 2 2 7 1.05 0.71 3.65 0.29 3.84 0.99 0.94 3.62 0.27 3.59 1.92 0.29 57.13 0.03 109.50 1.05 0.71 3.70 0.28 3.90 1.26 0.08 1.33 0.95 1.67 1.05 0.77 4.47 0.23 4.67 1.15 0.41 3.67 0.31 4.21 1.16 0.39 3.68 0.32 4.26 1.21 0.09 1.27 0.95 1.53 1.53 0.15 3.67 0.42 5.61 1.34 0.23 4.08 0.33 5.48 1.11 0.49 3.63 0.31 4.03 1.30 0.35 7.83 0.17 10.15 1.28 0.27 3.95 0.32 5.05 1.22 0.30 3.74 0.33 4.58 1.05 0.72 3.69 0.28 1.12 0.54 1.68 0.67

Q8TBF2 1 856 55 42 80 Prostamide/prostaglandin F synthase (Prostamide/PG F synthase) (Prostamide/PGF synthase) (EC 1.11.1.20) (Protein FAM213B)Q8TBF2 sp|Q8TBF2|PGFS_HUMAN3 4.96 2.26 2.37 4.96 5.05 2 2.08 20.2000007 14.6500006 20.2000007 5.55600002 3 2 3 1 2 3 2 3 1 1.21 0.68 87.72 0.01 106.21 1.04 0.85 9.83 0.11 10.27 1.03 0.74 1.46 0.71 1.51 0.86 0.28 1.58 0.54 1.35 0.87 NA NA NA NA 1.08 0.60 3.96 0.27 4.29 0.95 0.72 3.94 0.24 3.75 1.00 0.99 1.91 0.52 1.91 1.10 NA NA NA NA 0.92 0.51 1.56 0.59 1.44 1.13 0.49 4.49 0.25 5.08 1.01 0.99 43.38 0.02 43.64 1.08 0.64 5.05 0.21 5.48 0.93 0.50 1.46 0.64 1.36 0.93 0.52 1.46 0.64 1.36 0.98 0.93 2.64 0.37 1.11 NA NA NA

Q8TDB8 1 858 75 50 120 Solute carrier family 2, facilitated glucose transporter member 14 (Glucose transporter type 14) (GLUT-14)Q8TDB8 sp|Q8TDB8|GTR14_HUMAN3 4.47 3.02 3.33 3.57 3.84 4.47 5.21 3.46199982 3.46199982 3.07700001 3.07700001 2 2 2 2 3 4 2 2 4 1.52 0.17 4.27 0.36 6.47 2.63 0.28 313.85 0.01 824.14 3.85 0.05 4.22 0.91 16.22 1.50 0.17 4.22 0.35 6.33 0.80 0.26 1.84 0.44 1.47 0.79 0.41 9.62 0.08 7.59 0.57 0.45 491.57 0.00 279.91 0.71 0.28 7.53 0.09 5.34 0.67 0.42 5.57 0.12 3.72 0.63 0.15 4.17 0.15 2.63 0.85 0.60 16.41 0.05 13.99 0.61 0.35 47.25 0.01 28.92 0.70 0.49 85.94 0.01 60.09 0.48 0.10 4.32 0.11 2.06 1.21 0.34 4.21 0.29 5.09 0.68 0.18 4.28 0.16 0.86 0.29 1.61 0.53

Q8TDL5 1 859 75 50 120 BPI fold-containing family B member 1 (Long palate, lung and nasal epithelium carcinoma-associated protein 1) (Von Ebner minor salivary gland protein) (VEMSGP)Q8TDL5 sp|Q8TDL5|LPLC1_HUMAN3 65.71 65.71 66.56 51.56 52.27 64.85 65.48 77.8900027 68.599999 73.3500004 77.8900027 88 78 51 88 92 145 79 52 145 0.66 0.00 1.11 0.60 0.73 0.60 0.00 1.15 0.52 0.69 0.40 0.00 1.29 0.31 0.52 1.09 0.36 1.21 0.90 1.33 1.22 0.00 1.09 1.12 1.33 0.46 0.00 1.20 0.38 0.55 0.94 0.32 1.14 0.82 1.07 0.85 0.02 1.15 0.73 0.98 0.94 0.42 1.16 0.81 1.10 0.65 0.01 1.34 0.49 0.87 1.28 0.01 1.20 1.06 1.54 2.27 0.00 1.14 1.99 2.58 1.31 0.02 1.26 1.04 1.66 0.65 0.00 1.25 0.52 0.81 0.78 0.00 1.12 0.70 0.88 0.80 0.00 1.14 0.71 1.82 0.00 1.17 1.55

Q8TDR0 1 860 75 50 120 TRAF3-interacting protein 1 (Interleukin-13 receptor alpha 1-binding protein 1) (Microtubule-interacting protein associated with TRAF3) (MIP-T3)Q8TDR0 sp|Q8TDR0|MIPT3_HUMAN3 6.15 6.15 7.84 6.15 6.71 4.37 5.29 4.63100001 4.34199981 4.63100001 3.039 4 4 4 3 2 2 2 2 2 1.60 0.13 3.53 0.45 5.64 0.75 0.21 3.52 0.21 2.64 0.90 0.50 3.53 0.26 3.19 1.27 0.25 3.52 0.36 4.48 1.95 0.09 3.54 0.55 6.90 1.15 0.39 3.54 0.32 4.08 1.24 0.28 3.54 0.35 4.38 0.92 0.54 3.52 0.26 3.23 1.44 0.32 13.21 0.11 19.06 0.92 0.75 15.42 0.06 14.12 0.93 0.61 3.55 0.26 3.31 1.18 0.35 3.54 0.33 4.17 0.80 0.30 4.25 0.19 3.39 0.64 0.40 60.77 0.01 38.76 1.32 0.22 3.52 0.37 4.63 1.32 0.22 3.52 0.38 0.64 0.14 3.53 0.18

Q8TE68 1 861 75 50 120 Epidermal growth factor receptor kinase substrate 8-like protein 1 (EPS8-like protein 1) (Epidermal growth factor receptor pathway substrate 8-related protein 1) (EPS8-related protein 1)Q8TE68 sp|Q8TE68|ES8L1_HUMAN3 18.35 18.35 19.73 12.28 13.06 16.68 17.87 19.6400002 19.6400002 12.1699996 16.8699995 11 11 8 11 12 16 12 7 16 0.98 0.83 1.21 0.81 1.18 1.14 0.19 1.24 0.92 1.42 1.72 0.01 1.37 1.26 2.35 1.09 0.65 1.58 0.69 1.73 1.41 0.28 1.98 0.71 2.80 0.88 0.31 1.32 0.66 1.16 0.92 0.52 1.31 0.70 1.21 1.03 0.62 1.18 0.88 1.22 1.14 0.56 1.60 0.71 1.82 0.70 0.04 1.40 0.50 0.98 0.84 0.10 1.25 0.67 1.05 1.12 0.34 1.29 0.87 1.45 1.06 0.57 1.27 0.84 1.35 0.73 0.07 1.42 0.51 1.03 1.11 0.19 1.19 0.93 1.32 1.00 0.94 1.18 0.85 1.29 0.01 1.19 1.08

Q8TEX9 1 862 75 50 120 Importin-4 (Imp4) (Importin-4b) (Imp4b) (Ran-binding protein 4) (RanBP4)Q8TEX9 sp|Q8TEX9|IPO4_HUMAN3 5.98 5.98 6.75 2.36 2.72 5.07 6.21 2.86800005 2.86800005 1.01800002 2.86800005 3 3 1 3 3 4 3 2 4 1.14 0.25 1.43 0.80 1.62 0.67 0.05 1.50 0.45 1.00 1.01 0.97 18.65 0.05 18.83 1.26 0.47 14.34 0.09 18.04 1.40 0.04 1.36 1.03 1.90 0.85 0.19 1.43 0.60 1.21 1.33 0.07 1.42 0.93 1.89 0.75 0.23 3.77 0.20 2.85 1.12 0.65 2.09 0.54 2.35 0.54 0.67 1272028.75 0.00 682839.09 1.20 0.21 1.53 0.78 1.84 1.29 0.09 1.42 0.90 1.83 0.95 0.57 1.43 0.66 1.35 0.86 0.38 3.77 0.23 3.23 1.15 0.41 3.80 0.30 4.38 1.62 0.14 3.84 0.42 1.40 0.07 1.47 0.95

Q8WUM4 1 863 75 50 120 Programmed cell death 6-interacting protein (PDCD6-interacting protein) (ALG-2-interacting protein 1) (ALG-2-interacting protein X) (Hp95)Q8WUM4 sp|Q8WUM4|PDC6I_HUMAN3 80.19 70.29 72.82 68.21 69.46 80.19 82.56 50.6900013 42.1700001 40.9000009 50.6900013 58 50 48 58 77 105 46 79 105 1.77 0.00 1.07 1.66 1.89 1.43 0.00 1.07 1.34 1.53 2.12 0.00 1.10 1.93 2.32 1.17 0.00 1.10 1.07 1.29 1.07 0.03 1.06 1.01 1.13 1.18 0.00 1.07 1.10 1.25 0.59 0.00 1.10 0.54 0.65 1.10 0.07 1.11 0.99 1.21 0.77 0.00 1.12 0.69 0.86 0.82 0.00 1.14 0.72 0.93 0.69 0.00 1.11 0.62 0.77 0.94 0.07 1.07 0.88 1.00 0.75 0.00 1.11 0.67 0.83 0.70 0.00 1.21 0.58 0.85 1.06 0.08 1.06 0.99 1.12 0.97 0.51 1.09 0.89 0.78 0.00 1.13 0.69

Q8WXI7 1 866 75 50 120 Mucin-16 (MUC-16) (Ovarian cancer-related tumor marker CA125) (CA-125) (Ovarian carcinoma antigen CA125)Q8WXI7 sp|Q8WXI7|MUC16_HUMAN3 47.21 42.82 42.89 35.12 35.17 47.21 47.28 12.2900002 12.2900002 8.46399963 9.05999988 56 56 38 53 63 87 57 45 87 0.65 0.00 1.15 0.57 0.75 0.81 0.00 1.12 0.73 0.91 0.77 0.09 1.35 0.57 1.04 1.01 0.89 1.21 0.83 1.23 1.13 0.36 1.30 0.87 1.46 0.57 0.01 1.50 0.38 0.86 0.96 0.46 1.13 0.84 1.08 1.15 0.04 1.14 1.01 1.30 1.07 0.11 1.08 0.98 1.16 0.66 0.00 1.26 0.52 0.83 1.11 0.13 1.14 0.97 1.26 2.52 0.00 1.17 2.15 2.94 0.76 0.01 1.23 0.62 0.93 0.59 0.00 1.34 0.44 0.79 1.33 0.00 1.11 1.20 1.48 0.85 0.19 1.29 0.66 2.10 0.00 1.20 1.74

Q92485 1 869 75 50 120 Acid sphingomyelinase-like phosphodiesterase 3b (ASM-like phosphodiesterase 3b) (EC 3.1.4.-)Q92485 sp|Q92485|ASM3B_HUMAN3 11.24 4.2 4.45 11.24 11.56 7.13 7.31 20.6599996 11.6499998 20.6599996 9.66999978 7 3 7 5 6 8 3 7 8 1.46 0.07 1.58 0.92 2.31 1.29 0.17 1.68 0.77 2.17 1.66 0.00 1.17 1.41 1.94 1.01 0.93 1.28 0.79 1.29 0.82 0.14 1.36 0.60 1.12 1.26 0.10 1.42 0.89 1.79 0.88 0.24 1.42 0.62 1.24 0.97 0.62 1.17 0.83 1.13 0.84 0.32 1.62 0.52 1.35 1.48 0.00 1.19 1.24 1.77 0.77 0.16 1.68 0.46 1.30 0.80 0.11 1.42 0.57 1.14 0.75 0.07 1.42 0.53 1.06 1.00 0.98 1.18 0.85 1.17 1.28 0.01 1.17 1.10 1.50 1.09 0.30 1.22 0.90 1.02 0.78 1.27 0.81

Q92499 1 870 75 50 120 ATP-dependent RNA helicase DDX1 (EC 3.6.4.13) (DEAD box protein 1) (DEAD box protein retinoblastoma) (DBP-RB)Q92499 sp|Q92499|DDX1_HUMAN3 7.52 3.99 4.58 7.52 8.74 5.66 6.88 11.0799998 5.67599982 9.8650001 11.0799998 6 4 6 5 5 7 2 6 7 0.95 0.76 4.68 0.20 4.47 0.59 0.14 4.77 0.12 2.81 1.04 0.78 1.37 0.76 1.42 1.42 0.00 1.19 1.20 1.68 0.99 0.94 1.28 0.77 1.27 0.71 0.22 4.72 0.15 3.35 1.43 0.44 41.99 0.03 60.11 1.17 0.33 1.46 0.80 1.71 0.89 0.19 1.22 0.73 1.09 1.15 0.39 1.45 0.79 1.67 0.92 0.62 4.70 0.20 4.32 0.94 0.68 4.76 0.20 4.45 0.75 0.34 8.84 0.08 6.64 1.08 0.68 1.59 0.68 1.72 1.00 1.00 1.18 0.85 1.18 1.07 0.35 1.18 0.91 0.89 0.46 1.50 0.59

Q92542 1 871 75 50 120 Nicastrin Q92542 sp|Q92542|NICA_HUMAN3 6.57 5.39 6.05 6.57 7.1 5.37 5.91 4.93699983 4.23099995 4.93699983 3.94899994 4 3 4 3 5 6 3 5 6 0.96 0.83 1.98 0.49 1.90 1.23 0.37 2.19 0.56 2.70 1.08 0.61 1.51 0.71 1.63 0.87 0.42 1.60 0.55 1.39 1.04 0.79 1.78 0.59 1.85 1.28 0.22 1.84 0.70 2.37 1.09 0.38 1.42 0.77 1.55 1.13 0.19 1.26 0.90 1.43 1.11 0.50 1.70 0.65 1.89 1.09 0.65 1.76 0.62 1.92 0.98 0.82 1.42 0.69 1.39 1.02 0.90 2.03 0.51 2.08 0.98 0.85 1.53 0.64 1.50 0.87 0.36 1.51 0.58 1.31 1.00 1.00 1.26 0.79 1.26 1.31 0.06 1.35 0.97 0.94 0.54 1.44 0.65

Q92598 1 872 75 50 120 Heat shock protein 105 kDa (Antigen NY-CO-25) (Heat shock 110 kDa protein)Q92598 sp|Q92598|HS105_HUMAN3 22.19 13.77 14.82 18.67 20.35 22.19 23.84 15.7299995 12.4700002 15.0299996 15.7299995 13 10 10 13 15 19 14 12 19 1.67 0.00 1.28 1.30 2.13 0.71 0.01 1.25 0.57 0.89 1.09 0.13 1.13 0.97 1.23 0.76 0.00 1.13 0.67 0.86 1.06 0.30 1.12 0.94 1.19 0.94 0.29 1.14 0.82 1.07 1.07 0.21 1.11 0.96 1.19 1.02 0.71 1.15 0.89 1.18 0.97 0.94 2.44 0.40 2.36 1.06 0.65 1.30 0.81 1.38 1.03 0.66 1.16 0.89 1.20 1.22 0.03 1.19 1.03 1.46 0.99 0.81 1.11 0.89 1.10 0.91 0.39 1.28 0.71 1.16 1.23 0.01 1.16 1.06 1.42 1.31 0.00 1.13 1.15 1.42 0.00 1.18 1.20

Q92608 1 873 75 50 120 Dedicator of cytokinesis protein 2Q92608 sp|Q92608|DOCK2_HUMAN3 8.68 8 10.76 8.68 12.32 5.17 8 3.77000012 3.22399996 3.77000012 1.85800009 7 5 7 3 4 5 5 4 3 0.62 0.00 1.24 0.50 0.78 0.84 0.37 1.64 0.51 1.37 0.80 0.13 1.42 0.56 1.13 1.59 0.05 1.58 1.01 2.51 0.85 0.25 1.55 0.55 1.31 0.88 0.17 1.24 0.71 1.09 0.97 0.69 1.23 0.79 1.19 0.88 0.53 1.76 0.50 1.55 1.21 0.47 2.55 0.48 3.10 1.11 0.60 1.77 0.63 1.96 0.87 0.16 1.26 0.69 1.09 1.01 0.90 1.23 0.82 1.25 0.95 0.77 1.59 0.60 1.51 0.98 0.93 1.89 0.52 1.85 0.82 0.08 1.27 0.65 1.04 0.75 0.07 1.39 0.54 1.05 0.85 2.90 0.36

Q92616 1 874 75 50 120 Translational activator GCN1 (HsGCN1) (GCN1-like protein 1)Q92616 sp|Q92616|GCN1L_HUMAN3 16.64 10.6 14.37 10.47 13.55 16.64 19.73 7.0009999 2.65800003 3.89400013 7.0009999 12 6 6 12 8 14 5 5 14 0.82 0.30 1.63 0.51 1.34 0.84 0.18 1.39 0.60 1.16 0.95 0.52 1.21 0.79 1.15 1.08 0.73 1.75 0.62 1.89 1.20 0.08 1.24 0.97 1.49 1.09 0.49 1.42 0.77 1.55 1.22 0.07 1.27 0.97 1.55 1.10 0.27 1.22 0.90 1.33 1.10 0.24 1.18 0.93 1.30 1.22 0.06 1.24 0.99 1.51 1.32 0.13 1.52 0.86 2.01 0.95 0.53 1.26 0.75 1.20 1.35 0.06 1.40 0.97 1.89 1.42 0.02 1.31 1.08 1.85 1.03 0.85 1.41 0.73 1.45 1.08 0.60 1.47 0.74 1.03 0.63 1.13 0.91

Q92817 1 875 75 50 120 Envoplakin (210 kDa cornified envelope precursor protein) (210 kDa paraneoplastic pemphigus antigen) (p210)Q92817 sp|Q92817|EVPL_HUMAN3 24.37 24.37 28.76 17.96 20.8 23.14 26.72 8.06699991 8.06699991 4.82000001 6.24700002 13 13 8 11 12 18 11 7 18 1.28 0.01 1.18 1.08 1.50 1.13 0.07 1.14 0.99 1.29 1.07 0.40 1.20 0.89 1.27 0.80 0.02 1.17 0.69 0.94 1.07 0.34 1.15 0.93 1.22 1.52 0.00 1.12 1.36 1.70 1.08 0.16 1.13 0.96 1.22 0.94 0.56 1.27 0.75 1.20 1.23 0.03 1.20 1.02 1.47 0.70 0.10 1.57 0.44 1.10 0.88 0.43 1.40 0.63 1.24 1.09 0.15 1.13 0.96 1.23 0.93 0.56 1.32 0.70 1.23 0.68 0.10 1.62 0.42 1.10 1.26 0.04 1.24 1.01 1.56 1.00 0.96 1.17 0.85 0.87 0.01 1.11 0.78

Q92905 1 877 55 42 80 COP9 signalosome complex subunit 5 (SGN5) (Signalosome subunit 5) (EC 3.4.-.-) (Jun activation domain-binding protein 1)Q92905 sp|Q92905|CSN5_HUMAN3 2.17 2.14 2.3 2.17 2.33 1.49 1.66 2.99399998 2.99399998 2.99399998 2.99399998 1 1 1 1 2 2 2 2 1 0.78 0.52 27.80 0.03 21.80 0.68 0.45 72.03 0.01 48.67 0.92 0.74 10.75 0.09 9.91 1.14 0.45 4.00 0.28 4.55 0.64 NA NA NA NA 1.15 0.53 6.89 0.17 7.91 1.54 0.28 12.99 0.12 20.00 1.11 0.57 5.37 0.21 5.96 0.91 NA NA NA NA 1.23 0.72 281.38 0.00 347.49 1.38 0.22 4.34 0.32 5.99 0.78 0.62 96.44 0.01 75.50 0.84 0.60 20.48 0.04 17.23 0.93 0.79 12.59 0.07 11.74 1.69 0.38 89.45 0.02 150.99 0.81 0.32 4.21 0.19 1.01 NA NA NA

Q92973 1 878 75 50 120 Transportin-1 (Importin beta-2) (Karyopherin beta-2) (M9 region interaction protein) (MIP)Q92973 sp|Q92973|TNPO1_HUMAN3 8.03 8.03 9.2 4.81 6.21 3.53 5.84 7.01600015 6.34699985 7.01600015 4.12000008 5 4 5 3 4 5 5 3 3 1.02 0.82 1.27 0.80 1.29 0.63 0.02 1.41 0.45 0.89 0.94 0.68 1.70 0.55 1.61 0.99 0.89 1.42 0.69 1.40 0.76 0.36 9.23 0.08 7.03 0.89 0.44 1.50 0.59 1.34 1.04 0.61 1.27 0.82 1.32 0.99 0.98 2.81 0.35 2.79 0.99 0.97 3.51 0.28 3.50 1.26 0.38 2.49 0.51 3.15 1.01 0.88 1.31 0.78 1.33 1.19 0.11 1.28 0.93 1.52 0.89 0.31 1.34 0.67 1.20 1.19 0.42 2.11 0.57 2.51 1.12 0.30 1.42 0.79 1.60 1.08 0.54 1.59 0.68 0.96 0.77 3.52 0.27

Q96AX1 1 883 75 50 120 Vacuolar protein sorting-associated protein 33A (hVPS33A)Q96AX1 sp|Q96AX1|VP33A_HUMAN3 7.41 2.26 2.84 7.41 8.22 3.34 4.32 7.38300011 3.18799987 7.38300011 4.19499986 4 2 4 2 3 4 2 4 3 0.77 0.33 6.83 0.11 5.24 0.78 0.25 3.53 0.22 2.77 0.76 0.19 1.68 0.45 1.28 1.68 0.06 1.74 0.96 2.93 0.98 0.90 5.15 0.19 5.05 0.67 0.42 50.32 0.01 33.68 0.72 0.24 5.43 0.13 3.88 0.90 0.51 1.55 0.58 1.40 0.91 0.52 3.73 0.24 3.38 1.08 0.88 4.23 0.25 4.56 0.63 0.35 35.29 0.02 22.32 1.00 0.98 3.52 0.28 3.51 0.66 0.35 26.12 0.03 17.19 1.38 0.37 2.65 0.52 3.65 0.76 0.09 1.41 0.54 1.07 0.72 0.05 1.40 0.52 0.79 0.27 3.72 0.21

Q96C23 1 885 55 42 80 Aldose 1-epimerase (EC 5.1.3.3) (Galactose mutarotase)Q96C23 sp|Q96C23|GALM_HUMAN3 2.72 2.19 2.51 2.72 2.94 2 2.28 9.35700014 4.97100018 9.35700014 4.97100018 3 1 3 1 3 3 3 3 2 1.26 0.64 95.16 0.01 119.51 0.26 0.24 825.73 0.00 217.46 1.40 0.23 4.80 0.29 6.70 0.53 0.16 7.25 0.07 3.87 0.92 NA NA NA NA 0.66 0.33 21.04 0.03 13.82 1.05 0.82 9.22 0.11 9.71 1.70 0.45 306.67 0.01 521.38 1.30 NA NA NA NA 1.11 0.69 13.64 0.08 15.20 1.28 0.58 54.62 0.02 69.82 1.10 0.87 411.83 0.00 453.04 0.97 0.92 18.41 0.05 17.87 0.86 0.57 10.40 0.08 8.96 0.90 0.58 5.82 0.15 5.23 0.94 0.87 48.51 0.02 1.19 NA NA NA

Q96CF2 1 886 55 42 80 Charged multivesicular body protein 4c (Chromatin-modifying protein 4c) (CHMP4c) (SNF7 homolog associated with Alix 3) (SNF7-3) (hSnf7-3) (Vacuolar protein sorting-associated protein 32-3) (Vps32-3) (hVps32-3)Q96CF2 sp|Q96CF2|CHM4C_HUMAN3 7.55 7.55 7.8 7.47 7.62 3.66 3.92 21.0299999 20.1700002 21.0299999 7.72499964 5 5 5 2 3 4 3 4 2 2.12 0.18 16.64 0.13 35.22 1.50 0.35 22.51 0.07 33.66 2.29 0.05 2.28 1.00 5.21 0.98 0.94 2.13 0.46 2.10 1.24 NA NA NA NA 1.76 0.57 6965.66 0.00 12235.60 0.59 0.24 14.11 0.04 8.27 1.28 0.32 2.22 0.58 2.83 1.21 NA NA NA NA 0.97 0.85 2.07 0.47 2.00 0.54 0.11 4.02 0.14 2.19 0.88 0.46 4.07 0.22 3.59 0.88 0.64 13.05 0.07 11.46 0.68 0.22 2.54 0.27 1.73 1.38 0.18 1.97 0.70 2.72 0.86 0.43 1.93 0.45 0.43 NA NA NA

Q96CX2 1 888 75 50 120 BTB/POZ domain-containing protein KCTD12 (Pfetin) (Predominantly fetal expressed T1 domain)Q96CX2 sp|Q96CX2|KCD12_HUMAN3 13.16 9.16 9.36 13.16 13.4 11.19 11.63 25.850001 16.3100004 25.850001 23.3799994 9 8 7 9 11 14 8 11 14 1.35 0.18 1.65 0.81 2.23 0.78 0.02 1.21 0.64 0.94 1.19 0.08 1.23 0.97 1.47 1.16 0.07 1.18 0.99 1.36 1.23 0.04 1.21 1.02 1.49 1.19 0.21 1.38 0.86 1.64 1.13 0.22 1.27 0.89 1.43 1.23 0.07 1.26 0.98 1.55 0.99 0.90 1.33 0.74 1.31 0.94 0.59 1.32 0.71 1.23 1.18 0.45 1.73 0.68 2.05 1.01 0.87 1.25 0.81 1.26 1.13 0.35 1.38 0.82 1.56 0.83 0.11 1.28 0.65 1.06 1.29 0.00 1.14 1.14 1.47 1.03 0.64 1.16 0.89 0.92 0.47 1.32 0.70

Q96DA0 1 890 55 34 92 Zymogen granule protein 16 homolog BQ96DA0 sp|Q96DA0|ZG16B_HUMAN3 5.9 2.04 2.22 4.27 4.34 5.9 6.1 16.8300003 7.69200027 15.8700004 16.8300003 3 1 3 3 3 7 1 2 7 0.46 0.47 0.86 0.66 27.08 0.03 23.26 1.30 0.43 14.36 0.09 18.62 1.29 0.82 26.59 0.05 34.34 0.67 0.80 1.00 1.00 11040.47 0.00 11070.99 0.79 0.79 14.17 0.06 11.12 0.91 0.89 1233.16 0.00 1119.10 1.02 1.23 0.98 1.30 0.61 112.13 0.01 145.93 0.82 0.45 8.31 0.10 6.81 0.59 0.18 7.22 0.08 0.89 0.84 5.16 0.17

Q96FN4 1 892 75 50 120 Copine-2 (Copine II)Q96FN4 sp|Q96FN4|CPNE2_HUMAN3 13.67 13.67 14.26 6.19 6.8 8.69 9.23 13.6899993 13.6899993 5.8389999 8.57700035 7 7 4 5 5 6 5 4 6 1.50 0.01 1.27 1.19 1.90 1.52 0.04 1.45 1.05 2.21 1.05 0.65 1.51 0.70 1.59 0.97 0.79 1.51 0.64 1.47 0.95 0.66 1.43 0.66 1.36 1.12 0.22 1.27 0.88 1.42 0.95 0.53 1.26 0.75 1.20 1.10 0.44 1.51 0.72 1.66 0.91 0.31 1.29 0.70 1.17 0.94 0.69 1.76 0.54 1.66 1.28 0.12 1.44 0.89 1.85 1.08 0.39 1.26 0.85 1.36 1.22 0.27 1.60 0.77 1.95 0.59 0.07 1.92 0.31 1.14 1.06 0.59 1.51 0.70 1.61 1.28 0.12 1.51 0.85 1.01 0.90 1.29 0.78

Q96FW1 1 894 75 50 120 Ubiquitin thioesterase OTUB1 (EC 3.4.19.12) (Deubiquitinating enzyme OTUB1) (OTU domain-containing ubiquitin aldehyde-binding protein 1) (Otubain-1) (hOTU1) (Ubiquitin-specific-processing protease OTUB1)Q96FW1 sp|Q96FW1|OTUB1_HUMAN3 9.4 9.4 9.54 8.19 8.25 7.33 7.49 25.4599989 25.4599989 19.19 19.19 6 6 4 4 6 7 6 6 7 1.36 0.01 1.21 1.12 1.64 0.50 0.00 1.29 0.39 0.64 1.03 0.70 1.25 0.82 1.29 0.79 0.05 1.25 0.63 1.00 0.75 0.09 1.45 0.51 1.08 1.01 0.85 1.20 0.84 1.22 1.39 0.01 1.20 1.15 1.67 0.93 0.43 1.26 0.74 1.18 1.11 0.43 1.46 0.76 1.62 0.95 0.96 35.57 0.03 33.64 0.92 0.29 1.20 0.77 1.11 1.36 0.01 1.20 1.13 1.63 0.95 0.52 1.20 0.79 1.15 0.94 0.77 1.78 0.53 1.68 1.03 0.74 1.25 0.82 1.28 1.28 0.04 1.25 1.02 0.95 0.71 1.55 0.61

Q96IU4 1 895 75 50 120 Alpha/beta hydrolase domain-containing protein 14B (Abhydrolase domain-containing protein 14B) (EC 3.-.-.-) (CCG1-interacting factor B)Q96IU4 sp|Q96IU4|ABHEB_HUMAN3 7.35 7.35 7.59 6 6.23 4.01 4.14 22.3800004 22.3800004 15.7100007 10.9499998 6 6 4 2 6 6 6 6 5 1.83 0.03 1.61 1.13 2.96 0.73 0.05 1.36 0.54 0.99 1.10 0.40 1.45 0.75 1.59 0.96 0.66 1.46 0.66 1.39 0.79 0.49 19.17 0.04 15.13 0.98 0.88 1.48 0.66 1.45 1.46 0.02 1.29 1.13 1.89 0.84 0.18 1.46 0.57 1.22 0.92 0.61 4.20 0.22 3.88 0.57 0.02 1.46 0.39 0.83 1.04 0.85 1.79 0.58 1.86 1.50 0.01 1.29 1.16 1.93 0.95 0.76 1.65 0.58 1.56 0.66 0.26 3.15 0.21 2.07 0.94 0.58 1.46 0.65 1.38 1.41 0.06 1.46 0.97 0.94 0.67 4.18 0.22

Q96J02 1 897 55 42 80 E3 ubiquitin-protein ligase Itchy homolog (Itch) (EC 6.3.2.-) (Atrophin-1-interacting protein 4) (AIP4) (NFE2-associated polypeptide 1) (NAPP1)Q96J02 sp|Q96J02|ITCH_HUMAN3 7.1 7.1 7.86 5.89 6.34 2.07 2.54 5.20499982 5.20499982 4.31899987 1.88299995 4 4 3 1 3 4 4 2 2 1.07 0.58 1.55 0.69 1.66 1.12 0.31 1.43 0.78 1.60 1.12 0.68 13.39 0.08 14.96 0.80 0.28 3.92 0.20 3.12 1.04 NA NA NA NA 1.08 0.46 1.44 0.75 1.55 0.98 0.84 1.55 0.63 1.52 0.98 0.88 3.94 0.25 3.85 0.97 NA NA NA NA 0.97 0.90 8.45 0.12 8.23 1.08 0.54 1.58 0.68 1.70 0.99 0.94 1.43 0.70 1.42 1.33 0.25 2.14 0.62 2.85 1.08 0.62 3.88 0.28 4.17 1.27 0.31 4.81 0.26 6.09 0.90 0.58 5.45 0.17 0.99 NA NA NA

Q96JC1 1 898 55 34 92 Vam6/Vps39-like protein (TRAP1-like protein) (hVam6p)Q96JC1 sp|Q96JC1|VPS39_HUMAN3 5.83 3.57 4.39 2.07 2.73 5.83 7.18 3.83699983 2.25699991 1.24199996 3.83699983 3 2 1 3 3 4 3 1 4 0.93 0.59 3.60 0.26 3.33 1.05 0.72 3.60 0.29 3.77 0.59 NA NA NA NA 2.06 NA NA NA NA 1.21 0.21 1.57 0.77 1.90 1.00 0.99 13.68 0.07 13.73 0.98 0.86 3.62 0.27 3.54 0.82 NA NA NA NA 0.78 0.17 1.65 0.47 1.29 0.67 NA NA NA NA 0.84 0.42 5.60 0.15 4.71 1.13 0.45 3.64 0.31 4.09 0.75 0.32 7.27 0.10 5.45 0.34 NA NA NA NA 0.89 NA NA NA NA 0.86 NA NA NA 0.93 0.47 1.42 0.66

Q96KP4 1 899 75 50 120 Cytosolic non-specific dipeptidase (EC 3.4.13.18) (CNDP dipeptidase 2) (Glutamate carboxypeptidase-like protein 1) (Peptidase A)Q96KP4 sp|Q96KP4|CNDP2_HUMAN3 18.55 17.07 17.71 14.7 15.43 18.55 19.35 32.2100014 32.2100014 28.6300004 28.4200013 12 12 10 10 14 16 16 9 16 1.22 0.13 1.31 0.93 1.60 0.97 0.79 1.32 0.73 1.28 1.13 0.09 1.15 0.98 1.30 0.64 0.00 1.28 0.50 0.82 1.17 0.03 1.14 1.02 1.33 1.11 0.15 1.15 0.96 1.28 1.01 0.92 1.29 0.79 1.30 1.16 0.29 1.36 0.85 1.57 1.01 0.82 1.13 0.90 1.14 0.94 0.42 1.17 0.80 1.11 1.18 0.05 1.18 1.00 1.40 1.35 0.02 1.26 1.07 1.69 1.23 0.03 1.21 1.02 1.49 0.77 0.11 1.41 0.54 1.08 1.14 0.07 1.15 0.99 1.31 1.12 0.16 1.19 0.94 0.97 0.74 1.26 0.77

Q96NY7 1 900 75 50 120 Chloride intracellular channel protein 6 (Parchorin)Q96NY7 sp|Q96NY7|CLIC6_HUMAN3 25.38 25.38 27.27 23.95 24.64 19.7 21.32 32.5300008 32.5300008 26.2800008 21.5900004 19 19 13 15 16 21 14 13 21 1.24 0.04 1.23 1.01 1.53 0.97 0.71 1.23 0.78 1.19 1.11 0.53 1.43 0.77 1.59 0.77 0.06 1.32 0.58 1.02 1.31 0.02 1.25 1.05 1.65 0.79 0.17 1.44 0.55 1.13 0.97 0.57 1.12 0.87 1.09 0.97 0.69 1.20 0.80 1.16 1.01 0.95 1.35 0.75 1.36 0.96 0.71 1.26 0.77 1.21 0.88 0.23 1.25 0.70 1.10 1.46 0.00 1.21 1.20 1.77 0.78 0.11 1.38 0.56 1.07 0.65 0.03 1.47 0.44 0.95 1.44 0.00 1.13 1.28 1.62 1.24 0.00 1.13 1.10 1.12 0.12 1.16 0.97

Q96PD5 1 901 75 50 120 N-acetylmuramoyl-L-alanine amidase (EC 3.5.1.28) (Peptidoglycan recognition protein 2) (Peptidoglycan recognition protein long) (PGRP-L)Q96PD5 sp|Q96PD5|PGRP2_HUMAN3 18.55 18.55 18.98 13.89 14.27 15.54 15.96 31.7699999 31.4200014 31.7699999 22.2200006 11 11 10 9 13 16 12 11 16 0.37 0.00 1.76 0.21 0.65 0.45 0.20 3.64 0.12 1.65 0.64 0.02 1.44 0.44 0.92 0.44 0.00 1.53 0.29 0.68 0.45 0.01 1.73 0.26 0.77 1.77 0.00 1.24 1.43 2.20 1.48 0.00 1.24 1.20 1.83 1.45 0.01 1.27 1.15 1.84 1.01 0.94 1.55 0.65 1.58 1.48 0.23 2.04 0.72 3.03 1.70 0.00 1.28 1.33 2.17 0.71 0.00 1.14 0.62 0.81 1.04 0.69 1.24 0.84 1.29 2.59 0.00 1.29 2.01 3.34 0.92 0.21 1.16 0.79 1.07 1.05 0.43 1.16 0.91 1.13 0.13 1.20 0.95

Q96PL1 1 902 55 34 92 Secretoglobin family 3A member 2 (Pneumo secretory protein 1) (PnSP-1) (Uteroglobin-related protein 1)Q96PL1 sp|Q96PL1|SG3A2_HUMAN3 4 1.82 2.2 4 4.09 4 4.2 27.9599994 9.67700034 27.9599994 27.9599994 3 1 2 3 3 4 1 3 4 1.15 0.92 0.78 0.24 3.51 0.22 2.73 1.65 0.24 13.02 0.13 21.55 1.90 0.17 9.56 0.20 18.20 1.21 0.66 0.78 0.24 3.51 0.22 2.74 0.74 0.20 3.52 0.21 2.61 0.54 0.17 8.75 0.06 4.76 1.41 1.04 1.17 0.67 0.15 3.51 0.19 2.34 1.64 0.13 3.51 0.47 5.77 0.55 0.15 6.42 0.09 1.20 0.84 6513.08 0.00

Q96QK1 1 903 75 50 120 Vacuolar protein sorting-associated protein 35 (hVPS35) (Maternal-embryonic 3) (Vesicle protein sorting 35)Q96QK1 sp|Q96QK1|VPS35_HUMAN3 15.11 7.38 8.22 7.85 8.49 15.11 16.08 13.0700007 5.528 7.412 13.0700007 9 4 5 9 7 11 5 5 11 1.39 0.03 1.32 1.06 1.84 0.56 0.00 1.27 0.44 0.71 1.00 1.00 1.41 0.71 1.41 0.79 0.06 1.29 0.61 1.01 0.93 0.49 1.28 0.73 1.18 1.06 0.55 1.28 0.83 1.36 1.09 0.41 1.29 0.84 1.40 0.98 0.90 1.44 0.68 1.42 1.39 0.30 2.02 0.69 2.80 1.13 0.76 2.73 0.41 3.07 1.23 0.19 1.43 0.86 1.76 1.39 0.01 1.21 1.15 1.67 1.03 0.69 1.21 0.85 1.24 1.01 0.97 2.22 0.46 2.24 1.19 0.23 1.42 0.84 1.69 1.01 0.94 1.22 0.82 1.24 0.17 1.39 0.89

Q96QR1 1 904 75 50 120 Secretoglobin family 3A member 1 (Cytokine HIN-1) (High in normal 1) (Pneumo secretory protein 2) (PnSP-2) (Uteroglobin-related protein 2)Q96QR1 sp|Q96QR1|SG3A1_HUMAN3 12.75 9.94 9.94 6.84 6.84 12.75 12.75 64.4200027 64.4200027 52.8800011 61.5400016 19 19 13 17 18 26 18 9 26 0.61 0.13 3.52 0.17 2.15 0.74 0.20 3.51 0.21 2.60 0.44 0.08 3.77 0.12 1.67 1.70 0.12 3.79 0.45 6.46 1.48 0.17 4.09 0.36 6.07 0.58 0.11 3.51 0.17 2.04 0.72 0.20 3.72 0.19 2.69 0.50 0.11 4.57 0.11 2.28 0.72 0.58 182.06 0.00 131.97 0.38 0.09 5.14 0.07 1.98 1.42 0.17 3.51 0.41 5.00 2.45 0.17 20.93 0.12 51.32 2.86 0.10 8.52 0.34 24.34 0.31 0.20 139.75 0.00 43.06 0.47 0.09 3.79 0.12 1.77 0.58 0.12 3.80 0.15 0.97 0.89 6.51 0.15

Q96RY7 1 905 75 50 120 Intraflagellar transport protein 140 homolog (WD and tetratricopeptide repeats protein 2)Q96RY7 sp|Q96RY7|IF140_HUMAN3 17.38 17.38 19.84 10.32 11.62 11.98 15 6.29300028 6.29300028 4.10399996 5.13000004 8 8 5 6 9 12 12 6 10 1.36 0.06 1.37 0.99 1.87 0.93 0.52 1.26 0.74 1.18 1.07 0.30 1.17 0.92 1.25 0.86 0.16 1.26 0.69 1.09 1.45 0.02 1.33 1.09 1.93 1.30 0.00 1.13 1.15 1.46 1.18 0.02 1.14 1.04 1.34 0.90 0.48 1.44 0.62 1.29 0.89 0.12 1.16 0.77 1.04 0.84 0.81 6.15 0.14 5.15 1.20 0.01 1.14 1.05 1.38 1.04 0.60 1.18 0.88 1.23 1.07 0.40 1.20 0.89 1.29 0.94 0.82 1.90 0.49 1.79 1.26 0.06 1.27 0.99 1.59 1.08 0.28 1.18 0.91 1.12 0.12 1.17 0.96

Q96T76 1 906 75 50 120 MMS19 nucleotide excision repair protein homolog (hMMS19) (MET18 homolog) (MMS19-like protein)Q96T76 sp|Q96T76|MMS19_HUMAN3 4.36 4.02 4.88 4.09 4.84 4.36 5.5 2.91300006 2.91300006 2.91300006 2.91300006 2 2 2 2 2 3 2 2 3 1.10 0.52 3.53 0.31 3.88 0.89 0.64 10.32 0.09 9.18 1.03 0.94 99.89 0.01 103.13 1.05 0.70 3.53 0.30 3.71 1.47 0.16 3.60 0.41 5.30 1.05 0.71 3.53 0.30 3.71 1.19 0.33 3.55 0.33 4.23 0.81 0.28 3.53 0.23 2.86 1.01 0.95 3.61 0.28 3.64 0.90 0.89 3492.25 0.00 3126.73 1.09 0.55 3.55 0.31 3.87 1.20 0.51 10.81 0.11 12.95 1.20 0.31 3.55 0.34 4.28 1.17 0.35 3.53 0.33 4.14 0.96 0.74 3.51 0.27 3.37 1.01 0.94 3.52 0.29 1.10 0.53 3.70 0.30

Q96TA1 1 907 75 50 120 Niban-like protein 1 (Meg-3) (Melanoma invasion by ERK) (MINERVA) (Protein FAM129B)Q96TA1 sp|Q96TA1|NIBL1_HUMAN3 21.55 19.07 19.62 21.55 22.22 14.33 16.24 22.1200004 17.2900006 22.1200004 17.2900006 16 13 16 14 18 20 17 17 20 1.26 0.05 1.26 1.00 1.58 0.99 0.86 1.12 0.89 1.11 1.23 0.01 1.16 1.06 1.43 0.86 0.06 1.17 0.73 1.01 1.11 0.23 1.21 0.92 1.35 1.21 0.00 1.11 1.09 1.35 1.09 0.09 1.11 0.98 1.22 1.17 0.02 1.13 1.04 1.33 1.03 0.82 1.40 0.74 1.45 1.06 0.45 1.18 0.90 1.25 0.98 0.78 1.18 0.83 1.16 1.07 0.20 1.12 0.96 1.19 1.12 0.04 1.11 1.00 1.25 0.98 0.88 1.24 0.80 1.22 1.13 0.11 1.16 0.97 1.31 1.18 0.05 1.18 1.00 0.98 0.84 1.21 0.81

Q99102 1 908 75 50 120 Mucin-4 (MUC-4) (Ascites sialoglycoprotein) (ASGP) (Pancreatic adenocarcinoma mucin) (Testis mucin) (Tracheobronchial mucin) [Cleaved into: Mucin-4 alpha chain (Ascites sialoglycoprotein 1) (ASGP-1); Mucin-4 beta chain (Ascites sialoglycoprotein 2) (ASGP-2)]Q99102 sp|Q99102|MUC4_HUMAN3 22.82 17.4 18.83 11.78 12.42 22.82 23.29 7.14600012 5.30200005 3.50399986 7.14600012 16 10 7 16 19 32 14 12 32 0.59 0.00 1.32 0.44 0.77 0.83 0.03 1.18 0.70 0.98 0.49 0.02 1.81 0.27 0.88 0.59 0.00 1.16 0.51 0.68 1.15 0.06 1.16 0.99 1.34 0.52 0.01 1.61 0.33 0.84 0.90 0.15 1.17 0.77 1.05 0.71 0.09 1.50 0.47 1.07 1.15 0.35 1.38 0.83 1.60 0.87 0.33 1.36 0.64 1.19 1.08 0.45 1.25 0.86 1.35 2.13 0.00 1.26 1.70 2.68 0.94 0.49 1.22 0.77 1.15 0.48 0.03 1.85 0.26 0.89 0.93 0.22 1.14 0.82 1.06 0.93 0.21 1.14 0.82 2.48 0.00 1.41 1.75

Q99460 1 910 75 50 120 26S proteasome non-ATPase regulatory subunit 1 (26S proteasome regulatory subunit RPN2) (26S proteasome regulatory subunit S1) (26S proteasome subunit p112)Q99460 sp|Q99460|PSMD1_HUMAN3 10.75 9.19 10.53 10.75 12.03 10.47 11.66 9.96899977 9.33900029 9.96899977 9.54900011 7 6 6 7 10 13 6 10 13 0.84 0.20 1.36 0.62 1.15 1.24 0.04 1.22 1.02 1.50 0.58 0.02 1.48 0.39 0.86 2.51 0.02 1.97 1.28 4.93 1.47 0.04 1.42 1.03 2.10 0.90 0.53 1.52 0.59 1.37 0.80 0.56 2.64 0.30 2.11 0.66 0.01 1.29 0.51 0.86 0.70 0.00 1.19 0.59 0.83 1.12 0.50 1.51 0.74 1.70 0.97 0.82 1.50 0.65 1.45 0.83 0.06 1.22 0.68 1.01 0.91 0.50 1.42 0.64 1.29 0.78 0.35 1.87 0.42 1.45 0.77 0.02 1.21 0.63 0.93 0.81 0.02 1.18 0.68 0.68 0.01 1.28 0.53

Q99497 1 912 75 50 120 Protein DJ-1 (EC 3.4.-.-) (Oncogene DJ1) (Parkinson disease protein 7)Q99497 sp|Q99497|PARK7_HUMAN3 16.01 9.64 9.97 10.56 10.82 16.01 16.33 60.3200018 32.8000009 40.2099997 60.3200018 9 5 6 9 11 13 10 9 13 1.32 0.05 1.32 1.00 1.74 0.96 0.65 1.22 0.79 1.18 1.25 0.01 1.17 1.07 1.47 0.76 0.01 1.20 0.63 0.92 1.09 0.36 1.23 0.88 1.34 1.06 0.66 1.39 0.77 1.47 1.07 0.34 1.18 0.91 1.27 1.01 0.89 1.17 0.87 1.18 0.83 0.18 1.34 0.62 1.12 1.08 0.51 1.29 0.83 1.39 1.08 0.38 1.21 0.89 1.31 1.52 0.00 1.19 1.27 1.81 0.96 0.63 1.24 0.77 1.19 0.79 0.21 1.50 0.53 1.19 1.18 0.09 1.23 0.96 1.46 1.09 0.20 1.16 0.94 1.14 0.33 1.35 0.84

Q99536 1 913 75 50 120 Synaptic vesicle membrane protein VAT-1 homolog (EC 1.-.-.-)Q99536 sp|Q99536|VAT1_HUMAN3 18.68 17.75 18.35 17.62 19.26 18.68 19.44 33.8400006 30.5299997 33.8400006 25.9499997 16 10 16 13 18 23 14 18 23 0.62 0.00 1.27 0.49 0.78 0.75 0.02 1.25 0.60 0.94 0.75 0.11 1.46 0.51 1.09 2.15 0.00 1.47 1.47 3.16 1.06 0.42 1.19 0.90 1.26 0.64 0.01 1.37 0.46 0.88 0.96 0.40 1.12 0.85 1.07 0.91 0.58 1.48 0.62 1.34 0.89 0.38 1.35 0.66 1.20 1.01 0.95 1.49 0.68 1.51 0.94 0.52 1.22 0.77 1.15 0.97 0.54 1.12 0.87 1.08 0.65 0.01 1.35 0.48 0.87 1.01 0.97 1.51 0.67 1.52 0.76 0.05 1.30 0.59 1.00 0.73 0.02 1.29 0.57 0.68 0.01 1.27 0.53

Q99613 1 914 55 42 80 Eukaryotic translation initiation factor 3 subunit C (eIF3c) (Eukaryotic translation initiation factor 3 subunit 8) (eIF3 p110)Q99613 sp|Q99613|EIF3C_HUMAN3 8.19 8.19 9.89 6.51 7.5 3.37 4.21 9.20000002 9.20000002 7.66699985 2.84800008 6 6 4 2 3 4 4 3 2 0.82 0.38 1.75 0.47 1.44 1.93 0.05 1.95 0.99 3.76 0.94 0.81 2.73 0.34 2.56 1.94 0.16 3.65 0.53 7.09 1.01 NA NA NA NA 0.69 0.08 1.55 0.45 1.08 0.80 0.06 1.26 0.64 1.01 0.98 0.94 2.20 0.45 2.16 1.12 NA NA NA NA 0.98 0.94 2.24 0.44 2.20 0.84 0.27 1.45 0.58 1.22 0.70 0.04 1.40 0.50 0.99 0.65 0.08 1.66 0.39 1.08 1.09 0.51 1.57 0.69 1.71 0.91 0.42 1.50 0.61 1.36 1.13 0.36 1.59 0.72 0.98 NA NA NA

Q99685 1 915 75 50 120 Monoglyceride lipase (MGL) (EC 3.1.1.23) (HU-K5) (Lysophospholipase homolog) (Lysophospholipase-like) (Monoacylglycerol lipase) (MAGL)Q99685 sp|Q99685|MGLL_HUMAN3 11.84 2.16 2.22 11.84 12.77 9.26 10.39 31.0200006 3.29999998 31.0200006 25.7400006 8 1 8 8 7 11 2 11 8 1.34 0.35 9.37 0.14 12.55 2.04 0.13 6.13 0.33 12.48 1.98 0.01 1.49 1.33 2.95 1.39 0.03 1.33 1.05 1.85 1.13 0.16 1.22 0.93 1.37 0.81 0.49 13.37 0.06 10.86 0.59 0.23 13.34 0.04 7.82 0.89 0.15 1.21 0.73 1.07 0.94 0.62 1.36 0.69 1.28 1.00 0.97 1.28 0.78 1.27 0.60 0.16 5.17 0.12 3.10 0.70 0.18 3.79 0.18 2.65 0.76 0.29 5.54 0.14 4.18 1.04 0.85 1.72 0.61 1.78 1.33 0.02 1.25 1.07 1.66 1.22 0.06 1.23 0.99 0.52 0.02 1.62 0.32

Q99758 1 916 75 50 120 ATP-binding cassette sub-family A member 3 (ABC-C transporter) (ATP-binding cassette transporter 3) (ATP-binding cassette 3)Q99758 sp|Q99758|ABCA3_HUMAN3 37.69 37.69 39.54 33.24 34.16 27.13 28.09 13.6700004 13.6700004 11.4399999 9.74199995 23 23 18 19 29 32 25 31 32 0.86 0.01 1.11 0.78 0.95 1.09 0.05 1.10 1.00 1.20 1.32 0.00 1.09 1.21 1.44 0.69 0.00 1.10 0.63 0.76 0.76 0.00 1.10 0.69 0.83 1.05 0.16 1.08 0.98 1.14 1.04 0.26 1.08 0.97 1.12 2.13 0.00 1.11 1.92 2.35 1.16 0.08 1.19 0.98 1.38 1.06 0.35 1.13 0.94 1.19 1.12 0.00 1.08 1.04 1.21 1.75 0.00 1.16 1.51 2.03 1.18 0.00 1.08 1.09 1.28 1.03 0.63 1.16 0.89 1.20 0.74 0.00 1.09 0.68 0.81 1.50 0.00 1.13 1.32 0.55 0.00 1.25 0.44

Q99816 1 917 75 50 120 Tumor susceptibility gene 101 protein (ESCRT-I complex subunit TSG101)Q99816 sp|Q99816|TS101_HUMAN3 12.75 9.16 9.31 7.15 7.32 12.75 13.43 24.8699993 14.6200001 14.3600002 24.8699993 10 6 7 10 8 13 8 3 13 1.67 0.00 1.17 1.42 1.96 1.66 0.00 1.17 1.41 1.94 2.22 0.08 3.53 0.63 7.84 1.21 0.31 3.53 0.34 4.26 0.97 0.58 1.14 0.85 1.10 1.06 0.44 1.19 0.89 1.26 0.70 0.04 1.38 0.51 0.98 1.02 0.89 4.94 0.21 5.04 0.85 0.16 1.28 0.66 1.09 0.86 0.47 5.67 0.15 4.88 0.70 0.02 1.33 0.53 0.93 0.99 0.84 1.17 0.84 1.16 0.85 0.12 1.25 0.68 1.06 0.55 0.13 4.81 0.11 2.62 1.29 0.24 3.54 0.36 4.56 0.95 0.71 3.53 0.27 0.71 0.01 1.23 0.58

Q99828 1 918 75 50 120 Calcium and integrin-binding protein 1 (CIB) (Calcium- and integrin-binding protein) (CIBP) (Calmyrin) (DNA-PKcs-interacting protein) (Kinase-interacting protein) (KIP) (SNK-interacting protein 2-28) (SIP2-28)Q99828 sp|Q99828|CIB1_HUMAN3 26.12 24.12 24.51 21.57 21.86 26.12 26.51 78.0099988 65.4500008 65.4500008 78.0099988 20 20 19 20 25 34 21 21 34 1.15 0.02 1.12 1.02 1.29 1.41 0.00 1.15 1.22 1.63 1.07 0.22 1.13 0.95 1.21 0.98 0.73 1.18 0.83 1.15 1.09 0.13 1.13 0.97 1.24 0.72 0.00 1.22 0.59 0.87 0.84 0.03 1.16 0.72 0.97 0.90 0.07 1.12 0.81 1.01 1.07 0.57 1.31 0.82 1.41 0.73 0.01 1.24 0.59 0.91 0.85 0.12 1.24 0.69 1.06 1.35 0.00 1.15 1.17 1.55 0.89 0.15 1.18 0.76 1.05 0.62 0.01 1.39 0.45 0.86 1.09 0.16 1.14 0.96 1.25 1.21 0.01 1.14 1.06 1.49 0.00 1.20 1.24

Q99832 1 920 75 50 120 T-complex protein 1 subunit eta (TCP-1-eta) (CCT-eta) (HIV-1 Nef-interacting protein)Q99832 sp|Q99832|TCPH_HUMAN3 22.91 22.91 24.86 19.49 21.01 17.38 19.07 33.7000012 33.7000012 23.0199993 25.2299994 14 14 11 13 15 20 11 13 20 1.13 0.11 1.17 0.97 1.33 0.95 0.57 1.23 0.77 1.16 0.81 0.00 1.14 0.71 0.92 1.81 0.00 1.20 1.51 2.18 1.67 0.00 1.17 1.43 1.94 0.68 0.00 1.19 0.57 0.81 0.75 0.00 1.17 0.64 0.87 0.83 0.12 1.28 0.65 1.06 0.93 0.65 1.49 0.62 1.38 0.78 0.04 1.27 0.61 0.99 0.73 0.01 1.25 0.59 0.92 0.89 0.12 1.17 0.76 1.04 0.70 0.00 1.16 0.60 0.80 0.75 0.05 1.35 0.55 1.01 0.89 0.23 1.23 0.72 1.09 0.82 0.05 1.21 0.68 0.91 0.41 1.30 0.70

Q99973 1 921 55 34 92 Telomerase protein component 1 (Telomerase-associated protein 1) (Telomerase protein 1) (p240) (p80 telomerase homolog)Q99973 sp|Q99973|TEP1_HUMAN3 3.22 2.72 5.39 1.93 3.25 3.22 4.45 1.78900007 0.95170001 1.78900007 1.29399998 3 2 3 2 2 2 1 2 2 3.72 1.29 1.00 1.00 3.80 0.26 3.80 0.89 0.75 31.12 0.03 27.80 1.39 0.31 9.35 0.15 12.98 1.73 0.92 0.75 0.50 36.25 0.02 27.34 1.24 0.67 124.27 0.01 154.11 1.18 0.36 3.76 0.31 4.43 1.09 1.04 1.20 1.54 0.15 3.78 0.41 5.81 0.91 0.58 4.95 0.18 4.50 0.78 0.49 22.45 0.03 1.00 0.99 3.59 0.28

Q9BR76 1 922 75 50 120 Coronin-1B (Coronin-2)Q9BR76 sp|Q9BR76|COR1B_HUMAN3 6.66 6.66 7.2 2.26 3.98 4.69 7.25 7.15700015 6.95300028 3.27199996 7.15700015 4 4 2 4 5 6 5 3 6 1.29 0.05 1.29 1.00 1.67 0.74 0.04 1.30 0.57 0.97 1.11 0.52 3.83 0.29 4.23 1.01 0.91 3.81 0.27 3.86 0.93 0.85 4.06 0.23 3.78 0.98 0.80 1.29 0.76 1.26 1.07 0.46 1.29 0.83 1.39 1.79 0.47 838.41 0.00 1502.58 1.05 0.58 1.42 0.74 1.49 1.21 0.67 78.91 0.02 95.84 1.10 0.58 1.64 0.67 1.81 1.27 0.06 1.29 0.98 1.64 0.84 0.12 1.30 0.65 1.09 0.95 0.81 8.04 0.12 7.64 1.21 0.32 3.81 0.32 4.63 1.20 0.33 3.82 0.31 0.71 0.22 2.31 0.31

Q9BTW9 1 923 55 34 92 Tubulin-specific chaperone D (Beta-tubulin cofactor D) (tfcD) (SSD-1) (Tubulin-folding cofactor D)Q9BTW9 sp|Q9BTW9|TBCD_HUMAN3 6.26 3.06 3.87 5.52 6.29 6.26 7.73 3.27199996 2.01299992 2.85199992 3.27199996 3 2 3 3 2 3 2 2 3 1.39 0.95 0.75 0.21 3.59 0.21 2.69 1.23 0.29 3.63 0.34 4.45 1.23 0.13 1.44 0.86 1.77 0.83 0.81 0.68 0.39 31.14 0.02 21.29 1.00 0.97 1.43 0.70 1.44 0.74 0.44 21.71 0.03 16.16 1.00 1.25 0.85 0.75 0.50 38.05 0.02 28.69 1.21 0.32 3.64 0.33 4.38 1.68 0.12 3.64 0.46 0.99 0.97 1.93 0.51

Q9BUL8 1 924 75 50 120 Programmed cell death protein 10 (Cerebral cavernous malformations 3 protein) (TF-1 cell apoptosis-related protein 15)Q9BUL8 sp|Q9BUL8|PDC10_HUMAN3 5.02 5.02 5.58 4.62 5.38 4.5 5.4 28.7699997 28.7699997 9.43399966 9.43399966 7 7 2 2 4 4 4 3 4 1.11 0.49 1.74 0.64 1.94 1.06 0.56 1.46 0.73 1.55 1.20 0.19 1.48 0.81 1.77 0.90 0.52 1.81 0.50 1.62 1.20 0.15 1.42 0.85 1.71 1.12 0.32 1.46 0.77 1.64 0.90 0.34 1.46 0.61 1.31 0.97 0.88 1.92 0.51 1.87 0.90 0.33 1.43 0.63 1.28 1.09 0.79 3.43 0.32 3.74 0.75 0.26 2.24 0.33 1.68 1.25 0.41 2.53 0.49 3.17 0.81 0.21 1.66 0.49 1.34 0.73 0.43 3.94 0.19 2.88 1.01 0.89 1.44 0.70 1.46 1.01 0.93 1.45 0.70 0.93 0.55 1.58 0.59

Q9BW04 1 926 75 50 120 Specifically androgen-regulated gene proteinQ9BW04 sp|Q9BW04|SARG_HUMAN3 27.49 27.49 28.19 21.83 23.08 19.86 20.86 34.9400014 34.9400014 27.9500008 26.2899995 17 17 14 16 18 21 16 18 21 1.64 0.00 1.21 1.35 1.99 1.36 0.00 1.16 1.17 1.57 1.89 0.00 1.30 1.46 2.46 0.83 0.03 1.18 0.70 0.98 1.14 0.07 1.15 0.99 1.31 1.11 0.36 1.27 0.87 1.41 0.66 0.00 1.20 0.55 0.80 1.03 0.75 1.25 0.83 1.29 1.01 0.94 1.36 0.74 1.37 0.83 0.17 1.32 0.63 1.10 0.75 0.04 1.30 0.58 0.98 0.93 0.24 1.14 0.81 1.06 0.82 0.05 1.23 0.67 1.00 0.82 0.21 1.40 0.59 1.15 1.23 0.00 1.13 1.08 1.40 0.82 0.00 1.12 0.74 0.70 0.01 1.24 0.56

Q9BW30 1 927 75 50 120 Tubulin polymerization-promoting protein family member 3 (TPPP/p20)Q9BW30 sp|Q9BW30|TPPP3_HUMAN3 18.66 14.67 15.12 16.26 17 18.66 18.73 51.700002 45.449999 51.700002 47.1599996 10 10 10 9 18 23 16 14 23 1.80 0.00 1.30 1.38 2.34 0.59 0.00 1.14 0.51 0.67 1.06 0.41 1.16 0.91 1.23 0.60 0.00 1.16 0.51 0.69 0.99 0.87 1.15 0.86 1.13 1.08 0.21 1.13 0.95 1.22 1.14 0.33 1.33 0.86 1.51 1.08 0.48 1.29 0.84 1.39 0.98 0.91 1.41 0.70 1.38 0.74 0.04 1.31 0.57 0.98 1.22 0.00 1.13 1.08 1.38 1.67 0.00 1.28 1.30 2.14 0.81 0.04 1.21 0.67 0.99 0.48 0.01 1.52 0.32 0.73 1.41 0.01 1.25 1.13 1.76 1.02 0.86 1.26 0.81 0.96 0.56 1.18 0.81

Q9BZQ8 1 929 75 50 120 Protein Niban (Cell growth-inhibiting gene 39 protein) (Protein FAM129A)Q9BZQ8 sp|Q9BZQ8|NIBAN_HUMAN3 11.11 11.11 12.89 6.07 6.94 9.3 10.64 7.00400025 6.03399985 3.66399996 7.00400025 5 5 3 5 6 9 9 4 6 1.07 0.40 1.20 0.89 1.29 1.05 0.40 1.14 0.92 1.20 1.17 0.28 1.58 0.74 1.85 0.87 0.26 1.47 0.59 1.28 1.00 0.99 1.52 0.66 1.52 1.09 0.37 1.25 0.88 1.36 1.07 0.27 1.15 0.93 1.23 0.86 0.24 1.47 0.59 1.27 1.14 0.33 1.39 0.82 1.59 0.71 0.07 1.53 0.46 1.09 1.14 0.13 1.20 0.95 1.37 1.25 0.03 1.23 1.02 1.54 1.25 0.12 1.34 0.93 1.67 0.97 0.78 1.47 0.66 1.43 1.06 0.56 1.47 0.72 1.57 1.27 0.11 1.47 0.87 0.94 0.78 1.75 0.54

Q9C0K1 1 932 75 50 120 Zinc transporter ZIP8 (BCG-induced integral membrane protein in monocyte clone 103 protein) (LIV-1 subfamily of ZIP zinc transporter 6) (LZT-Hs6) (Solute carrier family 39 member 8) (Zrt- and Irt-like protein 8) (ZIP-8)Q9C0K1 sp|Q9C0K1|S39A8_HUMAN3 5.59 3.71 3.82 5.59 5.78 4.07 4.16 12.6100004 6.30400032 12.6100004 6.30400032 4 2 4 3 6 7 7 6 6 1.40 0.50 69.82 0.02 97.40 2.46 0.07 3.62 0.68 8.90 1.92 0.02 1.48 1.30 2.85 1.05 0.62 1.47 0.71 1.55 1.12 0.45 3.57 0.32 4.01 1.06 0.68 3.65 0.29 3.87 0.69 0.17 3.67 0.19 2.53 0.63 0.55 16.25 0.04 10.24 0.55 0.31 61.12 0.01 33.38 0.79 0.15 1.58 0.50 1.24 0.86 0.38 3.62 0.24 3.12 0.88 0.42 3.63 0.24 3.19 0.89 0.65 11.11 0.08 9.89 0.78 0.47 3.36 0.23 2.62 1.31 0.11 1.53 0.86 2.00 0.91 0.39 1.47 0.62 0.61 0.19 6.62 0.09

Q9H0A8 1 934 75 50 120 COMM domain-containing protein 4Q9H0A8 sp|Q9H0A8|COMD4_HUMAN3 4.02 4.02 4.13 3.89 4.01 3.68 3.81 12.06 12.06 12.06 12.06 2 2 2 2 2 3 2 2 3 1.00 0.99 9.16 0.11 9.14 1.14 0.42 3.76 0.30 4.29 0.68 0.16 3.59 0.19 2.43 1.53 0.68 21704.93 0.00 33302.58 1.27 0.37 7.42 0.17 9.41 0.75 0.32 7.48 0.10 5.63 0.86 0.39 3.73 0.23 3.22 0.59 0.42 174.48 0.00 103.17 1.05 0.71 3.84 0.27 4.04 0.62 0.54 996.85 0.00 619.80 0.87 0.40 3.71 0.23 3.22 1.27 0.26 3.74 0.34 4.77 0.91 0.54 3.71 0.25 3.39 0.62 0.13 3.59 0.17 2.23 0.87 0.82 512.50 0.00 446.02 0.81 0.79 1976.76 0.00 1.39 0.58 234.85 0.01

Q9H0E2 1 935 55 42 80 Toll-interacting proteinQ9H0E2 sp|Q9H0E2|TOLIP_HUMAN3 6.79 6.79 6.79 6.24 6.24 2 2.03 20.8000004 20.8000004 20.4400003 5.10899983 6 5 6 1 4 6 3 6 3 1.17 0.36 1.80 0.65 2.11 1.24 0.27 1.84 0.67 2.28 1.41 0.01 1.24 1.13 1.74 1.07 0.45 1.26 0.85 1.34 0.97 NA NA NA NA 1.33 0.08 1.43 0.93 1.90 0.98 0.88 1.71 0.57 1.67 0.99 0.90 1.35 0.73 1.33 0.92 NA NA NA NA 0.98 0.87 1.41 0.69 1.38 1.12 0.39 1.57 0.71 1.75 1.25 0.11 1.43 0.88 1.79 1.08 0.45 1.43 0.76 1.55 1.08 0.73 1.74 0.62 1.87 1.04 0.61 1.22 0.85 1.27 0.90 0.19 1.20 0.75 0.96 NA NA NA

Q9H190 1 938 75 50 120 Syntenin-2 (Syndecan-binding protein 2)Q9H190 sp|Q9H190|SDCB2_HUMAN3 7.92 7.92 9.41 7.37 8.56 4.48 7.74 22.5999996 22.5999996 20.5500007 12.3300001 8 8 8 5 6 6 6 6 6 1.94 0.00 1.21 1.60 2.36 2.25 0.00 1.21 1.86 2.73 2.12 0.00 1.32 1.62 2.79 1.52 0.05 1.53 0.99 2.33 1.07 0.47 1.30 0.82 1.39 1.22 0.34 1.67 0.73 2.04 0.57 0.00 1.21 0.47 0.69 0.81 0.57 2.67 0.30 2.15 0.86 0.23 1.39 0.62 1.19 0.80 0.17 1.45 0.55 1.16 0.48 0.07 2.34 0.20 1.12 0.38 0.07 2.99 0.13 1.14 0.89 0.32 1.32 0.68 1.18 0.80 0.82 12.12 0.07 9.76 1.19 0.06 1.20 0.99 1.42 0.61 0.13 2.05 0.30 0.94 0.89 3.77 0.25

Q9H223 1 940 75 50 120 EH domain-containing protein 4 (Hepatocellular carcinoma-associated protein 10/11) (PAST homolog 4)Q9H223 sp|Q9H223|EHD4_HUMAN3 24.7 24.7 35.23 20.38 27.6 20.78 29.82 34.009999 33.6400002 29.2100012 34.009999 23 23 16 20 22 31 19 15 31 1.17 0.24 1.32 0.89 1.55 1.12 0.03 1.11 1.01 1.24 1.08 0.58 1.35 0.80 1.45 0.79 0.00 1.14 0.69 0.90 1.13 0.07 1.14 0.99 1.28 1.16 0.01 1.11 1.04 1.28 1.08 0.14 1.11 0.97 1.19 1.05 0.56 1.22 0.86 1.29 1.11 0.73 1.96 0.57 2.18 0.92 0.30 1.19 0.78 1.09 0.92 0.30 1.17 0.79 1.08 1.34 0.00 1.11 1.20 1.49 1.00 0.98 1.11 0.90 1.11 0.94 0.63 1.30 0.73 1.23 1.17 0.01 1.12 1.05 1.31 1.13 0.03 1.12 1.01 1.15 0.18 1.24 0.92

Q9H269 1 941 75 50 120 Vacuolar protein sorting-associated protein 16 homolog (hVPS16)Q9H269 sp|Q9H269|VPS16_HUMAN3 4.64 4.64 5.72 2.85 3.37 2.59 3.76 5.72099984 5.12499996 5.72099984 2.97999997 4 4 2 3 5 7 7 4 5 0.93 0.37 1.26 0.74 1.17 1.04 0.59 1.25 0.83 1.31 0.87 0.56 8.07 0.11 7.03 2.45 0.07 3.59 0.68 8.78 1.25 0.39 7.36 0.17 9.19 0.88 0.17 1.26 0.70 1.11 0.94 0.45 1.26 0.75 1.18 0.71 0.18 3.54 0.20 2.53 1.15 0.40 3.77 0.31 4.35 1.11 0.49 3.54 0.31 3.93 0.79 0.07 1.30 0.61 1.03 1.06 0.45 1.26 0.85 1.33 0.91 0.45 1.41 0.64 1.29 1.02 0.92 10.75 0.10 11.01 1.01 0.94 3.58 0.28 3.62 0.95 0.71 3.56 0.27 0.82 0.31 3.77 0.22

Q9H444 1 943 55 42 80 Charged multivesicular body protein 4b (Chromatin-modifying protein 4b) (CHMP4b) (SNF7 homolog associated with Alix 1) (SNF7-2) (hSnf7-2) (Vacuolar protein sorting-associated protein 32-2) (Vps32-2) (hVps32-2)Q9H444 sp|Q9H444|CHM4B_HUMAN3 4.92 4.92 7.12 4.45 4.93 2 4.06 11.1599997 11.1599997 8.48200023 8.03600028 4 4 2 3 5 7 7 4 4 1.69 0.04 1.60 1.05 2.70 1.28 0.13 1.44 0.89 1.85 2.29 0.02 1.70 1.35 3.89 1.07 0.64 1.74 0.62 1.86 1.14 NA NA NA NA 1.21 0.05 1.21 1.00 1.47 0.79 0.03 1.21 0.65 0.96 1.08 0.44 1.42 0.76 1.54 1.06 NA NA NA NA 0.70 0.05 1.42 0.49 0.99 0.90 0.42 1.38 0.65 1.25 0.94 0.49 1.26 0.74 1.19 1.05 0.76 1.49 0.70 1.56 0.62 0.03 1.43 0.44 0.88 1.27 0.10 1.42 0.89 1.81 1.05 0.61 1.42 0.74 0.58 NA NA NA

Q9H4A4 1 944 75 50 120 Aminopeptidase B (AP-B) (EC 3.4.11.6) (Arginine aminopeptidase) (Arginyl aminopeptidase)Q9H4A4 sp|Q9H4A4|AMPB_HUMAN3 16.17 16.17 17.22 14.08 15.14 15.01 15.96 18.0000007 15.8500001 18.0000007 16.6199997 9 9 8 9 10 12 11 6 12 1.32 0.01 1.22 1.08 1.61 0.75 0.04 1.32 0.57 0.99 1.20 0.28 1.48 0.81 1.77 0.86 0.26 1.36 0.63 1.17 0.98 0.84 1.29 0.76 1.26 1.06 0.65 1.33 0.80 1.41 1.19 0.02 1.14 1.04 1.36 0.73 0.07 1.42 0.52 1.04 0.89 0.30 1.28 0.70 1.14 0.99 0.86 1.20 0.82 1.19 1.30 0.00 1.16 1.12 1.51 1.18 0.02 1.15 1.03 1.36 1.11 0.16 1.17 0.95 1.29 0.95 0.61 1.25 0.76 1.19 1.14 0.12 1.20 0.95 1.37 1.09 0.43 1.29 0.84 1.07 0.32 1.16 0.92

Q9H4G4 1 945 75 50 120 Golgi-associated plant pathogenesis-related protein 1 (GAPR-1) (Golgi-associated PR-1 protein) (Glioma pathogenesis-related protein 2) (GliPR 2)Q9H4G4 sp|Q9H4G4|GAPR1_HUMAN3 9.63 9.63 9.8 5.73 5.95 6.7 7 37.6599997 37.6599997 25.97 35.710001 8 8 5 6 13 18 11 11 18 0.86 0.17 1.26 0.68 1.09 1.01 0.83 1.17 0.86 1.19 1.37 0.28 2.01 0.68 2.76 0.99 0.93 1.53 0.64 1.51 0.93 0.44 1.28 0.73 1.19 1.04 0.76 1.33 0.78 1.38 1.47 0.00 1.17 1.25 1.72 1.62 0.06 1.66 0.98 2.68 1.14 0.44 1.62 0.71 1.85 1.11 0.43 1.38 0.80 1.53 1.17 0.19 1.29 0.90 1.51 1.03 0.69 1.17 0.88 1.20 1.08 0.63 1.46 0.74 1.58 1.13 0.24 1.28 0.88 1.45 1.19 0.35 1.58 0.75 1.88 1.28 0.02 1.20 1.06 0.95 0.73 1.56 0.61

Q9H4M9 1 946 75 50 120 EH domain-containing protein 1 (PAST homolog 1) (hPAST1) (Testilin)Q9H4M9 sp|Q9H4M9|EHD1_HUMAN3 46.41 42.68 43.21 46.41 47.26 38.88 40.49 63.6699975 54.8699975 63.6699975 49.4399995 39 37 39 31 39 51 29 36 51 1.10 0.05 1.10 1.00 1.21 1.13 0.01 1.09 1.03 1.23 2.01 0.00 1.11 1.81 2.23 0.75 0.00 1.13 0.66 0.84 0.98 0.66 1.09 0.90 1.07 1.14 0.01 1.09 1.05 1.25 0.78 0.00 1.09 0.72 0.85 1.42 0.00 1.09 1.31 1.55 1.00 0.99 1.13 0.89 1.13 1.06 0.47 1.18 0.90 1.25 0.85 0.05 1.17 0.73 1.00 0.75 0.00 1.09 0.69 0.82 1.33 0.00 1.09 1.22 1.45 1.22 0.01 1.15 1.07 1.41 1.37 0.00 1.11 1.24 1.52 1.09 0.05 1.09 1.00 0.77 0.04 1.29 0.60

Q9H6S3 1 947 75 50 120 Epidermal growth factor receptor kinase substrate 8-like protein 2 (EPS8-like protein 2) (Epidermal growth factor receptor pathway substrate 8-related protein 2) (EPS8-related protein 2)Q9H6S3 sp|Q9H6S3|ES8L2_HUMAN3 65.05 60.48 61.47 65.05 65.54 59.16 60.02 50.3499985 50.3499985 46.0099995 43.0799991 59 51 59 52 76 89 58 82 89 1.74 0.00 1.13 1.54 1.97 1.52 0.00 1.09 1.40 1.66 3.07 0.00 1.15 2.68 3.53 0.95 0.22 1.09 0.87 1.03 0.92 0.01 1.07 0.86 0.98 0.95 0.31 1.10 0.87 1.05 0.53 0.00 1.15 0.46 0.61 1.08 0.06 1.08 1.00 1.17 0.74 0.00 1.17 0.63 0.87 0.85 0.07 1.19 0.72 1.01 0.65 0.00 1.13 0.57 0.73 0.56 0.00 1.07 0.53 0.60 0.82 0.00 1.12 0.73 0.92 0.76 0.00 1.17 0.65 0.89 1.64 0.00 1.11 1.48 1.81 0.75 0.00 1.06 0.70 0.43 0.00 1.25 0.34

Q9H7P6 1 948 75 50 120 Multivesicular body subunit 12B (ESCRT-I complex subunit MVB12B) (Protein FAM125B)Q9H7P6 sp|Q9H7P6|F125B_HUMAN3 8.72 8.72 9.44 4.31 5 3.39 3.9 17.87 17.87 9.09100026 6.89700022 5 5 3 2 4 5 5 4 4 1.48 0.05 1.46 1.01 2.17 1.50 0.05 1.51 0.99 2.25 2.57 0.00 1.38 1.85 3.56 1.52 0.11 1.80 0.85 2.74 1.26 0.15 1.56 0.81 1.97 0.91 0.64 1.67 0.55 1.52 0.67 0.03 1.38 0.49 0.93 0.77 0.04 1.27 0.61 0.98 0.61 0.07 1.79 0.34 1.09 0.76 0.21 1.76 0.43 1.33 0.68 0.09 1.61 0.42 1.10 0.72 0.01 1.23 0.58 0.88 0.86 0.39 1.56 0.55 1.34 0.57 0.11 2.18 0.26 1.25 1.18 0.19 1.37 0.86 1.62 0.77 0.04 1.26 0.61 0.56 0.05 1.80 0.31

Q9H9H4 1 950 75 50 120 Vacuolar protein sorting-associated protein 37B (hVps37B) (ESCRT-I complex subunit VPS37B)Q9H9H4 sp|Q9H9H4|VP37B_HUMAN3 9.44 9.05 9.29 7.24 7.28 9.44 9.65 36.8400008 28.0699998 18.2500005 36.8400008 7 7 4 7 5 5 5 4 5 1.40 0.11 1.62 0.86 2.27 1.38 0.02 1.26 1.10 1.73 1.59 0.05 1.58 1.00 2.52 0.95 0.67 1.43 0.66 1.36 1.07 0.41 1.25 0.85 1.34 1.16 0.51 1.92 0.61 2.24 0.76 0.13 1.54 0.49 1.17 0.99 0.91 1.25 0.79 1.24 1.15 0.17 1.28 0.90 1.47 1.15 0.29 1.40 0.82 1.61 0.86 0.12 1.26 0.68 1.08 1.07 0.44 1.26 0.85 1.34 0.96 0.65 1.26 0.77 1.21 1.05 0.85 2.06 0.51 2.17 1.04 0.61 1.25 0.83 1.30 0.83 0.08 1.25 0.66 1.05 0.78 1.59 0.66

Q9HBH0 1 952 75 50 120 Rho-related GTP-binding protein RhoF (Rho family GTPase Rif) (Rho in filopodia)Q9HBH0 sp|Q9HBH0|RHOF_HUMAN3 12.33 10.02 10.56 11.99 12.46 12.33 12.89 36.9700015 27.4899989 31.279999 36.9700015 7 5 6 7 9 9 8 9 9 1.67 0.00 1.23 1.36 2.05 1.66 0.00 1.26 1.32 2.09 2.38 0.00 1.20 1.99 2.84 1.29 0.01 1.19 1.08 1.54 0.76 0.02 1.25 0.61 0.95 1.01 0.92 1.22 0.82 1.23 0.48 0.05 2.08 0.23 1.00 1.07 0.57 1.35 0.80 1.45 0.77 0.18 1.52 0.51 1.17 0.96 0.76 1.42 0.67 1.36 0.57 0.03 1.58 0.36 0.90 0.64 0.00 1.22 0.53 0.78 0.94 0.47 1.22 0.77 1.15 0.99 0.96 1.67 0.59 1.65 1.13 0.12 1.18 0.96 1.33 0.76 0.01 1.19 0.64 0.65 0.06 1.58 0.41

Q9HC35 1 953 75 50 120 Echinoderm microtubule-associated protein-like 4 (EMAP-4) (Restrictedly overexpressed proliferation-associated protein) (Ropp 120)Q9HC35 sp|Q9HC35|EMAL4_HUMAN3 23.67 18.39 19.4 23.67 24.14 11.21 11.85 13.6600003 10.4000002 13.6600003 6.01399988 13 10 13 5 13 16 13 16 9 0.89 0.15 1.18 0.75 1.05 1.00 0.98 1.12 0.89 1.12 1.21 0.00 1.12 1.08 1.36 1.70 0.00 1.23 1.38 2.09 0.86 0.06 1.17 0.73 1.00 0.89 0.19 1.20 0.75 1.07 0.87 0.55 1.66 0.53 1.45 0.86 0.19 1.27 0.67 1.09 0.87 0.23 1.31 0.66 1.14 1.36 0.00 1.12 1.22 1.53 0.88 0.13 1.19 0.74 1.05 1.32 0.05 1.32 1.00 1.74 0.95 0.71 1.35 0.70 1.29 0.89 0.44 1.39 0.64 1.23 0.99 0.89 1.10 0.90 1.09 0.92 0.27 1.18 0.78 0.76 0.01 1.17 0.65

Q9HC84 1 954 75 50 120 Mucin-5B (MUC-5B) (Cervical mucin) (High molecular weight salivary mucin MG1) (Mucin-5 subtype B, tracheobronchial) (Sublingual gland mucin)Q9HC84 sp|Q9HC84|MUC5B_HUMAN3 58.45 50.12 50.82 35.94 36.59 58.45 58.72 9.57999975 7.39300028 5.65799996 9.57999975 45 34 20 45 56 98 41 29 98 0.57 0.00 1.19 0.47 0.68 0.70 0.00 1.13 0.62 0.79 0.71 0.00 1.11 0.64 0.79 0.99 0.78 1.12 0.88 1.10 0.89 0.00 1.07 0.84 0.95 1.49 0.00 1.11 1.34 1.66 0.57 0.00 1.15 0.50 0.66 0.75 0.02 1.28 0.58 0.96 0.89 0.23 1.20 0.74 1.08 0.83 0.04 1.19 0.70 0.99 0.81 0.00 1.13 0.72 0.92 1.32 0.00 1.11 1.20 1.46 1.35 0.00 1.12 1.21 1.51 0.56 0.00 1.33 0.42 0.74 0.69 0.00 1.08 0.64 0.74 0.83 0.00 1.11 0.75 3.56 0.00 1.20 2.96

Q9NP55 NA 3 75 45 120 BPI fold-containing family A member 1 (Lung-specific protein X) (Nasopharyngeal carcinoma-related protein) (Palate lung and nasal epithelium clone protein) (Secretory protein in upper respiratory tracts) (Tracheal epithelium-enriched protein) (Von Ebner protein Hl)Q9NP55 sp|Q9NP55|PLUNC_HUMAN3 9.66 7.96 8.47 6.06 6.55 9.66 10.29 26.9499987 21.48 13.6700004 26.9499987 6 4 3 6 8 14 6 5 14 0.62 0.22 2.69 0.23 1.65 0.55 0.02 1.55 0.35 0.85 0.71 0.07 1.49 0.48 1.06 0.93 0.67 1.88 0.49 1.74 2.13 0.04 2.05 1.04 4.37 0.60 0.39 5.10 0.12 3.05 1.27 0.06 1.31 0.98 1.67 2.11 0.05 2.06 1.02 4.34 0.83 0.20 1.44 0.58 1.20 0.81 0.14 1.47 0.55 1.19 0.87 0.52 1.88 0.46 1.63 1.51 0.10 1.73 0.87 2.61 0.60 0.30 3.69 0.16 2.21 0.49 0.12 3.27 0.15 1.60 0.27 0.01 1.51 0.18 0.41 1.06 0.54 1.45 0.74 1.75 0.02 1.43 1.22

Q9NP79 NA 4 75 45 120 Vacuolar protein sorting-associated protein VTA1 homolog (Dopamine-responsive gene 1 protein) (DRG-1) (LYST-interacting protein 5) (LIP5) (SKD1-binding protein 1) (SBP1)Q9NP79 sp|Q9NP79|VTA1_HUMAN3 2.66 2.66 2.73 2.34 2.42 1.65 1.89 9.44600031 9.44600031 6.51500002 6.51500002 2 2 1 1 2 3 3 2 2 1.49 0.16 3.53 0.42 5.25 1.25 0.29 4.04 0.31 5.05 1.70 0.12 3.65 0.47 6.19 1.11 0.51 4.11 0.27 4.58 0.87 0.39 3.51 0.25 3.05 1.14 0.41 3.52 0.32 4.03 0.86 0.36 3.53 0.24 3.02 0.99 0.92 3.64 0.27 3.59 0.80 0.43 9.85 0.08 7.89 0.99 0.95 8.05 0.12 7.94 0.78 0.40 10.48 0.07 8.12 0.80 0.27 3.53 0.23 2.84 0.88 0.65 13.81 0.06 12.17 0.90 0.79 57.44 0.02 51.46 0.97 0.83 3.63 0.27 3.54 0.94 0.63 3.66 0.26 0.69 0.28 9.25 0.07

Q9NPQ8 NA 6 55 33 92 Synembryn-A (Protein Ric-8A)Q9NPQ8 sp|Q9NPQ8|RIC8A_HUMAN3 4.25 2.16 3.4 2 2.92 4.25 4.82 5.08500002 5.08500002 2.82499995 5.08500002 2 2 2 2 2 3 3 1 3 1.51 0.40 43.85 0.03 66.30 0.97 0.92 14.89 0.07 14.49 0.96 NA NA NA NA 0.83 NA NA NA NA 1.07 0.80 12.03 0.09 12.83 1.61 0.24 10.38 0.15 16.66 1.17 0.35 3.51 0.33 4.12 1.18 NA NA NA NA 1.50 0.34 21.98 0.07 33.06 0.96 NA NA NA NA 1.68 0.22 10.82 0.16 18.21 1.17 0.36 3.52 0.33 4.11 1.61 0.14 3.88 0.41 6.22 1.62 NA NA NA NA 1.46 NA NA NA NA 1.06 NA NA NA 1.57 0.40 61.52 0.03

Q9NQ79 NA 7 75 45 120 Cartilage acidic protein 1 (68 kDa chondrocyte-expressed protein) (CEP-68) (ASPIC)Q9NQ79 sp|Q9NQ79|CRAC1_HUMAN3 33.7 19.86 20.45 33.7 34.21 25.81 26.22 36.3099992 32.6799989 36.3099992 29.0499985 20 15 20 17 19 24 15 18 24 1.48 0.01 1.28 1.15 1.89 1.00 0.96 1.11 0.89 1.11 1.32 0.00 1.09 1.21 1.45 0.69 0.00 1.09 0.63 0.75 0.83 0.00 1.11 0.75 0.92 1.90 0.00 1.22 1.56 2.31 0.84 0.02 1.15 0.73 0.97 1.00 0.96 1.13 0.88 1.13 1.01 0.87 1.21 0.84 1.23 0.60 0.00 1.30 0.46 0.79 0.96 0.61 1.19 0.81 1.14 1.20 0.01 1.15 1.04 1.38 0.74 0.02 1.27 0.58 0.94 1.16 0.02 1.14 1.02 1.32 1.57 0.00 1.10 1.43 1.73 0.74 0.00 1.09 0.68 0.91 0.10 1.12 0.81

Q9NQ84 NA 8 75 45 120 G-protein coupled receptor family C group 5 member C (Retinoic acid-induced gene 3 protein) (RAIG-3)Q9NQ84 sp|Q9NQ84|GPC5C_HUMAN3 10.88 10.88 11.2 6.65 6.71 2.46 2.88 20.86 20.86 20.86 5.44200018 10 10 9 2 6 8 8 6 4 1.16 0.53 1.79 0.64 2.08 1.35 0.34 2.15 0.63 2.91 1.24 0.50 2.47 0.50 3.06 0.92 0.35 1.29 0.71 1.18 1.00 0.99 3.51 0.29 3.51 1.14 0.32 1.38 0.83 1.58 0.89 0.19 1.22 0.73 1.09 1.03 0.70 1.29 0.80 1.34 1.16 0.45 5.07 0.23 5.88 0.65 0.03 1.43 0.45 0.93 0.94 0.42 1.22 0.76 1.15 1.80 0.02 1.57 1.15 2.82 0.83 0.34 1.62 0.51 1.34 0.68 0.37 3.23 0.21 2.19 1.35 0.07 1.41 0.96 1.91 1.12 0.48 1.56 0.72 0.90 0.48 3.51 0.26

Q9NR45 NA 10 75 45 120 Sialic acid synthase (N-acetylneuraminate synthase) (EC 2.5.1.56) (N-acetylneuraminate-9-phosphate synthase) (EC 2.5.1.57) (N-acetylneuraminic acid phosphate synthase) (N-acetylneuraminic acid synthase)Q9NR45 sp|Q9NR45|SIAS_HUMAN3 8.13 8.13 8.71 7.6 7.83 6 6.6 18.1099996 18.1099996 14.7599995 13.0899996 5 5 4 4 5 6 6 4 5 1.16 0.14 1.26 0.93 1.46 0.40 0.02 1.96 0.20 0.78 1.05 0.58 1.30 0.81 1.36 0.75 0.07 1.39 0.54 1.05 0.65 0.04 1.47 0.44 0.95 1.02 0.82 1.21 0.84 1.23 1.20 0.31 1.53 0.78 1.83 1.20 0.35 1.71 0.70 2.05 1.06 0.52 1.42 0.75 1.51 1.04 0.92 3.33 0.31 3.46 1.13 0.14 1.20 0.94 1.36 1.40 0.06 1.44 0.98 2.02 0.90 0.19 1.20 0.75 1.08 0.94 0.82 2.21 0.43 2.08 1.34 0.08 1.42 0.94 1.91 1.26 0.13 1.41 0.89 0.77 0.41 2.99 0.26

Q9NRD9 NA 11 75 45 120 Dual oxidase 1 (EC 1.11.1.-) (EC 1.6.3.1) (Large NOX 1) (Long NOX 1) (NADPH thyroid oxidase 1) (Thyroid oxidase 1)Q9NRD9 sp|Q9NRD9|DUOX1_HUMAN3 7.69 7.69 10.95 7.13 8.27 2.34 4.28 3.675 2.96599995 3.675 0.7737 5 5 4 1 5 6 6 4 4 2.11 0.00 1.26 1.68 2.65 1.03 0.69 1.19 0.86 1.23 0.89 0.27 1.31 0.68 1.17 0.83 0.17 1.40 0.59 1.16 1.58 0.14 3.81 0.42 6.03 0.74 0.03 1.29 0.57 0.95 0.80 0.03 1.21 0.67 0.97 0.76 0.43 2.59 0.30 1.98 0.98 0.89 5.26 0.19 5.13 1.06 0.80 2.01 0.53 2.14 0.85 0.12 1.25 0.68 1.07 1.12 0.15 1.19 0.94 1.33 0.71 0.01 1.26 0.56 0.89 0.75 0.43 2.72 0.28 2.04 1.09 0.40 1.31 0.83 1.43 1.23 0.26 1.59 0.77 0.95 0.70 3.80 0.25

Q9NUQ9 NA 14 75 45 120 Protein FAM49B (L1)Q9NUQ9 sp|Q9NUQ9|FA49B_HUMAN3 8.55 8.55 8.96 6.32 6.53 6.93 7.35 16.9799998 16.3599998 12.0399997 16.9799998 5 5 4 5 6 8 8 3 7 1.01 0.96 1.49 0.68 1.50 0.87 0.32 1.40 0.62 1.21 1.04 0.72 1.48 0.70 1.54 0.83 0.49 2.56 0.33 2.13 0.74 0.13 1.67 0.44 1.24 1.10 0.60 1.57 0.70 1.73 1.12 0.13 1.18 0.95 1.33 1.21 0.18 1.48 0.82 1.78 1.21 0.46 2.46 0.49 2.98 1.13 0.49 1.90 0.60 2.16 0.80 0.08 1.30 0.61 1.04 1.06 0.39 1.18 0.90 1.25 1.04 0.65 1.25 0.83 1.31 1.06 0.73 1.89 0.56 2.01 0.96 0.71 1.48 0.65 1.42 1.03 0.80 1.48 0.69 1.27 0.13 1.51 0.84

Q9NV96 NA 15 55 37 80 Cell cycle control protein 50A (Transmembrane protein 30A)Q9NV96 sp|Q9NV96|CC50A_HUMAN3 3.5 3.5 3.65 2.19 2.33 1.4 1.48 5.26299998 5.26299998 3.04700006 2.21599992 2 2 1 1 2 4 4 2 1 1.07 0.85 3.67 0.29 3.92 1.26 0.57 4.39 0.29 5.52 2.09 0.09 3.64 0.57 7.62 1.13 0.43 3.65 0.31 4.14 0.93 NA NA NA NA 0.69 0.31 3.23 0.22 2.24 0.76 0.09 1.45 0.53 1.11 0.99 0.93 3.69 0.27 3.65 1.09 NA NA NA NA 0.90 0.71 15.26 0.06 13.75 0.67 0.06 1.54 0.43 1.03 0.76 0.29 2.28 0.33 1.73 0.62 0.03 1.48 0.42 0.92 0.59 0.22 10.95 0.05 6.41 0.94 0.66 3.66 0.26 3.44 0.83 0.32 3.65 0.23 1.25 NA NA NA

Q9NY47 NA 19 75 45 120 Voltage-dependent calcium channel subunit alpha-2/delta-2 (Voltage-gated calcium channel subunit alpha-2/delta-2) [Cleaved into: Voltage-dependent calcium channel subunit alpha-2-2; Voltage-dependent calcium channel subunit delta-2]Q9NY47 sp|Q9NY47|CA2D2_HUMAN3 39.65 37.76 40.02 39.13 40.23 39.65 41.22 25.8300006 20.6100002 25.8300006 24.6099994 26 26 26 24 35 44 25 35 44 1.78 0.00 1.16 1.54 2.06 1.69 0.00 1.14 1.49 1.92 1.49 0.00 1.17 1.27 1.74 1.02 0.77 1.15 0.89 1.18 0.98 0.85 1.19 0.82 1.17 1.29 0.00 1.10 1.17 1.43 0.77 0.00 1.11 0.69 0.85 1.21 0.01 1.15 1.05 1.39 0.82 0.04 1.21 0.67 0.99 0.90 0.36 1.27 0.71 1.14 0.89 0.22 1.21 0.74 1.08 0.93 0.16 1.10 0.85 1.03 1.00 0.95 1.17 0.86 1.18 0.89 0.16 1.19 0.75 1.05 1.03 0.62 1.15 0.90 1.19 0.86 0.02 1.14 0.75 0.67 0.00 1.25 0.53

Q9NYC9 NA 20 55 37 80 Dynein heavy chain 9, axonemal (Axonemal beta dynein heavy chain 9) (Ciliary dynein heavy chain 9)Q9NYC9 sp|Q9NYC9|DYH9_HUMAN3 14.51 4.98 13.21 14.51 18.94 1.66 4.36 2.11800002 1.33699998 2.11800002 0.40119998 7 4 7 2 4 8 3 8 2 1.13 0.73 3.86 0.29 4.36 0.95 0.73 1.74 0.55 1.65 0.99 0.97 1.41 0.71 1.40 1.35 0.02 1.25 1.08 1.69 1.86 NA NA NA NA 0.98 0.92 2.44 0.40 2.39 1.30 0.31 2.29 0.57 2.97 1.02 0.88 1.32 0.77 1.35 0.89 NA NA NA NA 0.96 0.84 1.66 0.58 1.59 1.51 0.34 4.17 0.36 6.31 1.04 0.73 1.49 0.70 1.54 1.07 0.84 3.75 0.29 4.02 0.88 0.65 1.88 0.47 1.66 1.02 0.71 1.15 0.89 1.18 1.57 0.01 1.31 1.19 0.67 NA NA NA

Q9NZM1 NA 22 75 45 120 Myoferlin (Fer-1-like protein 3)Q9NZM1 sp|Q9NZM1|MYOF_HUMAN3 46.03 46.03 48.26 25.84 30.15 27.38 31.58 14.17 14.17 8.00599977 7.56900013 24 24 14 14 18 20 20 17 16 1.53 0.00 1.14 1.34 1.74 1.26 0.00 1.13 1.11 1.42 1.63 0.00 1.23 1.32 2.01 1.15 0.00 1.09 1.05 1.25 1.07 0.47 1.23 0.87 1.32 1.02 0.78 1.13 0.90 1.14 0.77 0.00 1.14 0.67 0.88 0.99 0.85 1.15 0.86 1.13 0.86 0.10 1.20 0.71 1.03 1.03 0.82 1.30 0.79 1.34 1.02 0.76 1.16 0.88 1.19 0.93 0.17 1.11 0.84 1.03 0.98 0.76 1.17 0.84 1.14 1.03 0.73 1.22 0.85 1.26 0.95 0.31 1.12 0.84 1.06 1.01 0.80 1.12 0.91 0.87 0.26 1.28 0.68

Q9NZN4 NA 23 75 45 120 EH domain-containing protein 2 (PAST homolog 2)Q9NZN4 sp|Q9NZN4|EHD2_HUMAN3 33.54 33.54 39.37 32.98 37.74 23.7 29.29 46.9599992 46.9599992 45.3000009 28.1800002 26 22 26 16 29 31 25 31 31 1.17 0.05 1.17 1.00 1.38 1.10 0.08 1.12 0.99 1.23 2.27 0.00 1.12 2.03 2.54 0.79 0.00 1.10 0.72 0.86 0.99 0.92 1.20 0.82 1.19 1.30 0.00 1.11 1.18 1.44 0.81 0.00 1.11 0.73 0.89 1.35 0.00 1.10 1.23 1.48 0.94 0.55 1.26 0.74 1.18 0.88 0.17 1.22 0.72 1.07 0.96 0.58 1.16 0.83 1.12 0.82 0.01 1.15 0.71 0.95 1.44 0.00 1.14 1.27 1.64 1.12 0.16 1.18 0.95 1.32 1.55 0.00 1.15 1.35 1.78 1.09 0.07 1.10 0.99 0.53 0.00 1.37 0.39

Q9NZP8 NA 24 75 45 120 Complement C1r subcomponent-like protein (C1r-LP) (C1r-like protein) (EC 3.4.21.-) (C1r-like serine protease analog protein) (CLSPa)Q9NZP8 sp|Q9NZP8|C1RL_HUMAN3 6.05 3.45 3.53 2.49 2.52 6.05 6.1 6.36600032 4.51700017 3.49100009 6.36600032 3 2 2 3 3 5 2 2 5 0.75 0.21 3.59 0.21 2.68 0.57 0.11 3.60 0.16 2.04 0.76 0.23 3.70 0.21 2.81 0.75 0.22 3.68 0.20 2.76 0.69 0.02 1.29 0.54 0.89 1.30 0.23 3.59 0.36 4.66 1.37 0.20 3.59 0.38 4.93 1.18 0.36 3.65 0.32 4.30 1.35 0.05 1.36 0.99 1.84 1.27 0.26 3.64 0.35 4.62 1.19 0.33 3.57 0.33 4.27 0.84 0.42 5.48 0.15 4.61 1.01 0.93 3.58 0.28 3.62 1.47 0.17 3.64 0.40 5.33 0.87 0.41 3.67 0.24 3.20 0.75 0.22 3.66 0.21 1.04 0.64 1.25 0.83

Q9P121 NA 26 55 29 92 Neurotrimin (hNT) (IgLON family member 2)Q9P121 sp|Q9P121|NTRI_HUMAN3 7.54 2.06 2.17 7.54 7.64 1.32 1.46 17.7300006 2.61599999 17.7300006 3.77900004 5 1 5 1 4 8 1 8 4 0.05 0.02 0.74 0.54 3.87 0.19 2.88 0.59 0.30 3.89 0.15 2.29 0.37 0.18 35.30 0.01 13.18 0.07 0.63 1.74 0.03 1.54 1.13 2.67 1.07 0.66 3.79 0.28 4.03 1.25 0.14 1.43 0.87 1.78 2.16 1.63 0.17 1.02 0.97 4.30 0.24 4.38 2.66 0.04 2.49 1.07 6.61 1.42 0.08 1.54 0.93 0.55 0.11 3.83 0.14

Q9P265 NA 28 75 45 120 Disco-interacting protein 2 homolog B (DIP2 homolog B)Q9P265 sp|Q9P265|DIP2B_HUMAN3 30.23 30.23 31.28 17.87 19.12 16.7 18.37 14.0900001 14.0900001 9.13700014 6.53600022 16 16 11 8 10 15 15 7 9 1.84 0.00 1.17 1.57 2.14 1.61 0.00 1.16 1.38 1.86 2.14 0.01 1.56 1.38 3.34 1.08 0.61 1.40 0.77 1.51 0.95 0.45 1.18 0.80 1.12 0.97 0.60 1.12 0.86 1.09 0.66 0.00 1.22 0.54 0.80 1.07 0.44 1.24 0.87 1.33 0.87 0.26 1.30 0.67 1.13 1.14 0.24 1.27 0.89 1.44 0.71 0.01 1.25 0.57 0.89 0.62 0.00 1.14 0.54 0.70 1.01 0.90 1.15 0.87 1.16 0.89 0.25 1.24 0.72 1.11 1.10 0.40 1.29 0.85 1.41 0.81 0.05 1.24 0.66 0.80 0.29 1.60 0.50

Q9P2J5 NA 29 75 45 120 Leucine--tRNA ligase, cytoplasmic (EC 6.1.1.4) (Leucyl-tRNA synthetase) (LeuRS)Q9P2J5 sp|Q9P2J5|SYLC_HUMAN3 8.31 8.31 10.08 5.13 6.89 2.71 4.86 5.27199991 5.27199991 2.55100001 3.6559999 5 5 3 3 3 4 4 3 3 0.99 0.87 1.26 0.79 1.24 1.28 0.09 1.37 0.93 1.75 0.73 0.20 3.64 0.20 2.65 1.74 0.12 3.67 0.47 6.37 1.69 0.30 31.35 0.05 53.06 0.87 0.40 1.56 0.56 1.36 1.06 0.47 1.27 0.84 1.35 0.71 0.19 3.66 0.19 2.60 1.00 0.99 3.68 0.27 3.67 0.57 0.11 3.65 0.16 2.09 0.89 0.20 1.26 0.71 1.12 1.08 0.41 1.31 0.83 1.42 0.86 0.24 1.37 0.63 1.18 0.60 0.13 3.80 0.16 2.28 1.01 0.95 3.66 0.28 3.69 1.16 0.39 3.69 0.31 0.80 0.27 3.69 0.22

Q9P2L0 NA 30 55 33 92 WD repeat-containing protein 35 (Intraflagellar transport protein 121 homolog)Q9P2L0 sp|Q9P2L0|WDR35_HUMAN3 9.62 9.62 11.84 3.02 4.23 4.31 5.54 5.24999984 5.24999984 3.13300006 3.13300006 5 5 3 3 4 5 5 3 5 1.34 0.13 1.58 0.85 2.13 1.06 0.54 1.29 0.82 1.36 0.99 NA NA NA NA 1.02 NA NA NA NA 1.36 0.08 1.48 0.92 2.02 1.27 0.05 1.28 0.99 1.63 1.07 0.59 1.40 0.76 1.49 1.04 NA NA NA NA 1.03 0.89 2.28 0.45 2.35 0.65 NA NA NA NA 1.08 0.52 1.41 0.77 1.52 1.13 0.21 1.28 0.88 1.46 0.87 0.20 1.29 0.68 1.13 0.60 NA NA NA NA 1.50 NA NA NA NA 1.61 NA NA NA 0.96 0.78 1.70 0.57

Q9UBF2 NA 33 75 45 120 Coatomer subunit gamma-2 (Gamma-2-coat protein) (Gamma-2-COP)Q9UBF2 sp|Q9UBF2|COPG2_HUMAN3 6.45 6.45 17.23 5.19 13.07 2.77 12.5 11.2499997 11.2499997 9.30000022 8.61100033 9 9 6 6 4 5 4 5 4 0.96 0.70 1.36 0.71 1.30 1.11 0.46 1.48 0.75 1.64 1.02 0.86 1.27 0.80 1.29 1.00 0.99 1.30 0.77 1.30 1.32 0.24 4.22 0.31 5.58 0.83 0.18 1.39 0.60 1.16 1.01 0.89 1.33 0.76 1.35 0.95 0.68 1.40 0.67 1.33 0.92 0.61 4.65 0.20 4.27 0.80 0.26 1.59 0.51 1.28 1.01 0.95 1.42 0.71 1.43 1.11 0.56 1.65 0.67 1.82 1.00 0.99 2.12 0.47 2.12 1.01 0.94 1.29 0.78 1.29 1.02 0.84 1.22 0.83 1.24 1.17 0.10 1.22 0.95 1.25 0.30 4.25 0.29

Q9UBI6 NA 34 75 45 120 Guanine nucleotide-binding protein G(I)/G(S)/G(O) subunit gamma-12Q9UBI6 sp|Q9UBI6|GBG12_HUMAN3 6.17 6.17 6.23 6 6.08 6.06 6.15 56.9400013 56.9400013 56.9400013 56.9400013 8 8 5 4 8 9 6 8 9 1.10 0.56 1.60 0.69 1.76 1.32 0.03 1.27 1.04 1.69 1.43 0.05 1.45 0.99 2.08 0.92 0.46 1.46 0.63 1.35 1.08 0.60 3.59 0.30 3.86 0.91 0.50 1.50 0.60 1.36 0.95 0.68 1.45 0.66 1.37 1.16 0.22 1.45 0.80 1.69 0.74 0.25 5.00 0.15 3.70 0.95 0.71 1.64 0.58 1.56 0.89 0.53 1.66 0.54 1.48 1.05 0.59 1.27 0.82 1.33 0.95 0.68 1.46 0.65 1.38 0.93 0.48 1.45 0.64 1.35 1.30 0.09 1.45 0.90 1.89 0.99 0.92 1.59 0.62 0.55 0.13 4.95 0.11

Q9UBV8 NA 35 55 37 80 Peflin (PEF protein with a long N-terminal hydrophobic domain) (Penta-EF hand domain-containing protein 1)Q9UBV8 sp|Q9UBV8|PEF1_HUMAN3 4.04 4.04 4.21 4 4.01 3.42 3.46 8.09900016 8.09900016 8.09900016 8.09900016 3 3 3 2 4 5 5 3 4 1.16 0.37 3.52 0.33 4.09 1.64 0.13 3.52 0.47 5.79 1.62 0.24 11.35 0.14 18.38 1.03 0.79 3.56 0.29 3.68 1.18 NA NA NA NA 1.46 0.16 3.52 0.41 5.14 1.11 0.48 3.54 0.31 3.93 1.19 0.40 5.06 0.24 6.04 0.97 NA NA NA NA 1.14 0.79 138.01 0.01 157.55 0.99 0.94 3.83 0.26 3.79 1.13 0.44 3.78 0.30 4.29 0.88 0.42 3.53 0.25 3.11 0.88 0.63 11.01 0.08 9.71 1.09 0.68 8.05 0.14 8.81 1.18 0.35 3.57 0.33 0.51 NA NA NA

Q9UG01 NA 36 75 45 120 Intraflagellar transport protein 172 homologQ9UG01 sp|Q9UG01|IF172_HUMAN3 17.15 17.15 20.26 15.43 18.18 7.17 10.57 5.94599992 5.60300015 5.94599992 2.63 9 9 9 4 7 11 11 6 3 1.24 0.08 1.28 0.96 1.59 0.86 0.06 1.18 0.73 1.01 1.09 0.42 1.30 0.84 1.41 0.96 0.51 1.16 0.82 1.12 0.83 0.31 3.61 0.23 2.99 1.14 0.10 1.17 0.97 1.33 1.05 0.33 1.12 0.94 1.18 1.05 0.70 1.40 0.75 1.47 0.79 0.66 134.97 0.01 107.06 0.93 0.60 1.37 0.68 1.28 1.12 0.27 1.23 0.90 1.38 0.94 0.21 1.12 0.83 1.05 0.88 0.03 1.12 0.78 0.99 0.86 0.34 1.47 0.58 1.25 1.15 0.06 1.16 0.99 1.34 1.22 0.02 1.16 1.05 0.71 0.59 355.42 0.00

Q9UGM3 NA 38 75 45 120 Deleted in malignant brain tumors 1 protein (Glycoprotein 340) (Gp-340) (Hensin) (Salivary agglutinin) (SAG) (Surfactant pulmonary-associated D-binding protein)Q9UGM3 sp|Q9UGM3|DMBT1_HUMAN3 59.38 58.17 59.41 55.27 56.75 59.38 59.8 35.2299988 35.2299988 34.9799991 33.1499994 68 68 58 65 90 130 69 70 130 0.58 0.00 1.17 0.49 0.68 0.86 0.07 1.18 0.73 1.01 0.72 0.00 1.15 0.62 0.83 0.72 0.00 1.09 0.66 0.78 1.01 0.87 1.09 0.93 1.09 1.10 0.06 1.10 1.00 1.21 2.10 0.00 1.11 1.89 2.32 1.18 0.14 1.25 0.94 1.48 0.93 0.52 1.26 0.74 1.17 1.64 0.00 1.11 1.48 1.82 1.41 0.00 1.09 1.30 1.54 1.27 0.00 1.08 1.18 1.37 1.13 0.01 1.09 1.03 1.24 1.89 0.00 1.13 1.67 2.13 0.70 0.00 1.08 0.65 0.76 0.85 0.00 1.09 0.78 1.32 0.00 1.11 1.18

Q9UGT4 NA 39 75 45 120 Sushi domain-containing protein 2Q9UGT4 sp|Q9UGT4|SUSD2_HUMAN3 59.76 59.76 60.77 58.23 58.63 49.57 50.57 45.0100005 41.3599998 45.0100005 38.5600001 76 76 72 52 55 70 37 59 70 1.23 0.21 1.41 0.88 1.74 1.72 0.00 1.26 1.36 2.17 2.65 0.00 1.15 2.31 3.04 1.10 0.36 1.25 0.88 1.38 0.81 0.00 1.13 0.72 0.92 1.25 0.12 1.34 0.94 1.67 0.61 0.01 1.41 0.43 0.87 1.11 0.15 1.16 0.96 1.29 0.85 0.09 1.22 0.69 1.03 1.03 0.75 1.23 0.84 1.27 0.73 0.07 1.41 0.52 1.03 0.70 0.00 1.19 0.58 0.83 1.05 0.70 1.28 0.82 1.34 1.11 0.73 1.91 0.58 2.13 1.22 0.00 1.14 1.07 1.39 0.69 0.00 1.11 0.62 0.60 0.00 1.34 0.45

Q9UHD8 NA 40 75 45 120 Septin-9 (MLL septin-like fusion protein MSF-A) (MLL septin-like fusion protein) (Ovarian/Breast septin) (Ov/Br septin) (Septin D1)Q9UHD8 sp|Q9UHD8|SEPT9_HUMAN3 7.78 6.17 7.11 2.45 3.23 7.78 9.56 10.2399997 8.36199969 1.70600005 10.2399997 5 4 1 5 6 10 4 3 10 1.03 0.72 1.28 0.81 1.32 0.96 0.66 1.28 0.75 1.23 0.86 0.23 1.45 0.59 1.25 1.24 0.13 1.46 0.85 1.82 1.09 0.37 1.24 0.88 1.35 0.87 0.23 1.35 0.64 1.17 1.11 0.26 1.28 0.87 1.43 0.85 0.43 2.07 0.41 1.75 1.03 0.75 1.25 0.83 1.28 1.05 0.65 1.45 0.72 1.52 1.20 0.11 1.28 0.93 1.53 1.09 0.34 1.28 0.85 1.40 0.98 0.89 1.69 0.58 1.65 0.88 0.27 1.45 0.60 1.28 0.95 0.61 1.46 0.65 1.38 1.30 0.10 1.46 0.89 0.94 0.46 1.23 0.76

Q9UHR4 NA 41 75 45 120 Brain-specific angiogenesis inhibitor 1-associated protein 2-like protein 1 (BAI1-associated protein 2-like protein 1) (Insulin receptor tyrosine kinase substrate)Q9UHR4 sp|Q9UHR4|BI2L1_HUMAN3 7.04 7.04 8.37 3.02 3.51 2.62 3.28 16.0500005 16.0500005 6.84899986 3.71799991 7 7 3 1 3 5 2 2 5 1.01 0.93 3.69 0.27 3.73 1.13 0.45 3.71 0.30 4.19 1.10 0.72 13.66 0.08 15.02 0.84 0.32 3.52 0.24 2.94 1.15 0.56 8.07 0.14 9.25 0.97 0.79 3.68 0.26 3.55 1.17 0.37 3.68 0.32 4.29 1.20 0.32 3.53 0.34 4.22 1.15 0.39 3.51 0.33 4.05 0.81 0.28 3.53 0.23 2.85 0.88 0.43 3.67 0.24 3.23 1.02 0.88 3.68 0.28 3.76 1.32 0.22 3.69 0.36 4.88 0.85 0.40 4.49 0.19 3.82 1.25 0.26 3.52 0.36 4.42 1.24 0.28 3.53 0.35 1.21 0.30 3.52 0.34

Q9UI08 NA 42 55 33 92 Ena/VASP-like protein (Ena/vasodilator-stimulated phosphoprotein-like)Q9UI08 sp|Q9UI08|EVL_HUMAN3 2.5 2.5 2.75 1.38 1.56 1.97 2.23 6.49000034 2.64400002 3.125 6.49000034 2 1 2 2 2 2 2 1 2 0.81 0.28 3.53 0.23 2.86 0.65 0.14 3.53 0.18 2.28 0.57 NA NA NA NA 0.91 NA NA NA NA 0.83 0.59 23.36 0.04 19.41 0.99 0.97 25.37 0.04 25.04 1.51 0.23 7.07 0.21 10.69 0.77 NA NA NA NA 1.87 0.52 4884.70 0.00 9154.51 0.68 NA NA NA NA 1.37 0.19 3.54 0.39 4.86 1.18 0.34 3.54 0.33 4.17 1.05 0.73 3.53 0.30 3.69 0.44 NA NA NA NA 1.05 NA NA NA NA 0.91 NA NA NA 1.13 0.69 17.75 0.06

Q9UI12 NA 43 55 29 92 V-type proton ATPase subunit H (V-ATPase subunit H) (Nef-binding protein 1) (NBP1) (Protein VMA13 homolog) (V-ATPase 50/57 kDa subunits) (Vacuolar proton pump subunit H) (Vacuolar proton pump subunit SFD)Q9UI12 sp|Q9UI12|VATH_HUMAN3 3.96 2 2.41 3.96 4.61 2.3 2.86 8.07500035 4.76199985 8.07500035 8.07500035 2 1 2 2 3 4 2 3 4 0.74 1.01 0.90 0.73 18.35 0.05 16.56 1.91 0.21 17.39 0.11 33.20 0.93 0.65 4.39 0.21 4.08 0.84 0.98 0.81 0.31 4.07 0.20 3.29 1.20 0.52 12.03 0.10 14.48 1.00 0.99 6.26 0.16 6.27 0.88 0.99 0.91 1.06 0.68 4.04 0.26 4.29 1.01 0.94 6.91 0.15 7.01 0.89 0.50 4.09 0.22 0.87 0.44 4.37 0.20

Q9UJ70 NA 45 75 45 120 N-acetyl-D-glucosamine kinase (N-acetylglucosamine kinase) (EC 2.7.1.59) (GlcNAc kinase)Q9UJ70 sp|Q9UJ70|NAGK_HUMAN3 10.38 10.38 10.47 7.11 7.49 8.75 9.16 20.0599998 20.0599998 14.2399997 16.2799999 5 5 4 5 8 10 8 6 10 1.25 0.01 1.17 1.07 1.47 0.67 0.00 1.15 0.58 0.76 1.21 0.09 1.27 0.95 1.53 1.00 0.97 1.19 0.84 1.19 0.85 0.07 1.19 0.72 1.02 1.05 0.39 1.15 0.92 1.21 0.96 0.64 1.24 0.77 1.19 0.92 0.28 1.19 0.77 1.10 0.83 0.11 1.27 0.65 1.06 1.12 0.23 1.24 0.90 1.38 1.01 0.93 1.21 0.83 1.22 1.30 0.02 1.22 1.07 1.59 0.96 0.52 1.17 0.82 1.12 1.09 0.36 1.27 0.86 1.39 1.01 0.92 1.19 0.84 1.20 1.03 0.67 1.19 0.86 1.62 0.00 1.23 1.32

Q9UK41 NA 46 55 37 80 Vacuolar protein sorting-associated protein 28 homolog (H-Vps28) (ESCRT-I complex subunit VPS28)Q9UK41 sp|Q9UK41|VPS28_HUMAN3 8.59 5.66 6.13 8.59 8.98 3.95 4.29 35.2899998 25.3399998 35.2899998 10.8599998 7 4 7 2 5 7 4 7 3 1.42 0.54 7.96 0.18 11.32 1.51 0.06 1.56 0.97 2.36 1.79 0.03 1.59 1.12 2.84 1.13 0.58 1.74 0.65 1.96 0.82 NA NA NA NA 1.08 0.46 1.44 0.75 1.55 0.64 0.03 1.43 0.44 0.91 1.31 0.30 1.90 0.69 2.49 0.62 NA NA NA NA 1.13 0.13 1.20 0.94 1.35 0.72 0.06 1.43 0.50 1.03 0.91 0.48 1.57 0.58 1.44 0.88 0.26 1.44 0.61 1.26 0.84 0.21 1.38 0.61 1.16 1.23 0.03 1.19 1.03 1.46 0.89 0.14 1.19 0.74 0.75 NA NA NA

Q9UKK3 NA 47 75 45 120 Poly [ADP-ribose] polymerase 4 (PARP-4) (EC 2.4.2.30) (193 kDa vault protein) (ADP-ribosyltransferase diphtheria toxin-like 4) (ARTD4) (PARP-related/IalphaI-related H5/proline-rich) (PH5P) (Vault poly(ADP-ribose) polymerase) (VPARP)Q9UKK3 sp|Q9UKK3|PARP4_HUMAN3 24.47 16.06 18.5 21.46 23.58 24.47 27.7 8.87499973 5.62600009 6.67100027 8.87499973 12 8 10 12 17 22 12 17 22 0.97 0.57 1.13 0.86 1.10 1.61 0.00 1.26 1.28 2.03 0.94 0.42 1.17 0.81 1.10 1.53 0.00 1.31 1.17 2.01 1.49 0.00 1.29 1.16 1.92 0.69 0.00 1.17 0.59 0.81 0.86 0.02 1.13 0.76 0.97 0.74 0.02 1.29 0.57 0.95 0.98 0.94 2.11 0.46 2.06 0.82 0.16 1.34 0.61 1.10 0.69 0.00 1.23 0.56 0.85 0.68 0.00 1.13 0.60 0.76 0.69 0.00 1.20 0.58 0.83 0.88 0.18 1.20 0.73 1.06 0.85 0.10 1.22 0.69 1.03 1.25 0.35 1.66 0.76 0.86 0.12 1.22 0.70

Q9UKS6 NA 48 75 45 120 Protein kinase C and casein kinase substrate in neurons protein 3 (SH3 domain-containing protein 6511)Q9UKS6 sp|Q9UKS6|PACN3_HUMAN3 12.59 8.47 8.97 12.59 13.29 6.44 6.77 17.2199994 13.9200002 17.2199994 7.54700005 6 5 6 3 7 7 7 7 7 1.61 0.12 2.04 0.79 3.28 1.35 0.07 1.42 0.95 1.92 1.92 0.00 1.44 1.34 2.76 0.94 0.56 1.27 0.74 1.20 0.99 0.87 1.25 0.79 1.24 0.84 0.17 1.36 0.62 1.14 0.50 0.02 1.64 0.30 0.82 0.99 0.89 1.26 0.78 1.24 0.89 0.36 1.40 0.64 1.25 1.16 0.50 1.68 0.69 1.95 0.66 0.14 1.90 0.35 1.26 0.75 0.11 1.50 0.50 1.13 1.12 0.65 2.05 0.55 2.29 1.10 0.55 1.43 0.77 1.57 1.05 0.62 1.25 0.84 1.31 0.89 0.08 1.15 0.77 1.08 0.36 1.25 0.86

Q9UL46 NA 49 75 45 120 Proteasome activator complex subunit 2 (11S regulator complex subunit beta) (REG-beta) (Activator of multicatalytic protease subunit 2) (Proteasome activator 28 subunit beta) (PA28b) (PA28beta)Q9UL46 sp|Q9UL46|PSME2_HUMAN3 9.86 9.86 10.18 5.37 5.62 9.28 9.84 30.9599996 24.6900007 15.8999994 30.9599996 5 5 3 5 7 12 6 4 12 0.86 0.18 1.31 0.66 1.13 0.58 0.04 1.64 0.35 0.95 0.77 0.10 1.43 0.54 1.09 1.00 0.98 1.35 0.74 1.35 0.88 0.30 1.30 0.68 1.15 0.83 0.39 1.77 0.47 1.48 1.12 0.28 1.31 0.85 1.46 1.02 0.87 1.35 0.76 1.37 1.11 0.56 1.50 0.74 1.66 1.27 0.64 4.24 0.30 5.37 0.96 0.87 2.02 0.48 1.94 1.13 0.25 1.30 0.86 1.47 1.21 0.29 1.60 0.76 1.94 0.90 0.72 2.34 0.38 2.10 0.99 0.95 1.35 0.74 1.34 1.14 0.27 1.36 0.84 1.17 0.15 1.27 0.92

Q9ULA0 NA 50 75 45 120 Aspartyl aminopeptidase (EC 3.4.11.21)Q9ULA0 sp|Q9ULA0|DNPEP_HUMAN3 16.81 12.21 12.65 16.81 17.26 12.67 13.53 22.1100003 22.1100003 22.1100003 22.1100003 15 12 13 15 7 8 5 8 8 1.03 0.82 1.35 0.76 1.39 1.55 0.02 1.40 1.11 2.18 0.84 0.30 1.45 0.58 1.23 1.83 0.02 1.54 1.19 2.81 1.25 0.02 1.17 1.07 1.47 0.79 0.09 1.34 0.59 1.06 0.93 0.62 1.42 0.66 1.32 0.82 0.05 1.22 0.67 1.00 1.02 0.92 1.63 0.63 1.66 0.89 0.67 1.89 0.47 1.68 0.80 0.22 1.53 0.52 1.22 0.91 0.37 1.29 0.71 1.18 0.87 0.15 1.24 0.70 1.08 0.94 0.70 1.42 0.67 1.34 0.79 0.01 1.17 0.67 0.93 0.81 0.02 1.17 0.69 0.78 0.18 1.52 0.51

Q9ULV4 NA 52 75 45 120 Coronin-1C (Coronin-3) (hCRNN4)Q9ULV4 sp|Q9ULV4|COR1C_HUMAN3 19.59 16.24 16.69 19.59 19.98 8.54 9.66 18.1400001 16.0300002 18.1400001 11.3899998 10 7 10 6 11 13 9 11 13 0.94 0.33 1.15 0.82 1.08 0.65 0.00 1.15 0.56 0.75 1.15 0.02 1.12 1.03 1.28 1.23 0.01 1.16 1.07 1.43 0.64 0.00 1.20 0.54 0.77 1.03 0.67 1.15 0.89 1.18 0.96 0.51 1.15 0.83 1.11 0.87 0.07 1.17 0.75 1.02 0.98 0.79 1.24 0.79 1.21 1.03 0.75 1.25 0.82 1.29 1.01 0.91 1.24 0.82 1.25 1.54 0.00 1.17 1.31 1.81 1.06 0.37 1.15 0.92 1.22 0.83 0.15 1.31 0.63 1.09 1.02 0.67 1.12 0.91 1.14 0.89 0.15 1.18 0.76 0.91 0.34 1.27 0.72

Q9ULZ3 NA 53 55 33 92 Apoptosis-associated speck-like protein containing a CARD (hASC) (Caspase recruitment domain-containing protein 5) (PYD and CARD domain-containing protein) (Target of methylation-induced silencing 1)Q9ULZ3 sp|Q9ULZ3|ASC_HUMAN3 4.01 3.64 4.27 2 2.26 4.01 4.27 13.8500005 11.7899999 5.64099997 13.8500005 2 2 1 2 2 2 2 1 2 1.12 0.53 4.76 0.24 5.32 0.66 0.27 11.16 0.06 7.34 1.17 NA NA NA NA 0.79 NA NA NA NA 1.11 0.51 3.91 0.28 4.33 1.42 0.53 135.43 0.01 192.40 1.43 0.54 173.22 0.01 246.94 1.29 NA NA NA NA 1.18 0.37 3.94 0.30 4.64 1.52 NA NA NA NA 1.60 0.42 110.17 0.01 176.64 1.08 0.76 11.79 0.09 12.74 1.28 0.65 180.34 0.01 230.77 1.02 NA NA NA NA 1.09 NA NA NA NA 1.04 NA NA NA 0.99 0.92 3.90 0.25

Q9UM54 NA 54 75 45 120 Unconventional myosin-VI (Unconventional myosin-6)Q9UM54 sp|Q9UM54|MYO6_HUMAN3 10.29 10.29 12.73 4.51 5.89 4.21 5.93 6.18200004 6.18200004 1.932 2.54999995 6 6 2 2 6 7 7 4 6 1.63 0.01 1.39 1.18 2.27 1.32 0.10 1.43 0.92 1.88 2.24 0.01 1.42 1.58 3.17 1.17 0.20 1.42 0.82 1.66 1.22 0.64 56.93 0.02 69.47 0.88 0.34 1.38 0.64 1.21 0.78 0.01 1.18 0.66 0.92 0.95 0.61 1.43 0.66 1.36 0.92 0.61 4.94 0.19 4.52 1.11 0.52 1.82 0.61 2.02 0.81 0.17 1.39 0.59 1.13 0.83 0.04 1.19 0.70 0.98 0.82 0.14 1.34 0.61 1.10 0.81 0.32 2.05 0.39 1.65 1.10 0.51 1.65 0.67 1.81 1.13 0.26 1.42 0.80 0.60 0.38 92.74 0.01

Q9UN37 NA 55 75 45 120 Vacuolar protein sorting-associated protein 4A (EC 3.6.4.6) (Protein SKD2) (VPS4-1) (hVPS4)Q9UN37 sp|Q9UN37|VPS4A_HUMAN3 14.12 14.12 14.73 10.77 16.77 13.69 14.75 19.2200005 19.2200005 18.9899996 13.73 10 8 10 7 7 12 4 6 12 1.98 0.09 2.61 0.76 5.16 1.37 0.27 2.44 0.56 3.34 2.46 0.02 1.78 1.38 4.38 1.15 0.42 1.61 0.71 1.85 0.75 0.01 1.20 0.62 0.90 0.91 0.39 1.46 0.62 1.33 0.57 0.27 4.95 0.12 2.83 1.04 0.82 1.74 0.60 1.81 0.75 0.11 1.48 0.51 1.11 1.06 0.77 1.72 0.61 1.82 0.62 0.25 3.64 0.17 2.24 0.74 0.07 1.46 0.50 1.07 0.98 0.95 4.41 0.22 4.31 0.80 0.59 3.40 0.23 2.70 0.88 0.37 1.45 0.61 1.29 0.66 0.02 1.32 0.50 0.55 0.04 1.71 0.32

Q9UN76 NA 56 75 45 120 Sodium- and chloride-dependent neutral and basic amino acid transporter B(0+) (Amino acid transporter ATB0+) (Solute carrier family 6 member 14)Q9UN76 sp|Q9UN76|S6A14_HUMAN3 6.42 4.62 4.95 6.42 6.6 3.71 3.94 7.00900033 2.18100008 7.00900033 3.11500002 5 2 5 2 4 6 3 4 6 1.37 0.51 5.51 0.25 7.56 1.85 0.10 2.43 0.76 4.50 1.07 0.81 2.99 0.36 3.20 0.98 0.95 2.84 0.35 2.79 0.99 0.95 1.73 0.57 1.71 1.53 0.16 2.34 0.65 3.58 0.81 0.13 1.43 0.57 1.16 1.32 0.20 1.87 0.71 2.46 1.12 0.58 2.15 0.52 2.41 1.06 0.56 1.47 0.72 1.56 1.69 0.23 3.81 0.44 6.43 1.94 0.06 2.09 0.92 4.05 0.75 0.35 2.81 0.27 2.10 1.08 0.79 3.05 0.36 3.30 0.92 0.42 1.46 0.63 1.34 1.26 0.18 1.63 0.77 1.25 0.15 1.52 0.82

Q9UNM6 NA 57 75 45 120 26S proteasome non-ATPase regulatory subunit 13 (26S proteasome regulatory subunit RPN9) (26S proteasome regulatory subunit S11) (26S proteasome regulatory subunit p40.5)Q9UNM6 sp|Q9UNM6|PSD13_HUMAN3 8.57 5.49 5.78 8.57 9.17 7.11 7.98 15.1600003 9.30899978 15.1600003 11.4399999 8 4 8 5 9 14 6 7 14 0.88 0.30 1.37 0.64 1.21 1.23 0.29 1.68 0.73 2.07 0.68 0.17 1.92 0.35 1.30 2.53 0.00 1.48 1.71 3.73 1.49 0.03 1.43 1.04 2.13 0.53 0.03 1.69 0.32 0.90 0.57 0.01 1.38 0.41 0.79 0.80 0.18 1.47 0.54 1.17 0.90 0.53 1.48 0.61 1.34 0.88 0.36 1.39 0.64 1.23 0.64 0.05 1.57 0.41 1.01 0.88 0.18 1.26 0.70 1.11 0.60 0.04 1.56 0.39 0.94 0.73 0.16 1.64 0.45 1.20 0.85 0.08 1.21 0.70 1.03 0.80 0.03 1.21 0.66 0.93 0.36 1.21 0.77

Q9UQB8 NA 58 75 45 120 Brain-specific angiogenesis inhibitor 1-associated protein 2 (BAI-associated protein 2) (BAI1-associated protein 2) (Protein BAP2) (Fas ligand-associated factor 3) (FLAF3) (Insulin receptor substrate p53/p58) (IRS-58) (IRSp53/58) (Insulin receptor substrate protein of 53 kDa) (IRSp53) (Insulin receptor substrate p53)Q9UQB8 sp|Q9UQB8|BAIP2_HUMAN3 29.65 29.65 30.2 17.69 18.22 14.62 15.38 32.7899993 32.7899993 24.4599998 13.5900006 19 19 14 7 17 20 18 13 20 1.11 0.11 1.14 0.97 1.26 1.23 0.02 1.18 1.04 1.45 1.15 0.17 1.24 0.92 1.43 0.85 0.04 1.16 0.74 0.99 1.25 0.02 1.18 1.05 1.47 1.04 0.57 1.14 0.91 1.18 1.08 0.08 1.09 0.99 1.18 1.11 0.48 1.39 0.80 1.54 0.96 0.79 1.39 0.69 1.33 1.02 0.98 5.37 0.19 5.46 0.99 0.83 1.16 0.85 1.14 1.24 0.00 1.14 1.09 1.41 0.92 0.19 1.14 0.81 1.05 0.91 0.53 1.43 0.63 1.30 1.16 0.12 1.22 0.95 1.42 1.17 0.11 1.23 0.95 1.03 0.74 1.21 0.85

Q9UQV4 NA 59 55 29 92 Lysosome-associated membrane glycoprotein 3 (LAMP-3) (Lysosomal-associated membrane protein 3) (DC-lysosome-associated membrane glycoprotein) (DC LAMP) (Protein TSC403) (CD antigen CD208)Q9UQV4 sp|Q9UQV4|LAMP3_HUMAN3 3.09 2.23 2.51 2.78 2.82 3.09 3.39 5.76899983 5.76899983 4.5669999 4.5669999 2 2 2 2 4 5 3 3 5 1.07 1.61 1.40 0.20 4.12 0.34 5.77 0.92 0.58 4.16 0.22 3.82 0.78 0.26 3.96 0.20 3.09 1.17 1.00 1.36 0.24 4.57 0.30 6.20 1.04 0.77 3.94 0.26 4.10 0.83 0.35 4.10 0.20 3.41 0.85 1.46 1.02 0.68 0.18 4.08 0.17 2.78 0.98 0.94 12.16 0.08 11.94 1.15 0.42 4.12 0.28 0.59 0.18 6.92 0.08

Q9Y224 NA 60 75 45 120 UPF0568 protein C14orf166 (CLE7 homolog) (CLE)Q9Y224 sp|Q9Y224|CN166_HUMAN3 4.73 4.73 4.83 2.95 3.08 3.37 3.49 15.5699998 13.9300004 9.01599973 15.5699998 4 3 2 4 3 4 3 2 4 0.75 0.12 1.61 0.47 1.21 0.63 0.08 1.81 0.35 1.15 0.53 0.41 399.11 0.00 211.91 1.64 0.31 29.96 0.05 49.27 1.04 0.79 4.06 0.26 4.21 1.17 0.67 4.06 0.29 4.76 1.10 0.39 1.48 0.75 1.63 0.76 0.27 4.90 0.15 3.71 0.81 0.37 5.90 0.14 4.77 0.86 0.78 175.61 0.00 151.18 1.10 0.42 1.48 0.74 1.62 1.06 0.58 1.51 0.71 1.60 0.79 0.12 1.47 0.54 1.16 0.96 0.85 9.26 0.10 8.87 1.10 0.58 4.85 0.23 5.34 0.96 0.79 5.40 0.18 0.71 0.19 4.03 0.18

Q9Y230 NA 61 75 45 120 RuvB-like 2 (EC 3.6.4.12) (48 kDa TATA box-binding protein-interacting protein) (48 kDa TBP-interacting protein) (51 kDa erythrocyte cytosolic protein) (ECP-51) (INO80 complex subunit J) (Repressing pontin 52) (Reptin 52) (TIP49b) (TIP60-associated protein 54-beta) (TAP54-beta)Q9Y230 sp|Q9Y230|RUVB2_HUMAN3 27.64 18.28 19.57 27.64 28.22 24.86 26.62 35.4200006 27.4300009 35.4200006 35.2100015 19 13 16 19 19 24 16 16 24 1.30 0.00 1.13 1.14 1.47 1.04 0.41 1.12 0.93 1.17 0.81 0.02 1.18 0.69 0.96 1.22 0.01 1.14 1.07 1.40 1.56 0.00 1.16 1.35 1.82 0.87 0.13 1.21 0.72 1.05 0.98 0.65 1.11 0.88 1.08 0.80 0.01 1.17 0.68 0.94 0.91 0.28 1.20 0.75 1.09 0.62 0.16 2.01 0.31 1.24 1.05 0.57 1.19 0.88 1.24 0.96 0.34 1.11 0.87 1.06 0.94 0.57 1.28 0.73 1.20 0.72 0.05 1.39 0.52 1.00 1.06 0.24 1.10 0.96 1.16 1.39 0.00 1.15 1.20 0.90 0.49 1.38 0.65

Q9Y262 NA 62 55 29 92 Eukaryotic translation initiation factor 3 subunit L (eIF3l) (Eukaryotic translation initiation factor 3 subunit 6-interacting protein) (Eukaryotic translation initiation factor 3 subunit E-interacting protein)Q9Y262 sp|Q9Y262|EIF3L_HUMAN3 7.19 2.01 3.02 7.19 8.34 4.72 6.01 6.20599985 2.30500009 6.20599985 6.20599985 3 1 3 3 4 6 1 5 6 1.27 2.06 0.67 0.06 1.52 0.44 1.03 1.94 0.03 1.71 1.13 3.31 1.19 0.89 36.74 0.03 43.61 1.02 1.10 0.69 0.06 1.50 0.46 1.03 0.54 0.37 6.71 0.08 3.60 0.80 0.81 14.25 0.06 11.41 1.11 1.09 1.19 0.72 0.31 2.31 0.31 1.67 0.80 0.06 1.26 0.64 1.01 0.88 0.18 1.27 0.70 0.69 0.63 9.52 0.07

Q9Y265 NA 63 75 45 120 RuvB-like 1 (EC 3.6.4.12) (49 kDa TATA box-binding protein-interacting protein) (49 kDa TBP-interacting protein) (54 kDa erythrocyte cytosolic protein) (ECP-54) (INO80 complex subunit H) (Nuclear matrix protein 238) (NMP 238) (Pontin 52) (TIP49a) (TIP60-associated protein 54-alpha) (TAP54-alpha)Q9Y265 sp|Q9Y265|RUVB1_HUMAN3 28.64 24.39 25.41 22.11 23.05 28.64 30.38 45.6099987 41.0100013 36.8400008 45.6099987 19 19 12 18 25 33 28 15 33 1.24 0.00 1.13 1.10 1.40 1.03 0.69 1.15 0.90 1.18 0.80 0.03 1.22 0.66 0.98 1.26 0.03 1.23 1.02 1.54 1.56 0.00 1.17 1.34 1.82 0.86 0.14 1.22 0.70 1.06 0.94 0.16 1.10 0.85 1.03 0.77 0.01 1.20 0.65 0.93 0.83 0.00 1.10 0.75 0.92 0.63 0.04 1.53 0.41 0.97 1.03 0.47 1.09 0.94 1.12 0.91 0.11 1.13 0.80 1.02 0.83 0.00 1.11 0.75 0.91 0.71 0.05 1.40 0.51 1.00 1.09 0.10 1.11 0.98 1.22 1.44 0.00 1.15 1.25 1.03 0.73 1.18 0.87

Q9Y266 NA 64 55 33 92 Nuclear migration protein nudC (Nuclear distribution protein C homolog)Q9Y266 sp|Q9Y266|NUDC_HUMAN3 5.41 4.05 4.18 2.07 2.12 5.41 5.6 9.96999964 7.25099966 7.25099966 9.96999964 3 2 2 3 2 3 2 1 3 1.28 0.57 50.83 0.03 65.30 0.70 0.17 3.52 0.20 2.46 1.02 NA NA NA NA 1.29 NA NA NA NA 1.14 0.25 1.42 0.81 1.61 0.72 0.28 7.19 0.10 5.19 1.14 0.41 3.54 0.32 4.05 1.85 NA NA NA NA 1.06 0.70 1.69 0.63 1.78 2.90 NA NA NA NA 1.27 0.25 3.53 0.36 4.48 0.98 0.92 4.88 0.20 4.81 0.93 0.72 6.69 0.14 6.25 0.58 NA NA NA NA 1.20 NA NA NA NA 1.67 NA NA NA 1.21 0.41 2.21 0.55

Q9Y279 NA 65 55 29 92 V-set and immunoglobulin domain-containing protein 4 (Protein Z39Ig)Q9Y279 sp|Q9Y279|VSIG4_HUMAN3 4 1.35 1.5 4 4.16 3.67 3.82 7.26799965 4.26100008 7.26799965 7.26799965 2 1 2 2 2 3 1 3 3 0.83 1.31 0.94 0.77 9.65 0.10 9.03 1.17 0.65 26.47 0.04 31.02 0.86 0.41 4.29 0.20 3.68 0.94 1.59 1.05 0.75 3.77 0.28 3.94 1.45 0.17 3.52 0.41 5.12 0.76 0.73 2264.41 0.00 1725.05 0.80 1.25 0.70 1.11 0.48 3.67 0.30 4.09 0.48 0.12 6.37 0.07 3.03 1.23 0.29 3.72 0.33 0.92 0.68 7.33 0.13

Q9Y2A7 NA 66 75 45 120 Nck-associated protein 1 (NAP 1) (Membrane-associated protein HEM-2) (p125Nap1)Q9Y2A7 sp|Q9Y2A7|NCKP1_HUMAN3 13.29 13.29 14.4 10.18 11.41 4.72 6.02 7.62400031 7.62400031 7.44699985 4.61000018 8 8 7 4 4 5 5 4 2 1.00 0.99 1.26 0.79 1.26 1.01 0.95 1.64 0.62 1.66 1.13 0.37 1.44 0.78 1.62 0.79 0.06 1.30 0.61 1.02 1.40 0.20 3.98 0.35 5.55 1.06 0.58 1.34 0.79 1.43 0.97 0.77 1.31 0.74 1.27 1.14 0.21 1.30 0.88 1.48 1.16 0.82 477.01 0.00 551.19 0.95 0.61 1.30 0.74 1.24 1.30 0.19 1.58 0.82 2.05 1.03 0.80 1.30 0.79 1.34 1.11 0.38 1.33 0.83 1.47 1.13 0.22 1.29 0.88 1.47 1.21 0.10 1.30 0.93 1.58 1.27 0.06 1.30 0.97 1.10 0.62 5.86 0.19

Q9Y315 NA 67 55 37 80 Putative deoxyribose-phosphate aldolase (DERA) (EC 4.1.2.4) (2-deoxy-D-ribose 5-phosphate aldolase) (Phosphodeoxyriboaldolase) (Deoxyriboaldolase)Q9Y315 sp|Q9Y315|DEOC_HUMAN3 4.54 3.16 3.47 4.54 5.04 2 2.43 12.2599997 7.2329998 12.2599997 4.08799984 3 2 3 1 3 3 2 3 3 0.77 0.54 44.40 0.02 34.12 1.70 0.13 4.22 0.40 7.16 0.58 0.14 2.68 0.22 1.56 2.19 0.05 2.12 1.04 4.64 1.62 NA NA NA NA 0.72 0.39 18.10 0.04 13.06 0.66 0.18 4.74 0.14 3.12 0.67 0.23 2.73 0.25 1.83 0.65 NA NA NA NA 0.87 0.72 4.41 0.20 3.82 0.67 0.18 4.62 0.14 3.09 0.74 0.22 4.15 0.18 3.06 0.62 0.42 107.46 0.01 66.96 0.93 0.84 3.52 0.27 3.28 0.78 0.35 2.39 0.33 1.87 0.69 0.19 2.28 0.30 0.70 NA NA NA

Q9Y365 NA 68 55 37 80 PCTP-like protein (PCTP-L) (Antigen NY-CO-28) (START domain-containing protein 10) (StARD10) (Serologically defined colon cancer antigen 28) (StAR-related lipid transfer protein 10)Q9Y365 sp|Q9Y365|PCTL_HUMAN3 3.7 3.7 3.89 2.75 2.89 2 2.11 12.37 5.49799986 12.37 4.12399992 3 3 3 1 2 3 2 3 1 1.99 0.09 3.68 0.54 7.33 1.06 0.67 3.68 0.29 3.90 1.21 0.41 5.94 0.20 7.17 0.96 0.74 3.63 0.26 3.48 1.43 NA NA NA NA 0.93 0.65 4.38 0.21 4.08 1.07 0.61 3.70 0.29 3.98 0.76 0.31 6.31 0.12 4.78 2.19 NA NA NA NA 0.91 0.87 268.65 0.00 245.72 1.16 0.38 3.70 0.31 4.29 1.71 0.14 4.53 0.38 7.74 0.80 0.38 6.92 0.12 5.54 0.65 0.25 9.93 0.07 6.43 1.18 0.36 3.63 0.32 4.27 1.25 0.27 3.64 0.34 1.26 NA NA NA

Q9Y376 NA 70 75 45 120 Calcium-binding protein 39 (MO25alpha) (Protein Mo25)Q9Y376 sp|Q9Y376|CAB39_HUMAN3 12.41 12.41 12.99 11.14 11.59 10.28 11.02 21.9899997 21.9899997 14.6599993 17.8900003 7 7 5 5 4 6 4 6 2 1.47 0.02 1.34 1.10 1.97 1.11 0.26 1.28 0.87 1.42 1.30 0.23 1.68 0.78 2.19 0.92 0.76 1.98 0.46 1.83 1.32 0.22 3.52 0.37 4.63 1.17 0.13 1.27 0.92 1.50 1.04 0.70 1.39 0.75 1.45 1.05 0.55 1.26 0.84 1.32 1.16 0.38 3.52 0.33 4.07 1.00 1.00 3.24 0.31 3.24 0.79 0.26 1.70 0.46 1.35 1.31 0.04 1.27 1.03 1.67 0.98 0.82 1.35 0.72 1.32 1.00 0.99 1.70 0.59 1.71 1.20 0.36 1.64 0.73 1.97 1.11 0.19 1.20 0.92 0.81 0.71 242.40 0.00

Q9Y3I0 NA 73 75 45 120 tRNA-splicing ligase RtcB homolog (EC 6.5.1.3)Q9Y3I0 sp|Q9Y3I0|RTCB_HUMAN3 4.04 2.92 3.76 4.04 4.62 1.93 2.7 3.76200005 2.96999998 2.96999998 3.76200005 2 2 2 2 4 5 4 3 5 0.80 0.12 1.44 0.55 1.16 0.52 0.02 1.45 0.36 0.75 0.93 0.47 1.43 0.65 1.33 1.52 0.12 1.96 0.77 2.99 1.21 0.36 4.60 0.26 5.55 0.65 0.06 1.64 0.39 1.06 1.00 0.99 1.45 0.69 1.44 0.85 0.18 1.42 0.60 1.21 1.03 0.82 3.59 0.29 3.70 0.72 0.28 2.64 0.27 1.89 0.93 0.51 1.45 0.64 1.35 0.99 0.92 1.45 0.68 1.43 0.71 0.06 1.45 0.49 1.02 0.80 0.39 2.43 0.33 1.94 0.93 0.48 1.42 0.66 1.32 1.07 0.57 1.58 0.68 1.02 0.89 4.41 0.23

Q9Y3U8 NA 74 75 45 120 60S ribosomal protein L36Q9Y3U8 sp|Q9Y3U8|RL36_HUMAN3 4.71 4.64 4.68 4.71 4.82 4 4.26 25.7099986 20.0000003 25.7099986 20.0000003 4 2 4 3 3 4 2 4 3 0.48 0.11 5.04 0.09 2.42 0.78 0.24 3.53 0.22 2.74 0.80 0.29 3.94 0.20 3.16 2.55 0.15 18.05 0.14 45.95 1.54 0.17 4.44 0.35 6.82 0.47 0.16 11.80 0.04 5.59 0.95 0.71 3.53 0.27 3.36 1.17 0.78 252.95 0.00 295.44 0.73 0.43 27.21 0.03 19.73 0.88 0.73 32.62 0.03 28.80 0.53 0.24 24.03 0.02 12.68 0.88 0.41 3.53 0.25 3.09 0.55 0.42 399.66 0.00 219.05 0.64 0.71 87455.74 0.00 56047.18 0.87 0.51 5.98 0.15 5.22 0.69 0.31 12.77 0.05 0.78 0.47 19.04 0.04

Q9Y3Z3 NA 75 75 45 120 Deoxynucleoside triphosphate triphosphohydrolase SAMHD1 (dNTPase) (EC 3.1.5.-) (Dendritic cell-derived IFNG-induced protein) (DCIP) (Monocyte protein 5) (MOP-5) (SAM domain and HD domain-containing protein 1)Q9Y3Z3 sp|Q9Y3Z3|SAMH1_HUMAN3 29.46 20.93 22.35 29.46 30.56 18.16 19.78 33.5500002 21.8799993 33.5500002 23.4799996 18 10 18 14 19 21 15 21 20 0.84 0.01 1.13 0.75 0.95 0.50 0.00 1.25 0.40 0.62 1.05 0.30 1.09 0.96 1.14 0.90 0.09 1.14 0.78 1.02 0.99 0.86 1.13 0.88 1.12 0.82 0.04 1.20 0.68 0.99 1.18 0.01 1.12 1.05 1.32 1.04 0.58 1.17 0.89 1.22 1.08 0.32 1.18 0.92 1.27 0.99 0.94 1.24 0.80 1.23 1.08 0.41 1.22 0.88 1.32 1.04 0.43 1.12 0.93 1.17 1.00 0.97 1.14 0.88 1.14 1.07 0.33 1.15 0.93 1.23 1.09 0.06 1.09 1.00 1.19 1.46 0.00 1.15 1.26 1.06 0.59 1.26 0.84

Q9Y490 NA 77 75 45 120 Talin-1 Q9Y490 sp|Q9Y490|TLN1_HUMAN3 71.38 71.38 73.51 47.23 49.14 60.51 62.64 20.2299997 19.2399994 12.7100006 20.2299997 43 43 23 43 49 68 46 34 68 0.83 0.00 1.12 0.74 0.92 0.72 0.00 1.10 0.66 0.79 0.88 0.04 1.13 0.77 0.99 1.23 0.00 1.12 1.10 1.39 0.95 0.22 1.08 0.88 1.03 1.12 0.08 1.14 0.99 1.27 1.27 0.00 1.09 1.16 1.38 0.98 0.61 1.08 0.91 1.06 1.26 0.01 1.20 1.06 1.51 1.11 0.09 1.13 0.98 1.25 1.17 0.00 1.09 1.08 1.28 1.07 0.09 1.08 0.99 1.15 1.15 0.00 1.08 1.06 1.24 1.15 0.03 1.14 1.01 1.31 0.98 0.63 1.07 0.92 1.05 0.91 0.02 1.08 0.84 1.19 0.00 1.10 1.08

Q9Y5K6 NA 78 75 45 120 CD2-associated protein (Adapter protein CMS) (Cas ligand with multiple SH3 domains)Q9Y5K6 sp|Q9Y5K6|CD2AP_HUMAN3 9.04 9.04 11.47 5.28 6.09 2.94 4.67 11.8900001 11.8900001 7.5120002 4.69500013 6 6 4 3 3 6 6 2 2 1.31 0.02 1.24 1.05 1.62 1.45 0.01 1.28 1.13 1.87 1.81 0.24 21.15 0.09 38.35 1.27 0.54 30.40 0.04 38.48 1.03 0.82 3.66 0.28 3.77 1.06 0.42 1.17 0.90 1.24 0.67 0.01 1.28 0.52 0.85 1.28 0.29 4.67 0.27 6.00 0.63 0.18 5.73 0.11 3.60 1.30 0.53 41.92 0.03 54.61 0.80 0.11 1.33 0.60 1.07 0.74 0.00 1.17 0.63 0.87 0.90 0.29 1.26 0.71 1.13 0.99 0.99 27.82 0.04 27.67 1.13 0.50 4.71 0.24 5.32 1.07 0.67 4.71 0.23 0.57 0.28 28.28 0.02

Q9Y624 NA 80 75 45 120 Junctional adhesion molecule A (JAM-A) (Junctional adhesion molecule 1) (JAM-1) (Platelet F11 receptor) (Platelet adhesion molecule 1) (PAM-1) (CD antigen CD321)Q9Y624 sp|Q9Y624|JAM1_HUMAN3 15.58 15.58 15.85 7.99 8.12 11.11 11.27 35.1200014 35.1200014 20.07 25.4200012 11 11 6 7 10 14 10 6 14 1.64 0.00 1.29 1.27 2.12 1.67 0.00 1.23 1.36 2.06 2.18 0.02 1.72 1.27 3.75 1.24 0.16 1.45 0.85 1.80 0.93 0.34 1.20 0.77 1.12 1.07 0.26 1.15 0.93 1.23 0.68 0.00 1.15 0.59 0.78 0.97 0.75 1.38 0.70 1.33 0.76 0.03 1.25 0.60 0.95 0.74 0.28 2.07 0.36 1.54 0.65 0.00 1.22 0.54 0.80 0.67 0.00 1.15 0.59 0.78 0.79 0.01 1.18 0.67 0.93 0.64 0.07 1.69 0.38 1.08 0.98 0.84 1.29 0.76 1.26 1.12 0.26 1.28 0.87 0.77 0.30 1.87 0.41

Q9Y639 NA 81 55 37 80 Neuroplastin (Stromal cell-derived receptor 1) (SDR-1)Q9Y639 sp|Q9Y639|NPTN_HUMAN3 4.15 3.89 4.14 4.15 4.54 2.04 2.37 4.77400012 4.77400012 4.77400012 2.513 2 2 2 1 2 3 2 3 2 1.12 0.48 3.63 0.31 4.05 1.44 0.17 3.67 0.39 5.27 1.31 0.09 1.45 0.90 1.90 0.92 0.60 1.72 0.54 1.59 1.35 NA NA NA NA 0.82 0.31 3.65 0.23 3.01 1.18 0.36 3.67 0.32 4.32 1.24 0.17 1.54 0.80 1.90 1.05 NA NA NA NA 1.03 0.90 2.57 0.40 2.64 0.82 0.30 3.67 0.22 3.00 0.71 0.23 5.34 0.13 3.79 0.81 0.28 3.66 0.22 2.95 1.12 0.73 3.27 0.34 3.65 1.02 0.86 1.45 0.70 1.48 1.51 0.19 2.47 0.61 0.86 NA NA NA

Q9Y678 NA 82 75 45 120 Coatomer subunit gamma-1 (Gamma-1-coat protein) (Gamma-1-COP)Q9Y678 sp|Q9Y678|COPG_HUMAN3 18.17 18.17 19.81 14.41 15.23 15.83 17.13 13.3900002 13.3900002 11.2099998 11.2099998 11 11 7 8 8 9 9 7 8 1.92 0.15 2.76 0.69 5.28 2.73 0.10 3.77 0.72 10.29 0.72 0.03 1.32 0.55 0.95 1.24 0.13 1.39 0.89 1.72 1.02 0.83 1.26 0.81 1.28 1.05 0.56 1.22 0.85 1.28 0.94 0.41 1.22 0.76 1.14 0.70 0.12 1.68 0.42 1.18 0.82 0.07 1.25 0.66 1.03 1.50 0.25 2.45 0.61 3.67 1.13 0.16 1.22 0.93 1.39 1.00 1.00 1.22 0.82 1.22 1.07 0.43 1.23 0.87 1.31 1.46 0.27 2.45 0.60 3.58 0.85 0.24 1.44 0.59 1.22 0.74 0.03 1.27 0.58 0.90 0.30 1.28 0.70

Q9Y6E0 NA 85 75 45 120 Serine/threonine-protein kinase 24 (EC 2.7.11.1) (Mammalian STE20-like protein kinase 3) (MST-3) (STE20-like kinase MST3) [Cleaved into: Serine/threonine-protein kinase 24 36 kDa subunit (Mammalian STE20-like protein kinase 3 N-terminal) (MST3/N); Serine/threonine-protein kinase 24 12 kDa subunit (Mammalian STE20-like protein kinase 3 C-terminal) (MST3/C)]Q9Y6E0 sp|Q9Y6E0|STK24_HUMAN3 12 4.81 5.34 12 12.68 4.88 5.65 14.9000004 10.1599999 14.9000004 12.4200001 6 5 6 3 5 8 2 8 4 1.01 0.94 5.30 0.19 5.36 0.96 0.74 3.72 0.26 3.55 1.25 0.01 1.17 1.07 1.46 0.80 0.01 1.17 0.68 0.93 1.13 0.58 2.28 0.50 2.58 1.01 0.94 3.78 0.27 3.81 1.12 0.47 3.78 0.30 4.24 1.03 0.73 1.25 0.83 1.29 1.17 0.28 1.57 0.74 1.83 1.16 0.48 1.63 0.71 1.89 1.26 0.27 3.77 0.33 4.74 1.34 0.22 3.75 0.36 5.03 1.02 0.86 3.78 0.27 3.87 1.16 0.29 1.38 0.84 1.60 1.22 0.02 1.17 1.04 1.42 1.08 0.24 1.17 0.93 0.96 0.72 1.45 0.66

Q9Y6G9 NA 86 75 45 120 Cytoplasmic dynein 1 light intermediate chain 1 (LIC1) (Dynein light chain A) (DLC-A) (Dynein light intermediate chain 1, cytosolic)Q9Y6G9 sp|Q9Y6G9|DC1L1_HUMAN3 4.54 3.19 3.74 4.54 4.96 4.35 5.09 9.94300023 3.63299996 9.94300023 7.07499981 4 1 4 2 4 6 3 4 6 0.70 0.20 2.22 0.32 1.55 0.88 0.50 2.03 0.43 1.78 1.29 0.41 2.90 0.44 3.73 1.67 0.06 1.73 0.96 2.88 2.04 0.30 9.23 0.22 18.81 0.89 0.58 2.20 0.40 1.95 0.89 0.32 1.47 0.60 1.31 0.92 0.68 2.12 0.44 1.95 1.24 0.32 2.03 0.61 2.53 1.27 0.22 1.78 0.71 2.25 0.94 0.85 3.14 0.30 2.97 0.93 0.52 1.48 0.63 1.38 0.77 0.10 1.47 0.53 1.14 1.08 0.59 1.67 0.65 1.80 0.89 0.47 1.76 0.50 1.57 0.88 0.28 1.46 0.60 1.00 0.98 1.42 0.71

Q9Y6R7 NA 87 75 45 120 IgGFc-binding protein (Fcgamma-binding protein antigen) (FcgammaBP)Q9Y6R7 sp|Q9Y6R7|FCGBP_HUMAN3 123.76 114.57 115.71 118.43 118.71 123.76 124.14 24.7400001 24.3499994 24.1999999 24.7400001 114 96 83 114 133 206 88 104 206 0.81 0.01 1.17 0.69 0.94 1.27 0.00 1.07 1.19 1.36 0.79 0.00 1.08 0.74 0.86 1.00 0.96 1.09 0.92 1.09 0.80 0.00 1.06 0.75 0.85 0.47 0.00 1.18 0.40 0.55 0.64 0.00 1.07 0.60 0.69 0.78 0.00 1.15 0.68 0.90 0.84 0.02 1.15 0.73 0.97 1.25 0.00 1.10 1.14 1.38 0.88 0.01 1.09 0.81 0.97 1.21 0.00 1.07 1.13 1.29 1.42 0.00 1.06 1.35 1.50 1.22 0.00 1.10 1.11 1.35 0.87 0.00 1.07 0.82 0.93 0.74 0.00 1.07 0.69 1.60 0.00 1.08 1.48

Q9Y6W3 NA 88 75 45 120 Calpain-7 (EC 3.4.22.-) (PalB homolog) (PalBH)Q9Y6W3 sp|Q9Y6W3|CAN7_HUMAN3 8.72 8.72 10.57 3.63 4.41 4.92 5.88 6.39600009 6.39600009 2.70600002 2.33699996 6 6 2 2 5 7 6 3 7 1.75 0.01 1.47 1.19 2.58 1.31 0.01 1.18 1.10 1.54 2.53 0.20 49.24 0.05 124.52 0.96 0.78 4.57 0.21 4.37 0.96 0.71 1.56 0.61 1.50 0.99 0.86 1.17 0.84 1.16 0.77 0.05 1.31 0.59 1.01 1.05 0.73 4.57 0.23 4.82 0.95 0.63 1.48 0.64 1.40 1.21 0.35 4.56 0.27 5.54 0.85 0.13 1.26 0.68 1.07 0.92 0.41 1.26 0.73 1.16 0.93 0.25 1.17 0.79 1.08 0.70 0.46 54.82 0.01 38.13 1.10 0.70 9.81 0.11 10.75 0.86 0.42 4.57 0.19 0.67 0.11 1.90 0.35

Q9Y6W5 NA 89 75 45 120 Wiskott-Aldrich syndrome protein family member 2 (WASP family protein member 2) (Protein WAVE-2) (Verprolin homology domain-containing protein 2)Q9Y6W5 sp|Q9Y6W5|WASF2_HUMAN3 6.59 6.38 6.95 6.59 6.8 5.81 6.24 10.6399998 7.83099979 10.6399998 9.43799987 4 4 4 4 3 3 3 2 3 0.88 0.43 3.51 0.25 3.11 0.97 0.82 3.51 0.28 3.41 0.91 0.52 3.74 0.24 3.40 0.88 0.43 3.76 0.23 3.29 1.10 0.53 3.88 0.28 4.27 1.03 0.80 3.51 0.29 3.63 1.22 0.30 3.51 0.35 4.28 0.83 0.32 3.70 0.22 3.08 1.14 0.44 3.87 0.29 4.41 0.97 0.83 3.88 0.25 3.77 1.04 0.75 3.51 0.30 3.65 0.94 0.62 3.51 0.27 3.28 0.91 0.50 3.51 0.26 3.18 1.16 0.38 3.71 0.31 4.31 0.94 0.70 5.23 0.18 4.90 0.90 0.51 3.75 0.24 1.06 0.69 3.89 0.27
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1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 0.99524376 0.99643282 0.99643282 0.998811 0.950059 0.950059 0.950059 0.950059 0.998811 0.950059 0.950059453 0.950059 0.950059453 1 0.939358 0.939358 0.939358 0.939358 1 0.939358 0.939358 0.939358 0.939358 1 0.931034 0.931034 0.931034 0.931034 0.998811 0.950059 0.950059 0.950059 0.950059 0.998811 0.950059 0.950059453 0.950059 0.95005945 1 0.939358 0.939357907 0.939358 0.939357907 1 0.931034 0.931034483 0.931034 0.931034483 1 0.939358 0.939357907 0.939358 0.939357907 0.998811 0.950059 0.950059 0.950059 0.950059 0.998811 0.950059 0.950059 0.950059 0.950059 0.998811 0.950059 0.950059 0.950059 0.950059 1 0.939358 0.939357907 0.939358 0.939357907 1 0.939358 0.939358 0.939358 0.9393579 1 0.939358 0.939358 0.939358 1 0.931034 0.931034 0.931034

Values not used in Analysis

ID IF no countsarc countlof CountEF Protein names PQ Accession count_exp:ID Exp1_Unused Exp1_Total Exp2_Unused Exp2_Total Exp3_Unused Exp3_Total Covermax Exp1_.Cov.95. Exp2_.Cov.95. Exp3_.Cov.95. Pmax Exp1_Peptides.95..Exp2_Peptides.95..Exp3_Peptides.95.. CalcMax Exp1_count Exp2_count Exp3_count Exo26_ref_114.113_1Exo26_PVal.114.113Exo26_EF.114.113Exo26_LowerCI.114.113Exo26_UpperCI.114.113Exo24_ref_115.113_1Exo24_PVal.115.113Exo24_EF.115.113 Exo24_LowerCI.115.113Exo24_UpperCI.115.113 Exo23_ref_114.113_2Exo23_PVal.114.113Exo23_EF.114.113Exo23_LowerCI.114.113Exo23_UpperCI.114.113Exo25_ref_115.113_2Exo25_PVal.115.113Exo25_EF.115.113Exo25_LowerCI.115.113Exo25_UpperCI.115.113Exo22ref_114.113_3Exo22rPVal.114.113Exo22rEF.114.113Exo22rLowerCI.114.113Exo22rUpperCI.114.113Exo6_117.113_1Exo6_1PVal.117.113Exo6_1EF.117.113Exo6_1LowerCI.117.113Exo6_1UpperCI.117.113Exo3_121.113_1Exo3_1PVal.121.113Exo3_1EF.121.113 Exo3_1LowerCI.121.113Exo3_1UpperCI.121.113Exo9_119.113_2Exo9_1PVal.119.113Exo9_1EF.119.113 Exo9_1LowerCI.119.113Exo9_1UpperCI.119.113Exo18_118.113_3Exo18_PVal.119.113Exo18_EF.119.113 Exo18_LowerCI.119.113Exo18_UpperCI.119.113 Exo1_121.113_2Exo1_1PVal.121.113Exo1_1EF.121.113 Exo1_1LowerCI.121.113Exo1_1UpperCI.121.113 Exo15_116.113_1Exo15_PVal.116.113Exo15_EF.116.113Exo15_LowerCI.116.113Exo15_UpperCI.116.113Exo10_118.113_1Exo10_PVal.118.113Exo10_EF.118.113Exo10_LowerCI.118.113Exo10_UpperCI.118.113Exo11_119.113_1Exo11_PVal.119.113Exo11_EF.119.113Exo11_LowerCI.119.113Exo11_UpperCI.119.113Exo19_116.113_2Exo19_PVal.116.113Exo19_EF.116.113 Exo19_LowerCI.116.113Exo19_UpperCI.116.113 Exo13_117.113_2Exo13_PVal.117.113Exo13_EF.117.113Exo13_LowerCI.117.113Exo13_UpperCI.117.113Exo4_118.113_2Exo4_1PVal.118.113Exo4_1EF.118.113Exo4_1LowerCI.118.113Exo5_115.113_3Exo5_1PVal.116.113Exo5_1EF.116.113Exo5_1LowerCI.116.113

Q9P2R3 NA 31 50 25 85 Ankyrin repeat and FYVE domain-containing protein 1 (Ankyrin repeats hooked to a zinc finger motif)Q9P2R3 sp|Q9P2R3|ANFY1_HUMAN3 1.84 3.29 5.81 6.72 4.1 5.8 5.13300002 1.53999999 5.13300002 2.65200008 3 1 3 2 3 NA 3 3 0.941825 0.5445 1.428201 0.659449 1.345116 1.094635 0.392253 1.432611 0.764084 1.568187 1.083562 0.584982 3.804002 0.284848 4.121873 0.897549 0.624827 2.25369525 0.398256 2.022801186 0.892927 0.687291 14.73128986 0.060614 13.15397072 1.153234 0.639118 3.068043709 0.375886 3.538173065 1.238614 0.393407 2.347523928 0.527626 2.907675916 1.010393 0.918666 1.470367 0.68717 1.485649 1.145423 0.245885 1.433007 0.799315 1.100465 0.53131 3.827937 0.287483

O00625 1 24 35 26 52 Pirin (EC 1.13.11.24) (Probable quercetin 2,3-dioxygenase PIR) (Probable quercetinase)O00625 sp|O00625|PIR_HUMAN 3 2.55 2.82 2 2.16 2 2.35 4.13799994 4.13799994 4.13799994 4.13799994 1 1 1 1 2 2 1 2 1.599516 0.136487 3.667365 0.436148 5.866008 0.979514 0.964972 118.5084229 0.008265 116.0806808 0.850405 NA NA NA NA 0.517597 NA NA NA NA 1.055173 NA NA NA NA 0.919345 0.561801 3.665806 0.250789 3.370142 2.101184 0.108122 5.042355061 0.416707 10.5949164 0.764817 NA NA NA NA 1.200387 NA NA NA NA 0.625815 NA NA NA NA 0.868778 0.587116 10.57168 0.08218 9.184439 1.754979 0.161692 6.392879 0.274521 11.21937 0.868956 0.450575 4.604697 0.188711 4.001281 0.50196 NA NA NA NA 1.16185 NA NA NA NA 1.609808 NA NA NA 0.60512 NA NA NA

O15511 1 41 35 26 52 Actin-related protein 2/3 complex subunit 5 (Arp2/3 complex 16 kDa subunit) (p16-ARC)O15511 sp|O15511|ARPC5_HUMAN3 4.53 4.72 4.34 4.57 2.53 2.76 25.1700014 25.1700014 25.1700014 7.94700012 3 3 3 1 4 4 2 3 0.851844 0.669841 35.51379 0.023986 30.25221 1.025398 0.895665 6.869037151 0.149278 7.043497067 0.95805 NA NA NA NA 2.801745 NA NA NA NA 2.06166 NA NA NA NA 0.607757 0.140315 4.127267 0.147254 2.508377 0.730992 0.195217 3.52776432 0.207211 2.57876714 0.620252 NA NA NA NA 0.593523 NA NA NA NA 0.623989 NA NA NA NA 0.720176 0.346532 12.48786 0.05767 8.993458 0.775902 0.310137 5.517051 0.140637 4.28069 0.768449 0.374445 9.317083 0.082477 7.159706 0.456628 NA NA NA NA 0.696081 NA NA NA NA 0.65977 NA NA NA 0.988246 NA NA NA

O60488 1 57 35 26 52 Long-chain-fatty-acid--CoA ligase 4 (EC 6.2.1.3) (Long-chain acyl-CoA synthetase 4) (LACS 4)O60488 sp|O60488|ACSL4_HUMAN 3 7.07 8.51 1.69 2.41 2.13 2.78 5.20399995 5.20399995 1.82799995 1.82799995 3 3 1 1 5 5 1 1 0.927198 0.64669 1.528189 0.60673 1.416933 1.098849 0.443185 1.360475183 0.807695 1.494956549 0.778439 NA NA NA NA 0.795192 NA NA NA NA 1.362532 NA NA NA NA 1.135955 0.351819 1.3995 0.811687 1.589769 1.181188 0.193905 1.345047593 0.878175 1.58875358 0.844492 NA NA NA NA 1.029223 NA NA NA NA 1.000675 NA NA NA NA 0.866947 0.401969 1.526778 0.567828 1.323635 0.927409 0.46068 1.292536 0.717511 1.198709 0.931275 0.719182 1.668826 0.558042 1.554136 0.798382 NA NA NA NA 1.0389 NA NA NA NA 1.232974 NA NA NA 0.918467 NA NA NA

O94903 1 84 35 26 52 Proline synthase co-transcribed bacterial homolog proteinO94903 sp|O94903|PROSC_HUMAN3 2.01 2.37 4 4.3 2.64 2.95 9.45499986 3.27299982 9.45499986 6.54499978 2 1 2 2 2 1 2 1 1.643127 1.394198 1.769544 0.381846 142.4486 0.012422 252.069 0.979998 0.891506 4.44487 0.220479 4.355965 1.164249 NA NA NA NA 1.094863 0.986067 1.005738 0.964133 3.629099607 0.277132 3.649923453 1.433195 NA NA NA NA 0.594589 0.160426 5.478090286 0.108539 3.257209912 0.825464 0.967632 0.880465 0.751114 0.387766 12.63798618 0.059433 9.492566231 0.98634 0.914253 3.631515 0.271606 3.5819081 1.122655 0.457136 3.612164 0.310798 0.809399 NA NA NA

P00390 1 101 35 26 52 Glutathione reductase, mitochondrial (GR) (GRase) (EC 1.8.1.7)P00390 sp|P00390|GSHR_HUMAN 3 4.88 5.48 2.62 2.8 2.19 2.47 7.85399973 7.85399973 2.29899995 2.29899995 3 3 1 2 3 1 2 3 1.181618 1.043578 0.791305 0.254345 3.510528 0.225409 2.777898 0.981661 0.944357 14.64084 0.06705 14.37235 1.18696 NA NA NA NA 0.535491 0.887121 0.871372 0.447792 4.409219742 0.197625 3.842072659 1.046737 NA NA NA NA 1.162366 0.824194 850.423584 0.001367 988.5037915 0.894585 1.343396 0.694019 1.207825 0.816992 3343.105957 0.000361 4037.88677 0.756361 0.466353 24.32385 0.031095 18.397601 0.970681 0.848413 4.748147 0.204434 1.294775 NA NA NA

P01034 1 120 35 26 52 Cystatin-C (Cystatin-3) (Gamma-trace) (Neuroendocrine basic polypeptide) (Post-gamma-globulin)P01034 sp|P01034|CYTC_HUMAN 3 2.2 2.27 2 2.04 2.97 3.04 10.96 10.96 10.96 10.96 3 2 2 3 2 2 2 2 0.662305 0.258351 9.482091 0.069848 6.280041 0.576665 0.122751 3.918218136 0.147175 2.259499667 0.870762 NA NA NA NA 1.03931 NA NA NA NA 0.764178 NA NA NA NA 1.726455 0.328265 51.03682 0.033828 88.1128 1.146974 0.586737 9.934089661 0.115458 11.3941411 1.148519 NA NA NA NA 1.342007 NA NA NA NA 1.32326 NA NA NA NA 1.066232 0.731401 6.143082 0.173566 6.54995 0.775289 0.236946 3.534196 0.219368 2.740024 1.309835 0.277274 4.932467 0.265554 6.460719 1.610624 NA NA NA NA 1.044889 NA NA NA NA 0.721612 NA NA NA 0.696803 NA NA NA

P01602 1 128 35 26 52 Ig kappa chain V-I region HK102 (Fragment)P01602 sp|P01602|KV110_HUMAN 3 7.98 22.3 11.47 21.68 15.75 21.31 49.5700002 49.5700002 40.169999 34.1899991 57 53 57 56 5 5 1 1 0.584667 0.290715 5.068263 0.115359 2.963248 2.013526 0.454712 26.40740395 0.076249 53.17198716 0.20102 NA NA NA NA 0.057266 NA NA NA NA 0.382119 NA NA NA NA 2.347082 0.246409 9.625191 0.243848 22.59111 0.869048 0.226549 1.419044733 0.612418 1.23321816 0.254689 NA NA NA NA 0.790654 NA NA NA NA 1.419489 NA NA NA NA 0.920296 0.749747 2.658447 0.346178 2.446558 0.668855 0.181312 2.359241 0.283504 1.57799 1.559385 0.230685 3.072894 0.507465 4.791827 0.248379 NA NA NA NA 0.076837 NA NA NA NA 0.097542 NA NA NA 1.70369 NA NA NA

P01619 1 137 35 26 52 Ig kappa chain V-III region B6P01619 sp|P01619|KV301_HUMAN 3 2.73 11.39 2 12.11 2.03 8.55 64.8100019 57.4100018 64.8100019 37.9599989 23 19 19 23 11 7 6 11 0.598683 0.236608 12.68919 0.047181 7.596798 0.808637 0.281367 3.586059332 0.225495 2.899821197 1.383018 NA NA NA NA 0.432066 NA NA NA NA 0.523066 NA NA NA NA 0.960052 0.912666 42.61591 0.022528 40.91347 1.525387 0.14891 3.590639114 0.424823 5.47711569 2.826296 NA NA NA NA 1.367804 NA NA NA NA 1.891154 NA NA NA NA 1.551285 0.224527 7.795121 0.199007 12.09246 0.663464 0.236311 7.607358 0.087213 5.04721 1.960858 0.09446 3.592735 0.545784 7.044843 2.426416 NA NA NA NA 0.692603 NA NA NA NA 0.652406 NA NA NA 1.109031 NA NA NA

P01773 1 153 35 26 52 Ig heavy chain V-III region BURP01773 sp|P01773|HV312_HUMAN 3 6.69 8.73 5.02 6.86 6.1 8.22 41.1799997 41.1799997 29.4099987 35.2899998 8 7 4 8 4 4 1 4 0.462767 0.334338 290.9326 0.001591 134.6341 0.498636 0.242816 34.67639542 0.01438 17.29089212 0.932142 NA NA NA NA 0.355117 NA NA NA NA 0.65781 NA NA NA NA 1.054835 0.816984 9.915629 0.106381 10.45935 1.017225 0.899426 3.904386759 0.260534 3.971639 1.221987 NA NA NA NA 0.884167 NA NA NA NA 1.280747 NA NA NA NA 1.933351 0.102932 3.920742 0.493108 7.58017 0.786909 0.270107 3.956817 0.198874 3.113655 1.047146 0.936005 331.3935 0.00316 347.0173 3.066808 NA NA NA NA 0.814863 NA NA NA NA 0.743009 NA NA NA 1.826274 NA NA NA

P01909 1 170 35 26 52 HLA class II histocompatibility antigen, DQ alpha 1 chain (DC-1 alpha chain) (DC-alpha) (HLA-DCA) (MHC class II DQA1)P01909 sp|P01909|DQA1_HUMAN 3 5.91 6.44 2.02 2.26 2.02 2.31 16.1400005 16.1400005 5.51199988 5.51199988 4 4 1 1 6 6 2 1 0.605706 0.277076 4.297198 0.140954 2.60284 0.872286 0.232942 1.415858865 0.616082 1.235033559 0.552129 NA NA NA NA 0.729169 NA NA NA NA 0.489379 NA NA NA NA 0.846264 0.174532 1.415236 0.597966 1.197663 2.865033 0.091813 4.375576973 0.654778 12.5361731 2.381928 NA NA NA NA 0.832411 NA NA NA NA 1.14125 NA NA NA NA 2.223436 0.192653 5.911921 0.376094 13.14478 1.58832 0.029181 1.415879 1.121791 2.248869 0.563662 0.051909 1.795134 0.313995 1.01185 0.483923 NA NA NA NA 1.00021 NA NA NA NA 1.159865 NA NA NA 1.090759 NA NA NA

P02656 1 180 35 26 52 Apolipoprotein C-III (Apo-CIII) (ApoC-III) (Apolipoprotein C3)P02656 sp|P02656|APOC3_HUMAN3 3.21 3.21 3.37 3.39 2.95 2.95 44.4400013 33.3299995 44.4400013 33.3299995 6 6 6 4 4 3 4 3 0.352448 0.349759 0.520618 0.119441 4.828619 0.107819 2.513866 2.5976 0.068283 3.691181 0.703731 9.58821 0.519814 NA NA NA NA 1.051824 1.505688 0.713962 0.188378 3.68794632 0.193593 2.633052719 0.796868 NA NA NA NA 0.397896 0.139957 13.68799686 0.029069 5.446405207 0.699761 0.174147 2.334299 1.183714 0.349464 3.708860874 0.319158 4.390231987 0.654259 0.161899 4.060116 0.161143 2.6563681 0.69689 0.177904 3.731118 0.186778 0.600329 NA NA NA

P04440 1 227 35 26 52 HLA class II histocompatibility antigen, DP beta 1 chain (HLA class II histocompatibility antigen, DP(W4) beta chain) (MHC class II antigen DPB1)P04440 sp|P04440|DPB1_HUMAN 3 2.44 7.15 7.26 9.16 5.06 7.49 17.8299993 10.4699999 17.8299993 17.8299993 6 3 6 5 4 1 4 2 0.291286 0.651429 0.688757 0.280973 9.376587 0.073455 6.458193 1.0916 0.773598 20.04964 0.054445 21.88618 0.655962 NA NA NA NA 0.894646 1.700218 1.269489 0.265779 3.837416649 0.330819 4.871558416 1.60971 NA NA NA NA 1.678948 0.129899 3.905383587 0.429906 6.556934275 1.043445 0.731243 1.033031 1.900971 0.104004 3.839693069 0.495084 7.299145843 1.165607 0.386924 3.874562 0.300836 4.5162177 1.237048 0.621736 54.6342 0.022642 1.375358 NA NA NA

P05198 1 242 35 26 52 Eukaryotic translation initiation factor 2 subunit 1 (Eukaryotic translation initiation factor 2 subunit alpha) (eIF-2-alpha) (eIF-2A) (eIF-2alpha)P05198 sp|P05198|IF2A_HUMAN 3 4 4.26 2.01 2.27 2.04 2.39 8.57099965 8.57099965 3.81000005 3.81000005 2 2 1 1 2 2 2 2 1.00468 0.980373 6.8446 0.146784 6.87663 1.170377 0.400365 4.28062582 0.273413 5.009945564 0.682319 NA NA NA NA 1.851389 NA NA NA NA 0.954175 NA NA NA NA 0.837289 0.613855 25.84789 0.032393 21.64215 1.174905 0.367229 3.790833712 0.309933 4.45386791 0.766719 NA NA NA NA 0.757254 NA NA NA NA 0.58235 NA NA NA NA 1.272752 0.259992 3.766177 0.337943 4.793408 0.965943 0.79711 3.797524 0.254361 3.668194 0.899672 0.571032 5.378141 0.167283 4.838564 0.331849 NA NA NA NA 0.758609 NA NA NA NA 1.045528 NA NA NA 0.649762 NA NA NA

P06311 1 252 35 26 52 Ig kappa chain V-III region IARC/BL41P06311 sp|P06311|KV311_HUMAN 3 3.49 9.28 4.15 8.71 2 8.67 45.3099996 42.1900004 45.3099996 32.8099996 16 16 9 11 5 3 5 2 0.489265 0.647427 1.645449 0.062424 1.754311 0.937946 2.88663 0.525426 0.03436 1.693823 0.310201 0.889978 0.610908 NA NA NA NA 1.922096 1.209913 1.907889 0.088021 2.420983315 0.788064 4.61896861 1.164727 NA NA NA NA 1.916495 0.123431 2.964486122 0.646485 5.681423435 1.106086 0.633004 1.516382 1.78307 0.023181 1.470547795 1.212521 2.622089611 0.679744 0.04973 1.469529 0.462559 0.9989041 0.741555 0.133105 1.687333 0.439484 1.160781 NA NA NA

P08670 1 299 35 26 52 Vimentin P08670 sp|P08670|VIME_HUMAN 3 2.1 3.25 14.21 16.15 2.77 5.32 21.4599997 5.36499992 21.4599997 5.79399988 9 2 9 3 8 2 8 2 0.284248 0.380903 0.904883 0.491821 1.414298 0.639811 1.279774 2.45435 0.001795 1.465681 1.674546 3.597294 0.632444 NA NA NA NA 0.410121 1.23501 0.815577 0.306332 1.584357858 0.514768 1.292166065 0.696011 NA NA NA NA 1.010449 0.956478 1.59342134 0.634138 1.610070892 0.580054 0.566623 0.910612 0.875283 0.705925 2.356020212 0.371509 2.062184867 1.018312 0.780503 1.171909 0.868934 1.193369 0.786997 0.063004 1.295023 0.607709 0.8509 NA NA NA

P08865 1 305 35 26 52 40S ribosomal protein SA (37 kDa laminin receptor precursor) (37LRP) (37/67 kDa laminin receptor) (LRP/LR) (67 kDa laminin receptor) (67LR) (Colon carcinoma laminin-binding protein) (Laminin receptor 1) (LamR) (Laminin-binding protein precursor p40) (LBP/p40) (Multidrug resistance-associated protein MGr1-Ag) (NEM/1CHD4)P08865 sp|P08865|RSSA_HUMAN 3 2.53 3.5 2 2.3 2.03 2.57 4.40700017 4.40700017 4.40700017 4.40700017 2 1 1 2 4 4 1 1 1.173334 0.655556 3.764581 0.311677 4.417111 0.401776 0.112791 4.232542992 0.094925 1.700532115 1.196796 NA NA NA NA 0.837538 NA NA NA NA 0.87515 NA NA NA NA 0.783903 0.552499 4.394749 0.178373 3.445059 0.875685 0.698384 3.585139513 0.244254 3.13945302 1.184633 NA NA NA NA 1.201472 NA NA NA NA 0.875132 NA NA NA NA 0.95564 0.861458 2.682901 0.356197 2.563888 0.755831 0.082704 1.447381 0.522206 1.093975 0.895734 0.588856 2.101858 0.426163 1.882707 0.96891 NA NA NA NA 1.284283 NA NA NA NA 1.443552 NA NA NA 1.220215 NA NA NA

P09917 1 316 35 26 52 Arachidonate 5-lipoxygenase (5-LO) (5-lipoxygenase) (EC 1.13.11.34)P09917 sp|P09917|LOX5_HUMAN 3 2.14 3.4 9.28 10.26 2.07 2.84 9.04999971 2.07700003 9.04999971 2.22600009 6 1 6 1 5 1 5 1 0.680422 0.86007 0.809045 0.104294 1.339424 0.604024 1.083654 2.652712 0.025818 2.122072 1.250057 5.629247 0.938351 NA NA NA NA 0.716504 0.592281 0.814978 0.449522 2.118082523 0.384771 1.726189656 1.013841 NA NA NA NA 0.998374 0.99613 2.677104712 0.372931 2.672752657 0.833385 1.027494 0.872537 0.888591 0.864251 7.536930084 0.117898 6.697245032 0.640507 0.027755 1.423563 0.449933 0.9118023 0.814847 0.306869 1.699576 0.479442 0.969942 NA NA NA

P11279 1 331 35 26 52 Lysosome-associated membrane glycoprotein 1 (LAMP-1) (Lysosome-associated membrane protein 1) (CD107 antigen-like family member A) (CD antigen CD107a)P11279 sp|P11279|LAMP1_HUMAN3 2.39 2.51 3.83 4.06 1.96 2.12 4.79599983 2.15799995 4.79599983 1.91799998 2 1 2 1 2 2 1 1 0.950942 0.79915 7.086393 0.134193 6.738748 1.722747 0.189185 8.301484108 0.207523 14.30135559 1.229016 NA NA NA NA 1.008745 NA NA NA NA 0.813743 NA NA NA NA 1.105716 0.500292 3.58961 0.308032 3.969091 0.999492 0.99834 11.87432289 0.084173 11.8682871 0.931435 NA NA NA NA 1.054531 NA NA NA NA 0.847963 NA NA NA NA 0.703031 0.32798 12.61462 0.055731 8.868462 1.190634 0.331958 3.573767 0.333159 4.255048 1.094758 0.533538 3.590831 0.304876 3.931091 0.627432 NA NA NA NA 0.756744 NA NA NA NA 0.70298 NA NA NA 1.256138 NA NA NA

P12314 1 342 35 26 52 High affinity immunoglobulin gamma Fc receptor I (IgG Fc receptor I) (Fc-gamma RI) (FcRI) (Fc-gamma RIA) (FcgammaRIa) (CD antigen CD64)P12314 sp|P12314|FCGR1_HUMAN 3 3.85 3.98 2 2.29 2.02 2.3 5.61500005 5.61500005 2.67399997 2.94100009 2 2 1 1 4 4 1 1 0.813809 0.294822 3.695549 0.220213 3.007472 1.249899 0.274077 3.675259352 0.340085 4.593703536 1.714364 NA NA NA NA 1.174051 NA NA NA NA 0.795293 NA NA NA NA 1.593601 0.137694 3.672931 0.433877 5.853189 1.500689 0.179564 4.457602978 0.336658 6.68947536 1.272494 NA NA NA NA 0.824133 NA NA NA NA 0.937702 NA NA NA NA 1.191255 0.339408 3.714598 0.320696 4.425034 1.003152 0.980506 3.689898 0.271865 3.70153 0.767078 0.607685 116.4014 0.00659 89.2889 1.31843 NA NA NA NA 0.885791 NA NA NA NA 0.91549 NA NA NA 1.061062 NA NA NA

P15814 1 379 35 26 52 Immunoglobulin lambda-like polypeptide 1 (CD179 antigen-like family member B) (Ig lambda-5) (Immunoglobulin omega polypeptide) (Immunoglobulin-related protein 14.1) (CD antigen CD179b)P15814 sp|P15814|IGLL1_HUMAN 3 2.94 7.29 2 5.11 1.75 6.99 23.0000004 19.72 23.0000004 20.1900005 8 8 8 8 5 5 1 2 0.624501 0.383753 61.38274 0.010174 38.33361 0.503255 0.107306 4.413591862 0.114024 2.2211609 0.869007 NA NA NA NA 0.807172 NA NA NA NA 0.591102 NA NA NA NA 1.235108 0.632481 61.51907 0.020077 75.98271 1.415963 0.504802 88.80534363 0.015945 125.745075 1.46419 NA NA NA NA 0.839185 NA NA NA NA 1.57737 NA NA NA NA 2.280007 0.087409 4.250032 0.536468 9.690102 0.545881 0.252107 24.92435 0.021902 13.60573 1.860959 0.11642 4.30365 0.432414 8.008917 1.903586 NA NA NA NA 1.169322 NA NA NA NA 0.781553 NA NA NA 1.093548 NA NA NA

P19075 1 402 35 26 52 Tetraspanin-8 (Tspan-8) (Transmembrane 4 superfamily member 3) (Tumor-associated antigen CO-029)P19075 sp|P19075|TSN8_HUMAN 3 4 4.14 3.01 3.18 2.06 2.42 14.35 10.1300001 14.35 4.21900004 3 2 3 1 3 2 2 3 1.202811 0.323893 3.701152 0.324983 4.451787 1.579601 0.140904 3.695419312 0.427448 5.837288223 0.775808 NA NA NA NA 0.775316 NA NA NA NA 0.913219 NA NA NA NA 0.677141 0.163495 3.672747 0.184369 2.486969 0.987182 0.920515 3.691653728 0.267409 3.64433309 0.866417 NA NA NA NA 0.997132 NA NA NA NA 0.924666 NA NA NA NA 1.582011 0.14142 3.730015 0.42413 5.900923 1.55643 0.14598 3.713634 0.419112 5.780011 1.143761 0.479403 4.951493 0.230993 5.663326 1.113832 NA NA NA NA 1.056876 NA NA NA NA 1.310923 NA NA NA 0.839669 NA NA NA

P20142 1 414 35 26 52 Gastricsin (EC 3.4.23.3) (Pepsinogen C)P20142 sp|P20142|PEPC_HUMAN 3 3.92 3.92 4.86 4.91 2.01 2.04 6.70100004 5.15500009 6.70100004 2.06199996 3 2 3 1 2 1 2 1 0.710537 0.182303 0.613326 0.451646 207.0395 0.002962 126.9827 5.066693 0.107539 33.66044 0.150524 170.5471 0.500916 NA NA NA NA 0.424455 0.184644 0.482859 0.34104 242.5148926 0.001991 117.1005818 0.400774 NA NA NA NA 0.691657 0.905814 4.47E+13 1.55E-14 3.09E+13 0.174614 0.232363 0.300125 0.50243 0.472211 3021.477295 0.000166 1518.081984 1.414436 0.180943 3.621965 0.390516 5.1230389 0.656685 0.287 13.28465 0.049432 0.158506 NA NA NA

P20839 1 421 35 26 52 Inosine-5'-monophosphate dehydrogenase 1 (IMP dehydrogenase 1) (IMPD 1) (IMPDH 1) (EC 1.1.1.205) (IMPDH-I)P20839 sp|P20839|IMDH1_HUMAN3 2.04 2.75 2.21 2.54 2.05 2.45 3.69599983 3.69599983 3.69599983 3.69599983 1 1 1 1 2 1 2 2 0.691509 1.225291 0.798289 0.300481 4.311263 0.185164 3.441631 2.057081 0.096097 4.030936 0.510323 8.29196 1.315839 NA NA NA NA 0.721234 0.696864 0.662672 0.167377 4.084267616 0.16225 2.706530939 0.980715 NA NA NA NA 0.693944 0.2037 4.656517029 0.149026 3.231362225 1.157111 0.99458 1.145872 0.611103 0.19955 7.601336002 0.080394 4.645196956 0.830716 0.341339 4.056643 0.204779 3.3699183 0.739476 0.466179 31.42475 0.023532 1.166306 NA NA NA

P23634 1 439 35 26 52 Plasma membrane calcium-transporting ATPase 4 (PMCA4) (EC 3.6.3.8) (Matrix-remodeling-associated protein 1) (Plasma membrane calcium ATPase isoform 4) (Plasma membrane calcium pump isoform 4)P23634 sp|P23634|AT2B4_HUMAN 3 4.17 6.51 4.32 5.59 3.81 5.62 3.22300009 1.53099997 3.22300009 2.98100002 3 2 3 2 2 1 2 1 1.721869 1.866671 1.061109 0.82756 15.08899 0.070323 16.01107 0.85434 0.780192 260.1301 0.003284 222.2397 0.679204 NA NA NA NA 1.252019 1.214937 1.14089 0.409664 3.51156497 0.324895 4.006308948 0.968426 NA NA NA NA 1.21032 0.508361 12.06055546 0.100354 14.59712712 1.070857 0.776186 1.120372 1.213559 0.300632 3.511955023 0.345551 4.261965155 1.16184 0.371015 3.512536 0.33077 4.0810052 0.948183 0.887044 43.38877 0.021853 0.630284 NA NA NA

P26639 1 451 35 26 52 Threonine--tRNA ligase, cytoplasmic (EC 6.1.1.3) (Threonyl-tRNA synthetase) (ThrRS)P26639 sp|P26639|SYTC_HUMAN 3 6.1 7.27 2.02 2.73 2.02 2.98 4.84099984 4.84099984 1.24500003 1.24500003 3 3 1 1 6 6 2 2 1.118985 0.450968 1.683257 0.664774 1.88354 0.879371 0.340457 1.561681628 0.563093 1.37329826 1.026355 NA NA NA NA 1.119058 NA NA NA NA 1.027843 NA NA NA NA 1.005979 0.952271 1.461636 0.688255 1.470374 0.873693 0.317817 1.553254962 0.562491 1.35706742 0.764381 NA NA NA NA 0.888515 NA NA NA NA 0.799569 NA NA NA NA 1.458406 0.314747 3.388104 0.430449 4.94123 1.047736 0.650826 1.463414 0.715953 1.533272 1.098141 0.399329 1.461026 0.751623 1.604413 0.782453 NA NA NA NA 0.864771 NA NA NA NA 1.186227 NA NA NA 1.256133 NA NA NA

P28072 1 465 35 26 52 Proteasome subunit beta type-6 (EC 3.4.25.1) (Macropain delta chain) (Multicatalytic endopeptidase complex delta chain) (Proteasome delta chain) (Proteasome subunit Y)P28072 sp|P28072|PSB6_HUMAN 3 2.05 2.38 4.09 4.2 2.62 2.9 11.7200002 4.18399982 11.7200002 7.11300001 3 1 3 1 2 1 2 1 1.560497 2.814147 0.792554 0.32269 5.156749 0.153693 4.087004 1.380669 0.364127 13.99143 0.09868 19.31754 1.646756 NA NA NA NA 0.737293 0.680659 0.726787 0.244245 5.138460159 0.141441 3.734564976 0.918746 NA NA NA NA 0.709593 0.23181 5.266105652 0.134747 3.736793895 0.801718 0.853604 0.645164 0.629955 0.474958 227.4378357 0.00277 143.2755868 0.745406 0.263707 5.162607 0.144386 3.8482379 0.848091 0.497634 7.988743 0.106161 0.922294 NA NA NA

P31689 1 494 35 26 52 DnaJ homolog subfamily A member 1 (DnaJ protein homolog 2) (HSDJ) (Heat shock 40 kDa protein 4) (Heat shock protein J2) (HSJ-2) (Human DnaJ protein 2) (hDj-2)P31689 sp|P31689|DNJA1_HUMAN 3 2.21 2.82 3.95 4.51 1.44 1.83 18.3899999 3.27499993 18.3899999 3.27499993 4 1 4 1 2 2 2 2 1.24152 1.255525 1.322871 0.227046 3.760596 0.351772 4.974782 1.096219 0.541306 3.779128 0.290072 4.142754 1.14248 NA NA NA NA 1.080377 1.035214 1.025352 0.849278 3.737476587 0.274343 3.832228207 1.142233 NA NA NA NA 1.041067 0.779134 4.11380434 0.253067 4.282747432 0.989667 0.940404 1.048207 0.918964 0.647056 5.664175987 0.162242 5.205176346 1.002608 0.984146 3.776643 0.265476 3.7864936 1.13369 0.625281 10.8955 0.104051 1.195859 NA NA NA

P32455 1 500 35 26 52 Interferon-induced guanylate-binding protein 1 (GTP-binding protein 1) (GBP-1) (HuGBP-1) (Guanine nucleotide-binding protein 1)P32455 sp|P32455|GBP1_HUMAN 3 3.31 3.98 2.67 3.45 3.72 4.14 6.08099997 4.22299989 2.70300005 6.08099997 3 2 2 3 4 4 1 1 1.094389 0.726434 2.624584 0.416976 2.872317 0.827713 0.756303 9.871993065 0.083845 8.171174767 0.916642 NA NA NA NA 0.866632 NA NA NA NA 0.414331 NA NA NA NA 1.271956 0.112986 1.463768 0.86896 1.861849 1.107806 0.664035 2.394859314 0.462577 2.65303915 0.8704 NA NA NA NA 1.383996 NA NA NA NA 0.953699 NA NA NA NA 0.938568 0.686907 1.795259 0.522804 1.684973 1.056648 0.840684 2.826148 0.373883 2.986245 1.179712 0.323307 1.728292 0.682588 2.038887 0.710541 NA NA NA NA 0.881609 NA NA NA NA 1.274071 NA NA NA 1.64794 NA NA NA

P48163 1 557 35 26 52 NADP-dependent malic enzyme (NADP-ME) (EC 1.1.1.40) (Malic enzyme 1)P48163 sp|P48163|MAOX_HUMAN 3 6.04 6.8 2 2.66 2.01 2.94 6.29400015 6.29400015 3.14700007 3.14700007 3 3 1 1 2 2 1 1 0.813552 0.445334 9.081304 0.089585 7.388114 1.657245 0.218788 9.944437027 0.16665 16.48037131 0.850361 NA NA NA NA 1.145865 NA NA NA NA 1.209478 NA NA NA NA 1.218931 0.684892 105.6431 0.011538 128.7716 0.984405 0.90675 3.871714354 0.254255 3.81133351 0.915585 NA NA NA NA 1.054092 NA NA NA NA 0.973576 NA NA NA NA 1.382348 0.31065 8.878448 0.155697 12.27311 1.63214 0.292703 21.80678 0.074846 35.59173 1.382649 0.304677 8.464119 0.163354 11.70291 0.996676 NA NA NA NA 0.85951 NA NA NA NA 0.9314 NA NA NA 0.821929 NA NA NA

P49754 1 569 35 26 52 Vacuolar protein sorting-associated protein 41 homolog (S53)P49754 sp|P49754|VPS41_HUMAN 3 6.06 7.08 2.05 2.46 2.09 2.9 4.45000008 4.45000008 1.75599996 1.75599996 3 3 1 1 4 4 1 1 0.858774 0.37907 1.794645 0.47852 1.541194 0.948679 0.607343 1.455667496 0.651714 1.380961141 0.65127 NA NA NA NA 2.185396 NA NA NA NA 1.215399 NA NA NA NA 0.620867 0.065561 1.737952 0.35724 1.079037 0.744081 0.076301 1.452162862 0.512395 1.08052691 0.728433 NA NA NA NA 1.371494 NA NA NA NA 0.902564 NA NA NA NA 0.813273 0.301018 1.902986 0.427367 1.547647 1.062042 0.560105 1.453392 0.730733 1.543563 0.702721 0.240923 2.510823 0.279877 1.764407 0.896565 NA NA NA NA 0.882774 NA NA NA NA 0.929917 NA NA NA 0.875379 NA NA NA

P50851 1 578 35 26 52 Lipopolysaccharide-responsive and beige-like anchor protein (Beige-like protein) (CDC4-like protein)P50851 sp|P50851|LRBA_HUMAN 3 6.53 9.99 2.77 5.32 2.68 4.92 1.327 1.327 1.11800004 1.083 3 3 3 3 3 3 1 2 1.871848 0.225983 4.760785 0.39318 8.911463 1.602586 0.515999 13.38898754 0.119694 21.45699802 1.326325 NA NA NA NA 0.693639 NA NA NA NA 1.358001 NA NA NA NA 0.971592 0.761603 1.429346 0.679746 1.388741 0.986407 0.885362 1.434549928 0.687608 1.41505066 1.179125 NA NA NA NA 0.922642 NA NA NA NA 0.958343 NA NA NA NA 1.294857 0.094828 1.446566 0.895125 1.873095 0.950935 0.607439 1.431381 0.664348 1.36115 1.06497 0.698181 1.831213 0.581565 1.950187 0.953207 NA NA NA NA 0.943803 NA NA NA NA 0.728137 NA NA NA 0.955965 NA NA NA

P53801 1 600 35 26 52 Pituitary tumor-transforming gene 1 protein-interacting protein (Pituitary tumor-transforming gene protein-binding factor) (PBF) (PTTG-binding factor)P53801 sp|P53801|PTTG_HUMAN 3 2.98 3.19 2.12 2.2 2.11 2.13 13.8899997 13.8899997 10.0000002 10.0000002 2 2 1 1 4 4 1 4 0.50103 0.092708 3.624974 0.138216 1.816219 1.746312 0.127714 4.222606659 0.413563 7.373987767 1.646945 NA NA NA NA 0.813773 NA NA NA NA 1.096525 NA NA NA NA 0.797106 0.509459 19.45725 0.040967 15.5095 0.822712 0.497659 11.7211132 0.070191 9.64310403 0.615608 NA NA NA NA 0.556329 NA NA NA NA 1.015307 NA NA NA NA 1.042189 0.750599 3.564294 0.292397 3.714667 1.358485 0.201676 3.58287 0.379161 4.867274 1.143505 0.408709 3.574751 0.319884 4.087747 1.185399 NA NA NA NA 1.333348 NA NA NA NA 1.101869 NA NA NA 1.083491 NA NA NA

Q04760 1 711 35 26 52 Lactoylglutathione lyase (EC 4.4.1.5) (Aldoketomutase) (Glyoxalase I) (Glx I) (Ketone-aldehyde mutase) (Methylglyoxalase) (S-D-lactoylglutathione methylglyoxal lyase)Q04760 sp|Q04760|LGUL_HUMAN 3 4.19 4.44 1.81 1.9 1.44 1.59 28.7999988 28.7999988 20.1100007 9.23900008 5 5 3 2 3 3 2 2 1.870662 0.016479 1.419486 1.317844 2.655378 0.921453 0.420002 1.418480158 0.649606 1.307063134 1.093248 NA NA NA NA 1.10078 NA NA NA NA 1.165098 NA NA NA NA 0.9772 0.890952 1.895906 0.515426 1.852679 0.869231 0.287904 1.522604942 0.570884 1.32349612 1.048638 NA NA NA NA 0.932423 NA NA NA NA 0.991084 NA NA NA NA 0.929523 0.719733 2.141764 0.433999 1.990818 1.657826 0.025117 1.421037 1.166631 2.355832 0.689388 0.197431 2.319216 0.29725 1.598839 0.837058 NA NA NA NA 1.055354 NA NA NA NA 0.9304 NA NA NA 0.806027 NA NA NA

Q06124 1 716 35 26 52 Tyrosine-protein phosphatase non-receptor type 11 (EC 3.1.3.48) (Protein-tyrosine phosphatase 1D) (PTP-1D) (Protein-tyrosine phosphatase 2C) (PTP-2C) (SH-PTP2) (SHP-2) (Shp2) (SH-PTP3)Q06124 sp|Q06124|PTN11_HUMAN3 2.88 3.7 1.72 2.33 1.7 2.18 3.51799987 3.51799987 3.18300016 3.18300016 2 2 1 1 3 2 3 1 1.437624 0.169328 3.513158 0.409211 5.050599 1.126712 0.441027 3.518937588 0.320185 3.964828663 1.208183 NA NA NA NA 1.100736 NA NA NA NA 0.994894 NA NA NA NA 1.124701 0.445652 3.517532 0.319742 3.956172 1.12088 0.454439 3.511179209 0.319232 3.93561142 0.993124 NA NA NA NA 0.837585 NA NA NA NA 1.12753 NA NA NA NA 1.148963 0.393967 3.513118 0.327049 4.036443 1.225217 0.288347 3.511445 0.348921 4.302282 1.106879 0.491414 3.510947 0.315265 3.886195 1.237841 NA NA NA NA 1.275954 NA NA NA NA 1.137282 NA NA NA 0.952121 NA NA NA

Q07960 1 723 35 26 52 Rho GTPase-activating protein 1 (CDC42 GTPase-activating protein) (GTPase-activating protein rhoOGAP) (Rho-related small GTPase protein activator) (Rho-type GTPase-activating protein 1) (p50-RhoGAP)Q07960 sp|Q07960|RHG01_HUMAN3 6.76 7.27 2.09 2.4 1.71 2.15 7.51700029 7.51700029 2.50599999 2.50599999 3 3 1 1 3 3 1 1 1.028928 0.878226 2.028376 0.507267 2.087052 0.847662 0.555797 2.757323265 0.307422 2.337279063 1.36299 NA NA NA NA 0.855886 NA NA NA NA 0.878694 NA NA NA NA 1.059874 0.647384 1.599258 0.662729 1.695011 1.004593 0.984744 2.493937969 0.402814 2.50539385 1.000662 NA NA NA NA 1.16375 NA NA NA NA 0.992807 NA NA NA NA 1.120904 0.526032 1.906326 0.587992 2.136808 1.082461 0.66352 1.96351 0.551289 2.125422 1.269191 0.261622 1.939547 0.654375 2.461655 0.918371 NA NA NA NA 1.030095 NA NA NA NA 0.936218 NA NA NA 1.508408 NA NA NA

Q13099 1 742 35 26 52 Intraflagellar transport protein 88 homolog (Recessive polycystic kidney disease protein Tg737 homolog) (Tetratricopeptide repeat protein 10) (TPR repeat protein 10)Q13099 sp|Q13099|IFT88_HUMAN 3 5.87 7.74 2.08 2.84 2.99 4.14 5.40199988 5.40199988 2.04099994 3.48099992 3 3 1 2 2 2 2 1 1.225952 0.302928 3.795836 0.322973 4.653513 0.828395 0.324458 3.807471752 0.217571 3.15409105 0.944832 NA NA NA NA 1.054608 NA NA NA NA 1.307228 NA NA NA NA 0.945534 0.687046 3.777391 0.250314 3.571652 1.167706 0.376606 3.756477118 0.310851 4.38646047 1.191675 NA NA NA NA 0.441538 NA NA NA NA 1.493318 NA NA NA NA 0.816258 0.303543 3.790597 0.215338 3.094107 0.971115 0.82575 3.767668 0.25775 3.65884 0.681807 0.365278 23.22602 0.029355 15.83567 1.234971 NA NA NA NA 1.156639 NA NA NA NA 1.25812 NA NA NA 0.431794 NA NA NA

Q53H96 1 796 35 26 52 Pyrroline-5-carboxylate reductase 3 (P5C reductase 3) (P5CR 3) (EC 1.5.1.2) (Pyrroline-5-carboxylate reductase-like protein)Q53H96 sp|Q53H96|P5CR3_HUMAN3 2 2 4 4.02 1.66 1.69 9.85400006 5.10899983 9.85400006 5.10899983 2 1 2 1 2 1 2 2 2.071612 1.772932 1.219885 0.482959 10.95387 0.111366 13.36246 0.999024 0.996777 11.60106 0.086115 11.58973 1.303626 NA NA NA NA 1.093155 0.75553 1.078243 0.72681 8.100274086 0.133112 8.734063005 1.259941 NA NA NA NA 1.031519 0.810513 3.616008759 0.285265 3.729981508 1.183085 0.885566 1.02835 1.108755 0.587202 5.647255898 0.196335 6.261421824 1.033141 0.800531 3.591648 0.287651 3.71068 0.980594 0.877581 3.59252 0.272954 1.168366 NA NA NA

Q5T6V5 1 802 35 26 52 UPF0553 protein C9orf64Q5T6V5 sp|Q5T6V5|CI064_HUMAN 3 3.52 4.33 2.02 2.66 2.01 3.03 6.74500018 6.74500018 4.39900011 4.39900011 2 2 1 1 2 2 1 2 1.363748 0.196366 3.511204 0.388399 4.7884 1.36032 0.497114 48.1638031 0.028244 65.51820625 0.936528 NA NA NA NA 0.954655 NA NA NA NA 1.288461 NA NA NA NA 1.11048 0.481377 3.510578 0.316324 3.898425 1.106881 0.491396 3.51074791 0.315283 3.88597898 0.768761 NA NA NA NA 1.00784 NA NA NA NA 0.484294 NA NA NA NA 1.263972 0.254162 3.510513 0.360053 4.437188 1.292324 0.234179 3.510417 0.36814 4.536596 1.069999 0.617826 3.510294 0.304817 3.75601 0.54922 NA NA NA NA 1.195283 NA NA NA NA 1.317873 NA NA NA 1.142172 NA NA NA

Q5VZK9 1 806 35 26 52 Leucine-rich repeat-containing protein 16A (CARMIL homolog)Q5VZK9 sp|Q5VZK9|LR16A_HUMAN3 9.7 13.27 1.79 3.63 2.21 5.1 6.63700029 6.63700029 1.82300005 1.24000004 7 7 2 2 5 5 1 1 1.165801 0.108844 1.230042 0.947773 1.433984 1.21634 0.050704 1.21747911 0.999064 1.48086862 0.877246 NA NA NA NA 1.295215 NA NA NA NA 1.014049 NA NA NA NA 1.171518 0.086563 1.214506 0.964604 1.422815 0.931559 0.365324 1.212777615 0.76812 1.12977386 1.068003 NA NA NA NA 0.879423 NA NA NA NA 1.287501 NA NA NA NA 1.040151 0.766533 1.410383 0.737496 1.467011 1.038069 0.619943 1.213195 0.855649 1.259381 1.329169 0.090126 1.426247 0.931935 1.895724 1.142924 NA NA NA NA 1.47647 NA NA NA NA 1.284867 NA NA NA 0.844399 NA NA NA

Q6XQN6 1 815 35 26 52 Nicotinate phosphoribosyltransferase (NAPRTase) (EC 6.3.4.21) (FHA-HIT-interacting protein) (Nicotinate phosphoribosyltransferase domain-containing protein 1)Q6XQN6 sp|Q6XQN6|PNCB_HUMAN3 4.02 4.47 3.76 4.02 1.53 1.81 6.69099987 6.69099987 6.3199997 4.46100012 2 2 2 1 3 3 1 2 1.633411 0.149622 4.449724 0.367081 7.268228 0.912099 0.796338 34.0812645 0.026762 31.08547927 1.59351 NA NA NA NA 1.188201 NA NA NA NA 0.743678 NA NA NA NA 0.987094 0.930365 4.494768 0.21961 4.436758 0.586806 0.360022 73.60019684 0.007973 43.1890546 1.00522 NA NA NA NA 0.756594 NA NA NA NA 0.020922 NA NA NA NA 0.766012 0.262561 4.40102 0.174053 3.371234 0.949065 0.900391 67.39747 0.014082 63.96458 0.831289 0.358949 4.412843 0.188379 3.668347 0.918975 NA NA NA NA 1.224099 NA NA NA NA 0.796421 NA NA NA 0.62861 NA NA NA

Q86UQ4 1 829 35 26 52 ATP-binding cassette sub-family A member 13Q86UQ4 sp|Q86UQ4|ABCAD_HUMAN3 4.05 7.79 4.24 6.43 2.15 2.99 0.85009998 0.59310002 0.85009998 0.59310002 3 3 3 3 2 1 2 2 1.260424 1.539373 1.13038 0.436555 3.575383 0.316156 4.041541 1.206026 0.574924 20.46174 0.058941 24.67739 1.580926 NA NA NA NA 1.275355 0.78246 0.890096 0.452317 3.570796251 0.249271 3.178351704 1.072019 NA NA NA NA 0.654987 0.212081 6.426412106 0.101921 4.20921356 1.916713 1.061141 1.505963 0.80649 0.524514 19.13629532 0.042145 15.43322861 1.156157 0.385933 3.590297 0.322023 4.1509482 1.051196 0.70594 3.57629 0.293935 0.771835 NA NA NA

Q8IY21 1 843 35 26 52 Probable ATP-dependent RNA helicase DDX60 (EC 3.6.4.13) (DEAD box protein 60)Q8IY21 sp|Q8IY21|DDX60_HUMAN 3 1.92 3.78 3.02 4.15 2.21 4.39 1.16800005 0.64249998 1.16800005 0.64249998 2 1 2 1 2 1 2 2 0.902878 1.625039 0.899195 0.636033 8.152843 0.110292 7.330996 1.187665 0.6425 32.25106 0.036826 38.30345 1.02804 NA NA NA NA 1.093872 0.714182 0.760888 0.221733 3.528017044 0.21567 2.684427236 1.130027 NA NA NA NA 0.663039 0.893945 3.06E+13 2.17E-14 2.03E+13 1.111494 0.701828 0.974675 0.660954 0.383506 37.26329041 0.017737 24.62933856 0.967892 0.856722 6.117881 0.158207 5.9214487 0.842209 0.57513 15.94235 0.052828 1.917269 NA NA NA

Q8N4C8 1 846 35 26 52 Misshapen-like kinase 1 (EC 2.7.11.1) (GCK family kinase MiNK) (MAPK/ERK kinase kinase kinase 6) (MEK kinase kinase 6) (MEKKK 6) (Misshapen/NIK-related kinase) (Mitogen-activated protein kinase kinase kinase kinase 6)Q8N4C8 sp|Q8N4C8|MINK1_HUMAN3 4.83 5.76 2.43 2.77 3.16 3.73 2.10200008 2.10200008 1.351 1.351 3 3 2 2 3 3 1 2 1.183398 0.223185 1.514894 0.781176 1.792723 1.255263 0.135616 1.495409608 0.839411 1.877132485 1.946851 NA NA NA NA 1.289774 NA NA NA NA 0.88027 NA NA NA NA 0.93355 0.610878 1.640974 0.5689 1.531931 0.851004 0.283608 1.612992406 0.527593 1.37266319 0.840074 NA NA NA NA 0.944391 NA NA NA NA 1.023166 NA NA NA NA 0.803534 0.142482 1.490754 0.539012 1.197871 0.774359 0.11076 1.492208 0.518935 1.155504 0.845129 0.273041 1.621925 0.521065 1.370736 0.798165 NA NA NA NA 1.187351 NA NA NA NA 1.183923 NA NA NA 0.757842 NA NA NA

Q8NEZ3 1 852 35 26 52 WD repeat-containing protein 19Q8NEZ3 sp|Q8NEZ3|WDR19_HUMAN3 9.23 10.91 2.05 3 2.39 3.52 4.9180001 4.9180001 0.81970003 2.16099992 5 5 1 2 6 6 1 1 1.629833 0.107344 1.898164 0.858637 3.093691 1.096327 0.445762 1.330845594 0.823782 1.459041729 1.366838 NA NA NA NA 0.940744 NA NA NA NA 1.461142 NA NA NA NA 1.440549 0.003067 1.191785 1.208733 1.716824 1.181658 0.091412 1.228469372 0.961894 1.45163026 1.066997 NA NA NA NA 1.057055 NA NA NA NA 0.895248 NA NA NA NA 1.298736 0.04352 1.284313 1.01123 1.667984 1.03916 0.571552 1.177298 0.882665 1.223401 1.027325 0.869055 1.491006 0.689015 1.531747 0.509605 NA NA NA NA 1.435988 NA NA NA NA 1.436745 NA NA NA 1.070292 NA NA NA

Q8TD55 1 857 35 26 52 Pleckstrin homology domain-containing family O member 2 (PH domain-containing family O member 2) (Pleckstrin homology domain-containing family Q member 1) (PH domain-containing family Q member 1)Q8TD55 sp|Q8TD55|PKHO2_HUMAN3 3.3 4.37 2.02 2.53 2.02 2.73 4.08199988 4.08199988 2.44900007 2.44900007 2 2 1 1 3 3 1 2 0.77135 0.288577 4.987091 0.154669 3.846793 0.8823 0.425363 3.510598898 0.251325 3.09740022 1.009818 NA NA NA NA 0.903148 NA NA NA NA 0.897362 NA NA NA NA 1.070751 0.614757 3.510335 0.305028 3.758694 1.701685 0.151434 5.143678188 0.33083 8.75292038 1.366724 NA NA NA NA 1.246983 NA NA NA NA 1.185245 NA NA NA NA 1.181417 0.341029 3.516157 0.335997 4.154047 1.012479 0.920582 3.513442 0.288173 3.557287 1.147073 0.731149 48.42075 0.02369 55.54212 1.27157 NA NA NA NA 1.022385 NA NA NA NA 1.308154 NA NA NA 0.698351 NA NA NA

Q8WYA0 1 867 35 26 52 Intraflagellar transport protein 81 homolog (Carnitine deficiency-associated protein expressed in ventricle 1) (CDV-1)Q8WYA0 sp|Q8WYA0|IFT81_HUMAN3 2.84 3.8 1.82 2.99 1.81 3.6 5.91700003 5.91700003 1.33100003 1.33100003 3 3 1 1 3 2 2 3 1.705486 0.922051 0.902408 0.491544 3.562846 0.253283 3.215139 1.122228 0.454002 3.551686 0.315971 3.985802 1.630925 NA NA NA NA 1.350157 1.242534 1.115237 0.471134 3.544865131 0.314606 3.953363901 1.552392 NA NA NA NA 0.736987 0.206092 3.673274517 0.200635 2.70715708 1.449747 0.962159 0.978263 0.697945 0.172156 3.548969746 0.196661 2.476984839 1.328838 0.285697 5.694547 0.233353 7.5671293 1.350805 0.20355 3.543149 0.381244 1.027138 NA NA NA

Q8WYR4 1 868 35 26 52 Radial spoke head 1 homolog (Cancer/testis antigen 79) (CT79) (Male meiotic metaphase chromosome-associated acidic protein) (Meichroacidin) (Testis-specific gene A2 protein)Q8WYR4 sp|Q8WYR4|RSPH1_HUMAN3 4.02 4.07 2 2.06 2.02 2.02 10.0299999 10.0299999 5.17800003 4.85399999 2 2 1 1 2 2 1 1 1.051805 0.835459 11.32976 0.092836 11.91669 0.816615 0.296254 3.642015219 0.224221 2.974124639 0.81156 NA NA NA NA 0.996739 NA NA NA NA 1.054266 NA NA NA NA 1.732831 0.466863 540.9985 0.003203 937.4588 1.029614 0.821953 3.636764526 0.283113 3.74446227 0.784631 NA NA NA NA 1.108113 NA NA NA NA 1.205784 NA NA NA NA 1.124523 0.454967 3.646741 0.308364 4.100846 0.895507 0.66765 11.4449 0.078245 10.24898 1.001422 0.991092 3.633162 0.275634 3.638328 1.420744 NA NA NA NA 0.891572 NA NA NA NA 1.155309 NA NA NA 1.355632 NA NA NA

Q96CW5 1 887 35 26 52 Gamma-tubulin complex component 3 (GCP-3) (hGCP3) (Gamma-ring complex protein 104 kDa) (h104p) (hGrip104) (Spindle pole body protein Spc98 homolog) (hSpc98)Q96CW5 sp|Q96CW5|GCP3_HUMAN3 2.08 2.82 5.22 5.67 1.38 2.03 3.30800004 1.32299997 3.30800004 0.88200001 3 1 3 1 2 1 2 1 1.124281 1.392621 0.969683 0.811515 3.605193 0.268968 3.495894 1.519036 0.288459 13.28229 0.114366 20.17628 1.224588 NA NA NA NA 1.099657 0.871128 0.94838 0.691243 3.58907485 0.264241 3.403806569 0.880957 NA NA NA NA 1.239131 0.693509 183.9408569 0.006737 227.926857 0.803016 0.84238 0.874469 0.931484 0.845374 38.07962418 0.024461 35.47054869 0.897826 0.478631 3.598311 0.249513 3.2306559 1.030392 0.875592 6.833027 0.150796 1.160963 NA NA NA

Q96DG6 1 891 35 26 52 Carboxymethylenebutenolidase homolog (EC 3.1.-.-)Q96DG6 sp|Q96DG6|CMBL_HUMAN3 1.83 2.36 2.07 2.29 2.02 2.21 6.12200014 6.12200014 3.26500014 3.26500014 1 1 1 1 2 2 1 1 1.300417 0.229705 3.523426 0.369077 4.581922 0.688362 0.165357 3.52875638 0.195072 2.42906307 1.273339 NA NA NA NA 0.842727 NA NA NA NA 0.94181 NA NA NA NA 1.327197 0.299143 6.212134 0.213646 8.244728 1.089836 0.545378 3.52949214 0.30878 3.84656718 0.990038 NA NA NA NA 0.950709 NA NA NA NA 0.872377 NA NA NA NA 1.025188 0.843244 3.516917 0.291502 3.6055 1.480431 0.157563 3.52404 0.420095 5.217099 1.069951 0.619435 3.531396 0.302982 3.778419 0.61173 NA NA NA NA 1.392726 NA NA NA NA 1.137851 NA NA NA 0.945792 NA NA NA

Q96IY4 1 896 35 26 52 Carboxypeptidase B2 (EC 3.4.17.20) (Carboxypeptidase U) (CPU) (Plasma carboxypeptidase B) (pCPB) (Thrombin-activable fibrinolysis inhibitor) (TAFI)Q96IY4 sp|Q96IY4|CBPB2_HUMAN 3 2.24 2.52 2.08 2.47 2.02 2.43 5.67400008 5.67400008 2.83700004 2.83700004 2 2 1 1 2 2 1 1 0.913582 0.872153 281.8627 0.003241 257.5047 0.771448 0.799388 24688.97656 3.12E-05 19046.25758 0.971233 NA NA NA NA 0.432914 NA NA NA NA 0.764996 NA NA NA NA 1 1 333.2321 0.003001 333.2321 0.895862 0.819792 121.9438629 0.007347 109.244849 1.370562 NA NA NA NA 1.254744 NA NA NA NA 2.004273 NA NA NA NA 1.034925 0.915364 26.09085 0.039666 27.00209 0.992617 0.992582 3229.366 0.000307 3205.524 1.190202 0.831802 3562.094 0.000334 4239.611 2.791776 NA NA NA NA 0.812352 NA NA NA NA 0.914922 NA NA NA 1.364588 NA NA NA

Q99436 1 909 35 26 52 Proteasome subunit beta type-7 (EC 3.4.25.1) (Macropain chain Z) (Multicatalytic endopeptidase complex chain Z) (Proteasome subunit Z)Q99436 sp|Q99436|PSB7_HUMAN 3 4 4.14 5.44 5.58 2 2.14 10.4699999 7.22000003 10.4699999 3.97100002 3 2 3 1 2 1 2 1 0.842063 2.120306 0.801998 0.288376 3.914159 0.204897 3.139146 2.987006 0.06159 3.854882 0.774863 11.51456 1.656761 NA NA NA NA 0.62906 0.580651 0.668263 0.314269 15.73358059 0.042474 10.51416818 1.131389 NA NA NA NA 0.555974 0.113131 3.817579269 0.145635 2.122473704 0.771782 0.840147 0.601293 0.561986 0.11487 3.802756786 0.147784 2.137094826 0.590933 0.128274 3.916914 0.150867 2.3146322 0.605765 0.134007 3.899427 0.155347 0.950989 NA NA NA

Q9C0H2 1 931 35 26 52 Protein tweety homolog 3 (hTTY3)Q9C0H2 sp|Q9C0H2|TTYH3_HUMAN3 4.05 4.23 6 6.1 2 2.08 7.64800012 4.78000008 7.64800012 2.67699994 3 2 3 1 4 1 3 4 1.807722 1.548214 1.004544 0.970819 3.510611 0.286145 3.526562 0.738832 0.200913 3.51034 0.210473 2.593552 0.97663 NA NA NA NA 1.487136 0.77797 0.95565 0.72609 3.511091948 0.27218 3.355376595 1.250977 NA NA NA NA 1.034732 0.788272 3.511068583 0.294706 3.633014124 0.925599 0.903714 1.114315 0.911662 0.521349 3.513855934 0.259448 3.203447401 0.749462 0.210241 3.511889 0.213407 2.6320284 0.95604 0.728267 3.51121 0.272282 0.962507 NA NA NA

Q9H3M7 1 942 35 26 52 Thioredoxin-interacting protein (Thioredoxin-binding protein 2) (Vitamin D3 up-regulated protein 1)Q9H3M7 sp|Q9H3M7|TXNIP_HUMAN3 4.04 4.19 7.53 7.69 2 2.05 12.5300005 6.39400035 12.5300005 3.06899995 6 2 6 1 7 2 7 2 1.708041 2.463136 2.118031 0.011254 1.531862 1.382652 3.244531 1.28471 0.134197 1.478467 0.868947 1.899402 0.745798 NA NA NA NA 1.022649 0.593784 0.911875 0.566645 1.579868793 0.577184 1.440643624 1.006615 NA NA NA NA 0.831714 0.389583 1.793784499 0.463664 1.491915635 0.357567 0.688426 0.585383 0.794067 0.367476 1.999935985 0.397046 1.588083814 1.065711 0.570143 1.37514 0.774983 1.465502 0.686053 0.050577 1.460125 0.469859 0.883402 NA NA NA

Q9H7X7 1 949 35 26 52 Rab-like protein 5Q9H7X7 sp|Q9H7X7|RABL5_HUMAN3 3.1 3.14 1.42 1.46 1.64 1.7 12.9700005 12.9700005 7.56800026 7.56800026 2 2 1 1 2 2 1 2 1.124636 0.445406 3.511883 0.320237 3.949589 1.006617 0.974584 8.148374557 0.123536 8.202291945 1.017591 NA NA NA NA 1.163329 NA NA NA NA 1.436947 NA NA NA NA 1.097327 0.519767 3.510481 0.312586 3.852145 1.782543 0.387744 167.8519745 0.01062 299.203353 1.082791 NA NA NA NA 1.130979 NA NA NA NA 0.925096 NA NA NA NA 1.289771 0.473763 19.63143 0.065699 25.32005 0.946279 0.675689 3.511279 0.269497 3.32265 0.92769 0.586486 3.510266 0.264279 3.256438 0.880926 NA NA NA NA 1.203081 NA NA NA NA 1.206031 NA NA NA 0.871479 NA NA NA

Q9HCF4 NA 1 35 25 52 Q63HN8 Q9HCF4 sp|Q9HCF4|ALO17_HUMAN3 4.93 7.03 1.62 2.95 2.14 3.44 1.99999996 1.99999996 0.70969998 0.70969998 3 3 1 1 3 3 1 2 0.70637 0.067179 1.504667 0.469453 1.062852 1.136744 0.46894 1.863067627 0.610146 2.117830544 0.824944 NA NA NA NA 2.097565 NA NA NA NA 0.936368 NA NA NA NA 0.751613 0.154816 1.732213 0.433904 1.301955 1.314033 0.516187 4.495718479 0.292285 5.90752044 0.63761 NA NA NA NA 0.833665 NA NA NA NA 0.932243 NA NA NA NA 0.80696 0.239091 1.744549 0.462561 1.407782 1.057567 0.565567 1.423449 0.742961 1.505392 0.869934 0.23415 1.427558 0.609386 1.24188 0.677587 NA NA NA NA 0.936587 NA NA NA NA 1.044058 NA NA NA 1.293287 NA NA NA

Q9HD89 NA 2 35 25 52 Resistin (Adipose tissue-specific secretory factor) (ADSF) (C/EBP-epsilon-regulated myeloid-specific secreted cysteine-rich protein) (Cysteine-rich secreted protein A12-alpha-like 2) (Cysteine-rich secreted protein FIZZ3)Q9HD89 sp|Q9HD89|RETN_HUMAN 3 4 4.03 2 2.02 2 2.02 17.5899997 17.5899997 10.1899996 10.1899996 2 2 1 1 4 3 2 4 1.393685 0.292164 8.037157 0.173405 11.20127 1.418812 0.487802 72.07189178 0.019686 102.2564933 1.304025 NA NA NA NA 0.911621 NA NA NA NA 0.864852 NA NA NA NA 1.155044 0.719535 48.64803 0.023743 56.19063 0.722208 0.190086 3.570577621 0.202266 2.57869853 0.993086 NA NA NA NA 1.02454 NA NA NA NA 1.924699 NA NA NA NA 0.742963 0.207937 3.592464 0.206812 2.669069 0.701308 0.174816 3.560966 0.196943 2.497335 0.877409 0.46168 4.361485 0.201172 3.826806 0.885568 NA NA NA NA 1.271694 NA NA NA NA 1.004804 NA NA NA 1.600806 NA NA NA

Q9NTK5 NA 13 35 25 52 Obg-like ATPase 1 (DNA damage-regulated overexpressed in cancer 45) (DOC45) (GTP-binding protein 9)Q9NTK5 sp|Q9NTK5|OLA1_HUMAN 3 2.88 3.57 2 2.35 2.02 2.68 5.55600002 5.55600002 3.78799997 3.78799997 2 2 1 1 3 2 2 3 0.951813 0.715354 3.701158 0.257166 3.522811 0.639981 0.145518 3.74083972 0.171079 2.39406557 0.886753 NA NA NA NA 0.891292 NA NA NA NA 0.76981 NA NA NA NA 1.147178 0.799701 212.8854 0.005389 244.2174 1.015631 0.939974 8.035327911 0.126396 8.16092589 0.892863 NA NA NA NA 1.492074 NA NA NA NA 1.027529 NA NA NA NA 0.72876 0.199935 3.69075 0.197456 2.689671 1.043888 0.870443 14.0779 0.074151 14.69575 0.73883 0.210356 3.740311 0.197532 2.763453 1.679022 NA NA NA NA 0.951275 NA NA NA NA 1.317766 NA NA NA 0.944353 NA NA NA

Q9NWB7 NA 17 35 25 52 Intraflagellar transport protein 57 homolog (Dermal papilla-derived protein 8) (Estrogen-related receptor beta-like protein 1) (HIP1-interacting protein) (MHS4R2)Q9NWB7 sp|Q9NWB7|IFT57_HUMAN3 3.36 3.97 2.01 2.4 2.08 2.62 7.45899975 7.45899975 2.56399997 2.56399997 3 3 1 1 2 2 1 2 1.360648 0.284734 6.533641 0.208253 8.889986 0.780344 0.247814 3.642483234 0.214234 2.842391708 0.716265 NA NA NA NA 0.991625 NA NA NA NA 1.467969 NA NA NA NA 1.11954 0.467985 3.659171 0.305955 4.096589 1.286427 0.244936 3.654145241 0.352046 4.70079292 0.983748 NA NA NA NA 0.937371 NA NA NA NA 0.711967 NA NA NA NA 0.988906 0.93043 3.639757 0.271696 3.599379 0.950239 0.705125 3.663997 0.259345 3.481674 0.76616 0.231782 3.63172 0.210963 2.782478 0.651196 NA NA NA NA 1.132387 NA NA NA NA 1.312738 NA NA NA 0.610476 NA NA NA

Q9NZB2 NA 21 35 21 52 Constitutive coactivator of PPAR-gamma-like protein 1 (Oxidative stress-associated Src activator) (Protein FAM120A)Q9NZB2 sp|Q9NZB2|F120A_HUMAN3 2.32 3.17 6.8 7.59 2.01 2.82 3.57800014 2.14699991 3.57800014 0.80500003 4 2 4 1 4 1 4 1 1.64623 1.013586 1.086507 0.412012 1.41521 0.767735 1.537636 1.56141 0.159638 2.3976 0.651239 3.743637 0.793672 NA NA NA NA 1.082322 1.075514 0.920493 0.638216 1.914687395 0.480754 1.7624567 0.958096 NA NA NA NA 0.80636 0.376798 2.274564743 0.354512 1.834118447 0.984398 1.139348 1.070173 0.64521 0.226006 2.976373434 0.216777 1.920385631 1.02197 0.89163 1.834119 0.557199 1.8744135 0.850891 0.398428 1.920138 0.443141 0.53052 NA NA NA

Q9NZZ3 NA 25 35 21 52 Charged multivesicular body protein 5 (Chromatin-modifying protein 5) (SNF7 domain-containing protein 2) (Vacuolar protein sorting-associated protein 60) (Vps60) (hVps60)Q9NZZ3 sp|Q9NZZ3|CHMP5_HUMAN3 3.78 4.1 6.84 7 3.9 4.22 16.4399996 15.9799993 16.4399996 10.4999997 4 4 4 2 5 1 5 2 2.548565 1.651014 3.091042 0.000658 1.272789 2.428558 3.934244 1.473024 0.014488 1.272665 1.157433 1.874666 0.691527 NA NA NA NA 1.031112 0.462342 1.065956 0.460233 1.271956682 0.838044 1.355849398 0.619059 NA NA NA NA 1.03882 0.706048 1.339143515 0.775734 1.391128625 0.48011 0.687303 0.894875 0.52682 0.00668 1.353548765 0.389214 0.71307592 0.920122 0.35183 1.272397 0.72314 1.1707609 0.657893 0.01173 1.273166 0.516738 0.488683 NA NA NA

Q9UGI8 NA 37 35 25 52 Testin (TESS) Q9UGI8 sp|Q9UGI8|TES_HUMAN 3 5.86 6.3 3.08 3.18 2.02 2.32 7.83800036 7.83800036 4.98800017 2.61300001 3 3 2 1 5 5 1 2 0.951906 0.627208 1.337606 0.711649 1.273275 1.023051 0.863247 1.47223866 0.694895 1.506174917 1.275823 NA NA NA NA 0.890643 NA NA NA NA 1.141421 NA NA NA NA 1.197113 0.182605 1.393018 0.859366 1.6676 1.157619 0.346553 1.519123435 0.762031 1.75856688 0.886208 NA NA NA NA 0.925295 NA NA NA NA 0.770642 NA NA NA NA 1.347164 0.050706 1.349422 0.998326 1.817893 0.92911 0.525946 1.386781 0.669976 1.288472 1.265326 0.050507 1.266517 0.999059 1.602557 0.643979 NA NA NA NA 0.986648 NA NA NA NA 1.496418 NA NA NA 1.116111 NA NA NA

Q9Y5P6 NA 79 35 25 52 Mannose-1-phosphate guanyltransferase beta (EC 2.7.7.13) (GDP-mannose pyrophosphorylase B) (GTP-mannose-1-phosphate guanylyltransferase beta)Q9Y5P6 sp|Q9Y5P6|GMPPB_HUMAN3 5.29 5.8 1.39 1.52 2.03 2.48 8.05599988 8.05599988 3.05599999 3.05599999 3 3 1 1 4 4 1 3 1.198552 0.15521 1.417726 0.845404 1.699219 0.951212 0.741009 1.763977051 0.539243 1.67791696 1.117448 NA NA NA NA 1.000581 NA NA NA NA 1.00212 NA NA NA NA 0.794364 0.166627 1.591322 0.499185 1.264089 0.930829 0.471208 1.419157624 0.655903 1.32099339 1.088921 NA NA NA NA 1.228327 NA NA NA NA 0.88632 NA NA NA NA 0.873976 0.347106 1.608803 0.543246 1.406056 0.976747 0.846146 1.583689 0.616754 1.546863 0.944813 0.813865 2.488673 0.379645 2.351331 1.006694 NA NA NA NA 0.891888 NA NA NA NA 0.710445 NA NA NA 0.960703 NA NA NA

Q9Y6D5 NA 84 35 21 52 Brefeldin A-inhibited guanine nucleotide-exchange protein 2 (Brefeldin A-inhibited GEP 2) (ADP-ribosylation factor guanine nucleotide-exchange factor 2)Q9Y6D5 sp|Q9Y6D5|BIG2_HUMAN 3 2.19 3.54 3.94 5.35 2.05 6.49 1.51300002 0.56019998 1.51300002 1.51300002 2 1 2 2 2 1 2 2 0.608131 1.00169 0.691812 0.169684 3.590148 0.192697 2.483709 1.57583 0.139887 3.634843 0.433534 5.727894 1.074469 NA NA NA NA 0.741904 0.707216 0.714473 0.329585 11.39244175 0.062715 8.139595533 0.895369 NA NA NA NA 1.055674 0.685946 3.598031521 0.293403 3.79834903 0.748478 1.121541 0.694148 0.910537 0.556079 4.14342308 0.219755 3.772742016 1.055728 0.687744 3.633941 0.290519 3.8364524 1.131539 0.436041 3.606034 0.31379 0.976563 NA NA NA

A0AVF1 1 1 35 18 64 Tetratricopeptide repeat protein 26 (TPR repeat protein 26)A0AVF1 sp|A0AVF1|TTC26_HUMAN 3 3.37 3.85 1.61 2.3 6.86 7.81 10.4699999 5.23499996 1.44400001 10.4699999 5 3 1 5 2 1 1 2 1.298349 0.789024 0.647429 NA NA NA NA 1.13697 NA NA NA NA 1.236835 0.320797 4.433321 0.278986 5.483288 0.935155 1.119782 0.759789 NA NA NA NA 1.080987 0.802277 21.81815529 0.049545 23.58513132 0.167813 NA NA NA NA 0.849001 1.036442 0.762268 0.331109 NA NA NA NA 1.363919 NA NA NA NA 1.45546 NA NA NA 1.250598 0.550594 28.02437 0.044625

O14744 1 29 35 18 64 Protein arginine N-methyltransferase 5 (EC 2.1.1.-) (72 kDa ICln-binding protein) (Histone-arginine N-methyltransferase PRMT5) (EC 2.1.1.125) (Jak-binding protein 1) (Shk1 kinase-binding protein 1 homolog) (SKB1 homolog) (SKB1Hs) [Cleaved into: Protein arginine N-methyltransferase 5, N-terminally processed]O14744 sp|O14744|ANM5_HUMAN3 2.01 2.41 1.54 1.64 6.19 6.91 7.53500015 2.66900007 1.56999994 7.53500015 5 1 1 5 6 1 1 6 0.89959 1.672269 0.762035 NA NA NA NA 2.425153 NA NA NA NA 1.751442 0.03975 1.666783 1.050792 2.919274 0.634545 0.765387 0.592652 NA NA NA NA 0.724087 0.022588 1.267123938 0.571441 0.917507819 0.511835 NA NA NA NA 0.915617 0.929419 0.606195 0.474013 NA NA NA NA 0.921874 NA NA NA NA 0.823832 NA NA NA 0.733285 0.081281 1.46457 0.500682

O43865 1 53 35 18 64 Putative adenosylhomocysteinase 2 (AdoHcyase 2) (EC 3.3.1.1) (DC-expressed AHCY-like molecule) (S-adenosyl-L-homocysteine hydrolase 2) (S-adenosylhomocysteine hydrolase-like protein 1)O43865 sp|O43865|SAHH2_HUMAN3 2.03 2.32 4.03 4.41 4.12 4.44 5.28299995 2.26399992 5.28299995 5.28299995 2 1 2 2 3 1 1 3 1.297027 0.865158 1.515588 NA NA NA NA 0.895584 NA NA NA NA 1.24399 0.394271 7.225027 0.172178 8.987859 1.245787 1.393586 1.282725 NA NA NA NA 1.287724 0.242054 3.611570835 0.356555 4.650706938 1.037199 NA NA NA NA 1.349274 0.851569 0.981876 1.219774 NA NA NA NA 0.981706 NA NA NA NA 1.266732 NA NA NA 1.294496 0.390654 10.07487 0.128488

O75800 1 76 35 18 64 Zinc finger MYND domain-containing protein 10 (Protein BLu)O75800 sp|O75800|ZMY10_HUMAN3 2 2.51 2.09 2.5 5.39 5.88 13.1799996 2.95499992 7.27299973 13.1799996 3 1 2 3 4 1 1 4 1.582971 0.742359 2.559889 NA NA NA NA 8.097112 NA NA NA NA 1.79934 0.106843 3.541407 0.508086 6.372194 0.80175 1.078053 0.675603 NA NA NA NA 0.971683 0.820751 3.53200078 0.275108 3.43198394 1.031333 NA NA NA NA 0.981482 0.99277 0.809842 1.047823 NA NA NA NA 1.22296 NA NA NA NA 1.484229 NA NA NA 1.262373 0.567341 39.00699 0.032363

P01764 1 147 35 18 64 Ig heavy chain V-III region VH26P01764 sp|P01764|HV303_HUMAN 3 6.73 21.22 10.74 22.01 14.38 27.14 92.3099995 92.3099995 82.9100013 63.2499993 73 50 67 73 25 12 11 25 0.441045 0.816705 1.22825 NA NA NA NA 0.443227 NA NA NA NA 0.761197 0.277059 5.012452 0.151861 3.815464 1.454862 1.0237 1.97775 NA NA NA NA 0.722699 0.35318 12.89866924 0.056029 9.321853652 2.450645 NA NA NA NA 1.791019 0.829975 2.003723 2.324115 NA NA NA NA 0.737414 NA NA NA NA 0.692826 NA NA NA 1.224426 0.355759 4.996278 0.245068

P04211 1 218 35 18 64 Ig lambda chain V region 4AP04211 sp|P04211|LV001_HUMAN 3 2.01 2.22 2 2.37 2.3 2.55 7.69200027 7.69200027 7.69200027 7.69200027 2 2 2 2 9 3 4 9 0.820852 0.719985 1.657368 NA NA NA NA 0.531835 NA NA NA NA 0.762176 0.38815 11.13633 0.068441 8.487847 1.223527 1.523844 2.782628 NA NA NA NA 1.014862 0.915737 4.087423801 0.248289 4.148171341 2.074725 NA NA NA NA 2.055538 0.850169 1.472995 1.877621 NA NA NA NA 0.726943 NA NA NA NA 0.387068 NA NA NA 1.718844 0.1722 6.741936 0.254948

P08246 1 289 35 18 64 Neutrophil elastase (EC 3.4.21.37) (Bone marrow serine protease) (Elastase-2) (Human leukocyte elastase) (HLE) (Medullasin) (PMN elastase)P08246 sp|P08246|ELNE_HUMAN 3 2 2.09 2 2.01 7.99 7.99 13.4800002 3.74500006 3.74500006 13.4800002 5 1 1 5 5 1 1 5 0.465877 0.608885 0.846748 NA NA NA NA 0.589585 NA NA NA NA 1.556412 0.118672 2.057819 0.756341 3.202815 0.526717 0.468053 0.765687 NA NA NA NA 0.914765 0.699676 2.365320683 0.38674 2.163713139 1.056515 NA NA NA NA 0.532361 0.599542 0.977425 0.905834 NA NA NA NA 0.566827 NA NA NA NA 0.78495 NA NA NA 4.769854 0.064859 6.055049 0.787748

P11686 1 336 35 18 64 Pulmonary surfactant-associated protein C (SP-C) (Pulmonary surfactant-associated proteolipid SPL(Val)) (SP5)P11686 sp|P11686|PSPC_HUMAN 3 6.5 6.66 3.12 3.27 4.52 4.84 14.7200003 7.61400014 7.61400014 14.7200003 5 5 4 4 8 2 7 8 0.601451 1.74607 1.271708 NA NA NA NA 0.780556 NA NA NA NA 0.836249 0.657663 45.15486 0.01852 37.7607 1.56085 1.463717 1.571184 NA NA NA NA 1.209067 0.318891 3.745906115 0.32277 4.529050527 1.432304 NA NA NA NA 1.514545 1.195029 1.336146 1.52408 NA NA NA NA 0.732327 NA NA NA NA 0.735616 NA NA NA 0.859569 0.889454 57594.41 1.49E-05

P11908 1 338 35 18 64 Ribose-phosphate pyrophosphokinase 2 (EC 2.7.6.1) (PPRibP) (Phosphoribosyl pyrophosphate synthase II) (PRS-II)P11908 sp|P11908|PRPS2_HUMAN 3 2.02 2.29 2.01 2.1 8.24 8.45 20.4400003 3.77399996 6.60400018 20.4400003 5 1 1 5 2 1 1 2 0.779304 0.861272 0.778275 NA NA NA NA 1.359741 NA NA NA NA 1.712982 0.201453 9.38708 0.182483 16.0799 0.783679 1.077094 0.129948 NA NA NA NA 0.740538 0.393884 15.13922501 0.048915 11.21117233 0.844026 NA NA NA NA 1.317044 1.142354 0.968067 0.773195 NA NA NA NA 1.310284 NA NA NA NA 0.908842 NA NA NA 0.873773 0.816186 321.1712 0.002721

P24158 1 440 35 18 64 Myeloblastin (EC 3.4.21.76) (AGP7) (C-ANCA antigen) (Leukocyte proteinase 3) (PR-3) (PR3) (Neutrophil proteinase 4) (NP-4) (P29) (Wegener autoantigen)P24158 sp|P24158|PRTN3_HUMAN 3 2 2.08 2 2.02 3.18 3.21 7.81299993 4.68799993 4.68799993 7.81299993 3 1 1 3 3 1 1 3 0.422052 0.637819 0.499965 NA NA NA NA 0.525473 NA NA NA NA 1.054947 0.701965 3.834862 0.275094 4.045576 0.625987 0.496111 0.710891 NA NA NA NA 0.677714 0.397759 35.33234024 0.019181 23.94521076 0.790158 NA NA NA NA 0.782613 0.623995 1.256035 0.964862 NA NA NA NA 0.60101 NA NA NA NA 0.906019 NA NA NA 7.608153 0.084519 31.28977 0.243151

P49913 1 572 35 18 64 Cathelicidin antimicrobial peptide (18 kDa cationic antimicrobial protein) (CAP-18) (hCAP-18) [Cleaved into: Antibacterial protein FALL-39 (FALL-39 peptide antibiotic); Antibacterial protein LL-37]P49913 sp|P49913|CAMP_HUMAN 3 2 2.28 2 2.14 12.17 12.84 35.8799994 5.29399999 5.29399999 35.8799994 8 1 1 8 9 2 2 9 0.246965 0.412869 0.309947 NA NA NA NA 0.400719 NA NA NA NA 1.715192 0.002917 1.292237 1.327304 2.216435 0.291156 0.42897 0.496398 NA NA NA NA 0.95115 0.681674 1.34444952 0.707465 1.278773722 0.293844 NA NA NA NA 0.375352 1.108321 1.937013 0.369287 NA NA NA NA 0.451917 NA NA NA NA 0.608467 NA NA NA 6.842448 3.65E-06 1.252698 5.462171

P54803 1 603 35 18 64 Galactocerebrosidase (GALCERase) (EC 3.2.1.46) (Galactocerebroside beta-galactosidase) (Galactosylceramidase) (Galactosylceramide beta-galactosidase)P54803 sp|P54803|GALC_HUMAN 3 2.58 2.8 2.09 2.32 3.27 3.57 5.40100001 3.06599997 2.33600009 5.40100001 3 2 1 3 5 2 1 5 0.48723 0.363801 1.903579 NA NA NA NA 0.767462 NA NA NA NA 0.999647 0.998601 7.723522 0.129429 7.720797 1.667168 0.830339 1.059568 NA NA NA NA 1.591793 0.146726 3.998592138 0.398088 6.364931217 1.291532 NA NA NA NA 0.835763 0.347031 2.034693 1.052703 NA NA NA NA 1.13272 NA NA NA NA 0.914349 NA NA NA 1.220123 0.383531 5.688913 0.214474

P55060 1 606 35 18 64 Exportin-2 (Exp2) (Cellular apoptosis susceptibility protein) (Chromosome segregation 1-like protein) (Importin-alpha re-exporter)P55060 sp|P55060|XPO2_HUMAN 3 2.14 2.96 2.22 2.73 5.24 6.27 4.32499982 2.36900002 1.54499998 4.32499982 3 2 1 3 6 1 2 6 1.172893 0.456123 0.726983 NA NA NA NA 0.821946 NA NA NA NA 1.260212 0.107994 1.428472 0.88221 1.800177 0.931433 1.058869 0.786076 NA NA NA NA 0.731621 0.083792 1.515640855 0.482714 1.10887499 0.350127 NA NA NA NA 0.854653 1.052222 0.884877 0.75597 NA NA NA NA 1.000749 NA NA NA NA 1.054969 NA NA NA 1.148118 0.238795 1.430535 0.80258

P61353 1 635 35 18 64 60S ribosomal protein L27P61353 sp|P61353|RL27_HUMAN 3 2 2.09 2.05 2.14 2.89 2.96 21.3200003 5.88200018 5.88200018 21.3200003 2 1 1 2 2 1 1 2 0.52779 1.14741 0.398261 NA NA NA NA 2.655595 NA NA NA NA 1.416874 0.178977 3.591521 0.394505 5.088732 0.430908 0.751033 0.368075 NA NA NA NA 0.750784 0.721417 2403.265381 0.000312 1804.334007 0.893669 NA NA NA NA 0.618374 0.66146 0.505898 1.111034 NA NA NA NA 0.721951 NA NA NA NA 0.804899 NA NA NA 0.955648 0.826411 7.855947 0.121646

P62753 1 659 35 18 64 40S ribosomal protein S6 (Phosphoprotein NP33)P62753 sp|P62753|RS6_HUMAN 3 2.93 3.22 3.37 3.61 2.18 4.37 10.8400002 10.8400002 10.8400002 8.03200007 2 2 2 2 5 5 3 3 0.79565 2.444741 0.741415 NA NA NA NA 2.509124 NA NA NA NA 1.165138 0.518972 7.856305 0.148306 9.153677 0.707106 1.017238 0.737422 NA NA NA NA 0.914366 0.807748 38.53149414 0.02373 35.23188844 0.643095 NA NA NA NA 0.665106 0.894383 0.641809 0.397184 NA NA NA NA 0.892679 NA NA NA NA 0.932379 NA NA NA 0.482435 0.168372 12.28312 0.039276

Q14697 1 769 35 18 64 Neutral alpha-glucosidase AB (EC 3.2.1.84) (Alpha-glucosidase 2) (Glucosidase II subunit alpha)Q14697 sp|Q14697|GANAB_HUMAN3 2 3.03 2.09 2.57 6 6.79 4.02499996 1.58900004 1.37700001 4.02499996 3 1 1 3 6 1 2 6 2.419506 0.998952 0.49646 NA NA NA NA 1.088913 NA NA NA NA 1.052005 0.626549 1.466935 0.717145 1.543223 1.700446 1.064558 0.930787 NA NA NA NA 1.347459 0.397118 3.322787285 0.405521 4.477319098 1.614298 NA NA NA NA 1.326232 1.097998 1.609541 2.436724 NA NA NA NA 0.993393 NA NA NA NA 1.021988 NA NA NA 1.249361 0.130835 1.470222 0.849777

Q6P9B6 1 811 35 18 64 TLD domain-containing protein 1 (TBC/LysM-associated domain-containing protein 1)Q6P9B6 sp|Q6P9B6|K1609_HUMAN3 2 2.22 2 2.07 4.09 4.28 6.36000037 2.85100006 2.85100006 6.36000037 3 2 2 3 4 1 2 4 1.807767 1.049824 1.175451 NA NA NA NA 0.765705 NA NA NA NA 1.720387 0.114932 3.519234 0.488853 6.054445 0.271249 1.300582 1.054266 NA NA NA NA 2.373953 0.446517 10707.08496 0.000222 25418.12013 0.950557 NA NA NA NA 1.262135 1.490614 1.027421 1.232762 NA NA NA NA 0.550641 NA NA NA NA 1.085261 NA NA NA 0.990404 0.980271 52.03261 0.019034

Q8WUW1 1 864 35 18 64 Protein BRICK1 (BRK1)Q8WUW1 sp|Q8WUW1|BRK1_HUMAN3 2.01 2.33 2.01 2.13 4.54 4.82 34.6700013 17.3299998 17.3299998 34.6700013 3 2 2 3 2 1 1 2 1.022812 1.092053 0.883032 NA NA NA NA 1.167047 NA NA NA NA 0.899278 0.527526 4.353206 0.206578 3.91474 1.315104 1.595824 1.188358 NA NA NA NA 0.804594 0.311816 4.361349583 0.184483 3.509114061 0.957122 NA NA NA NA 1.455301 1.208922 1.246262 1.754275 NA NA NA NA 1.282367 NA NA NA NA 1.423533 NA NA NA 1.114726 0.520701 4.361331 0.255593

Q8WVF1 1 865 35 18 64 Protein OSCP1 (hOSCP1) (Organic solute transport protein 1) (Oxidored-nitro domain-containing protein 1)Q8WVF1 sp|Q8WVF1|OSCP1_HUMAN3 3.39 3.61 2.05 2.89 2.4 3.47 5.65599985 5.65599985 2.57099997 3.08500007 3 3 1 1 2 2 1 2 1.325857 0.651889 0.864242 NA NA NA NA 0.793574 NA NA NA NA 0.944681 0.754144 5.919891 0.159577 5.592406 1.878633 1.428231 1.187667 NA NA NA NA 1.171654 0.395378 4.221549034 0.277541 4.946195256 0.929409 NA NA NA NA 1.707976 1.225339 1.113372 1.16921 NA NA NA NA 1.541266 NA NA NA NA 1.072593 NA NA NA 0.888842 0.480005 4.07963 0.217873

Q96BY6 1 884 35 18 64 Dedicator of cytokinesis protein 10 (Zizimin-3)Q96BY6 sp|Q96BY6|DOC10_HUMAN3 2.12 3.75 1.4 3.85 4.22 6.33 1.78399999 0.73190001 0.73190001 1.78399999 2 1 1 2 2 1 1 2 0.620243 1.336612 1.27006 NA NA NA NA 1.758935 NA NA NA NA 0.79622 0.273627 3.770685 0.211161 3.002294 1.177238 0.962137 1.102914 NA NA NA NA 1.044564 0.746858 3.739576817 0.279327 3.906228242 1.458578 NA NA NA NA 0.755959 0.974572 0.915015 1.20024 NA NA NA NA 1.058481 NA NA NA NA 0.881586 NA NA NA 0.962377 0.77612 3.773335 0.255047

Q99829 1 919 35 18 64 Copine-1 (Copine I)Q99829 sp|Q99829|CPNE1_HUMAN3 1.44 1.63 2.16 4.34 2.82 3.26 5.40000014 1.30399996 3.35199982 5.40000014 2 1 2 2 2 1 2 2 1.269413 0.932069 1.344197 NA NA NA NA 0.871711 NA NA NA NA 0.812665 0.425003 7.98716 0.101746 6.490882 0.937363 0.992144 1.06879 NA NA NA NA 1.129984 0.689318 18.63384438 0.060641 21.05593751 0.817134 NA NA NA NA 1.048255 1.000827 0.942648 0.750428 NA NA NA NA 1.218246 NA NA NA NA 1.386044 NA NA NA 0.973686 0.857947 4.45108 0.218753

Q9NQC3 NA 9 35 17 64 Reticulon-4 (Foocen) (Neurite outgrowth inhibitor) (Nogo protein) (Neuroendocrine-specific protein) (NSP) (Neuroendocrine-specific protein C homolog) (RTN-x) (Reticulon-5)Q9NQC3 sp|Q9NQC3|RTN4_HUMAN 3 2.12 3.26 2.09 2.9 4.06 4.9 2.43299995 1.09099997 1.09099997 2.43299995 2 1 1 2 5 2 4 5 0.456067 1.354676 0.724173 NA NA NA NA 2.759873 NA NA NA NA 0.881477 0.453219 3.987326 0.22107 3.514736 0.754516 0.94402 0.874507 NA NA NA NA 0.888874 0.446062 3.533999681 0.251521 3.14127936 1.044322 NA NA NA NA 0.919693 0.733102 0.818496 1.05261 NA NA NA NA 0.753196 NA NA NA NA 0.868208 NA NA NA 0.977607 0.88735 4.998766 0.19557

Q9NTJ4 NA 12 35 17 64 Alpha-mannosidase 2C1 (EC 3.2.1.24) (Alpha mannosidase 6A8B) (Alpha-D-mannoside mannohydrolase) (Mannosidase alpha class 2C member 1)Q9NTJ4 sp|Q9NTJ4|MA2C1_HUMAN3 2.02 2.73 2.03 2.19 5.02 6.2 4.23099995 1.44199999 1.44199999 4.23099995 3 1 1 3 4 1 1 4 1.082024 1.50621 0.713789 NA NA NA NA 2.039731 NA NA NA NA 1.154299 0.307627 1.576167 0.732346 1.819367 0.920169 0.878398 0.815822 NA NA NA NA 1.07606 0.814769 3.265170813 0.329557 3.513518333 1.148631 NA NA NA NA 1.170644 1.225898 0.869392 1.36771 NA NA NA NA 0.987548 NA NA NA NA 1.131015 NA NA NA 0.97594 0.941611 3.549955 0.274916

Q9NVR5 NA 16 35 17 64 Protein kintoun (Dynein assembly factor 2, axonemal)Q9NVR5 sp|Q9NVR5|KTU_HUMAN 3 2.1 2.77 2.2 2.66 4.07 4.77 4.18200009 2.15099994 4.18200009 3.46500017 2 1 2 2 3 1 1 3 1.255217 2.124631 1.331256 NA NA NA NA 0.957993 NA NA NA NA 1.230203 0.290353 3.637931 0.33816 4.475392 1.577035 1.199088 1.831139 NA NA NA NA 1.533872 0.35525 29.75196838 0.051555 45.63572568 1.361144 NA NA NA NA 1.127577 0.69698 1.342648 1.319632 NA NA NA NA 1.079866 NA NA NA NA 0.933928 NA NA NA 1.165096 0.374717 3.654779 0.318787

Q9P1F3 NA 27 35 17 64 Costars family protein ABRACL (ABRA C-terminal-like protein)Q9P1F3 sp|Q9P1F3|CF115_HUMAN 3 2 2.05 1.66 1.72 2.56 2.61 16.0500005 16.0500005 16.0500005 16.0500005 1 1 1 1 3 1 1 3 0.816707 0.732125 1.069042 NA NA NA NA 0.705732 NA NA NA NA 0.975233 0.857985 4.07406 0.239376 3.97316 1.606895 1.156615 1.0129 NA NA NA NA 0.957058 0.826533 7.357917786 0.130072 7.041955488 0.641715 NA NA NA NA 1.300456 1.129928 1.092575 1.025858 NA NA NA NA 0.886121 NA NA NA NA 0.680184 NA NA NA 1.320389 0.240458 4.059636 0.325248

O00453 1 20 15 10 24 Leukocyte-specific transcript 1 protein (Protein B144)O00453 sp|O00453|LST1_HUMAN 3 2 2 2 2.01 2 2 12.37 12.37 12.37 12.37 1 1 1 1 4 4 2 4 0.898842 0.864879 1.277606 NA NA NA NA 1.164132 NA NA NA NA 0.913789 NA NA NA NA 1.271103 2.095287 0.940614 NA NA NA NA 1.565824 NA NA NA NA 1.033357 NA NA NA NA 1.043105 0.960269 0.940157 1.088943 NA NA NA NA 0.748369 NA NA NA NA 1.475137 NA NA NA 1.037343 NA NA NA

O00757 1 25 15 10 24 Fructose-1,6-bisphosphatase isozyme 2 (FBPase 2) (EC 3.1.3.11) (D-fructose-1,6-bisphosphate 1-phosphohydrolase 2)O00757 sp|O00757|F16P2_HUMAN 3 2.02 4.16 2.02 4.77 2.01 4.09 12.3899996 6.19499981 12.3899996 6.19499981 5 4 5 4 4 1 4 3 0.816712 2.071066 0.84186 NA NA NA NA 1.690181 NA NA NA NA 0.858367 NA NA NA NA 0.994339 0.676219 0.971384 NA NA NA NA 1.077789 NA NA NA NA 0.737838 NA NA NA NA 1.590178 1.125142 0.758105 0.64413 NA NA NA NA 0.56319 NA NA NA NA 0.815164 NA NA NA 0.816478 NA NA NA

O14791 1 31 15 10 24 Apolipoprotein L1 (Apolipoprotein L) (Apo-L) (ApoL) (Apolipoprotein L-I) (ApoL-I)O14791 sp|O14791|APOL1_HUMAN3 2.01 2.56 2.01 2.67 2.04 2.78 3.76899988 3.76899988 3.76899988 3.76899988 1 1 1 1 3 2 3 3 0.180073 0.454074 0.302022 NA NA NA NA 0.744213 NA NA NA NA 1.048283 NA NA NA NA 1.901587 1.571209 0.901811 NA NA NA NA 1.473591 NA NA NA NA 3.501676 NA NA NA NA 0.494638 0.426979 1.094038 2.843054 NA NA NA NA 0.481405 NA NA NA NA 0.726022 NA NA NA 0.581874 NA NA NA

O43653 1 48 15 10 24 Prostate stem cell antigenO43653 sp|O43653|PSCA_HUMAN 3 2 2 2 2.03 2 2.03 8.12999979 8.12999979 8.12999979 8.12999979 1 1 1 1 2 2 2 2 0.773057 0.11701 0.387568 NA NA NA NA 1.103859 NA NA NA NA 1.763184 NA NA NA NA 0.478102 1.543616 1.276523 NA NA NA NA 1.190246 NA NA NA NA 1.160721 NA NA NA NA 1.344463 1.631593 1.125445 1.339557 NA NA NA NA 0.306417 NA NA NA NA 0.273918 NA NA NA 0.609397 NA NA NA

O43914 1 55 15 10 24 TYRO protein tyrosine kinase-binding protein (DNAX-activation protein 12) (Killer-activating receptor-associated protein) (KAR-associated protein)O43914 sp|O43914|TYOBP_HUMAN3 2 2.02 2 2.04 2 2.05 13.2699996 13.2699996 13.2699996 13.2699996 1 1 1 1 4 4 3 2 1.056836 1.804626 1.210088 NA NA NA NA 1.131052 NA NA NA NA 0.809444 NA NA NA NA 1.271528 1.86875 1.301656 NA NA NA NA 1.597609 NA NA NA NA 1.08555 NA NA NA NA 1.0606 1.182459 0.933801 1.070445 NA NA NA NA 0.973055 NA NA NA NA 0.935381 NA NA NA 0.623725 NA NA NA

O60637 1 61 15 10 24 Tetraspanin-3 (Tspan-3) (Tetraspanin TM4-A) (Transmembrane 4 superfamily member 8)O60637 sp|O60637|TSN3_HUMAN 3 3.48 3.54 3.62 3.67 2 2.05 7.50999972 7.50999972 7.50999972 2.76699998 2 2 2 1 4 2 1 4 0.964492 1.518439 1.306903 NA NA NA NA 0.980238 NA NA NA NA 0.935807 NA NA NA NA 0.899047 0.960189 1.406905 NA NA NA NA 1.128196 NA NA NA NA 1.176049 NA NA NA NA 0.917552 1.281918 1.292089 0.791478 NA NA NA NA 0.926173 NA NA NA NA 1.111801 NA NA NA 0.656332 NA NA NA

O60739 1 65 15 10 24 Eukaryotic translation initiation factor 1b (eIF1b) (Protein translation factor SUI1 homolog GC20)O60739 sp|O60739|EIF1B_HUMAN 3 2 2.07 2 2.02 2 2.13 14.1599998 14.1599998 14.1599998 14.1599998 1 1 1 1 1 1 1 1 1.300252 0.787042 0.896635 NA NA NA NA 0.586954 NA NA NA NA 0.690523 NA NA NA NA 1.184967 0.902073 1.329067 NA NA NA NA 1.118867 NA NA NA NA 1.464039 NA NA NA NA 1.219576 1.106097 1.262515 1.619413 NA NA NA NA 1.102755 NA NA NA NA 0.856019 NA NA NA 1.254876 NA NA NA

O75608 1 73 15 10 24 Acyl-protein thioesterase 1 (APT-1) (hAPT1) (EC 3.1.2.-) (Lysophospholipase 1) (Lysophospholipase I) (LPL-I) (LysoPLA I)O75608 sp|O75608|LYPA1_HUMAN 3 1.98 2.11 2 2.07 2 2.44 6.08699992 3.47799994 6.08699992 6.08699992 1 1 1 1 2 1 1 2 1.265723 0.659158 1.147299 NA NA NA NA 0.724096 NA NA NA NA 1.002269 NA NA NA NA 1.011103 1.327381 1.019249 NA NA NA NA 1.141478 NA NA NA NA 0.896314 NA NA NA NA 0.955332 1.158233 0.904854 0.951512 NA NA NA NA 0.862867 NA NA NA NA 0.813666 NA NA NA 1.35196 NA NA NA

O95197 1 87 15 10 24 Reticulon-3 (Homolog of ASY protein) (HAP) (Neuroendocrine-specific protein-like 2) (NSP-like protein 2) (Neuroendocrine-specific protein-like II) (NSP-like protein II) (NSPLII)O95197 sp|O95197|RTN3_HUMAN 3 2.05 2.57 2.11 2.5 2.2 2.96 1.06600002 1.06600002 1.06600002 1.06600002 1 1 1 1 2 2 1 1 0.494588 0.989542 1.138198 NA NA NA NA 2.286274 NA NA NA NA 1.184612 NA NA NA NA 0.44007 0.543409 0.763671 NA NA NA NA 1.178287 NA NA NA NA 0.963506 NA NA NA NA 0.666865 0.709518 0.501984 0.976062 NA NA NA NA 0.81968 NA NA NA NA 1.074366 NA NA NA 1.521959 NA NA NA

O95394 1 89 15 10 24 Phosphoacetylglucosamine mutase (PAGM) (EC 5.4.2.3) (Acetylglucosamine phosphomutase) (N-acetylglucosamine-phosphate mutase) (Phosphoglucomutase-3) (PGM 3)O95394 sp|O95394|AGM1_HUMAN3 1.72 1.96 1.68 1.94 2.01 2.3 1.66100003 1.66100003 1.66100003 1.66100003 1 1 1 1 2 1 1 2 1.351522 0.771121 1.50454 NA NA NA NA 0.98625 NA NA NA NA 0.955253 NA NA NA NA 0.768644 1.413185 0.99355 NA NA NA NA 1.220786 NA NA NA NA 0.976364 NA NA NA NA 1.024824 1.511701 0.981316 0.748955 NA NA NA NA 1.044049 NA NA NA NA 1.259247 NA NA NA 0.888399 NA NA NA

P01594 1 124 15 10 24 Ig kappa chain V-I region AUP01594 sp|P01594|KV102_HUMAN 3 2 20.6 4 22.3 4 21.15 49.0700007 49.0700007 38.8900012 42.5900012 96 75 92 96 10 2 4 10 0.55298 1.110696 0.775057 NA NA NA NA 0.288798 NA NA NA NA 0.771315 NA NA NA NA 1.199459 1.146513 0.776789 NA NA NA NA 0.874848 NA NA NA NA 2.076768 NA NA NA NA 1.891449 0.813914 1.541006 1.47109 NA NA NA NA 0.386018 NA NA NA NA 0.399978 NA NA NA 0.547139 NA NA NA

P01701 1 139 15 10 24 Ig lambda chain V-I region NEWP01701 sp|P01701|LV103_HUMAN 3 2.92 9.44 2.51 9.7 4.02 10.98 48.6499995 41.4400011 48.6499995 47.7499992 10 8 8 10 1 1 1 1 1.003328 0.220253 2.138733 NA NA NA NA 0.235399 NA NA NA NA 0.638142 NA NA NA NA 5.114633 0.286965 0.874013 NA NA NA NA 1.13922 NA NA NA NA 5.149516 NA NA NA NA 0.31039 0.206898 0.49006 7.686552 NA NA NA NA 0.699211 NA NA NA NA 0.403031 NA NA NA 0.938426 NA NA NA

P01762 1 145 15 10 24 Ig heavy chain V-III region TROP01762 sp|P01762|HV301_HUMAN 3 3.12 6.92 4.39 8.97 4.86 12.25 46.7200011 40.1600003 46.7200011 44.2600012 23 17 18 23 2 1 1 2 0.741402 0.807242 1.135063 NA NA NA NA 0.739332 NA NA NA NA 0.311257 NA NA NA NA 0.99242 0.830041 8.997725 NA NA NA NA 0.493154 NA NA NA NA 0.849005 NA NA NA NA 1.252048 0.529283 2.587344 0.913115 NA NA NA NA 0.498283 NA NA NA NA 0.184483 NA NA NA 0.531991 NA NA NA

P01770 1 150 15 10 24 Ig heavy chain V-III region NIEP01770 sp|P01770|HV309_HUMAN 3 9.07 16.77 5.06 10.68 6.97 18.14 56.3000023 56.3000023 56.3000023 48.7399995 44 32 25 44 5 2 3 5 0.447451 0.633877 1.749567 NA NA NA NA 0.569247 NA NA NA NA 0.690941 NA NA NA NA 1.104346 1.182907 1.780895 NA NA NA NA 0.487135 NA NA NA NA 2.2754 NA NA NA NA 1.897546 0.757048 1.916493 1.665748 NA NA NA NA 0.664761 NA NA NA NA 0.556426 NA NA NA 1.017065 NA NA NA

P01772 1 152 15 10 24 Ig heavy chain V-III region KOLP01772 sp|P01772|HV311_HUMAN 3 5.36 12.75 13.31 14.71 10.11 14.06 35.710001 27.7799994 33.3299995 35.710001 39 30 33 39 7 1 3 7 0.731487 0.561606 1.351493 NA NA NA NA 0.641059 NA NA NA NA 0.720694 NA NA NA NA 1.013798 1.26966 2.135181 NA NA NA NA 1.031937 NA NA NA NA 2.0469 NA NA NA NA 1.781113 0.849895 1.550611 2.301661 NA NA NA NA 0.979074 NA NA NA NA 0.778703 NA NA NA 0.961911 NA NA NA

P01776 1 154 15 10 24 Ig heavy chain V-III region WASP01776 sp|P01776|HV315_HUMAN 3 2 15.1 2 17.96 2.04 22.91 39.320001 35.8999997 34.1899991 39.320001 45 24 40 45 2 1 2 2 0.555387 0.748778 1.101109 NA NA NA NA 0.422449 NA NA NA NA 0.495947 NA NA NA NA 1.330984 1.077854 1.764375 NA NA NA NA 1.365223 NA NA NA NA 3.954033 NA NA NA NA 2.308787 0.632637 2.014874 3.774571 NA NA NA NA 0.478051 NA NA NA NA 0.428734 NA NA NA 0.83741 NA NA NA

P01780 1 155 15 10 24 Ig heavy chain V-III region JONP01780 sp|P01780|HV319_HUMAN 3 8 10.6 6.03 9.88 8.06 11.74 33.9100003 33.9100003 26.9600004 33.039999 12 11 8 12 3 1 2 3 0.619705 0.497608 1.220142 NA NA NA NA 0.333468 NA NA NA NA 0.413683 NA NA NA NA 1.118658 1.776514 1.391866 NA NA NA NA 1.031607 NA NA NA NA 2.222205 NA NA NA NA 1.716842 0.906392 1.563124 1.727847 NA NA NA NA 0.484726 NA NA NA NA 0.46887 NA NA NA 1.336698 NA NA NA

P01906 1 169 15 10 24 HLA class II histocompatibility antigen, DQ alpha 2 chain (DX alpha chain) (HLA class II histocompatibility antigen, DQ(6) alpha chain) (HLA-DQA1) (MHC class II DQA2)P01906 sp|P01906|DQA2_HUMAN 3 1.55 3.89 2.06 4.24 2.04 2.15 11.3700002 11.3700002 11.3700002 6.66700006 3 3 3 1 9 3 6 9 0.824276 1.035684 1.007165 NA NA NA NA 0.771335 NA NA NA NA 0.877558 NA NA NA NA 0.339821 0.864621 1.387205 NA NA NA NA 1.08709 NA NA NA NA 1.108264 NA NA NA NA 0.354334 0.991731 1.461833 2.65577 NA NA NA NA 0.922282 NA NA NA NA 0.563111 NA NA NA 0.624674 NA NA NA

P02144 1 174 15 10 24 Myoglobin P02144 sp|P02144|MYG_HUMAN 3 2 2.11 2.01 2.24 2.08 2.59 9.74000022 9.74000022 9.74000022 9.74000022 1 1 1 1 1 1 1 1 1.294576 1.140326 1.309737 NA NA NA NA 0.870061 NA NA NA NA 0.991219 NA NA NA NA 1.110654 1.217416 1.020834 NA NA NA NA 1.254768 NA NA NA NA 0.985998 NA NA NA NA 1.569517 1.224792 1.18289 0.944799 NA NA NA NA 1.103686 NA NA NA NA 1.267886 NA NA NA 0.897848 NA NA NA

P04220 1 220 15 10 24 Ig mu heavy chain disease protein (BOT)P04220 sp|P04220|MUCB_HUMAN 3 12.15 58.71 11.65 57.54 11.22 57.34 55.2399993 55.2399993 53.7100017 53.7100017 94 66 86 94 28 10 28 17 0.3881 0.90846 0.693603 NA NA NA NA 0.598102 NA NA NA NA 1.078987 NA NA NA NA 1.177705 1.023877 0.974649 NA NA NA NA 1.505961 NA NA NA NA 3.278009 NA NA NA NA 1.628251 0.384551 1.775525 5.113013 NA NA NA NA 0.628282 NA NA NA NA 0.610943 NA NA NA 1.264765 NA NA NA

P04229 1 221 15 10 24 HLA class II histocompatibility antigen, DRB1-1 beta chain (MHC class II antigen DRB1*1) (DR-1) (DR1)P04229 sp|P04229|2B11_HUMAN 3 2.01 22.48 2.14 15.04 2 13.31 42.1099991 42.1099991 28.2000005 28.5699993 20 20 17 10 2 1 1 2 0.366516 0.300377 0.722476 NA NA NA NA 0.269138 NA NA NA NA 0.225753 NA NA NA NA 3.059761 0.80407 1.00362 NA NA NA NA 0.806046 NA NA NA NA 1.197483 NA NA NA NA 0.942327 0.360199 1.278229 1.031967 NA NA NA NA 0.346575 NA NA NA NA 3.482402 NA NA NA 0.430551 NA NA NA

P05452 1 246 15 10 24 Tetranectin (TN) (C-type lectin domain family 3 member B) (Plasminogen kringle 4-binding protein)P05452 sp|P05452|TETN_HUMAN 3 2 2.22 2 2.11 2 2.24 5.94099984 5.94099984 5.94099984 5.94099984 2 2 1 1 3 1 2 3 0.552552 1.298453 0.702422 NA NA NA NA 0.366957 NA NA NA NA 0.88334 NA NA NA NA 2.861479 1.303502 0.936858 NA NA NA NA 0.919748 NA NA NA NA 1.374415 NA NA NA NA 1.783046 0.637017 1.354895 2.779525 NA NA NA NA 0.958835 NA NA NA NA 0.657686 NA NA NA 0.782034 NA NA NA

P08727 1 301 15 10 24 Keratin, type I cytoskeletal 19 (Cytokeratin-19) (CK-19) (Keratin-19) (K19)P08727 sp|P08727|K1C19_HUMAN 3 2.1 15.24 2.01 14.45 2.56 15.07 16.2499994 16.2499994 12.9999995 12.9999995 11 11 9 9 2 1 1 2 0.891991 1.023786 1.403412 NA NA NA NA 0.853639 NA NA NA NA 1.404069 NA NA NA NA 0.897148 0.7082 1.009097 NA NA NA NA 0.979754 NA NA NA NA 0.76014 NA NA NA NA 1.017891 1.147359 1.321174 1.217455 NA NA NA NA 0.856035 NA NA NA NA 1.547101 NA NA NA 0.796998 NA NA NA

P09382 1 309 15 10 24 Galectin-1 (Gal-1) (14 kDa laminin-binding protein) (HLBP14) (14 kDa lectin) (Beta-galactoside-binding lectin L-14-I) (Galaptin) (HBL) (HPL) (Lactose-binding lectin 1) (Lectin galactoside-binding soluble 1) (Putative MAPK-activating protein PM12) (S-Lac lectin 1)P09382 sp|P09382|LEG1_HUMAN 3 2.77 2.9 4.35 4.46 3.83 3.94 26.67 14.8100004 26.67 22.2200006 4 2 4 2 3 2 2 3 0.542779 0.659766 1.161597 NA NA NA NA 0.948108 NA NA NA NA 0.980502 NA NA NA NA 1.11727 1.480765 1.135236 NA NA NA NA 0.821169 NA NA NA NA 1.050627 NA NA NA NA 1.017137 1.147211 1.096194 1.204861 NA NA NA NA 0.986487 NA NA NA NA 0.904005 NA NA NA 1.256761 NA NA NA

P13727 1 356 15 10 24 Bone marrow proteoglycan (BMPG) (Proteoglycan 2) [Cleaved into: Eosinophil granule major basic protein (EMBP) (MBP) (Pregnancy-associated major basic protein)]P13727 sp|P13727|PRG2_HUMAN 3 1.8 1.92 3.51 3.51 1.7 1.73 10.8099997 4.50499989 10.8099997 4.50499989 2 1 2 1 1 1 1 1 1.533247 1.338719 0.678724 NA NA NA NA 0.503496 NA NA NA NA 0.911173 NA NA NA NA 2.458918 1.215891 0.623707 NA NA NA NA 1.383081 NA NA NA NA 0.711921 NA NA NA NA 0.907308 1.12839 2.673256 2.442193 NA NA NA NA 0.851333 NA NA NA NA 0.890345 NA NA NA 2.932918 NA NA NA

P15121 1 373 15 10 24 Aldose reductase (AR) (EC 1.1.1.21) (Aldehyde reductase) (Aldo-keto reductase family 1 member B1)P15121 sp|P15121|ALDR_HUMAN 3 2.26 3.82 2.5 2.73 2.16 2.41 5.69600016 5.69600016 2.84800008 2.53199991 2 2 1 1 1 1 1 1 0.951685 0.894318 0.684542 NA NA NA NA 1.038 NA NA NA NA 0.887043 NA NA NA NA 1.029678 1.1916 1.271779 NA NA NA NA 1.102388 NA NA NA NA 1.026023 NA NA NA NA 0.92154 1.475019 0.875955 1.899424 NA NA NA NA 1.01973 NA NA NA NA 0.947632 NA NA NA 0.936234 NA NA NA

P19525 1 407 15 10 24 Interferon-induced, double-stranded RNA-activated protein kinase (EC 2.7.11.1) (Eukaryotic translation initiation factor 2-alpha kinase 2) (eIF-2A protein kinase 2) (Interferon-inducible RNA-dependent protein kinase) (P1/eIF-2A protein kinase) (Protein kinase RNA-activated) (PKR) (Tyrosine-protein kinase EIF2AK2) (EC 2.7.10.2) (p68 kinase)P19525 sp|P19525|E2AK2_HUMAN 3 2 2.86 2.04 2.74 2.14 2.87 2.17799991 2.17799991 2.17799991 2.17799991 1 1 1 1 1 1 1 1 0.917401 0.844441 0.947442 NA NA NA NA 0.999138 NA NA NA NA 1.029155 NA NA NA NA 1.0275 1.204395 0.643961 NA NA NA NA 1.107851 NA NA NA NA 0.396034 NA NA NA NA 0.887147 1.043205 0.942005 0.891677 NA NA NA NA 0.939211 NA NA NA NA 1.334182 NA NA NA 1.453844 NA NA NA

P29218 1 469 15 10 24 Inositol monophosphatase 1 (IMP 1) (IMPase 1) (EC 3.1.3.25) (Inositol-1(or 4)-monophosphatase 1) (Lithium-sensitive myo-inositol monophosphatase A1)P29218 sp|P29218|IMPA1_HUMAN 3 2.16 2.29 2.02 2.12 2.13 2.22 3.61000001 3.24900001 3.61000001 3.61000001 1 1 1 1 2 1 2 1 0.782857 0.564776 0.987333 NA NA NA NA 1.197967 NA NA NA NA 0.766925 NA NA NA NA 0.690573 1.10122 0.841813 NA NA NA NA 0.913419 NA NA NA NA 0.31069 NA NA NA NA 1.089995 0.743364 4.473683 0.454691 NA NA NA NA 1.227231 NA NA NA NA 1.610081 NA NA NA 1.218666 NA NA NA

P29972 1 477 15 10 24 Aquaporin-1 (AQP-1) (Aquaporin-CHIP) (Urine water channel) (Water channel protein for red blood cells and kidney proximal tubule)P29972 sp|P29972|AQP1_HUMAN 3 2.14 2.35 2.9 3.05 2.23 2.38 10.0400001 10.0400001 10.0400001 7.43499994 4 4 3 2 5 1 5 2 4.706382 0.818928 1.246289 NA NA NA NA 0.960311 NA NA NA NA 0.716569 NA NA NA NA 2.588852 0.714978 1.290386 NA NA NA NA 1.07385 NA NA NA NA 1.701059 NA NA NA NA 0.47665 0.738281 2.173224 1.031196 NA NA NA NA 1.028361 NA NA NA NA 0.716843 NA NA NA 0.768243 NA NA NA

P32856 1 501 15 10 24 Syntaxin-2 (Epimorphin)P32856 sp|P32856|STX2_HUMAN 3 2.16 2.44 1.8 2.17 2.01 2.46 8.3329998 5.20800017 5.20800017 8.3329998 2 1 1 2 2 1 1 2 1.727489 1.404595 1.306194 NA NA NA NA 1.156942 NA NA NA NA 1.415313 NA NA NA NA 1.203059 0.793257 1.130466 NA NA NA NA 0.959787 NA NA NA NA 0.020922 NA NA NA NA 0.902102 1.459699 0.930514 1.243999 NA NA NA NA 1.079219 NA NA NA NA 1.087957 NA NA NA 0.836203 NA NA NA

P36405 1 515 15 10 24 ADP-ribosylation factor-like protein 3P36405 sp|P36405|ARL3_HUMAN 3 2.23 2.34 3.7 3.78 1.92 2.26 12.6399994 6.59300014 12.6399994 6.04400002 2 1 2 1 3 1 1 3 1.271247 0.860034 0.939973 NA NA NA NA 0.761139 NA NA NA NA 1.056508 NA NA NA NA 1.024675 0.934982 0.844332 NA NA NA NA 1.061611 NA NA NA NA 0.711878 NA NA NA NA 1.139053 1.359423 0.919771 0.717869 NA NA NA NA 1.133099 NA NA NA NA 1.275938 NA NA NA 1.168965 NA NA NA

P36969 1 520 15 10 24 Phospholipid hydroperoxide glutathione peroxidase, mitochondrial (PHGPx) (EC 1.11.1.12) (Glutathione peroxidase 4) (GPx-4) (GSHPx-4)P36969 sp|P36969|GPX4_HUMAN 3 2.41 2.59 2.57 2.68 2.41 2.67 13.7099996 13.7099996 13.1999999 13.1999999 2 2 2 2 2 1 1 2 3.857551 1.489742 1.037363 NA NA NA NA 0.835271 NA NA NA NA 0.950683 NA NA NA NA 1.254491 1.00849 1.333073 NA NA NA NA 1.292811 NA NA NA NA 1.425187 NA NA NA NA 1.21057 0.834187 1.297247 1.517805 NA NA NA NA 0.834469 NA NA NA NA 1.021682 NA NA NA 1.239003 NA NA NA

P43243 1 539 15 10 24 Matrin-3 P43243 sp|P43243|MATR3_HUMAN3 2.02 2.61 2.01 2.43 2.37 2.98 1.65299997 1.65299997 1.65299997 1.65299997 1 1 1 1 2 1 1 2 0.752671 0.96851 0.83847 NA NA NA NA 1.496613 NA NA NA NA 0.796298 NA NA NA NA 0.665465 1.223715 0.898667 NA NA NA NA 0.932924 NA NA NA NA 1.017952 NA NA NA NA 1.048333 1.174134 0.807238 1.372571 NA NA NA NA 1.177758 NA NA NA NA 1.682793 NA NA NA 0.579984 NA NA NA

P46109 1 546 15 10 24 Crk-like proteinP46109 sp|P46109|CRKL_HUMAN 3 2 3.49 2.03 2.24 2.05 2.36 8.2510002 8.2510002 4.94999997 4.94999997 2 2 1 1 2 1 1 2 1.009242 1.137804 1.354241 NA NA NA NA 0.793289 NA NA NA NA 0.978432 NA NA NA NA 0.870786 1.343042 1.401931 NA NA NA NA 1.52056 NA NA NA NA 1.441399 NA NA NA NA 0.984939 0.869708 0.911909 1.492889 NA NA NA NA 1.046124 NA NA NA NA 0.964593 NA NA NA 0.938444 NA NA NA

P48960 1 563 15 10 24 CD97 antigen (Leukocyte antigen CD97) (CD antigen CD97) [Cleaved into: CD97 antigen subunit alpha; CD97 antigen subunit beta]P48960 sp|P48960|CD97_HUMAN 3 2.02 2.37 2.02 2.21 2 2.25 1.91600006 1.91600006 1.91600006 1.91600006 2 1 2 1 3 1 1 3 0.991037 1.384812 1.258212 NA NA NA NA 0.878947 NA NA NA NA 1.219661 NA NA NA NA 1.124609 1.086997 1.075105 NA NA NA NA 2.375909 NA NA NA NA 1.508432 NA NA NA NA 1.454619 0.914918 1.338699 1.901947 NA NA NA NA 1.194457 NA NA NA NA 1.120278 NA NA NA 1.409107 NA NA NA

P50151 1 574 15 10 24 Guanine nucleotide-binding protein G(I)/G(S)/G(O) subunit gamma-10P50151 sp|P50151|GBG10_HUMAN3 2.32 2.5 2.01 2.24 2 2.11 22.0599994 22.0599994 22.0599994 22.0599994 1 1 1 1 4 3 2 4 0.505553 0.734077 0.41699 NA NA NA NA 0.439656 NA NA NA NA 0.49715 NA NA NA NA 0.630299 0.697085 0.677982 NA NA NA NA 0.605481 NA NA NA NA 0.47445 NA NA NA NA 0.539956 0.602844 0.505264 0.491739 NA NA NA NA 0.472598 NA NA NA NA 0.506457 NA NA NA 0.560142 NA NA NA

P55196 1 610 15 10 24 Afadin (ALL1-fused gene from chromosome 6 protein) (Protein AF-6)P55196 sp|P55196|AFAD_HUMAN 3 2.09 2.57 2.12 3.13 2.13 3.65 0.87719997 0.87719997 0.87719997 0.87719997 1 1 1 1 2 1 1 2 1.293451 0.902599 0.791081 NA NA NA NA 0.760525 NA NA NA NA 1.177133 NA NA NA NA 1.156363 1.340445 1.156557 NA NA NA NA 1.49303 NA NA NA NA 0.914582 NA NA NA NA 1.363084 1.171269 1.051302 1.015805 NA NA NA NA 1.327138 NA NA NA NA 1.492923 NA NA NA 1.029394 NA NA NA

P62820 1 661 15 10 24 Ras-related protein Rab-1A (YPT1-related protein)P62820 sp|P62820|RAB1A_HUMAN3 9.78 15.38 14.42 15.78 4.75 7.99 45.8499998 45.8499998 40.9799993 28.2900006 11 11 10 7 1 1 1 1 0.948936 1.073087 0.835808 NA NA NA NA 1.898648 NA NA NA NA 0.939317 NA NA NA NA 0.910379 0.994952 0.84321 NA NA NA NA 0.813377 NA NA NA NA 0.599535 NA NA NA NA 0.755109 1.035836 0.875641 0.551987 NA NA NA NA 0.828486 NA NA NA NA 0.997397 NA NA NA 1.055584 NA NA NA

P78344 1 684 15 10 24 Eukaryotic translation initiation factor 4 gamma 2 (eIF-4-gamma 2) (eIF-4G 2) (eIF4G 2) (Death-associated protein 5) (DAP-5) (p97)P78344 sp|P78344|IF4G2_HUMAN 3 2.08 3.26 1.83 2.86 1.89 2.84 2.53599994 2.53599994 1.10299997 1.10299997 2 2 1 1 4 1 2 4 0.951098 0.54939 0.729398 NA NA NA NA 0.927131 NA NA NA NA 1.168786 NA NA NA NA 0.792388 1.127883 0.719203 NA NA NA NA 1.074203 NA NA NA NA 0.111337 NA NA NA NA 0.876305 1.30328 0.832593 0.687067 NA NA NA NA 0.990222 NA NA NA NA 1.005816 NA NA NA 1.181868 NA NA NA

P80303 1 690 15 10 24 Nucleobindin-2 (DNA-binding protein NEFA) (Gastric cancer antigen Zg4) (Prepronesfatin) [Cleaved into: Nesfatin-1]P80303 sp|P80303|NUCB2_HUMAN3 1.71 2.34 1.62 1.96 1.51 2.19 2.14300007 2.14300007 2.14300007 2.14300007 1 1 1 1 1 1 1 1 0.500823 1.248623 1.316382 NA NA NA NA 0.728298 NA NA NA NA 0.874153 NA NA NA NA 0.437816 0.872058 2.530468 NA NA NA NA 0.965782 NA NA NA NA 0.590847 NA NA NA NA 0.97155 2.692428 0.855301 0.892883 NA NA NA NA 0.786577 NA NA NA NA 1.284489 NA NA NA 0.726896 NA NA NA

Q01628 1 704 15 10 24 Interferon-induced transmembrane protein 3 (Dispanin subfamily A member 2b) (DSPA2b) (Interferon-inducible protein 1-8U)Q01628 sp|Q01628|IFM3_HUMAN 3 2.02 2.02 2.11 2.13 2.03 2.03 21.0500002 12.0300002 21.0500002 12.0300002 3 2 3 2 2 2 1 1 0.443969 1.338907 1.003589 NA NA NA NA 0.610644 NA NA NA NA 0.988762 NA NA NA NA 1.077105 0.944978 1.089906 NA NA NA NA 0.99099 NA NA NA NA 2.062602 NA NA NA NA 0.790208 1.105093 1.187354 1.27209 NA NA NA NA 0.75742 NA NA NA NA 0.926879 NA NA NA 1.600248 NA NA NA

Q07654 1 721 15 10 24 Trefoil factor 3 (Intestinal trefoil factor) (hITF) (Polypeptide P1.B) (hP1.B)Q07654 sp|Q07654|TFF3_HUMAN 3 4.03 4.03 2.31 2.31 3.03 3.13 33.7500006 33.7500006 33.7500006 33.7500006 4 4 2 2 3 2 2 3 0.908312 1.047921 0.81837 NA NA NA NA 1.162628 NA NA NA NA 0.817521 NA NA NA NA 1.34412 1.062696 0.837235 NA NA NA NA 0.794523 NA NA NA NA 0.741575 NA NA NA NA 1.32586 1.37068 1.390397 1.211476 NA NA NA NA 0.789557 NA NA NA NA 0.667605 NA NA NA 1.530943 NA NA NA

Q08554 1 726 15 10 24 Desmocollin-1 (Cadherin family member 1) (Desmosomal glycoprotein 2/3) (DG2/DG3)Q08554 sp|Q08554|DSC1_HUMAN 3 2 2.46 2.02 2.58 2 2.63 1.67800002 1.67800002 1.67800002 1.67800002 1 1 1 1 2 1 1 2 0.798128 1.862949 1.040199 NA NA NA NA 1.664748 NA NA NA NA 1.359785 NA NA NA NA 1.266571 1.079118 1.700361 NA NA NA NA 1.76966 NA NA NA NA 1.928373 NA NA NA NA 0.865798 0.614479 1.462718 1.482089 NA NA NA NA 0.958718 NA NA NA NA 1.140385 NA NA NA 1.226285 NA NA NA

Q10589 1 731 15 10 24 Bone marrow stromal antigen 2 (BST-2) (HM1.24 antigen) (Tetherin) (CD antigen CD317)Q10589 sp|Q10589|BST2_HUMAN 3 2 2.49 2.02 2.13 2 2.13 5.55600002 5.55600002 5.55600002 5.55600002 1 1 1 1 2 1 1 2 0.432838 1.565583 1.821168 NA NA NA NA 0.835463 NA NA NA NA 0.677585 NA NA NA NA 0.856363 0.718617 1.477508 NA NA NA NA 0.905835 NA NA NA NA 1.634013 NA NA NA NA 0.664173 0.826779 1.253143 1.020212 NA NA NA NA 0.612892 NA NA NA NA 1.22954 NA NA NA 1.927552 NA NA NA

Q12899 1 734 15 10 24 Tripartite motif-containing protein 26 (Acid finger protein) (AFP) (RING finger protein 95) (Zinc finger protein 173)Q12899 sp|Q12899|TRI26_HUMAN 3 2.11 2.94 2.09 2.58 2.14 2.96 2.04099994 2.04099994 2.04099994 2.04099994 1 1 1 1 3 1 1 3 0.656475 0.593716 0.739207 NA NA NA NA 0.967394 NA NA NA NA 1.082405 NA NA NA NA 0.820776 1.171251 0.795996 NA NA NA NA 0.968742 NA NA NA NA 0.854627 NA NA NA NA 0.86329 0.868796 0.896525 0.858294 NA NA NA NA 0.981522 NA NA NA NA 1.498789 NA NA NA 0.710808 NA NA NA

Q12965 1 740 15 10 24 Unconventional myosin-Ie (Myosin-Ic) (Unconventional myosin 1E)Q12965 sp|Q12965|MYO1E_HUMAN3 2.05 6.48 1.58 4.26 2 4.5 3.61000001 3.61000001 1.80500001 0.99280002 3 3 2 1 1 1 1 1 1.023502 0.949825 0.813457 NA NA NA NA 0.848448 NA NA NA NA 1.098559 NA NA NA NA 0.837697 1.403936 0.943542 NA NA NA NA 0.971368 NA NA NA NA 0.987482 NA NA NA NA 1.419904 1.24604 0.988251 1.11886 NA NA NA NA 1.250773 NA NA NA NA 1.508262 NA NA NA 1.477719 NA NA NA

Q13231 1 746 15 10 24 Chitotriosidase-1 (EC 3.2.1.14) (Chitinase-1)Q13231 sp|Q13231|CHIT1_HUMAN 3 2.03 2.15 2.02 2.08 2.04 2.17 4.50600013 4.50600013 4.50600013 4.50600013 2 2 2 2 4 4 4 2 0.384694 0.452709 0.513188 NA NA NA NA 0.21603 NA NA NA NA 0.386007 NA NA NA NA 1.320543 1.270881 1.651137 NA NA NA NA 3.301996 NA NA NA NA 4.346987 NA NA NA NA 1.834582 0.682608 1.82591 8.484197 NA NA NA NA 0.484937 NA NA NA NA 0.505453 NA NA NA 1.396577 NA NA NA

Q14156 1 761 15 10 24 Protein EFR3 homolog A (Protein EFR3-like)Q14156 sp|Q14156|EFR3A_HUMAN3 2 2.96 2.06 2.55 2.01 2.73 1.94899999 1.94899999 1.94899999 1.94899999 1 1 1 1 1 1 1 1 0.846382 1.182831 0.918736 NA NA NA NA 0.865381 NA NA NA NA 1.120366 NA NA NA NA 1.03419 1.061839 1.053771 NA NA NA NA 1.101368 NA NA NA NA 0.968713 NA NA NA NA 0.866775 1.228043 0.953675 0.976552 NA NA NA NA 1.115821 NA NA NA NA 1.272848 NA NA NA 1.092083 NA NA NA

Q15109 1 777 15 10 24 Advanced glycosylation end product-specific receptor (Receptor for advanced glycosylation end products)Q15109 sp|Q15109|RAGE_HUMAN 3 1.74 1.81 2 2.05 2 2.1 2.96999998 2.96999998 2.96999998 2.96999998 2 1 1 2 2 2 1 1 1.158409 1.671915 2.119242 NA NA NA NA 1.497709 NA NA NA NA 1.71948 NA NA NA NA 0.918008 0.505881 0.571469 NA NA NA NA 0.800065 NA NA NA NA 0.313748 NA NA NA NA 0.510199 0.802476 0.428203 0.323283 NA NA NA NA 1.590322 NA NA NA NA 0.959704 NA NA NA 0.330703 NA NA NA

Q15257 1 779 15 10 24 Serine/threonine-protein phosphatase 2A activator (EC 5.2.1.8) (PP2A, subunit B', PR53 isoform) (Phosphotyrosyl phosphatase activator) (PTPA) (Serine/threonine-protein phosphatase 2A regulatory subunit 4) (Serine/threonine-protein phosphatase 2A regulatory subunit B')Q15257 sp|Q15257|PTPA_HUMAN 3 3.4 3.63 2 2.33 2 2.45 6.42499998 6.42499998 2.79300008 2.79300008 2 2 1 1 3 3 2 3 1.821471 0.526891 1.003507 NA NA NA NA 0.780139 NA NA NA NA 0.852399 NA NA NA NA 1.188724 1.176251 0.991652 NA NA NA NA 0.936963 NA NA NA NA 0.578145 NA NA NA NA 1.290426 1.174789 1.031402 0.737591 NA NA NA NA 1.128902 NA NA NA NA 1.030517 NA NA NA 1.183191 NA NA NA

Q5T6J7 1 801 15 10 24 Probable gluconokinase (EC 2.7.1.12) (Gluconate kinase)Q5T6J7 sp|Q5T6J7|GNTK_HUMAN 3 1.79 1.86 2 2.25 2.03 2.24 7.48699978 7.48699978 7.48699978 7.48699978 1 1 1 1 2 1 1 2 0.445419 0.971256 0.647003 NA NA NA NA 1.048161 NA NA NA NA 0.629312 NA NA NA NA 0.795584 1.963932 0.676629 NA NA NA NA 1.225897 NA NA NA NA 0.640005 NA NA NA NA 1.155367 2.110866 1.144486 0.723886 NA NA NA NA 0.888169 NA NA NA NA 0.685259 NA NA NA 0.650087 NA NA NA

Q6IA69 1 809 15 10 24 Glutamine-dependent NAD(+) synthetase (EC 6.3.5.1) (NAD(+) synthase [glutamine-hydrolyzing]) (NAD(+) synthetase)Q6IA69 sp|Q6IA69|NADE_HUMAN 3 2.02 2.27 2.02 2.35 2.02 2.52 1.70000009 1.70000009 1.70000009 1.70000009 1 1 1 1 2 1 2 1 0.638189 2.09109 0.589291 NA NA NA NA 2.417027 NA NA NA NA 1.39259 NA NA NA NA 0.538285 0.509097 0.829532 NA NA NA NA 0.906909 NA NA NA NA 0.575449 NA NA NA NA 1.074577 0.756493 0.57171 0.98647 NA NA NA NA 0.76974 NA NA NA NA 0.620157 NA NA NA 1.154624 NA NA NA

Q7L5N1 1 820 15 10 24 COP9 signalosome complex subunit 6 (SGN6) (Signalosome subunit 6) (JAB1-containing signalosome subunit 6) (MOV34 homolog) (Vpr-interacting protein) (hVIP)Q7L5N1 sp|Q7L5N1|CSN6_HUMAN 3 4 4.25 2 2.15 2.4 2.64 7.03400001 7.03400001 4.58699986 4.58699986 2 2 1 1 2 1 1 2 1.196096 1.221764 1.08403 NA NA NA NA 1.207271 NA NA NA NA 1.170847 NA NA NA NA 0.666865 0.792979 1.081484 NA NA NA NA 1.073519 NA NA NA NA 0.975779 NA NA NA NA 0.910928 0.837282 1.54958 1.142946 NA NA NA NA 0.993906 NA NA NA NA 1.100607 NA NA NA 0.991307 NA NA NA

Q7Z2W4 1 823 15 10 24 Zinc finger CCCH-type antiviral protein 1 (ADP-ribosyltransferase diphtheria toxin-like 13) (ARTD13) (Zinc finger CCCH domain-containing protein 2) (Zinc finger antiviral protein) (ZAP)Q7Z2W4 sp|Q7Z2W4|ZCCHV_HUMAN3 2.25 2.83 2.03 2.4 2.16 2.97 2.88200006 2.88200006 1.44100003 1.44100003 2 2 2 1 1 1 1 1 1.201595 1.157377 1.209851 NA NA NA NA 0.878165 NA NA NA NA 1.180568 NA NA NA NA 0.916758 0.849707 1.067563 NA NA NA NA 1.060272 NA NA NA NA 0.78712 NA NA NA NA 0.833508 0.809279 0.87773 0.978668 NA NA NA NA 1.482473 NA NA NA NA 0.950703 NA NA NA 0.978647 NA NA NA

Q7Z4L5 1 827 15 10 24 Tetratricopeptide repeat protein 21B (TPR repeat protein 21B)Q7Z4L5 sp|Q7Z4L5|TT21B_HUMAN 3 2.2 4.51 2.13 4.8 2.25 4.3 2.73599997 1.064 2.43200008 2.73599997 3 1 3 3 2 1 1 2 1.766507 0.628373 0.710512 NA NA NA NA 0.765963 NA NA NA NA 1.518838 NA NA NA NA 1.29864 1.216849 0.700037 NA NA NA NA 0.925291 NA NA NA NA 0.40011 NA NA NA NA 1.172292 0.9969 0.767227 0.578225 NA NA NA NA 1.221843 NA NA NA NA 0.91458 NA NA NA 1.20533 NA NA NA

Q8IWZ6 1 839 15 10 24 Bardet-Biedl syndrome 7 protein (BBS2-like protein 1)Q8IWZ6 sp|Q8IWZ6|BBS7_HUMAN 3 1.68 2.16 1.76 2.29 2.04 2.56 1.67800002 1.67800002 1.67800002 1.67800002 1 1 1 1 1 1 1 1 1.213663 1.448809 0.878444 NA NA NA NA 1.217718 NA NA NA NA 1.375593 NA NA NA NA 0.898699 0.832207 0.849787 NA NA NA NA 1.108741 NA NA NA NA 0.580576 NA NA NA NA 0.725959 0.829047 0.664244 0.576746 NA NA NA NA 1.521318 NA NA NA NA 1.584395 NA NA NA 0.682336 NA NA NA

Q8TAD7 1 855 15 10 24 Overexpressed in colon carcinoma 1 protein (OCC-1) (AGD3)Q8TAD7 sp|Q8TAD7|OCC1_HUMAN 3 2.07 2.07 2 2 2 2 20.6300005 20.6300005 20.6300005 20.6300005 1 1 1 1 2 1 2 2 1.550032 1.717362 1.255072 NA NA NA NA 0.870401 NA NA NA NA 1.001004 NA NA NA NA 0.615604 0.860304 0.982559 NA NA NA NA 0.77163 NA NA NA NA 0.653484 NA NA NA NA 0.966981 1.040116 0.514799 0.244442 NA NA NA NA 2.201357 NA NA NA NA 1.393852 NA NA NA 1.19659 NA NA NA

Q92882 1 876 15 10 24 Osteoclast-stimulating factor 1Q92882 sp|Q92882|OSTF1_HUMAN3 2.05 2.32 2.04 2.27 2.01 2.26 5.60699999 5.60699999 5.60699999 5.60699999 2 2 1 1 3 1 2 3 1.045576 0.569328 1.104866 NA NA NA NA 0.764354 NA NA NA NA 0.883454 NA NA NA NA 0.798516 1.128845 1.280992 NA NA NA NA 1.139991 NA NA NA NA 1.32171 NA NA NA NA 0.640185 1.510599 0.793382 1.189569 NA NA NA NA 1.229768 NA NA NA NA 1.209453 NA NA NA 1.596236 NA NA NA

Q93096 1 879 15 10 24 Protein tyrosine phosphatase type IVA 1 (EC 3.1.3.48) (PTP(CAAXI)) (Protein-tyrosine phosphatase 4a1) (Protein-tyrosine phosphatase of regenerating liver 1) (PRL-1)Q93096 sp|Q93096|TP4A1_HUMAN3 2.01 2.34 2.53 2.69 2.09 2.31 8.67099986 8.67099986 8.67099986 8.67099986 2 2 1 1 2 1 1 2 1.578472 1.7345 1.063773 NA NA NA NA 0.812958 NA NA NA NA 1.382103 NA NA NA NA 1.111795 0.99413 0.928629 NA NA NA NA 1.480734 NA NA NA NA 0.797039 NA NA NA NA 0.736805 1.437017 0.827322 0.837491 NA NA NA NA 1.34285 NA NA NA NA 1.02729 NA NA NA 1.136814 NA NA NA

Q969L2 1 880 15 10 24 Protein MAL2 Q969L2 sp|Q969L2|MAL2_HUMAN 3 2.01 2.12 2 2.05 2.02 2.05 6.25 6.25 6.25 6.25 2 2 1 2 4 3 3 4 1.681465 2.127563 2.688126 NA NA NA NA 1.081519 NA NA NA NA 1.168213 NA NA NA NA 0.763302 0.587294 0.859482 NA NA NA NA 0.763179 NA NA NA NA 1.013372 NA NA NA NA 0.666185 0.675448 0.650757 0.657538 NA NA NA NA 1.292868 NA NA NA NA 0.960687 NA NA NA 0.719013 NA NA NA

Q96D96 1 889 15 10 24 Voltage-gated hydrogen channel 1 (Hydrogen voltage-gated channel 1) (HV1) (Voltage sensor domain-only protein)Q96D96 sp|Q96D96|HVCN1_HUMAN3 2 2.45 2.02 2.49 2.01 2.71 5.49499989 5.49499989 5.49499989 5.49499989 1 1 1 1 3 1 3 2 2.08664 1.236322 1.32918 NA NA NA NA 1.73195 NA NA NA NA 1.047066 NA NA NA NA 0.963924 0.932865 1.389008 NA NA NA NA 1.76443 NA NA NA NA 1.017908 NA NA NA NA 0.735086 0.590926 1.213947 1.027785 NA NA NA NA 0.90967 NA NA NA NA 0.928196 NA NA NA 0.907473 NA NA NA

Q99471 1 911 15 10 24 Prefoldin subunit 5 (C-Myc-binding protein Mm-1) (Myc modulator 1)Q99471 sp|Q99471|PFD5_HUMAN 3 2.02 2.11 2 2.07 2.01 2.08 11.6899997 11.6899997 11.6899997 11.6899997 1 1 1 1 2 1 1 2 1.122785 1.075199 0.940863 NA NA NA NA 1.135051 NA NA NA NA 1.107109 NA NA NA NA 1.027359 1.139087 1.017884 NA NA NA NA 1.12679 NA NA NA NA 0.679224 NA NA NA NA 1.140102 1.216379 1.175456 0.957518 NA NA NA NA 1.162471 NA NA NA NA 1.251217 NA NA NA 1.250297 NA NA NA

Q9BV40 1 925 15 10 24 Vesicle-associated membrane protein 8 (VAMP-8) (Endobrevin) (EDB)Q9BV40 sp|Q9BV40|VAMP8_HUMAN3 2.13 2.15 2.01 2.01 2 2 11.9999997 11.9999997 11.9999997 7.99999982 2 1 1 2 2 1 1 2 1.294387 1.048568 1.090909 NA NA NA NA 1.135659 NA NA NA NA 1.036087 NA NA NA NA 0.967689 0.917301 1.031299 NA NA NA NA 0.913883 NA NA NA NA 1.328354 NA NA NA NA 1.36903 0.953494 1.036021 1.374955 NA NA NA NA 0.913195 NA NA NA NA 0.902591 NA NA NA 1.159484 NA NA NA

Q9BYG5 1 928 15 10 24 Partitioning defective 6 homolog beta (PAR-6 beta) (PAR-6B)Q9BYG5 sp|Q9BYG5|PAR6B_HUMAN3 2.04 2.17 2.04 2.21 2.19 2.44 2.68799998 2.68799998 2.68799998 2.68799998 1 1 1 1 2 1 1 2 2.077084 1.252775 1.960431 NA NA NA NA 1.162197 NA NA NA NA 1.173173 NA NA NA NA 0.952081 0.590876 1.062985 NA NA NA NA 0.933374 NA NA NA NA 0.889814 NA NA NA NA 0.513429 0.834152 0.74514 0.735392 NA NA NA NA 1.085855 NA NA NA NA 0.947866 NA NA NA 0.660891 NA NA NA

Q9C005 1 930 15 10 24 Protein dpy-30 homolog (Dpy-30-like protein) (Dpy-30L)Q9C005 sp|Q9C005|DPY30_HUMAN3 2.08 2.13 2.01 2.08 2.03 2.13 20.2000007 9.09100026 20.2000007 20.2000007 1 1 1 1 3 1 2 3 0.934192 1.296698 0.782638 NA NA NA NA 1.639338 NA NA NA NA 1.646662 NA NA NA NA 0.888002 1.091717 1.04175 NA NA NA NA 0.962879 NA NA NA NA 0.992482 NA NA NA NA 0.904092 0.875355 0.842221 0.905545 NA NA NA NA 0.765548 NA NA NA NA 1.055314 NA NA NA 0.938179 NA NA NA

Q9H0U4 1 937 15 10 24 Ras-related protein Rab-1BQ9H0U4 sp|Q9H0U4|RAB1B_HUMAN3 2.07 13.79 3.66 15.67 2 7.76 52.7400017 52.7400017 45.2699989 28.8599998 13 13 11 9 2 2 1 2 0.809782 0.930003 0.826788 NA NA NA NA 1.829702 NA NA NA NA 1.239953 NA NA NA NA 0.76654 0.681317 1.048797 NA NA NA NA 0.913853 NA NA NA NA 0.921422 NA NA NA NA 0.647074 0.796545 1.02035 0.796125 NA NA NA NA 1.111652 NA NA NA NA 1.044694 NA NA NA 0.503998 NA NA NA

Q9H1C7 1 939 15 10 24 Cysteine-rich and transmembrane domain-containing protein 1Q9H1C7 sp|Q9H1C7|CE032_HUMAN3 2 2 2 2 2 2 10.3100002 10.3100002 10.3100002 10.3100002 3 3 3 3 14 6 5 14 1.994883 2.015214 1.721969 NA NA NA NA 1.006023 NA NA NA NA 1.141192 NA NA NA NA 0.923508 0.772737 1.218776 NA NA NA NA 0.996063 NA NA NA NA 1.112989 NA NA NA NA 0.660278 0.784953 0.846296 0.978951 NA NA NA NA 1.195071 NA NA NA NA 0.857792 NA NA NA 0.55703 NA NA NA

Q9NP97 NA 5 15 9 24 Dynein light chain roadblock-type 1 (Bithoraxoid-like protein) (BLP) (Dynein light chain 2A, cytoplasmic) (Dynein-associated protein Km23) (Roadblock domain-containing protein 1)Q9NP97 sp|Q9NP97|DLRB1_HUMAN3 2 2.12 2.02 2.13 2.02 2.14 16.6700006 12.5 16.6700006 12.5 2 2 1 1 1 1 1 1 0.993555 1.043992 1.613402 NA NA NA NA 1.443763 NA NA NA NA 1.187673 NA NA NA NA 0.707926 0.995279 1.192868 NA NA NA NA 1.020847 NA NA NA NA 1.096123 NA NA NA NA 0.715514 0.834577 1.361213 1.119922 NA NA NA NA 1.459395 NA NA NA NA 0.861569 NA NA NA 1.106286 NA NA NA

Q9NY33 NA 18 15 9 24 Dipeptidyl peptidase 3 (EC 3.4.14.4) (Dipeptidyl aminopeptidase III) (Dipeptidyl arylamidase III) (Dipeptidyl peptidase III) (DPP III) (Enkephalinase B)Q9NY33 sp|Q9NY33|DPP3_HUMAN 3 2.15 2.99 2.14 2.34 2.16 2.6 2.17099991 2.17099991 2.17099991 2.17099991 2 2 1 1 2 2 2 1 1.09894 1.104221 1.099298 NA NA NA NA 0.862721 NA NA NA NA 0.872965 NA NA NA NA 0.937698 0.957546 1.042745 NA NA NA NA 1.067507 NA NA NA NA 1.243136 NA NA NA NA 0.965511 0.937826 1.062707 1.195655 NA NA NA NA 0.85766 NA NA NA NA 0.970163 NA NA NA 1.055567 NA NA NA

Q9TQE0 NA 32 15 9 24 HLA class II histocompatibility antigen, DRB1-9 beta chain (MHC class II antigen DRB1*9) (DR-9) (DR9)Q9TQE0 sp|Q9TQE0|2B19_HUMAN 3 2 15.86 1.8 13.29 2 9.46 36.8400008 36.8400008 21.0500002 21.0500002 14 14 13 7 4 4 1 2 0.363749 0.311428 1.401223 NA NA NA NA 1.247482 NA NA NA NA 0.232897 NA NA NA NA 0.317792 5.030626 1.988158 NA NA NA NA 2.336641 NA NA NA NA 1.280074 NA NA NA NA 0.544023 0.410357 0.353586 2.521504 NA NA NA NA 0.429458 NA NA NA NA 0.485858 NA NA NA 0.370534 NA NA NA

Q9UI46 NA 44 15 9 24 Dynein intermediate chain 1, axonemal (Axonemal dynein intermediate chain 1)Q9UI46 sp|Q9UI46|DNAI1_HUMAN 3 2 2.43 2.02 2.29 2.01 2.52 2.71799993 2.71799993 2.71799993 2.71799993 1 1 1 1 1 1 1 1 0.962484 1.069168 1.028734 NA NA NA NA 1.39829 NA NA NA NA 1.006443 NA NA NA NA 1.079784 0.862339 1.022024 NA NA NA NA 1.012276 NA NA NA NA 1.142079 NA NA NA NA 0.855411 0.756622 1.038026 0.996257 NA NA NA NA 1.008911 NA NA NA NA 1.450429 NA NA NA 0.974166 NA NA NA

Q9ULC4 NA 51 15 9 24 Malignant T-cell-amplified sequence 1 (MCT-1) (Multiple copies T-cell malignancies)Q9ULC4 sp|Q9ULC4|MCTS1_HUMAN3 2 2.03 2 2.09 2 2.21 9.39199999 9.39199999 9.39199999 9.39199999 2 1 1 2 2 1 2 2 1.273826 0.743563 0.906082 NA NA NA NA 1.235642 NA NA NA NA 1.029434 NA NA NA NA 0.725562 1.565113 1.086594 NA NA NA NA 1.017216 NA NA NA NA 0.956986 NA NA NA NA 0.924467 1.379639 0.832952 0.832687 NA NA NA NA 0.958838 NA NA NA NA 1.50185 NA NA NA 0.770576 NA NA NA

Q9Y366 NA 69 15 9 24 Intraflagellar transport protein 52 homolog (Protein NGD5 homolog)Q9Y366 sp|Q9Y366|IFT52_HUMAN 3 1.66 2.12 1.43 1.6 1.47 1.77 2.28799991 2.28799991 2.28799991 2.28799991 1 1 1 1 2 1 1 2 1.187924 1.160307 0.929594 NA NA NA NA 1.219553 NA NA NA NA 1.188011 NA NA NA NA 1.478407 0.835334 0.963578 NA NA NA NA 0.791834 NA NA NA NA 0.105638 NA NA NA NA 1.06724 0.860439 0.752135 0.678808 NA NA NA NA 1.306366 NA NA NA NA 1.390378 NA NA NA 0.903962 NA NA NA

Q9Y383 NA 71 15 9 24 Putative RNA-binding protein Luc7-like 2Q9Y383 sp|Q9Y383|LC7L2_HUMAN 3 1.77 2.22 1.43 1.76 2.51 2.98 4.08199988 2.29599997 2.29599997 4.08199988 2 1 1 2 2 1 1 2 0.843949 1.128945 0.737868 NA NA NA NA 0.875493 NA NA NA NA 0.85107 NA NA NA NA 0.882476 0.854387 0.769222 NA NA NA NA 1.211001 NA NA NA NA 1.142443 NA NA NA NA 1.182732 0.837716 1.01687 1.333386 NA NA NA NA 1.24857 NA NA NA NA 1.777333 NA NA NA 1.896446 NA NA NA

Q9Y3D6 NA 72 15 9 24 Mitochondrial fission 1 protein (FIS1 homolog) (hFis1) (Tetratricopeptide repeat protein 11) (TPR repeat protein 11)Q9Y3D6 sp|Q9Y3D6|FIS1_HUMAN 3 1.93 2.26 1.77 2.15 2.02 2.3 7.23700002 7.23700002 7.23700002 7.23700002 1 1 1 1 1 1 1 1 1.232124 1.084225 0.981859 NA NA NA NA 1.104373 NA NA NA NA 0.964716 NA NA NA NA 0.741668 0.915222 1.005499 NA NA NA NA 0.790951 NA NA NA NA 0.693623 NA NA NA NA 1.202057 1.308594 0.759291 0.767135 NA NA NA NA 1.042258 NA NA NA NA 1.339839 NA NA NA 0.556848 NA NA NA

Q9Y696 NA 83 15 9 24 Chloride intracellular channel protein 4 (Intracellular chloride ion channel protein p64H1)Q9Y696 sp|Q9Y696|CLIC4_HUMAN 3 2.67 5.29 1.37 4.69 1.7 4.37 15.8099994 15.8099994 7.50999972 10.2799997 4 4 3 3 3 1 1 3 1.099155 1.311488 0.99021 NA NA NA NA 0.807805 NA NA NA NA 0.908738 NA NA NA NA 0.970886 0.763854 1.266926 NA NA NA NA 0.942429 NA NA NA NA 1.104666 NA NA NA NA 0.850784 1.003636 0.973359 1.240125 NA NA NA NA 1.048339 NA NA NA NA 0.840995 NA NA NA 0.961778 NA NA NA

Q9Y446 NA 76 5 4 7 Plakophilin-3 Q9Y446 sp|Q9Y446|PKP3_HUMAN 3 3.71 5.07 2.02 2.37 2.05 2.58 4.51700017 4.51700017 1.88200008 1.88200008 2 2 1 1 1 1 NA NA 1.281125 1.328087 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.835837 0.693728 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA 0.669452 0.892461 1.061485 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
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Exo5_1UpperCI.116.113Exo17116.113_3Exo171PVal.117.113Exo171EF.117.113 Exo171LowerCI.117.113Exo171UpperCI.117.113 Exo7_117.113_3Exo7_1PVal.118.113Exo7_1EF.118.113 Exo7_1LowerCI.118.113Exo7_1UpperCI.118.113 Exo16_121.113_3Exo16_PVal.121.113Exo16_EF.121.113 Exo16_LowerCI.121.113Exo16_UpperCI.121.113Exo4_1UpperCI.118.113X119iTRAQpool_119.113_3X119iTRPVal.115.113X119iTREF.115.113 X119iTRLowerCI.115.113X119iTRUpperCI.115.113 Entry Entry name Status Protein names Gene names Length Organism Average Ref log2Exo26_ref_114.113_1log2Exo24_ref_115.113_1log2Exo23_ref_114.113_2log2Exo25_ref_115.113_2log2Exo22ref_114.113_3log2Exo15_116.113_1log2Exo10_118.113_1log2Exo11_119.113_1log2Exo19_116.113_2log2Exo13_117.113_2log2Exo4_118.113_2log2Exo5_115.113_3log2Exo17116.113_3log2Exo7_117.113_3Log2Exo1_121.113_2log2Exo16_121.113_3AverageNon-Löfgren'sAverage ratio Non-Löfgren's vs refAverage ratio Löfgren's vs refAverageLöfgrens Log2LöfExo6_117.113_1Log2LöfExo3_121.113_1Log2LöfExo9_119.113_2Log2LöfExo18_118.113_3Average Sarc (Löf + Non-Löf)Average Ratio Sarc vs RefExo26_ref_114.113_1Exo24_ref_115.113_1Exo23_ref_114.113_2Exo25_ref_115.113_2Exo22ref_114.113_3Exo15_116.113_1Exo10_118.113_1Exo11_119.113_1Exo19_116.113_2Exo13_117.113_2Exo4_118.113_2 Exo5_115.113_3 Exo17116.113_3 Exo1_121.113_2Exo7_117.113_3 Exo16_121.113_3LöfExo6_117.113_1LöfExo3_121.113_1LöfExo9_119.113_2LöfExo18_118.113_3X119iTRAQpool_119.113_3Number

NA 1.19 NA NA NA NA 1.00 NA NA NA NA 0.65 NA NA NA NA 1.40 0.58 NA NA NA NA A5D8V6 VP37C_HUMANreviewed Vacuolar protein sorting-associated protein 37C (hVps37C) (ESCRT-I complex subunit VPS37C)VPS37C PML39 355 Homo sapiens (Human) 0.42 0.45 0.67 0.91 -0.07 0.14 -0.02 0.10 0.05 -0.35 0.33 -0.06 -0.38 0.25 0.00 -0.28 -0.61 -0.09 -0.51 -0.49 -0.07 0.22 -0.14 -0.08 -0.27 -0.08 -0.50 1.36 1.59 1.88 0.96 1.10 0.99 1.07 1.03 0.79 1.26 0.96 0.77 1.19 0.82 1.00 0.65 1.16 0.91 0.95 0.83 0.58 691

NA 0.77 NA NA NA NA 0.81 NA NA NA NA 1.11 NA NA NA NA 3.26 1.33 NA NA NA NA A5YKK6 CNOT1_HUMANreviewed CCR4-NOT transcription complex subunit 1 (CCR4-associated factor 1) (Negative regulator of transcription subunit 1 homolog) (NOT1H) (hNOT1)CNOT1 CDC39 KIAA1007 NOT1 AD-0052376 Homo sapiens (Human) -0.02 -0.13 0.09 -0.12 -0.07 0.15 -0.01 -0.25 0.25 0.50 -0.15 -0.12 -0.15 -0.38 -0.31 0.19 0.15 -0.03 -0.01 0.19 0.17 0.26 -0.19 -0.03 0.65 0.03 0.04 0.91 1.06 0.92 0.95 1.11 0.99 0.84 1.19 1.41 0.90 0.92 0.90 0.77 1.14 0.81 1.11 1.20 0.88 0.98 1.57 1.33 692

1.44 1.00 0.99 1.42 0.70 1.42 1.28 0.35 2.46 0.52 3.15 1.26 0.35 2.26 0.56 2.85 2.74 1.01 0.97 2.08 0.49 2.09 A6NJ16 IV4F8_HUMAN reviewed Putative V-set and immunoglobulin domain-containing-like protein IGHV4OR15-8 (Immunoglobulin heavy variable 4 orphon 15-8) (Putative V-set and immunoglobulin domain-containing protein 6)IGHV4OR15-8 VSIG6 123 Homo sapiens (Human) -0.45 -1.46 -0.28 0.62 -0.87 -0.29 0.16 0.02 0.61 0.95 -0.49 -0.83 -0.21 0.00 0.36 0.68 0.33 0.14 0.60 0.36 -0.09 -0.49 -0.04 0.81 -0.63 0.08 0.54 0.36 0.82 1.54 0.55 0.82 1.12 1.01 1.52 1.93 0.71 0.56 0.86 1.00 1.60 1.28 1.26 0.71 0.97 1.75 0.65 1.01 749

2.77 1.20 0.16 1.43 0.84 1.71 1.46 0.04 1.43 1.03 2.09 1.08 0.46 1.43 0.76 1.54 92.57 1.13 0.28 1.42 0.79 1.61 B0I1T2 MYO1G_HUMANreviewed Unconventional myosin-Ig [Cleaved into: Minor histocompatibility antigen HA-2 (mHag HA-2)]MYO1G HA2 1018 Homo sapiens (Human) -0.74 -0.98 -0.49 -0.89 -1.08 -0.28 0.15 -0.34 0.56 0.45 -0.26 0.71 0.50 0.26 0.55 0.16 0.11 0.26 1.00 1.44 0.69 0.51 1.07 0.47 0.73 0.38 1.12 0.51 0.71 0.54 0.47 0.83 1.11 0.79 1.47 1.37 0.84 1.64 1.42 1.20 1.12 1.46 1.08 1.42 2.10 1.39 1.66 1.13 1

1.34 1.34 0.09 1.47 0.92 1.97 0.99 0.93 1.37 0.72 1.36 1.06 0.58 1.33 0.79 1.41 0.98 1.12 0.49 1.61 0.70 1.81 B9A064 IGLL5_HUMAN reviewed Immunoglobulin lambda-like polypeptide 5 (G lambda-1) (Germline immunoglobulin lambda 1)IGLL5 214 Homo sapiens (Human) -0.47 -1.21 0.01 0.45 -0.78 -0.81 0.07 -0.94 0.23 0.44 -0.35 -0.83 -0.08 0.42 -0.01 1.36 0.08 0.04 0.51 0.68 0.22 0.27 -0.17 0.78 -0.01 0.08 0.55 0.43 1.01 1.37 0.58 0.57 1.05 0.52 1.18 1.36 0.79 0.56 0.95 1.34 2.57 0.99 1.06 1.20 0.89 1.71 0.99 1.12 2

NA 1.21 NA NA NA NA 1.12 NA NA NA NA 0.75 NA NA NA NA 2.29 1.01 NA NA NA NA O00151 PDLI1_HUMAN reviewed PDZ and LIM domain protein 1 (C-terminal LIM domain protein 1) (Elfin) (LIM domain protein CLP-36)PDLIM1 CLIM1 CLP36 329 Homo sapiens (Human) -0.16 -0.13 -0.34 0.25 -0.15 -0.42 0.20 0.48 -0.09 0.20 0.56 0.53 -0.21 0.27 0.16 0.31 -0.41 0.18 0.34 0.28 0.13 0.19 0.33 0.25 -0.27 0.17 0.33 0.91 0.79 1.19 0.90 0.75 1.15 1.40 0.94 1.15 1.47 1.45 0.87 1.21 1.24 1.12 0.75 1.14 1.25 1.19 0.83 1.01 693

0.96 1.35 0.01 1.22 1.10 1.65 1.30 0.00 1.08 1.20 1.40 0.86 0.01 1.12 0.77 0.97 1.25 0.80 0.00 1.15 0.70 0.92 O00159 MYO1C_HUMANreviewed Unconventional myosin-Ic (Myosin I beta) (MMI-beta) (MMIb)MYO1C 1063 Homo sapiens (Human) 0.14 0.18 -0.02 0.92 -0.45 0.06 0.08 -0.17 0.33 0.30 0.30 0.21 -0.30 0.43 0.38 0.02 -0.21 0.12 -0.01 -0.07 0.07 0.01 -0.18 0.45 -0.01 0.11 -0.03 1.13 0.99 1.89 0.73 1.04 1.06 0.89 1.26 1.23 1.23 1.16 0.81 1.35 1.01 1.30 0.86 1.01 0.89 1.37 0.99 0.80 3

2.67 1.04 0.61 1.24 0.84 1.29 1.12 0.28 1.29 0.87 1.45 1.15 0.65 2.20 0.52 2.54 1.06 1.28 0.11 1.40 0.91 1.80 O00160 MYO1F_HUMANreviewed Unconventional myosin-If (Myosin-Ie)MYO1F 1098 Homo sapiens (Human) -0.26 -0.63 -0.81 -0.13 0.12 0.15 -0.11 0.32 -0.31 0.46 -0.03 -0.18 0.71 0.06 0.17 0.39 0.20 0.15 0.41 0.22 -0.04 0.05 0.06 -0.27 0.02 0.10 0.36 0.65 0.57 0.92 1.09 1.11 0.93 1.25 0.81 1.38 0.98 0.88 1.64 1.04 1.31 1.12 1.15 1.04 1.04 0.83 1.02 1.28 4

1.46 1.24 0.06 1.26 0.98 1.56 1.08 0.61 1.53 0.70 1.65 1.08 0.50 1.37 0.79 1.48 1.35 0.94 0.47 1.28 0.73 1.20 O00161 SNP23_HUMANreviewed Synaptosomal-associated protein 23 (SNAP-23) (Vesicle-membrane fusion protein SNAP-23)SNAP23 211 Homo sapiens (Human) 0.11 0.05 0.30 0.15 -0.08 0.14 0.07 -0.15 -0.10 0.06 0.01 -0.02 0.10 0.31 0.11 0.24 0.11 0.07 -0.05 -0.01 0.10 -0.18 0.21 0.12 0.25 0.08 -0.04 1.03 1.23 1.11 0.94 1.10 1.05 0.90 0.93 1.04 1.01 0.98 1.08 1.24 1.18 1.08 1.08 0.88 1.16 1.08 1.19 0.94 5

6.32 0.88 0.43 3.90 0.22 3.42 0.95 0.74 3.92 0.24 3.74 1.16 0.40 3.91 0.30 4.53 1.50 1.24 0.29 3.90 0.32 4.84 O00182 LEG9_HUMAN reviewed Galectin-9 (Gal-9) (Ecalectin) (Tumor antigen HOM-HD-21)LGALS9 355 Homo sapiens (Human) 0.22 0.07 0.46 -0.01 0.58 -0.01 -0.29 -0.19 -0.03 -0.10 0.12 0.06 0.10 -0.19 -0.07 0.23 0.21 -0.01 -0.23 -0.23 -0.01 -0.01 0.07 -0.13 0.02 -0.01 -0.23 1.05 1.38 1.00 1.50 0.99 0.82 0.88 0.98 0.93 1.09 1.04 1.07 0.88 1.17 0.95 1.16 0.99 1.05 0.92 1.01 1.24 6

468.97 1.09 0.67 6.44 0.17 7.00 0.80 0.30 3.99 0.20 3.21 1.40 0.31 9.69 0.14 13.57 NA 1.34 0.21 3.68 0.36 4.93 O00194 RB27B_HUMANreviewed Ras-related protein Rab-27B (C25KG)RAB27B 218 Homo sapiens (Human) 0.02 0.14 0.36 -0.09 -0.17 -0.13 0.07 0.39 0.28 -0.77 0.25 0.39 0.12 0.12 -0.31 -0.66 0.49 0.03 0.01 -0.13 -0.11 0.14 -0.20 -0.32 -0.06 -0.01 -0.03 1.10 1.29 0.94 0.89 0.91 1.05 1.31 1.21 0.59 1.19 1.31 1.09 1.09 0.63 0.80 1.40 1.10 0.87 0.80 0.96 1.34 750

8.88 0.69 0.16 3.54 0.19 2.43 0.75 0.25 4.42 0.17 3.31 0.95 0.68 3.54 0.27 3.35 37.88 1.93 0.10 3.54 0.55 6.82 O00203 AP3B1_HUMANreviewed AP-3 complex subunit beta-1 (Adapter-related protein complex 3 subunit beta-1) (Adaptor protein complex AP-3 subunit beta-1) (Beta-3A-adaptin) (Clathrin assembly protein complex 3 beta-1 large chain)AP3B1 ADTB3A 1094 Homo sapiens (Human) -0.04 -0.37 0.57 -0.47 0.48 -0.39 -0.55 0.21 -0.22 0.03 -0.32 -0.46 -0.68 -0.54 -0.42 -1.04 -0.08 -0.37 -0.33 -0.25 -0.29 -0.57 -0.03 -0.60 0.04 -0.35 -0.31 0.77 1.48 0.72 1.39 0.76 0.68 1.16 0.86 1.02 0.80 0.73 0.62 0.69 0.49 0.75 0.95 0.68 0.98 0.66 1.03 1.93 7

1.12 0.81 0.07 1.27 0.64 1.03 0.86 0.09 1.20 0.71 1.03 1.00 0.94 1.17 0.86 1.18 1.63 0.97 0.62 1.17 0.83 1.13 O00231 PSD11_HUMANreviewed 26S proteasome non-ATPase regulatory subunit 11 (26S proteasome regulatory subunit RPN6) (26S proteasome regulatory subunit S9) (26S proteasome regulatory subunit p44.5)PSMD11 422 Homo sapiens (Human) 0.20 -0.05 0.26 -0.48 0.84 0.44 -0.16 -0.08 -0.30 -0.50 -0.20 0.03 -0.08 -0.30 -0.22 -0.39 0.01 -0.20 -0.40 -0.60 -0.40 -0.48 -0.41 -0.32 -0.37 -0.25 -0.46 0.96 1.20 0.72 1.80 1.36 0.89 0.94 0.81 0.71 0.87 1.02 0.94 0.81 0.76 0.86 1.00 0.72 0.75 0.80 0.77 0.97 8

1.34 0.69 0.02 1.31 0.53 0.90 0.78 0.15 1.49 0.53 1.17 1.00 0.98 1.36 0.74 1.37 1.04 0.95 0.65 1.37 0.69 1.30 O00232 PSD12_HUMANreviewed 26S proteasome non-ATPase regulatory subunit 12 (26S proteasome regulatory subunit RPN5) (26S proteasome regulatory subunit p55)PSMD12 456 Homo sapiens (Human) 0.20 -0.07 0.40 -0.59 0.87 0.40 -0.60 -0.15 -0.24 0.08 -0.22 -0.38 -0.04 -0.54 -0.35 0.18 0.00 -0.20 -0.40 -0.58 -0.38 -0.39 -0.54 -0.47 -0.13 -0.25 -0.45 0.95 1.32 0.66 1.83 1.32 0.66 0.90 0.85 1.06 0.86 0.77 0.97 0.69 1.13 0.78 1.00 0.76 0.69 0.72 0.91 0.95 9

1.76 1.39 0.00 1.15 1.21 1.60 0.92 0.32 1.22 0.75 1.11 0.94 0.61 1.29 0.73 1.22 1.38 0.79 0.18 1.47 0.53 1.16 O00299 CLIC1_HUMAN reviewed Chloride intracellular channel protein 1 (Chloride channel ABP) (Nuclear chloride ion channel 27) (NCC27) (Regulatory nuclear chloride ion channel protein) (hRNCC)CLIC1 G6 NCC27 241 Homo sapiens (Human) 0.10 0.28 -0.13 0.11 -0.21 0.43 -0.10 0.42 -0.11 -0.35 0.21 0.28 0.42 0.48 -0.13 0.05 -0.08 0.10 0.00 -0.16 -0.07 -0.13 0.05 0.08 -0.26 0.05 -0.04 1.21 0.91 1.08 0.86 1.35 0.93 1.34 0.93 0.79 1.16 1.21 1.34 1.39 1.03 0.92 0.94 0.91 1.04 1.05 0.83 0.79 10

5.52 0.91 0.53 3.59 0.25 3.27 0.97 0.79 3.59 0.27 3.47 0.85 0.35 3.63 0.23 3.08 1.52 1.14 0.42 3.60 0.32 4.11 O00303 EIF3F_HUMAN reviewed Eukaryotic translation initiation factor 3 subunit F (eIF3f) (Deubiquitinating enzyme eIF3f) (EC 3.4.19.12) (Eukaryotic translation initiation factor 3 subunit 5) (eIF-3-epsilon) (eIF3 p47)EIF3F EIF3S5 357 Homo sapiens (Human) 0.27 -0.54 1.00 -0.27 1.00 0.17 -0.70 -0.22 -0.33 -0.18 -0.27 -0.09 -0.19 -0.13 -0.05 0.22 -0.24 -0.20 -0.47 -0.57 -0.29 -0.62 -0.36 -0.26 0.06 -0.22 -0.49 0.69 2.00 0.83 2.00 1.13 0.62 0.86 0.80 0.88 0.83 0.94 0.88 0.91 1.17 0.97 0.85 0.65 0.78 0.84 1.04 1.14 11

1.02 1.62 0.00 1.19 1.36 1.93 0.83 0.05 1.20 0.69 1.00 1.19 0.04 1.18 1.01 1.41 0.65 0.53 0.00 1.26 0.42 0.67 O00391 QSOX1_HUMANreviewed Sulfhydryl oxidase 1 (hQSOX) (EC 1.8.3.2) (Quiescin Q6)QSOX1 QSCN6 UNQ2520/PRO6013747 Homo sapiens (Human) 0.08 0.93 -0.75 0.51 0.23 -0.50 0.00 -0.42 -0.32 0.32 0.61 -0.83 -0.37 0.70 -0.26 -0.13 0.25 -0.04 -0.12 -0.18 -0.10 0.21 -0.41 0.14 -0.34 -0.06 -0.14 1.91 0.59 1.42 1.17 0.71 1.00 0.75 0.80 1.25 1.53 0.56 0.78 1.62 0.91 0.83 1.19 1.15 0.75 1.10 0.79 0.53 12

NA 0.95 NA NA NA NA 0.93 NA NA NA NA 1.28 NA NA NA NA 2.82 1.17 NA NA NA NA O00410 IPO5_HUMAN reviewed Importin-5 (Imp5) (Importin subunit beta-3) (Karyopherin beta-3) (Ran-binding protein 5) (RanBP5)IPO5 KPNB3 RANBP5 1097 Homo sapiens (Human) 0.06 -0.03 0.29 -0.02 0.09 -0.02 0.13 0.23 -0.24 0.06 0.21 0.44 0.30 -0.07 -0.11 -0.14 0.36 0.11 0.04 -0.19 -0.12 -0.32 -0.03 -0.13 -0.01 0.05 -0.02 0.98 1.22 0.99 1.07 0.99 1.10 1.17 0.85 1.04 1.16 1.36 1.23 0.95 0.91 0.93 1.28 0.80 0.98 0.91 0.99 1.17 694

0.79 1.33 0.00 1.15 1.16 1.53 1.28 0.00 1.12 1.14 1.43 0.71 0.00 1.14 0.62 0.81 1.05 0.67 0.00 1.12 0.59 0.75 O00560 SDCB1_HUMANreviewed Syntenin-1 (Melanoma differentiation-associated protein 9) (MDA-9) (Pro-TGF-alpha cytoplasmic domain-interacting protein 18) (TACIP18) (Scaffold protein Pbp1) (Syndecan-binding protein 1)SDCBP MDA9 SYCL 298 Homo sapiens (Human) 0.68 0.83 0.83 1.27 0.53 -0.03 -0.59 -0.31 -0.50 -0.06 0.07 -0.10 -0.78 0.41 0.35 -0.05 -0.50 -0.19 -0.87 -0.82 -0.14 0.17 -0.83 0.22 -0.12 -0.17 -0.86 1.77 1.77 2.40 1.45 0.98 0.66 0.80 0.71 0.96 1.05 0.93 0.58 1.33 0.96 1.28 0.71 1.13 0.56 1.17 0.92 0.67 13

3.98 0.96 0.79 4.46 0.22 4.28 0.90 0.54 4.50 0.20 4.05 1.09 0.74 12.47 0.09 13.60 1.44 1.25 0.31 4.49 0.28 5.59 O00571 DDX3X_HUMANreviewed ATP-dependent RNA helicase DDX3X (EC 3.6.4.13) (DEAD box protein 3, X-chromosomal) (DEAD box, X isoform) (Helicase-like protein 2) (HLP2)DDX3X DBX DDX3 662 Homo sapiens (Human) 0.08 0.17 -0.32 0.53 0.20 -0.17 -0.06 0.44 -0.09 0.26 0.17 0.06 -0.15 -0.06 -0.15 0.20 0.12 0.07 -0.02 -0.06 0.03 -0.08 0.16 0.11 -0.08 0.06 -0.03 1.13 0.80 1.45 1.15 0.89 0.96 1.36 0.94 1.20 1.13 1.04 0.90 0.96 1.15 0.90 1.09 0.95 1.12 1.08 0.94 1.25 14

15.67 1.23 0.28 3.52 0.35 4.34 1.03 0.81 3.52 0.29 3.63 0.94 0.65 3.52 0.27 3.31 3.72 0.60 0.27 20.54 0.03 12.23 O00592 PODXL_HUMANreviewed Podocalyxin (GCTM-2 antigen) (Gp200) (Podocalyxin-like protein 1) (PC) (PCLP-1)PODXL PCLP PCLP1 558 Homo sapiens (Human) 0.38 0.52 0.67 0.91 -0.36 0.16 0.88 0.39 0.92 0.35 0.26 0.08 0.41 0.30 0.05 0.08 -0.09 0.33 -0.05 -0.09 0.29 0.99 -0.30 0.17 0.29 0.32 -0.06 1.43 1.60 1.88 0.78 1.12 1.84 1.31 1.89 1.27 1.20 1.06 1.33 1.23 1.06 1.03 0.94 1.99 0.81 1.13 1.22 0.60 751

1370.63 0.93 0.61 3.51 0.27 3.28 1.04 0.78 3.51 0.30 3.64 1.31 0.22 3.51 0.37 4.60 1.50 0.60 0.48 462.86 0.00 277.22 O00764 PDXK_HUMAN reviewed Pyridoxal kinase (EC 2.7.1.35) (Pyridoxine kinase)PDXK C21orf124 C21orf97 PKH PNK PRED79312 Homo sapiens (Human) -0.02 0.47 -0.50 0.22 -0.48 0.20 0.50 0.20 0.25 -0.24 -0.09 0.07 1.00 -0.10 0.05 -0.16 0.39 0.17 0.19 -0.03 -0.05 0.12 0.10 0.02 -0.44 0.11 0.13 1.39 0.71 1.16 0.72 1.15 1.41 1.15 1.19 0.85 0.94 1.05 2.00 0.93 0.89 1.04 1.31 1.08 1.07 1.02 0.73 0.60 15

4.65 0.81 0.13 1.44 0.56 1.17 0.84 0.18 1.44 0.58 1.22 1.03 0.79 1.45 0.71 1.49 8.24 1.16 0.36 1.69 0.69 1.95 O14617 AP3D1_HUMANreviewed AP-3 complex subunit delta-1 (AP-3 complex subunit delta) (Adapter-related protein complex 3 subunit delta-1) (Delta-adaptin)AP3D1 PRO0039 1153 Homo sapiens (Human) -0.10 -0.50 0.42 -0.11 0.34 -0.65 -0.25 0.19 -0.16 0.05 -0.03 0.09 0.31 -0.30 -0.25 0.44 0.04 0.01 0.11 0.07 -0.03 -0.20 0.06 0.08 -0.05 0.00 0.10 0.71 1.34 0.93 1.27 0.64 0.84 1.14 0.90 1.03 0.98 1.07 1.24 0.81 1.36 0.84 1.03 0.87 1.05 1.06 0.97 1.16 16

3.89 1.00 0.99 5.77 0.17 5.79 1.14 0.66 18.22 0.06 20.85 0.76 0.27 4.84 0.16 3.68 1.81 1.17 0.42 4.80 0.24 5.63 O14672 ADA10_HUMANreviewed Disintegrin and metalloproteinase domain-containing protein 10 (ADAM 10) (EC 3.4.24.81) (CDw156) (Kuzbanian protein homolog) (Mammalian disintegrin-metalloprotease) (CD antigen CD156c)ADAM10 KUZ MADM 748 Homo sapiens (Human) 0.34 -0.06 0.80 0.76 0.10 0.09 -0.15 -0.05 -0.28 -0.12 0.32 0.32 -0.31 0.00 0.19 0.03 -0.40 -0.04 -0.38 -0.28 0.06 -0.05 0.22 0.09 -0.03 -0.01 -0.35 0.96 1.74 1.69 1.07 1.06 0.90 0.96 0.82 0.92 1.25 1.25 0.81 1.00 1.02 1.14 0.76 0.97 1.17 1.06 0.98 1.17 17

1.86 1.52 0.00 1.17 1.31 1.78 1.09 0.14 1.13 0.97 1.23 1.15 0.03 1.13 1.02 1.29 1.55 0.67 0.00 1.19 0.56 0.79 O14745 NHRF1_HUMANreviewed Na(+)/H(+) exchange regulatory cofactor NHE-RF1 (NHERF-1) (Ezrin-radixin-moesin-binding phosphoprotein 50) (EBP50) (Regulatory cofactor of Na(+)/H(+) exchanger) (Sodium-hydrogen exchanger regulatory factor 1) (Solute carrier family 9 isoform A3 regulatory factor 1)SLC9A3R1 NHERF NHERF1358 Homo sapiens (Human) 0.11 0.31 0.06 -0.04 -0.21 0.40 -0.37 0.44 -0.46 -0.84 0.29 0.40 0.68 0.61 0.13 -0.34 0.20 0.07 -0.04 -0.24 -0.14 -0.34 -0.12 -0.08 0.00 0.01 -0.09 1.24 1.04 0.97 0.87 1.32 0.77 1.36 0.73 0.56 1.22 1.32 1.60 1.52 0.79 1.09 1.15 0.79 0.92 0.95 1.00 0.67 18

1.36 1.28 0.11 1.47 0.87 1.88 0.92 0.43 1.44 0.64 1.33 0.88 0.39 1.64 0.54 1.45 4.47 0.98 0.91 1.97 0.50 1.93 O14908 GIPC1_HUMANreviewed PDZ domain-containing protein GIPC1 (GAIP C-terminus-interacting protein) (RGS-GAIP-interacting protein) (RGS19-interacting protein 1) (Tax interaction protein 2) (TIP-2)GIPC1 C19orf3 GIPC RGS19IP1333 Homo sapiens (Human) 0.45 0.41 0.57 1.01 -0.06 0.30 -0.07 -0.02 0.01 -0.37 0.27 0.11 -0.09 0.35 -0.12 0.08 -0.18 0.00 -0.45 -0.36 0.08 0.06 -0.06 0.17 0.16 0.02 -0.43 1.33 1.48 2.01 0.96 1.23 0.95 0.99 1.01 0.77 1.20 1.08 0.94 1.28 1.06 0.92 0.88 1.05 0.96 1.12 1.12 0.98 19

1.70 1.04 0.70 1.42 0.73 1.47 1.06 0.54 1.42 0.75 1.50 1.06 0.52 1.42 0.75 1.51 1.69 0.96 0.76 1.56 0.62 1.50 O14980 XPO1_HUMAN reviewed Exportin-1 (Exp1) (Chromosome region maintenance 1 protein homolog)XPO1 CRM1 1071 Homo sapiens (Human) 0.23 0.46 0.15 0.00 0.20 0.33 -0.10 0.02 -0.12 0.11 0.23 0.21 0.27 0.05 0.09 0.38 0.09 0.11 -0.11 -0.13 0.10 -0.25 0.01 0.12 0.50 0.11 -0.12 1.37 1.11 1.00 1.14 1.26 0.93 1.01 0.92 1.08 1.17 1.15 1.20 1.04 1.30 1.06 1.06 0.84 1.01 1.09 1.41 0.96 20

3.37 0.73 0.20 3.71 0.20 2.71 0.81 0.30 3.79 0.21 3.08 0.66 0.31 17.56 0.04 11.56 1.20 1.20 0.34 3.78 0.32 4.53 O15118 NPC1_HUMAN reviewed Niemann-Pick C1 proteinNPC1 1278 Homo sapiens (Human) 0.43 0.00 1.36 1.01 -0.09 -0.14 -0.25 0.64 -0.01 -0.37 -0.01 -0.09 -0.49 -0.45 -0.30 -0.36 -0.60 -0.21 -0.64 -0.50 -0.07 -0.01 -0.63 0.49 -0.11 -0.17 -0.60 1.00 2.57 2.01 0.94 0.91 0.84 1.56 0.99 0.77 0.99 0.94 0.71 0.73 0.78 0.81 0.66 0.99 0.65 1.40 0.92 1.20 21

NA 0.77 NA NA NA NA 0.92 NA NA NA NA 1.26 NA NA NA NA 1.22 1.08 NA NA NA NA O15143 ARC1B_HUMANreviewed Actin-related protein 2/3 complex subunit 1B (Arp2/3 complex 41 kDa subunit) (p41-ARC)ARPC1B ARC41 372 Homo sapiens (Human) 0.16 -0.51 0.25 -0.41 1.04 0.42 -0.04 0.04 -0.10 -0.65 -0.34 -0.27 0.52 -0.39 -0.12 -0.34 0.33 -0.12 -0.28 -0.72 -0.57 -0.42 -0.19 -0.41 -1.23 -0.24 -0.40 0.70 1.19 0.75 2.06 1.34 0.97 1.03 0.93 0.64 0.79 0.83 1.43 0.77 0.79 0.92 1.26 0.75 0.88 0.75 0.43 1.08 695

1.46 1.00 0.99 1.25 0.80 1.25 1.01 0.91 1.31 0.77 1.32 1.14 0.19 1.25 0.91 1.44 0.95 1.01 0.83 1.18 0.86 1.20 O15144 ARPC2_HUMANreviewed Actin-related protein 2/3 complex subunit 2 (Arp2/3 complex 34 kDa subunit) (p34-ARC)ARPC2 ARC34 PRO2446 300 Homo sapiens (Human) 0.00 -0.47 -0.03 -0.35 0.67 0.18 -0.14 -0.06 -0.11 -0.15 -0.14 -0.29 -0.03 0.00 0.02 -0.09 0.19 -0.07 -0.07 -0.25 -0.25 -0.44 -0.20 -0.06 -0.32 -0.12 -0.12 0.72 0.98 0.79 1.59 1.13 0.91 0.96 0.93 0.90 0.91 0.82 0.98 1.00 0.94 1.01 1.14 0.74 0.87 0.96 0.80 1.01 22

2.84 0.78 0.12 1.53 0.51 1.19 0.81 0.12 1.42 0.57 1.15 1.25 0.12 1.42 0.88 1.78 1.10 0.90 0.32 1.43 0.63 1.28 O15145 ARPC3_HUMANreviewed Actin-related protein 2/3 complex subunit 3 (Arp2/3 complex 21 kDa subunit) (p21-ARC)ARPC3 ARC21 178 Homo sapiens (Human) 0.19 -0.45 0.15 -0.47 1.07 0.65 -0.10 -0.04 -0.15 -0.34 -0.13 -0.37 0.10 -0.37 -0.30 0.00 0.32 -0.13 -0.32 -0.57 -0.38 -0.53 -0.36 -0.42 -0.19 -0.19 -0.38 0.73 1.11 0.72 2.11 1.57 0.93 0.97 0.90 0.79 0.91 0.78 1.07 0.78 1.00 0.81 1.25 0.69 0.78 0.75 0.87 0.90 23

29.07 0.93 0.65 4.99 0.19 4.63 0.95 0.72 3.59 0.27 3.43 0.89 0.45 3.62 0.25 3.21 3.50 1.07 0.64 3.62 0.29 3.86 O15247 CLIC2_HUMAN reviewed Chloride intracellular channel protein 2 (XAP121)CLIC2 247 Homo sapiens (Human) 0.17 0.11 0.22 0.59 -0.09 0.00 -0.34 0.45 -0.16 0.18 0.24 -0.01 -0.51 -0.11 -0.07 0.21 -0.17 -0.03 -0.19 -0.32 -0.16 0.04 -0.59 0.02 -0.10 -0.06 -0.23 1.08 1.16 1.51 0.94 1.00 0.79 1.37 0.90 1.13 1.18 1.00 0.70 0.93 1.16 0.95 0.89 1.03 0.66 1.02 0.94 1.07 24

3.14 1.42 0.18 3.53 0.40 5.00 1.03 0.90 7.55 0.14 7.74 0.92 0.82 37.81 0.02 34.74 1.35 0.93 0.74 9.29 0.10 8.60 O15400 STX7_HUMAN reviewed Syntaxin-7 STX7 261 Homo sapiens (Human) 0.44 0.39 0.61 1.00 0.17 0.02 0.15 -0.08 0.03 0.46 0.27 -0.11 -0.16 0.50 0.04 0.42 -0.12 0.13 -0.31 -0.23 0.21 -0.04 0.01 0.21 0.64 0.15 -0.29 1.31 1.53 2.00 1.12 1.01 1.11 0.95 1.02 1.37 1.21 0.93 0.89 1.42 1.34 1.03 0.92 0.98 1.01 1.16 1.56 0.93 25

50.48 1.36 0.21 3.73 0.36 5.07 0.99 0.96 4.96 0.20 4.92 0.84 0.71 102.36 0.01 85.61 2.20 0.69 0.52 163.42 0.00 112.22 O15484 CAN5_HUMAN reviewed Calpain-5 (EC 3.4.22.-) (Calpain htra-3) (New calpain 3) (nCL-3)CAPN5 NCL3 640 Homo sapiens (Human) 0.05 0.14 0.09 -0.10 -0.23 0.38 0.22 0.45 -0.39 -0.54 0.14 0.54 0.68 0.44 -0.01 -0.37 -0.26 0.08 0.03 -0.17 -0.12 -0.49 0.05 -0.35 0.32 0.03 -0.02 1.10 1.07 0.93 0.85 1.30 1.16 1.37 0.76 0.69 1.10 1.45 1.60 1.36 0.77 0.99 0.84 0.71 1.04 0.78 1.25 0.69 26

2643.31 1.14 0.42 3.54 0.32 4.03 1.09 0.54 3.55 0.31 3.88 0.92 0.56 3.57 0.26 3.29 9.61 0.91 0.77 23.42 0.04 21.28 O15551 CLD3_HUMAN reviewed Claudin-3 (Clostridium perfringens enterotoxin receptor 2) (CPE-R 2) (CPE-receptor 2) (Rat ventral prostate.1 protein homolog) (hRVP1)CLDN3 C7orf1 CPETR2 220 Homo sapiens (Human) 0.35 0.78 0.56 0.55 -0.21 0.07 0.02 0.25 -0.65 -0.38 0.05 0.84 -0.04 0.19 0.13 0.29 -0.12 0.05 -0.30 -0.20 0.15 -0.28 0.05 0.36 0.46 0.08 -0.27 1.72 1.47 1.47 0.86 1.05 1.01 1.19 0.64 0.77 1.03 1.79 0.97 1.14 1.22 1.09 0.92 0.83 1.03 1.28 1.38 0.91 27

43.56 0.71 0.20 4.14 0.17 2.93 0.65 0.16 4.18 0.16 2.73 0.84 0.37 4.17 0.20 3.51 1.54 1.09 0.67 6.34 0.17 6.88 O43237 DC1L2_HUMANreviewed Cytoplasmic dynein 1 light intermediate chain 2 (Dynein light intermediate chain 2, cytosolic) (LIC-2) (LIC53/55)DYNC1LI2 DNCLI2 LIC2 492 Homo sapiens (Human) 0.19 -0.12 0.19 -0.19 0.72 0.36 -0.59 -0.10 -0.27 -0.29 0.04 0.04 -0.49 -0.50 -0.62 -0.25 -0.25 -0.30 -0.49 -0.47 -0.28 -0.69 -0.17 -0.11 -0.15 -0.29 -0.49 0.92 1.14 0.88 1.65 1.28 0.66 0.93 0.83 0.82 1.03 1.03 0.71 0.71 0.84 0.65 0.84 0.62 0.89 0.93 0.90 1.09 28

2.09 1.03 0.93 2.31 0.45 2.37 0.88 0.30 1.36 0.65 1.19 1.09 0.62 1.53 0.71 1.66 0.94 1.19 0.26 1.44 0.83 1.71 O43242 PSMD3_HUMANreviewed 26S proteasome non-ATPase regulatory subunit 3 (26S proteasome regulatory subunit RPN3) (26S proteasome regulatory subunit S3) (Proteasome subunit p58)PSMD3 534 Homo sapiens (Human) 0.23 -0.13 0.44 -0.71 1.03 0.50 -0.53 -0.03 -0.19 -0.37 -0.28 -0.32 0.05 0.04 -0.19 -0.17 0.12 -0.17 -0.39 -0.60 -0.37 -0.61 -0.31 -0.21 -0.35 -0.22 -0.45 0.91 1.36 0.61 2.05 1.41 0.69 0.98 0.87 0.77 0.83 0.80 1.04 1.03 0.89 0.88 1.09 0.65 0.81 0.87 0.78 1.19 29

1.80 0.95 0.56 1.25 0.76 1.20 0.88 0.16 1.25 0.70 1.10 0.88 0.49 1.71 0.51 1.50 NA 0.97 0.84 1.49 0.65 1.45 O43488 ARK72_HUMANreviewed Aflatoxin B1 aldehyde reductase member 2 (EC 1.1.1.n11) (AFB1 aldehyde reductase 1) (AFB1-AR 1) (Aldoketoreductase 7) (Succinic semialdehyde reductase) (SSA reductase)AKR7A2 AFAR AFAR1 AKR7359 Homo sapiens (Human) 0.09 0.76 -0.57 0.28 0.05 -0.08 0.39 0.46 0.03 -0.34 0.29 0.33 -0.09 -0.07 -0.19 -0.60 -0.19 0.00 -0.09 -0.08 0.01 -0.02 0.39 -0.27 -0.06 0.00 -0.08 1.70 0.68 1.21 1.03 0.95 1.31 1.37 1.02 0.79 1.22 1.26 0.94 0.95 0.66 0.88 0.88 0.99 1.31 0.83 0.96 0.97 752

2.38 1.40 0.00 1.10 1.27 1.53 1.10 0.13 1.14 0.97 1.25 0.66 0.00 1.20 0.55 0.79 1.39 0.64 0.00 1.26 0.51 0.81 O43490 PROM1_HUMANreviewed Prominin-1 (Antigen AC133) (Prominin-like protein 1) (CD antigen CD133)PROM1 PROML1 MSTP061865 Homo sapiens (Human) 0.05 -0.04 0.15 -0.02 -0.08 0.26 -0.24 0.53 -0.24 -0.61 -0.08 0.29 1.08 0.48 0.14 -0.37 -0.60 0.03 -0.02 -0.31 -0.26 -0.77 -0.14 -0.11 -0.01 -0.04 -0.10 0.97 1.11 0.99 0.95 1.20 0.85 1.45 0.84 0.65 0.95 1.22 2.11 1.40 0.77 1.10 0.66 0.59 0.91 0.93 0.99 0.64 30

0.75 1.24 0.05 1.26 0.99 1.56 1.03 0.69 1.25 0.82 1.29 0.80 0.05 1.25 0.64 1.00 2.58 0.65 0.02 1.34 0.49 0.88 O43633 CHM2A_HUMANreviewed Charged multivesicular body protein 2a (Chromatin-modifying protein 2a) (CHMP2a) (Putative breast adenocarcinoma marker BC-2) (Vacuolar protein sorting-associated protein 2-1) (Vps2-1) (hVps2-1)CHMP2A BC2 CHMP2 222 Homo sapiens (Human) 0.59 0.89 0.60 1.25 0.51 -0.27 -0.63 -0.34 -0.33 -0.40 0.18 -0.52 -0.81 0.32 0.05 0.34 -0.32 -0.22 -0.82 -0.88 -0.29 0.08 -0.94 0.13 -0.41 -0.24 -0.84 1.85 1.52 2.37 1.42 0.83 0.65 0.79 0.80 0.76 1.13 0.70 0.57 1.24 1.27 1.03 0.80 1.05 0.52 1.10 0.75 0.65 31

1.46 0.96 0.45 1.14 0.84 1.09 0.98 0.80 1.17 0.84 1.15 1.29 0.09 1.35 0.95 1.75 1.26 0.95 0.57 1.19 0.80 1.14 O43707 ACTN4_HUMANreviewed Alpha-actinin-4 (F-actin cross-linking protein) (Non-muscle alpha-actinin 4)ACTN4 911 Homo sapiens (Human) 0.01 -0.08 -0.27 -0.03 0.30 0.12 -0.03 -0.01 0.25 0.01 -0.08 0.16 0.33 -0.07 -0.03 0.13 0.37 0.09 0.09 0.01 0.01 0.04 -0.02 0.09 -0.06 0.07 0.07 0.94 0.83 0.98 1.23 1.09 0.98 0.99 1.19 1.00 0.95 1.12 1.25 0.96 1.09 0.98 1.29 1.03 0.99 1.06 0.96 0.95 32

1.56 1.02 0.90 1.36 0.75 1.38 1.01 0.95 1.73 0.58 1.76 1.09 0.50 1.38 0.79 1.51 4.19 1.00 0.98 1.35 0.74 1.35 O43747 AP1G1_HUMANreviewed AP-1 complex subunit gamma-1 (Adapter-related protein complex 1 subunit gamma-1) (Adaptor protein complex AP-1 subunit gamma-1) (Clathrin assembly protein complex 1 gamma-1 large chain) (Gamma1-adaptin) (Golgi adaptor HA1/AP1 adaptin subunit gamma-1)AP1G1 ADTG CLAPG1 822 Homo sapiens (Human) -0.10 -0.23 -0.39 -0.16 0.13 0.15 -0.05 0.08 -0.28 0.33 0.36 0.19 0.25 0.02 0.02 0.11 0.13 0.10 0.21 0.24 0.14 0.20 0.05 0.04 0.28 0.11 0.22 0.85 0.76 0.89 1.09 1.11 0.97 1.06 0.82 1.26 1.28 1.14 1.19 1.02 1.08 1.01 1.09 1.15 1.04 1.03 1.21 1.00 33

1.14 1.17 0.01 1.11 1.05 1.30 1.11 0.09 1.13 0.98 1.25 1.12 0.29 1.25 0.89 1.39 1.39 0.92 0.23 1.15 0.80 1.06 O43795 MYO1B_HUMANreviewed Unconventional myosin-Ib (MYH-1c) (Myosin I alpha) (MMI-alpha) (MMIa)MYO1B 1136 Homo sapiens (Human) -0.10 0.01 -0.01 -0.08 -0.30 -0.09 0.10 0.20 0.19 -0.11 0.17 0.34 0.04 0.23 0.15 0.27 0.16 0.16 0.25 0.13 0.03 -0.20 0.03 0.30 -0.02 0.12 0.22 1.00 0.99 0.95 0.81 0.94 1.07 1.15 1.14 0.92 1.13 1.27 1.03 1.17 1.20 1.11 1.12 0.87 1.02 1.23 0.99 0.92 34

NA 0.62 NA NA NA NA 0.68 NA NA NA NA 0.55 NA NA NA NA 3.62 1.62 NA NA NA NA O43813 LANC1_HUMANreviewed LanC-like protein 1 (40 kDa erythrocyte membrane protein) (p40)LANCL1 GPR69A 399 Homo sapiens (Human) -0.28 -0.42 -0.60 0.37 -0.20 -0.54 0.45 -0.39 0.26 0.09 0.25 0.01 -0.92 -0.70 -0.56 0.01 -0.87 -0.21 0.06 0.25 -0.02 0.15 0.07 -0.15 -0.16 -0.16 0.11 0.75 0.66 1.30 0.87 0.69 1.37 0.77 1.20 1.07 1.19 1.01 0.53 0.62 1.01 0.68 0.55 1.11 1.05 0.90 0.90 1.62 696

0.89 0.74 0.00 1.19 0.62 0.88 0.98 0.71 1.12 0.88 1.10 1.16 0.02 1.12 1.04 1.30 0.76 1.52 0.00 1.12 1.36 1.71 O43866 CD5L_HUMAN reviewed CD5 antigen-like (CT-2) (IgM-associated peptide) (SP-alpha)CD5L API6 UNQ203/PRO229347 Homo sapiens (Human) -0.98 -1.96 -0.88 -1.31 -0.89 0.13 0.62 -1.61 0.96 1.72 -1.23 -0.51 -0.42 -0.44 -0.03 2.10 0.22 0.12 1.11 1.23 0.25 0.32 0.73 -0.22 0.17 0.16 1.14 0.26 0.54 0.40 0.54 1.10 1.53 0.33 1.95 3.29 0.43 0.70 0.75 0.74 4.28 0.98 1.16 1.25 1.66 0.86 1.12 1.52 35

1.09 0.86 0.03 1.14 0.76 0.97 1.11 0.19 1.19 0.94 1.32 1.00 1.00 1.25 0.80 1.25 1.10 1.15 0.42 1.48 0.78 1.71 O60437 PEPL_HUMAN reviewed Periplakin (190 kDa paraneoplastic pemphigus antigen) (195 kDa cornified envelope precursor protein)PPL KIAA0568 1756 Homo sapiens (Human) 0.13 0.50 0.42 -0.05 -0.35 0.13 -0.16 0.16 0.02 -0.06 0.09 -0.05 -0.06 -0.22 0.15 -0.03 0.00 -0.01 -0.14 0.12 0.25 0.63 0.11 0.00 0.25 0.06 -0.07 1.41 1.34 0.97 0.78 1.09 0.90 1.12 1.01 0.96 1.07 0.96 0.96 0.86 0.98 1.11 1.00 1.55 1.08 1.00 1.19 1.15 36

NA 0.74 NA NA NA NA 1.07 NA NA NA NA 0.66 NA NA NA NA 2.68 1.05 NA NA NA NA O60603 TLR2_HUMAN reviewed Toll-like receptor 2 (Toll/interleukin-1 receptor-like protein 4) (CD antigen CD282)TLR2 TIL4 784 Homo sapiens (Human) 0.07 0.57 0.62 -0.23 -0.38 -0.25 0.15 0.54 0.07 0.19 -0.04 0.14 -1.04 -0.43 0.09 0.14 -0.60 -0.07 -0.14 0.25 0.32 0.50 -0.23 0.79 0.22 0.03 -0.03 1.48 1.54 0.85 0.77 0.84 1.11 1.46 1.05 1.14 0.97 1.10 0.49 0.74 1.10 1.07 0.66 1.41 0.85 1.73 1.17 1.05 697

1.82 0.90 0.20 1.20 0.75 1.08 1.19 0.05 1.20 1.00 1.43 1.18 0.12 1.26 0.94 1.49 NA 1.09 0.27 1.20 0.91 1.30 O60610 DIAP1_HUMANreviewed Protein diaphanous homolog 1 (Diaphanous-related formin-1) (DRF1)DIAPH1 DIAP1 1272 Homo sapiens (Human) -0.08 -0.05 -0.49 -0.43 0.67 -0.10 0.47 0.13 0.34 0.01 0.20 0.30 0.25 -0.14 0.26 0.03 0.24 0.19 0.27 0.07 -0.01 0.05 0.10 -0.39 0.20 0.14 0.22 0.97 0.71 0.74 1.59 0.94 1.39 1.09 1.27 1.01 1.15 1.23 1.19 0.90 1.02 1.19 1.18 1.04 1.07 0.76 1.15 1.09 753

10.65 1.42 0.07 1.52 0.93 2.15 0.78 0.20 1.77 0.44 1.38 0.93 0.87 5.05 0.18 4.70 22.82 0.76 0.51 4.35 0.18 3.32 O60635 TSN1_HUMAN reviewed Tetraspanin-1 (Tspan-1) (Tetraspan NET-1) (Tetraspanin TM4-C)TSPAN1 241 Homo sapiens (Human) 0.15 0.33 0.60 -0.32 -0.29 0.41 0.33 0.90 -0.83 -0.85 0.68 0.30 0.88 0.50 -0.36 0.54 -0.10 0.18 0.03 -0.56 -0.41 -0.11 -1.01 -0.43 -0.09 0.02 -0.12 1.26 1.51 0.80 0.82 1.33 1.25 1.87 0.56 0.55 1.61 1.23 1.84 1.42 1.45 0.78 0.93 0.93 0.50 0.74 0.94 0.76 37

7.12 1.08 0.78 2.62 0.41 2.82 0.80 0.43 2.57 0.31 2.07 0.93 0.64 1.76 0.53 1.64 1.20 1.10 0.37 1.43 0.77 1.58 O60664 PLIN3_HUMAN reviewed Perilipin-3 (47 kDa mannose 6-phosphate receptor-binding protein) (47 kDa MPR-binding protein) (Cargo selection protein TIP47) (Mannose-6-phosphate receptor-binding protein 1) (Placental protein 17) (PP17)PLIN3 M6PRBP1 TIP47 434 Homo sapiens (Human) 0.25 0.43 -0.10 -0.20 0.57 0.53 0.08 -0.35 0.16 -0.25 -0.35 -0.10 0.16 0.11 -0.31 -0.01 -0.10 -0.09 -0.33 0.07 0.32 -0.27 0.28 0.11 1.15 0.02 -0.22 1.35 0.93 0.87 1.49 1.44 1.06 0.79 1.12 0.84 0.78 0.93 1.12 1.08 1.00 0.80 0.93 0.83 1.22 1.08 2.22 1.10 38

1.24 1.08 0.32 1.20 0.90 1.29 0.89 0.30 1.33 0.67 1.18 0.89 0.31 1.32 0.67 1.18 1.59 1.02 0.84 1.29 0.79 1.32 O60701 UGDH_HUMANreviewed UDP-glucose 6-dehydrogenase (UDP-Glc dehydrogenase) (UDP-GlcDH) (UDPGDH) (EC 1.1.1.22)UGDH 494 Homo sapiens (Human) -0.17 0.68 -1.01 0.15 -0.65 -0.02 0.34 0.32 -0.14 -0.36 0.56 0.50 0.05 0.11 -0.17 -0.05 -0.17 0.09 0.26 0.29 0.12 -0.05 0.41 0.05 0.06 0.10 0.27 1.60 0.50 1.11 0.64 0.98 1.26 1.25 0.91 0.78 1.47 1.42 1.03 1.08 0.97 0.89 0.89 0.97 1.33 1.04 1.04 1.02 39

35.34 1.52 0.38 38.95 0.04 59.16 1.04 0.99 149000000000000000.00 0.00 155000000000000000.00 1.08 0.95 59566.58 0.00 64052.80 5.46 1.30 0.66 260.11 0.00 338.13 O60716 CTND1_HUMANreviewed Catenin delta-1 (Cadherin-associated Src substrate) (CAS) (p120 catenin) (p120(ctn)) (p120(cas))CTNND1 KIAA0384 968 Homo sapiens (Human) -0.06 -0.04 0.46 0.00 -0.29 -0.43 -0.15 -0.44 -0.37 0.42 0.03 0.62 0.20 0.60 0.05 0.14 0.10 0.11 0.17 -0.12 -0.18 -0.41 -0.10 0.03 -0.25 0.03 0.09 0.97 1.38 1.00 0.82 0.74 0.90 0.74 0.78 1.34 1.02 1.54 1.15 1.52 1.10 1.04 1.08 0.75 0.94 1.02 0.84 1.30 40

1.70 1.14 0.06 1.15 0.99 1.31 1.21 0.02 1.15 1.05 1.40 1.01 0.89 1.20 0.84 1.21 1.16 0.86 0.18 1.27 0.68 1.09 O75083 WDR1_HUMANreviewed WD repeat-containing protein 1 (Actin-interacting protein 1) (AIP1) (NORI-1)WDR1 606 Homo sapiens (Human) -0.03 0.69 -0.43 0.25 -0.64 -0.02 0.33 0.43 0.15 -0.05 0.29 0.02 0.43 0.19 0.28 0.03 0.02 0.19 0.22 0.05 0.02 0.03 0.05 0.02 0.00 0.15 0.18 1.61 0.74 1.19 0.64 0.99 1.26 1.35 1.11 0.96 1.22 1.01 1.35 1.14 1.02 1.21 1.01 1.02 1.03 1.01 1.00 0.86 41

NA 1.34 NA NA NA NA 1.32 NA NA NA NA 1.30 NA NA NA NA 4.17 1.17 NA NA NA NA O75131 CPNE3_HUMANreviewed Copine-3 (Copine III)CPNE3 CPN3 KIAA0636 537 Homo sapiens (Human) 0.05 0.19 0.26 0.19 -0.15 -0.25 -0.21 0.23 -0.16 -0.11 0.11 0.09 0.42 0.42 0.41 -0.04 0.38 0.14 0.09 -0.18 -0.14 -0.41 -0.12 -0.08 0.07 0.07 0.02 1.14 1.20 1.14 0.90 0.84 0.86 1.17 0.89 0.93 1.08 1.06 1.34 1.34 0.97 1.32 1.30 0.75 0.92 0.94 1.05 1.17 698

2.00 1.01 0.94 1.30 0.77 1.31 0.80 0.08 1.30 0.61 1.05 0.85 0.14 1.30 0.65 1.10 1.46 1.20 0.11 1.30 0.92 1.57 O75340 PDCD6_HUMANreviewed Programmed cell death protein 6 (Apoptosis-linked gene 2 protein) (Probable calcium-binding protein ALG-2)PDCD6 ALG2 191 Homo sapiens (Human) 0.14 0.10 0.61 -0.22 -0.09 0.31 0.03 0.32 -0.21 -0.31 -0.05 0.09 -0.05 0.01 -0.32 0.03 -0.24 -0.06 -0.21 -0.23 -0.09 0.35 -0.05 -0.35 -0.30 -0.07 -0.21 1.07 1.53 0.86 0.94 1.24 1.02 1.25 0.86 0.81 0.97 1.06 0.97 1.01 1.02 0.80 0.85 1.27 0.97 0.78 0.81 1.20 42

1.78 1.09 0.32 1.27 0.86 1.39 0.97 0.79 1.34 0.73 1.30 0.79 0.15 1.48 0.53 1.17 1.10 0.78 0.05 1.28 0.61 1.01 O75351 VPS4B_HUMANreviewed Vacuolar protein sorting-associated protein 4B (EC 3.6.4.6) (Cell migration-inducing gene 1 protein) (Suppressor of K(+) transport growth defect 1) (Protein SKD1)VPS4B SKD1 VPS42 MIG1 444 Homo sapiens (Human) 0.54 0.75 0.47 1.21 0.51 -0.23 -0.47 -0.17 -0.03 -0.46 0.20 -0.08 -0.74 0.13 -0.04 0.15 -0.35 -0.17 -0.71 -0.69 -0.15 0.04 -0.49 0.16 -0.30 -0.16 -0.70 1.68 1.38 2.32 1.42 0.85 0.72 0.89 0.98 0.73 1.15 0.95 0.60 1.09 1.11 0.97 0.79 1.03 0.71 1.12 0.81 0.78 43

1.14 0.91 0.27 1.19 0.76 1.09 0.81 0.03 1.19 0.68 0.97 0.94 0.44 1.19 0.79 1.12 1.45 1.04 0.55 1.16 0.90 1.20 O75369 FLNB_HUMAN reviewed Filamin-B (FLN-B) (ABP-278) (ABP-280 homolog) (Actin-binding-like protein) (Beta-filamin) (Filamin homolog 1) (Fh1) (Filamin-3) (Thyroid autoantigen) (Truncated actin-binding protein) (Truncated ABP)FLNB FLN1L FLN3 TABP TAP2602 Homo sapiens (Human) 0.13 0.55 -0.15 -0.22 0.07 0.40 0.29 -0.04 -0.02 -0.57 0.26 0.27 0.02 -0.13 -0.30 -0.14 -0.09 -0.04 -0.17 -0.01 0.12 -0.07 0.20 0.26 0.09 0.00 -0.13 1.46 0.90 0.86 1.05 1.32 1.22 0.97 0.98 0.67 1.20 1.21 1.01 0.91 0.91 0.81 0.94 0.95 1.14 1.20 1.06 1.04 44

1.39 0.40 0.00 1.30 0.31 0.52 0.30 0.00 1.44 0.21 0.43 0.46 0.01 1.55 0.30 0.71 0.86 0.87 0.10 1.20 0.73 1.04 O75531 BAF_HUMAN reviewed Barrier-to-autointegration factor (Breakpoint cluster region protein 1) [Cleaved into: Barrier-to-autointegration factor, N-terminally processed]BANF1 BAF BCRG1 89 Homo sapiens (Human) 0.95 0.32 1.96 0.27 0.97 1.25 -0.82 0.73 -1.32 -3.33 -0.68 -2.13 0.12 -1.33 -1.76 -3.06 -1.12 -1.34 -2.29 -2.39 -1.44 -1.43 -1.45 -1.88 -1.00 -1.36 -2.32 1.25 3.89 1.20 1.95 2.37 0.57 1.65 0.40 0.10 0.62 0.23 1.08 0.40 0.12 0.30 0.46 0.37 0.37 0.27 0.50 0.87 45

49.80 1.40 0.18 3.53 0.40 4.94 1.27 0.25 3.53 0.36 4.47 0.74 0.25 4.83 0.15 3.56 1.88 0.64 0.42 85.70 0.01 54.72 O75558 STX11_HUMANreviewed Syntaxin-11 STX11 287 Homo sapiens (Human) 0.39 0.42 0.74 0.96 0.10 -0.28 -0.36 -0.46 -0.20 0.18 0.09 0.34 -0.45 0.48 0.34 0.15 -0.44 -0.03 -0.42 -0.41 -0.02 0.03 -0.03 0.33 -0.41 -0.03 -0.41 1.34 1.67 1.94 1.07 0.82 0.78 0.73 0.87 1.13 1.06 1.26 0.73 1.40 1.11 1.27 0.74 1.02 0.98 1.26 0.76 0.64 46

1.16 1.17 0.04 1.16 1.01 1.35 1.67 0.00 1.18 1.42 1.97 1.79 0.00 1.29 1.39 2.31 0.82 1.09 0.24 1.17 0.93 1.27 O75636 FCN3_HUMAN reviewed Ficolin-3 (Collagen/fibrinogen domain-containing lectin 3 p35) (Collagen/fibrinogen domain-containing protein 3) (Hakata antigen)FCN3 FCNH HAKA1 299 Homo sapiens (Human) -0.93 -1.55 -0.45 -0.67 -1.11 -0.86 0.32 -1.17 -0.92 1.68 -0.54 -0.53 -0.06 0.23 0.74 1.41 0.84 0.18 1.11 1.22 0.29 0.92 0.07 -0.12 0.28 0.21 1.14 0.34 0.73 0.63 0.46 0.55 1.25 0.45 0.53 3.20 0.69 0.69 0.96 1.17 2.65 1.67 1.79 1.90 1.05 0.92 1.21 1.09 47

4.40 1.24 0.28 3.67 0.34 4.56 1.20 0.43 6.57 0.18 7.91 0.88 0.78 112.58 0.01 98.62 1.68 0.85 0.36 3.51 0.24 3.00 O75695 XRP2_HUMAN reviewed Protein XRP2 RP2 350 Homo sapiens (Human) 0.00 0.06 0.20 -0.05 -0.25 0.06 0.14 0.20 -0.12 -0.12 0.13 0.21 0.32 0.31 0.27 -0.04 -0.19 0.10 0.10 0.13 0.13 0.26 0.18 0.09 -0.02 0.11 0.11 1.04 1.15 0.96 0.84 1.04 1.10 1.15 0.92 0.92 1.10 1.16 1.25 1.24 0.98 1.20 0.88 1.20 1.14 1.07 0.99 0.85 48

1.35 0.71 0.05 1.44 0.49 1.01 0.81 0.07 1.27 0.64 1.03 0.96 0.71 1.34 0.72 1.29 1.47 0.90 0.27 1.27 0.71 1.15 O75821 EIF3G_HUMAN reviewed Eukaryotic translation initiation factor 3 subunit G (eIF3g) (Eukaryotic translation initiation factor 3 RNA-binding subunit) (eIF-3 RNA-binding subunit) (Eukaryotic translation initiation factor 3 subunit 4) (eIF-3-delta) (eIF3 p42) (eIF3 p44)EIF3G EIF3S4 320 Homo sapiens (Human) 0.44 -0.13 0.86 0.07 1.10 0.31 -0.28 -0.32 -0.53 -0.59 -0.14 0.04 -0.43 -0.50 -0.30 -0.28 -0.06 -0.31 -0.75 -0.79 -0.35 -0.53 -0.32 -0.34 -0.21 -0.32 -0.76 0.91 1.82 1.05 2.15 1.24 0.82 0.80 0.69 0.67 0.91 1.03 0.74 0.71 0.82 0.81 0.96 0.69 0.80 0.79 0.86 0.90 754

1.44 0.80 0.13 1.45 0.55 1.17 0.85 0.21 1.46 0.58 1.24 1.01 0.94 1.45 0.69 1.47 1.15 1.50 0.12 1.95 0.77 2.93 O75874 IDHC_HUMAN reviewed Isocitrate dehydrogenase [NADP] cytoplasmic (IDH) (EC 1.1.1.42) (Cytosolic NADP-isocitrate dehydrogenase) (IDP) (NADP(+)-specific ICDH) (Oxalosuccinate decarboxylase)IDH1 PICD 414 Homo sapiens (Human) 0.16 0.32 0.20 0.29 -0.03 0.05 -0.03 0.71 0.05 -0.33 -0.08 0.00 -0.25 -0.31 -0.23 -0.25 0.01 -0.06 -0.23 -0.20 -0.03 -0.23 -0.12 -0.11 0.33 -0.06 -0.22 1.25 1.15 1.22 0.98 1.03 0.98 1.64 1.03 0.80 0.94 1.00 0.84 0.80 0.84 0.85 1.01 0.85 0.92 0.92 1.25 1.50 49

1.30 1.16 0.07 1.18 0.98 1.37 1.61 0.01 1.30 1.24 2.08 1.33 0.01 1.22 1.09 1.62 1.14 0.95 0.49 1.18 0.81 1.12 O75882 ATRN_HUMAN reviewed Attractin (DPPT-L) (Mahogany homolog)ATRN KIAA0548 MGCA 1429 Homo sapiens (Human) -0.22 -0.51 0.15 0.12 -0.84 -0.03 0.33 0.12 0.38 0.42 0.17 -0.30 0.14 0.21 0.68 0.42 0.41 0.27 0.50 0.33 0.10 0.31 0.12 0.15 -0.17 0.23 0.45 0.70 1.11 1.09 0.56 0.98 1.26 1.09 1.30 1.34 1.13 0.81 1.10 1.16 1.34 1.61 1.33 1.24 1.09 1.11 0.89 0.95 50

1.99 0.99 0.92 1.27 0.78 1.26 0.81 0.07 1.27 0.64 1.03 1.02 0.94 2.09 0.49 2.13 2.11 1.09 0.50 1.44 0.76 1.57 O75955 FLOT1_HUMANreviewed Flotillin-1 FLOT1 427 Homo sapiens (Human) 0.36 0.44 0.51 0.49 -0.04 0.42 -0.13 0.02 -0.19 -0.12 0.27 0.31 0.29 -0.01 -0.31 0.44 0.03 0.05 -0.31 -0.36 0.01 -0.17 -0.16 0.54 -0.18 0.04 -0.32 1.35 1.43 1.41 0.97 1.34 0.91 1.01 0.88 0.92 1.20 1.24 1.22 0.99 1.35 0.81 1.02 0.89 0.89 1.45 0.88 1.09 51

1.26 1.23 0.00 1.11 1.10 1.36 1.03 0.61 1.11 0.92 1.14 0.99 0.91 1.13 0.88 1.13 1.56 0.78 0.02 1.23 0.63 0.96 O94832 MYO1D_HUMANreviewed Unconventional myosin-IdMYO1D KIAA0727 1006 Homo sapiens (Human) 0.08 0.22 0.07 0.04 -0.37 0.46 0.37 0.35 0.09 -0.16 0.26 0.48 0.08 0.29 0.04 -0.14 -0.01 0.15 0.07 -0.05 0.04 -0.13 0.03 0.10 0.14 0.12 0.04 1.17 1.05 1.03 0.78 1.37 1.30 1.28 1.07 0.90 1.20 1.40 1.06 1.23 0.91 1.03 0.99 0.92 1.02 1.07 1.10 0.78 52

1.10 0.81 0.41 2.03 0.40 1.64 0.82 0.31 1.68 0.49 1.38 0.70 0.13 1.75 0.40 1.22 2.65 0.87 0.63 2.33 0.37 2.02 O94973 AP2A2_HUMANreviewed AP-2 complex subunit alpha-2 (100 kDa coated vesicle protein C) (Adapter-related protein complex 2 subunit alpha-2) (Adaptor protein complex AP-2 subunit alpha-2) (Alpha-adaptin C) (Alpha2-adaptin) (Clathrin assembly protein complex 2 alpha-C large chain) (Huntingtin yeast partner J) (Huntingtin-interacting protein 9) (HIP-9) (Huntingtin-interacting protein J) (Plasma membrane adaptor HA2/AP2 adaptin alpha C subunit)AP2A2 ADTAB CLAPA2 HIP9 HYPJ KIAA0899939 Homo sapiens (Human) 0.17 0.22 0.27 0.51 0.23 -0.36 -0.01 -0.01 -0.15 0.22 0.23 0.19 -0.20 -0.31 -0.29 -0.04 -0.52 -0.08 -0.25 -0.34 -0.17 -0.08 -0.44 -0.07 -0.09 -0.10 -0.28 1.17 1.20 1.43 1.17 0.78 1.00 0.99 0.90 1.16 1.17 1.14 0.87 0.81 0.97 0.82 0.70 0.94 0.74 0.95 0.94 0.87 53

1.87 1.32 0.09 1.46 0.91 1.92 1.07 0.50 1.45 0.74 1.56 1.02 0.86 1.63 0.63 1.67 1.41 0.91 0.41 1.45 0.63 1.33 O95164 UBL3_HUMAN reviewed Ubiquitin-like protein 3 (Membrane-anchored ubiquitin-fold protein) (HsMUB) (MUB) (Protein HCG-1)UBL3 PNSC1 117 Homo sapiens (Human) 0.41 0.43 0.29 0.78 0.40 0.14 0.04 -0.05 0.34 -0.26 0.23 -0.02 0.06 0.40 0.10 -0.29 0.03 0.05 -0.35 -0.20 0.21 0.15 0.12 0.20 0.37 0.10 -0.31 1.35 1.22 1.71 1.32 1.10 1.03 0.97 1.27 0.83 1.18 0.99 1.04 1.32 0.82 1.07 1.02 1.11 1.09 1.15 1.30 0.91 54

1.39 0.93 0.59 1.44 0.65 1.34 0.83 0.12 1.31 0.64 1.09 1.11 0.46 1.50 0.74 1.67 5.43 1.07 0.74 1.78 0.60 1.90 O95336 6PGL_HUMAN reviewed 6-phosphogluconolactonase (6PGL) (EC 3.1.1.31)PGLS 258 Homo sapiens (Human) 0.04 0.41 -0.63 0.27 0.41 -0.26 -0.13 0.30 -0.18 -0.52 0.20 0.63 0.03 -0.10 -0.27 -0.08 0.16 0.00 -0.04 0.03 0.07 -0.16 0.41 -0.09 0.12 0.02 -0.02 1.33 0.65 1.20 1.33 0.84 0.91 1.24 0.88 0.70 1.15 1.55 1.02 0.93 0.95 0.83 1.11 0.90 1.33 0.94 1.09 1.07 55

4.38 0.97 0.79 3.51 0.28 3.40 0.89 0.46 3.51 0.25 3.14 1.28 0.24 3.51 0.36 4.49 1.60 0.91 0.53 3.87 0.23 3.51 O95433 AHSA1_HUMANreviewed Activator of 90 kDa heat shock protein ATPase homolog 1 (AHA1) (p38)AHSA1 C14orf3 HSPC322 338 Homo sapiens (Human) 0.01 1.10 -0.65 0.02 -0.21 -0.19 0.15 0.41 0.04 -0.25 0.33 0.34 0.32 -0.05 -0.16 -0.11 0.35 0.12 0.11 0.18 0.20 0.12 0.33 0.07 0.28 0.14 0.13 2.14 0.64 1.02 0.86 0.88 1.11 1.33 1.03 0.84 1.26 1.26 1.25 0.97 0.92 0.89 1.28 1.09 1.26 1.05 1.21 0.91 56

1.18 1.09 0.38 1.25 0.87 1.36 1.09 0.26 1.19 0.92 1.30 0.85 0.11 1.23 0.70 1.05 1.70 0.76 0.07 1.35 0.56 1.03 O95436 NPT2B_HUMANreviewed Sodium-dependent phosphate transport protein 2B (Sodium-phosphate transport protein 2B) (Na(+)-dependent phosphate cotransporter 2B) (NaPi3b) (Sodium/phosphate cotransporter 2B) (Na(+)/Pi cotransporter 2B) (NaPi-2b) (Solute carrier family 34 member 2)SLC34A2 690 Homo sapiens (Human) 0.26 0.27 0.77 0.05 0.11 0.08 -0.20 0.47 -0.01 -0.76 0.00 0.42 -0.30 0.12 0.13 -0.35 -0.23 -0.06 -0.32 0.07 0.32 0.23 0.63 0.24 0.19 0.04 -0.22 1.21 1.70 1.04 1.08 1.06 0.87 1.38 0.99 0.59 1.00 1.34 0.81 1.09 0.79 1.09 0.85 1.18 1.54 1.18 1.14 0.76 57

1.62 1.02 0.75 1.26 0.82 1.29 1.20 0.08 1.25 0.96 1.51 1.06 0.63 1.41 0.75 1.50 1.53 0.85 0.11 1.26 0.68 1.07 O95466 FMNL_HUMANreviewed Formin-like protein 1 (CLL-associated antigen KW-13) (Leukocyte formin)FMNL1 C17orf1 C17orf1B FMNL1100 Homo sapiens (Human) -0.15 -0.93 -0.39 -0.46 0.75 0.28 0.06 -0.24 0.21 0.21 -0.38 0.06 0.28 0.04 0.26 0.21 0.08 0.07 0.22 0.37 0.23 0.03 0.52 0.09 0.27 0.11 0.26 0.53 0.76 0.73 1.68 1.22 1.04 0.85 1.16 1.15 0.77 1.04 1.21 1.02 1.16 1.20 1.06 1.02 1.43 1.06 1.20 0.85 58

2.57 1.15 0.50 5.82 0.20 6.68 0.81 0.34 4.90 0.17 3.97 1.33 0.38 12.08 0.11 16.08 1.54 1.60 0.29 18.96 0.08 30.39 O95716 RAB3D_HUMANreviewed Ras-related protein Rab-3DRAB3D GOV RAB16 219 Homo sapiens (Human) 0.21 0.57 0.93 0.09 -0.08 -0.44 0.24 0.94 0.48 -0.26 0.04 0.12 -0.48 0.20 -0.30 -0.18 0.41 0.11 -0.10 -0.42 -0.21 -0.11 -0.34 -0.33 -0.05 0.02 -0.19 1.48 1.91 1.07 0.94 0.74 1.18 1.91 1.39 0.84 1.03 1.09 0.72 1.15 0.88 0.81 1.33 0.92 0.79 0.79 0.96 1.60 59

23.74 0.93 0.60 3.85 0.24 3.56 0.98 0.88 3.81 0.26 3.74 1.18 0.37 3.84 0.31 4.51 7.61 1.09 0.71 10.23 0.11 11.19 O95782 AP2A1_HUMANreviewed AP-2 complex subunit alpha-1 (100 kDa coated vesicle protein A) (Adapter-related protein complex 2 subunit alpha-1) (Adaptor protein complex AP-2 subunit alpha-1) (Alpha-adaptin A) (Alpha1-adaptin) (Clathrin assembly protein complex 2 alpha-A large chain) (Plasma membrane adaptor HA2/AP2 adaptin alpha A subunit)AP2A1 ADTAA CLAPA1 977 Homo sapiens (Human) 0.15 -0.15 0.19 0.24 0.48 -0.03 -0.17 -0.12 -0.34 -0.20 0.13 0.31 0.13 -0.11 -0.03 -0.07 0.23 -0.02 -0.17 -0.37 -0.23 -0.34 -0.18 -0.28 -0.11 -0.08 -0.22 0.90 1.14 1.18 1.39 0.98 0.89 0.92 0.79 0.87 1.09 1.24 1.09 0.93 0.95 0.98 1.18 0.79 0.88 0.82 0.93 1.09 60

1.18 1.00 0.99 1.20 0.83 1.20 1.10 0.37 1.27 0.87 1.40 0.87 0.74 2.60 0.34 2.26 1.17 1.12 0.11 1.16 0.97 1.30 O95833 CLIC3_HUMAN reviewed Chloride intracellular channel protein 3CLIC3 236 Homo sapiens (Human) 0.13 0.11 0.31 0.78 -0.63 0.10 -0.07 0.54 -0.08 -0.35 0.31 -0.13 -0.33 0.00 0.14 0.24 -0.20 0.01 -0.13 0.04 0.18 0.57 -0.33 0.06 0.40 0.05 -0.08 1.08 1.24 1.72 0.65 1.07 0.96 1.46 0.95 0.79 1.24 0.92 0.80 1.00 1.18 1.10 0.87 1.49 0.80 1.04 1.32 1.12 61

NA 0.99 NA NA NA NA 1.11 NA NA NA NA 1.73 NA NA NA NA 3.71 1.56 NA NA NA NA O95994 AGR2_HUMAN reviewed Anterior gradient protein 2 homolog (AG-2) (hAG-2) (HPC8) (Secreted cement gland protein XAG-2 homolog)AGR2 AG2 UNQ515/PRO1030175 Homo sapiens (Human) -0.22 -0.15 -0.54 -0.06 -0.39 0.05 0.05 0.02 0.29 0.37 -0.13 0.02 0.33 -0.02 0.15 0.27 0.79 0.20 0.41 0.30 0.08 -0.42 0.14 0.31 0.28 0.16 0.38 0.90 0.69 0.96 0.76 1.03 1.04 1.01 1.23 1.29 0.91 1.02 1.26 0.99 1.20 1.11 1.73 0.75 1.10 1.24 1.21 1.56 699

0.94 1.01 0.89 1.23 0.82 1.25 0.92 0.20 1.16 0.79 1.06 1.10 0.19 1.16 0.94 1.27 1.30 0.88 0.14 1.21 0.73 1.06 O96009 NAPSA_HUMANreviewed Napsin-A (EC 3.4.23.-) (Aspartyl protease 4) (ASP4) (Asp 4) (Napsin-1) (TA01/TA02)NAPSA NAP1 NAPA 420 Homo sapiens (Human) -0.23 -0.38 -0.19 -0.39 0.07 -0.26 0.77 0.43 0.92 0.27 0.03 0.13 -0.31 0.02 -0.13 -0.15 0.13 0.19 0.42 0.37 0.15 0.33 0.24 0.31 -0.29 0.18 0.41 0.77 0.88 0.77 1.05 0.83 1.70 1.34 1.89 1.20 1.02 1.10 0.81 1.01 0.90 0.92 1.10 1.26 1.18 1.24 0.82 0.88 62

2.00 1.01 0.98 2.81 0.36 2.85 0.69 0.32 2.51 0.27 1.72 0.68 0.32 2.59 0.26 1.76 1.48 0.97 0.91 1.83 0.53 1.78 P00326 ADH1G_HUMANreviewed Alcohol dehydrogenase 1C (EC 1.1.1.1) (Alcohol dehydrogenase subunit gamma)ADH1C ADH3 375 Homo sapiens (Human) -0.30 0.15 -0.39 -0.28 -0.79 -0.17 0.63 0.74 -0.28 0.39 0.50 0.23 -0.95 0.02 -0.54 -0.33 -0.56 -0.01 0.28 0.07 -0.23 -0.91 0.47 -0.12 -0.34 -0.07 0.23 1.11 0.76 0.82 0.58 0.89 1.55 1.67 0.82 1.31 1.41 1.17 0.52 1.01 0.80 0.69 0.68 0.53 1.38 0.92 0.79 0.97 63

1.99 1.17 0.02 1.13 1.04 1.32 1.35 0.00 1.14 1.18 1.53 1.05 0.34 1.11 0.94 1.17 1.06 0.85 0.02 1.13 0.75 0.97 P00338 LDHA_HUMAN reviewed L-lactate dehydrogenase A chain (LDH-A) (EC 1.1.1.27) (Cell proliferation-inducing gene 19 protein) (LDH muscle subunit) (LDH-M) (Renal carcinoma antigen NY-REN-59)LDHA PIG19 332 Homo sapiens (Human) -0.12 0.15 -0.36 -0.31 -0.05 -0.02 -0.01 0.39 0.03 -0.04 -0.02 -0.07 0.63 0.23 0.43 -0.05 0.07 0.15 0.26 -0.03 -0.14 -0.21 -0.05 -0.18 -0.13 0.07 0.19 1.11 0.78 0.81 0.97 0.98 1.00 1.31 1.02 0.97 0.99 0.95 1.55 1.17 0.97 1.35 1.05 0.86 0.96 0.88 0.91 0.85 64

1.17 0.86 0.02 1.13 0.77 0.97 0.69 0.00 1.22 0.57 0.84 0.92 0.33 1.20 0.77 1.10 1.48 1.69 0.00 1.21 1.39 2.04 P00352 AL1A1_HUMANreviewed Retinal dehydrogenase 1 (RALDH 1) (RalDH1) (EC 1.2.1.36) (ALDH-E1) (ALHDII) (Aldehyde dehydrogenase family 1 member A1) (Aldehyde dehydrogenase, cytosolic)ALDH1A1 ALDC ALDH1 PUMB1501 Homo sapiens (Human) 0.14 0.61 0.00 -0.10 0.20 0.00 0.45 0.57 -0.13 -0.42 -0.04 0.45 -0.42 -0.21 -0.54 -0.54 -0.12 -0.09 -0.23 -0.17 -0.03 -0.37 0.36 -0.17 0.05 -0.07 -0.21 1.52 1.00 0.93 1.15 1.00 1.36 1.48 0.91 0.75 0.97 1.37 0.75 0.86 0.69 0.69 0.92 0.78 1.28 0.89 1.04 1.69 65

2.52 1.16 0.24 1.46 0.79 1.69 0.98 0.85 1.65 0.59 1.61 0.87 0.35 1.63 0.54 1.42 5.50 1.28 0.31 2.19 0.58 2.79 P00441 SODC_HUMAN reviewed Superoxide dismutase [Cu-Zn] (EC 1.15.1.1) (Superoxide dismutase 1) (hSod1)SOD1 154 Homo sapiens (Human) 0.27 0.34 0.37 0.38 -0.12 0.40 -0.48 0.51 -0.53 -1.01 0.20 0.45 0.01 0.21 -0.04 -0.15 -0.20 -0.09 -0.37 -0.37 -0.09 0.01 0.03 -0.34 -0.09 -0.09 -0.37 1.26 1.29 1.30 0.92 1.32 0.72 1.43 0.69 0.50 1.15 1.36 1.01 1.16 0.90 0.98 0.87 1.01 1.02 0.79 0.94 1.28 755

1.53 1.10 0.00 1.07 1.04 1.18 1.29 0.00 1.06 1.21 1.38 1.90 0.00 1.11 1.71 2.12 0.77 1.10 0.01 1.07 1.03 1.18 P00450 CERU_HUMAN reviewed Ceruloplasmin (EC 1.16.3.1) (Ferroxidase)CP 1065 Homo sapiens (Human) -0.93 -0.67 -0.70 -1.09 -1.56 -0.66 0.66 -0.01 0.54 1.41 -0.58 -0.47 0.41 0.14 0.37 1.08 0.93 0.41 1.34 1.26 0.32 0.64 0.27 0.26 0.12 0.39 1.32 0.63 0.62 0.47 0.34 0.63 1.58 0.99 1.46 2.65 0.67 0.72 1.33 1.10 2.12 1.29 1.90 1.56 1.21 1.20 1.08 1.10 66

1.17 1.19 0.00 1.08 1.10 1.29 1.24 0.00 1.08 1.15 1.34 1.13 0.00 1.08 1.04 1.22 1.37 1.07 0.20 1.11 0.96 1.19 P00558 PGK1_HUMAN reviewed Phosphoglycerate kinase 1 (EC 2.7.2.3) (Cell migration-inducing gene 10 protein) (Primer recognition protein 2) (PRP 2)PGK1 PGKA MIG10 OK/SW-cl.110417 Homo sapiens (Human) -0.42 0.78 -1.17 0.22 -1.14 -0.77 0.30 0.73 0.14 -0.22 0.34 0.29 0.02 0.26 0.31 -0.09 0.18 0.21 0.62 0.58 0.17 0.26 0.35 0.10 -0.04 0.20 0.61 1.72 0.44 1.17 0.45 0.59 1.23 1.65 1.10 0.86 1.27 1.23 1.01 1.19 0.94 1.24 1.13 1.20 1.27 1.07 0.97 1.07 67

1.41 1.16 0.14 1.26 0.92 1.46 0.92 0.47 1.38 0.67 1.27 0.81 0.19 1.51 0.53 1.21 1.74 1.36 0.02 1.26 1.08 1.72 P00568 KAD1_HUMAN reviewed Adenylate kinase isoenzyme 1 (AK 1) (EC 2.7.4.3) (EC 2.7.4.6) (ATP-AMP transphosphorylase 1) (ATP:AMP phosphotransferase) (Adenylate monophosphate kinase) (Myokinase)AK1 194 Homo sapiens (Human) 0.13 0.77 -0.17 0.17 0.02 -0.11 -0.16 0.80 -0.42 -0.62 0.31 0.39 -0.11 0.21 -0.12 -0.69 -0.31 -0.07 -0.20 -0.08 0.06 0.06 -0.01 -0.02 0.20 -0.03 -0.17 1.71 0.89 1.13 1.01 0.93 0.90 1.74 0.75 0.65 1.24 1.31 0.92 1.16 0.62 0.92 0.81 1.04 0.99 0.99 1.15 1.36 68

1.06 0.89 0.05 1.12 0.80 1.00 1.27 0.00 1.17 1.09 1.48 2.40 0.00 1.33 1.80 3.20 1.23 1.04 0.61 1.16 0.90 1.20 P00734 THRB_HUMAN reviewed Prothrombin (EC 3.4.21.5) (Coagulation factor II) [Cleaved into: Activation peptide fragment 1; Activation peptide fragment 2; Thrombin light chain; Thrombin heavy chain]F2 622 Homo sapiens (Human) -1.13 -1.21 -1.38 -1.01 -1.11 -0.96 0.63 -0.01 0.53 0.92 -0.72 0.15 -0.25 -0.16 0.35 0.86 1.27 0.32 1.46 1.67 0.54 0.98 0.70 0.21 0.27 0.38 1.51 0.43 0.38 0.50 0.46 0.52 1.55 1.00 1.44 1.89 0.61 1.11 0.84 0.89 1.82 1.27 2.40 1.97 1.63 1.16 1.21 1.04 69

3.19 0.94 0.80 13.44 0.07 12.57 1.07 0.70 5.89 0.18 6.33 1.90 0.27 41.78 0.05 79.24 1.05 0.68 0.42 44.92 0.02 30.62 P00736 C1R_HUMAN reviewed Complement C1r subcomponent (EC 3.4.21.41) (Complement component 1 subcomponent r) [Cleaved into: Complement C1r subcomponent heavy chain; Complement C1r subcomponent light chain]C1R 705 Homo sapiens (Human) -0.96 -1.12 -0.96 -0.69 -1.11 -0.94 0.52 -0.67 0.52 1.71 -0.52 -0.31 -0.30 -0.10 0.10 2.03 0.92 0.36 1.32 1.29 0.33 0.61 0.29 0.11 0.30 0.35 1.31 0.46 0.51 0.62 0.46 0.52 1.43 0.63 1.44 3.28 0.70 0.81 0.81 0.94 4.08 1.07 1.90 1.53 1.22 1.08 1.23 0.68 70

1.53 0.53 0.00 1.51 0.35 0.80 1.83 0.00 1.18 1.55 2.16 2.67 0.00 1.18 2.27 3.14 0.88 1.45 0.00 1.16 1.25 1.69 P00738 HPT_HUMAN reviewed Haptoglobin (Zonulin) [Cleaved into: Haptoglobin alpha chain; Haptoglobin beta chain]HP 406 Homo sapiens (Human) -1.21 -1.63 -0.09 -1.00 -1.67 -1.67 -0.20 0.21 1.13 1.24 -1.67 -0.70 0.26 -0.91 0.87 1.09 1.42 0.25 1.46 1.31 0.10 0.72 0.02 -0.44 0.09 0.21 1.42 0.32 0.94 0.50 0.32 0.32 0.87 1.15 2.19 2.37 0.31 0.62 1.20 0.53 2.13 1.83 2.67 1.65 1.01 0.74 1.06 1.45 71

1.17 0.94 0.15 1.09 0.86 1.03 1.35 0.00 1.10 1.23 1.48 2.03 0.00 1.11 1.83 2.26 0.76 0.83 0.00 1.11 0.75 0.92 P00747 PLMN_HUMANreviewed Plasminogen (EC 3.4.21.7) [Cleaved into: Plasmin heavy chain A; Activation peptide; Angiostatin; Plasmin heavy chain A, short form; Plasmin light chain B]PLG 810 Homo sapiens (Human) -0.86 -0.90 -0.45 -0.74 -1.16 -1.04 0.60 -0.64 0.54 1.80 -0.47 -0.53 0.02 -0.09 0.43 1.37 1.02 0.37 1.23 1.46 0.60 1.14 0.94 0.04 0.29 0.43 1.29 0.54 0.73 0.60 0.45 0.49 1.51 0.64 1.45 3.48 0.72 0.69 1.01 0.94 2.58 1.35 2.03 2.20 1.92 1.03 1.22 0.83 72

1.10 1.16 0.19 1.33 0.87 1.55 1.09 0.39 1.31 0.83 1.42 1.92 0.00 1.31 1.46 2.51 0.94 0.62 0.01 1.31 0.47 0.82 P00748 FA12_HUMAN reviewed Coagulation factor XII (EC 3.4.21.38) (Hageman factor) (HAF) [Cleaved into: Coagulation factor XIIa heavy chain; Beta-factor XIIa part 1; Beta-factor XIIa part 2; Coagulation factor XIIa light chain]F12 615 Homo sapiens (Human) -0.97 -0.36 -0.95 -0.91 -1.42 -1.20 0.73 -0.52 0.31 1.59 -0.12 -0.37 -0.42 0.22 0.12 0.21 0.94 0.25 1.21 1.45 0.49 0.89 0.48 0.52 0.07 0.31 1.28 0.78 0.52 0.53 0.37 0.44 1.66 0.70 1.24 3.02 0.92 0.77 0.75 1.16 1.16 1.09 1.92 1.85 1.39 1.43 1.05 0.62 73

1.46 0.76 0.00 1.11 0.68 0.84 1.49 0.00 1.09 1.36 1.62 1.79 0.00 1.15 1.56 2.05 0.94 0.89 0.02 1.11 0.80 0.98 P00751 CFAB_HUMAN reviewed Complement factor B (EC 3.4.21.47) (C3/C5 convertase) (Glycine-rich beta glycoprotein) (GBG) (PBF2) (Properdin factor B) [Cleaved into: Complement factor B Ba fragment; Complement factor B Bb fragment]CFB BF BFD 764 Homo sapiens (Human) -1.06 -1.16 -0.95 -0.86 -1.47 -0.87 0.55 -0.10 1.10 0.93 -0.74 -0.19 0.39 -0.40 0.57 1.45 0.84 0.40 1.46 1.56 0.50 0.71 0.60 0.48 0.21 0.43 1.49 0.45 0.52 0.55 0.36 0.55 1.47 0.93 2.15 1.90 0.60 0.87 1.31 0.76 2.73 1.49 1.79 1.64 1.52 1.40 1.16 0.89 74

1.80 0.92 0.32 1.25 0.73 1.15 1.01 0.92 1.26 0.80 1.27 1.35 0.13 1.58 0.86 2.13 2.23 1.20 0.18 1.39 0.86 1.66 P00966 ASSY_HUMAN reviewed Argininosuccinate synthase (EC 6.3.4.5) (Citrulline--aspartate ligase)ASS1 ASS 412 Homo sapiens (Human) 0.03 0.14 -0.40 -0.04 -0.12 0.55 0.16 0.27 -0.15 -0.02 0.06 0.40 0.51 -0.12 0.01 -0.23 0.43 0.12 0.09 -0.26 -0.24 -0.46 -0.21 -0.24 -0.05 0.02 0.00 1.10 0.76 0.97 0.92 1.47 1.12 1.21 0.90 0.98 1.04 1.32 1.43 0.92 0.85 1.01 1.35 0.73 0.87 0.85 0.97 1.20 75

1.00 1.07 0.20 1.11 0.96 1.19 1.56 0.00 1.09 1.42 1.70 1.60 0.00 1.17 1.37 1.87 1.16 0.83 0.00 1.13 0.73 0.93 P01008 ANT3_HUMAN reviewed Antithrombin-III (ATIII) (Serpin C1)SERPINC1 AT3 PRO0309 464 Homo sapiens (Human) -0.80 -0.53 -0.63 -0.87 -1.36 -0.62 0.71 -0.01 0.17 0.95 0.17 0.00 -0.22 0.09 0.64 1.28 0.68 0.41 1.21 1.40 0.60 1.19 0.36 0.42 0.42 0.46 1.26 0.69 0.65 0.55 0.39 0.65 1.64 0.99 1.13 1.94 1.13 1.00 0.86 1.07 2.42 1.56 1.60 2.27 1.28 1.34 1.33 0.83 76

1.08 1.23 0.00 1.10 1.12 1.35 1.69 0.00 1.11 1.53 1.88 1.44 0.00 1.18 1.23 1.70 1.12 0.93 0.17 1.12 0.83 1.04 P01009 A1AT_HUMAN reviewed Alpha-1-antitrypsin (Alpha-1 protease inhibitor) (Alpha-1-antiproteinase) (Serpin A1) [Cleaved into: Short peptide from AAT (SPAAT)]SERPINA1 AAT PI PRO0684 PRO2209418 Homo sapiens (Human) -0.83 0.16 -1.32 -0.57 -1.47 -0.94 0.80 0.15 0.54 1.03 0.09 0.01 -0.14 0.30 0.76 1.18 0.53 0.48 1.31 1.19 0.36 0.50 0.21 0.46 0.28 0.45 1.28 1.11 0.40 0.67 0.36 0.52 1.74 1.11 1.45 2.04 1.06 1.01 0.91 1.23 2.26 1.69 1.44 1.41 1.16 1.38 1.21 0.93 77

1.20 1.21 0.01 1.13 1.07 1.36 1.48 0.00 1.16 1.28 1.71 1.68 0.00 1.17 1.43 1.96 0.93 0.75 0.00 1.17 0.64 0.88 P01011 AACT_HUMAN reviewed Alpha-1-antichymotrypsin (ACT) (Cell growth-inhibiting gene 24/25 protein) (Serpin A3) [Cleaved into: Alpha-1-antichymotrypsin His-Pro-less]SERPINA3 AACT GIG24 GIG25423 Homo sapiens (Human) -1.04 -0.56 -1.28 -1.19 -1.53 -0.62 0.72 -0.42 0.54 1.22 -0.36 -0.27 -0.03 0.27 0.57 1.25 0.74 0.38 1.42 1.58 0.54 1.14 0.59 0.18 0.26 0.43 1.47 0.68 0.41 0.44 0.35 0.65 1.65 0.75 1.46 2.33 0.78 0.83 0.98 1.21 2.37 1.48 1.68 2.20 1.51 1.13 1.20 0.75 78

1.32 1.01 0.92 1.16 0.87 1.17 1.14 0.07 1.16 0.99 1.33 1.37 0.00 1.16 1.18 1.58 0.95 0.77 0.01 1.21 0.64 0.93 P01019 ANGT_HUMAN reviewed Angiotensinogen (Serpin A8) [Cleaved into: Angiotensin-1 (Angiotensin 1-10) (Angiotensin I) (Ang I); Angiotensin-2 (Angiotensin 1-8) (Angiotensin II) (Ang II); Angiotensin-3 (Angiotensin 2-8) (Angiotensin III) (Ang III) (Des-Asp[1]-angiotensin II); Angiotensin-4 (Angiotensin 3-8) (Angiotensin IV) (Ang IV); Angiotensin 1-9; Angiotensin 1-7; Angiotensin 1-5; Angiotensin 1-4]AGT SERPINA8 485 Homo sapiens (Human) -0.36 1.16 -0.54 -0.68 -1.09 -0.65 0.30 -0.04 0.13 1.17 0.18 -0.24 -0.04 0.01 0.19 0.79 0.45 0.26 0.63 0.67 0.31 0.76 0.04 0.17 0.24 0.28 0.64 2.23 0.69 0.62 0.47 0.64 1.23 0.97 1.10 2.25 1.13 0.85 0.97 1.01 1.73 1.14 1.37 1.70 1.03 1.13 1.18 0.77 79

1.10 0.96 0.09 1.05 0.91 1.01 1.41 0.00 1.05 1.34 1.47 2.15 0.00 1.07 2.02 2.30 0.58 0.93 0.01 1.06 0.88 0.98 P01023 A2MG_HUMANreviewed Alpha-2-macroglobulin (Alpha-2-M) (C3 and PZP-like alpha-2-macroglobulin domain-containing protein 5)A2M CPAMD5 FWP007 1474 Homo sapiens (Human) -1.19 -1.93 -1.07 -1.29 -1.17 -0.50 0.57 -1.30 0.80 2.05 -0.91 -1.01 0.03 -0.06 0.49 2.00 1.11 0.34 1.53 1.51 0.32 0.58 0.53 -0.13 0.29 0.34 1.53 0.26 0.48 0.41 0.45 0.71 1.49 0.41 1.74 4.15 0.53 0.50 1.02 0.96 4.01 1.41 2.15 1.49 1.44 0.92 1.22 0.93 80

1.13 0.97 0.07 1.03 0.94 1.00 1.50 0.00 1.04 1.44 1.56 1.84 0.00 1.05 1.75 1.93 0.83 0.96 0.05 1.04 0.92 1.00 P01024 CO3_HUMAN reviewed Complement C3 (C3 and PZP-like alpha-2-macroglobulin domain-containing protein 1) [Cleaved into: Complement C3 beta chain; Complement C3 alpha chain; C3a anaphylatoxin; Acylation stimulating protein (ASP) (C3adesArg); Complement C3b alpha' chain; Complement C3c alpha' chain fragment 1; Complement C3dg fragment; Complement C3g fragment; Complement C3d fragment; Complement C3f fragment; Complement C3c alpha' chain fragment 2]C3 CPAMD1 1663 Homo sapiens (Human) -0.63 -0.51 -0.71 -0.41 -0.84 -0.67 0.64 0.15 0.35 0.60 0.14 -0.32 0.11 -0.04 0.58 0.64 0.88 0.34 0.96 0.98 0.36 0.60 0.40 0.32 0.12 0.34 0.97 0.70 0.61 0.75 0.56 0.63 1.56 1.11 1.28 1.51 1.10 0.80 1.08 0.97 1.56 1.50 1.84 1.51 1.32 1.25 1.08 0.96 81

1.08 1.52 0.00 1.11 1.37 1.68 1.55 0.00 1.07 1.45 1.66 1.80 0.00 1.07 1.68 1.93 0.82 0.86 0.00 1.06 0.81 0.92 P01031 CO5_HUMAN reviewed Complement C5 (C3 and PZP-like alpha-2-macroglobulin domain-containing protein 4) [Cleaved into: Complement C5 beta chain; Complement C5 alpha chain; C5a anaphylatoxin; Complement C5 alpha' chain]C5 CPAMD4 1676 Homo sapiens (Human) -0.61 -0.41 -0.73 -0.11 -0.90 -0.88 0.41 -0.45 0.33 1.11 0.08 -0.39 -0.02 0.60 0.63 1.29 0.85 0.40 1.01 0.83 0.23 0.46 0.18 0.20 0.07 0.36 0.96 0.75 0.60 0.92 0.54 0.54 1.33 0.73 1.26 2.16 1.06 0.76 0.98 1.52 2.44 1.55 1.80 1.38 1.13 1.15 1.05 0.86 82

1.34 0.91 0.40 1.29 0.70 1.16 1.31 0.00 1.17 1.12 1.53 2.32 0.00 1.12 2.07 2.59 0.81 0.80 0.01 1.16 0.69 0.92 P01042 KNG1_HUMAN reviewed Kininogen-1 (Alpha-2-thiol proteinase inhibitor) (Fitzgerald factor) (High molecular weight kininogen) (HMWK) (Williams-Fitzgerald-Flaujeac factor) [Cleaved into: Kininogen-1 heavy chain; T-kinin (Ile-Ser-Bradykinin); Bradykinin (Kallidin I); Lysyl-bradykinin (Kallidin II); Kininogen-1 light chain; Low molecular weight growth-promoting factor]KNG1 BDK KNG 644 Homo sapiens (Human) -1.33 -1.32 -1.52 -1.40 -1.34 -1.10 0.79 -0.71 0.51 1.29 -0.43 -0.51 0.20 -0.14 0.39 1.28 1.21 0.35 1.69 1.82 0.48 1.08 0.57 0.22 0.07 0.39 1.72 0.40 0.35 0.38 0.40 0.47 1.73 0.61 1.42 2.45 0.74 0.70 1.15 0.91 2.43 1.31 2.32 2.11 1.48 1.17 1.05 0.80 83

NA 0.92 NA NA NA NA 1.08 NA NA NA NA 0.78 NA NA NA NA 1.22 0.94 NA NA NA NA P01116 RASK_HUMAN reviewed GTPase KRas (K-Ras 2) (Ki-Ras) (c-K-ras) (c-Ki-ras) [Cleaved into: GTPase KRas, N-terminally processed]KRAS KRAS2 RASK2 189 Homo sapiens (Human) -0.19 -0.33 -0.04 0.17 -0.64 -0.13 -0.03 -0.22 0.58 0.43 0.06 -0.26 -0.01 -0.12 0.11 0.77 -0.37 0.09 0.28 0.18 -0.01 0.23 0.08 0.06 -0.43 0.06 0.25 0.80 0.97 1.13 0.64 0.92 0.98 0.86 1.50 1.34 1.05 0.83 0.99 0.92 1.71 1.08 0.78 1.18 1.06 1.04 0.74 0.94 700

1.84 1.34 0.00 1.18 1.14 1.58 1.34 0.00 1.16 1.16 1.55 0.80 0.03 1.21 0.66 0.97 0.68 0.97 0.75 1.27 0.76 1.23 P01591 IGJ_HUMAN reviewed Immunoglobulin J chainIGJ IGCJ 159 Homo sapiens (Human) -0.05 -0.35 -0.09 1.01 -0.30 -0.53 0.17 -0.71 0.73 0.77 0.11 -0.78 0.53 0.42 0.43 0.88 -0.32 0.20 0.25 0.26 0.21 0.16 -0.41 0.86 0.24 0.20 0.26 0.79 0.94 2.02 0.81 0.69 1.12 0.61 1.66 1.70 1.08 0.58 1.44 1.34 1.84 1.34 0.80 1.12 0.75 1.81 1.18 0.97 84

4.18 1.39 0.43 29.09 0.05 40.39 1.46 0.41 38.41 0.04 56.06 1.23 0.50 13.56 0.09 16.68 NA 0.90 0.82 128.31 0.01 115.12 P01596 KV104_HUMANreviewed Ig kappa chain V-I region CAR 107 Homo sapiens (Human) -0.90 -1.69 -1.01 -0.29 -0.26 -1.27 0.49 -0.46 0.60 0.75 -0.90 -0.45 -0.20 0.47 0.55 2.51 0.30 0.33 1.24 0.96 0.05 -0.03 0.21 0.16 -0.13 0.26 1.16 0.31 0.50 0.82 0.83 0.41 1.40 0.73 1.52 1.69 0.54 0.73 0.87 1.39 5.70 1.46 1.23 0.98 1.16 1.11 0.92 0.90 756

4.33 1.52 0.32 18.44 0.08 28.04 1.90 0.10 3.51 0.54 6.67 1.71 0.13 4.19 0.41 7.16 22.27 1.15 0.39 3.51 0.33 4.03 P01608 KV116_HUMANreviewed Ig kappa chain V-I region Roy 108 Homo sapiens (Human) -0.34 -0.53 -0.13 0.65 -1.04 -0.62 0.49 0.72 0.39 0.36 -0.86 0.21 -0.02 0.60 0.93 1.15 0.77 0.43 0.77 0.46 0.13 -0.31 0.11 0.40 0.30 0.35 0.68 0.69 0.91 1.57 0.49 0.65 1.40 1.64 1.31 1.28 0.55 1.16 0.99 1.52 2.21 1.90 1.71 0.81 1.08 1.32 1.23 1.15 85

3.88 1.31 0.23 3.65 0.36 4.79 1.79 0.11 3.62 0.49 6.46 0.99 0.95 3.63 0.27 3.60 NA 1.58 0.14 3.65 0.43 5.78 P01609 KV117_HUMANreviewed Ig kappa chain V-I region Scw 108 Homo sapiens (Human) -0.60 -0.74 -0.85 0.80 -0.98 -1.20 1.05 -0.49 0.65 1.50 -0.46 -0.21 0.11 0.39 0.84 0.84 -0.01 0.38 0.98 0.92 0.33 0.13 0.30 0.77 0.11 0.37 0.96 0.60 0.55 1.74 0.51 0.44 2.07 0.71 1.57 2.83 0.73 0.87 1.08 1.31 1.79 1.79 0.99 1.09 1.23 1.70 1.08 1.58 757

NA 1.00 NA NA NA NA 1.16 NA NA NA NA 1.01 NA NA NA NA 2.15 1.31 NA NA NA NA P01610 KV118_HUMANreviewed Ig kappa chain V-I region WEA 108 Homo sapiens (Human) -0.34 -0.39 -0.42 0.07 -0.71 -0.25 0.26 -0.75 1.43 0.67 -0.31 -0.75 0.15 0.00 0.22 1.20 0.02 0.19 0.53 0.76 0.42 0.41 -0.05 0.94 0.36 0.25 0.59 0.76 0.75 1.05 0.61 0.84 1.20 0.59 2.69 1.59 0.81 0.60 1.11 1.00 2.30 1.16 1.01 1.33 0.97 1.92 1.28 1.31 701

NA 1.92 NA NA NA NA 1.09 NA NA NA NA 1.23 NA NA NA NA 2.71 1.19 NA NA NA NA P01611 KV119_HUMANreviewed Ig kappa chain V-I region Wes 108 Homo sapiens (Human) -0.59 -0.81 -0.56 0.46 -1.33 -0.72 0.07 -0.70 1.05 1.22 -0.55 -0.61 -0.58 0.94 0.12 1.52 0.30 0.25 0.84 1.08 0.49 0.82 0.19 0.56 0.38 0.32 0.91 0.57 0.68 1.37 0.40 0.61 1.05 0.62 2.07 2.34 0.68 0.66 0.67 1.92 2.87 1.09 1.23 1.77 1.14 1.47 1.31 1.19 702

5.25 1.30 0.33 6.67 0.19 8.64 1.59 0.45 151.18 0.01 240.14 1.28 0.36 7.53 0.17 9.66 1.93 1.55 0.53 415.30 0.00 642.94 P01612 KV120_HUMANreviewed Ig kappa chain V-I region Mev 109 Homo sapiens (Human) -0.56 -1.14 -0.49 0.35 -0.84 -0.69 0.63 -0.37 0.68 1.39 -0.25 -0.18 0.18 0.37 0.67 1.65 0.36 0.47 1.03 0.93 0.37 0.01 0.33 1.02 0.13 0.44 1.00 0.45 0.71 1.28 0.56 0.62 1.55 0.77 1.61 2.62 0.84 0.88 1.13 1.30 3.13 1.59 1.28 1.00 1.26 2.02 1.09 1.55 758

4.69 1.54 0.18 4.89 0.31 7.51 0.90 0.49 3.79 0.24 3.40 1.27 0.26 3.80 0.33 4.84 2.57 1.65 0.34 40.27 0.04 66.31 P01703 LV105_HUMANreviewed Ig lambda chain V-I region NEWM 103 Homo sapiens (Human) -0.30 -0.25 -0.25 0.59 -1.15 -0.41 0.45 -0.57 0.79 0.50 -0.06 -0.91 0.31 0.62 -0.16 1.06 0.35 0.22 0.51 0.71 0.41 0.26 0.06 1.16 0.18 0.27 0.56 0.84 0.84 1.50 0.45 0.75 1.36 0.68 1.73 1.42 0.96 0.53 1.24 1.54 2.08 0.90 1.27 1.20 1.04 2.24 1.13 1.65 86

3.10 1.52 0.36 29.08 0.05 44.31 1.03 0.91 20.60 0.05 21.27 1.65 0.33 38.87 0.04 63.95 3.41 1.53 0.16 4.12 0.37 6.30 P01708 LV205_HUMANreviewed Ig lambda chain V-II region BUR 109 Homo sapiens (Human) -0.61 -0.95 -0.71 0.44 -0.78 -1.03 0.61 -0.60 0.53 1.08 -0.82 -0.26 -0.21 0.61 0.05 0.49 0.72 0.20 0.81 1.41 0.80 0.80 0.40 1.51 0.51 0.36 0.97 0.52 0.61 1.35 0.58 0.49 1.52 0.66 1.45 2.11 0.57 0.83 0.87 1.52 1.41 1.03 1.65 1.74 1.32 2.84 1.42 1.53 87

1.58 2.17 0.02 1.73 1.25 3.75 1.04 0.80 1.49 0.69 1.55 1.16 0.20 1.33 0.87 1.54 1.02 0.89 0.39 1.46 0.61 1.29 P01714 LV301_HUMANreviewed Ig lambda chain V-III region SH 108 Homo sapiens (Human) -0.57 -0.92 -0.37 -0.06 -1.07 -0.42 1.20 -0.54 0.79 0.47 -0.32 -0.48 -0.04 1.12 0.05 1.69 0.21 0.38 0.95 0.95 0.38 0.69 0.00 0.89 -0.04 0.38 0.95 0.53 0.77 0.96 0.48 0.75 2.30 0.69 1.73 1.38 0.80 0.72 0.97 2.17 3.23 1.04 1.16 1.61 1.00 1.85 0.97 0.89 759

1.48 1.76 0.03 1.56 1.13 2.75 1.20 0.17 1.39 0.87 1.67 1.15 0.27 1.39 0.83 1.60 316.88 1.15 0.57 2.00 0.57 2.29 P01717 LV403_HUMANreviewed Ig lambda chain V-IV region Hil 107 Homo sapiens (Human) -0.44 -0.28 -1.23 0.23 -0.56 -0.35 0.52 -0.88 1.03 0.59 -0.32 -0.72 0.05 0.82 0.27 1.65 0.20 0.29 0.73 0.54 0.10 -0.12 -0.18 0.33 0.37 0.24 0.68 0.83 0.43 1.17 0.68 0.79 1.43 0.54 2.04 1.50 0.80 0.61 1.03 1.76 3.15 1.20 1.15 0.92 0.88 1.26 1.29 1.15 760

7.18 1.04 0.90 30.12 0.03 31.42 1.66 0.16 5.08 0.33 8.44 1.20 0.61 27.74 0.04 33.29 NA 1.29 0.37 8.50 0.15 10.98 P01743 HV102_HUMANreviewed Ig heavy chain V-I region HG3 117 Homo sapiens (Human) -0.30 -0.57 -0.07 0.71 -1.08 -0.48 0.18 -0.50 0.91 0.79 -0.47 -0.56 0.03 0.06 0.73 1.49 0.26 0.27 0.56 0.48 0.18 -0.12 0.37 0.81 -0.32 0.24 0.54 0.67 0.95 1.64 0.47 0.72 1.13 0.71 1.88 1.72 0.72 0.68 1.02 1.04 2.82 1.66 1.20 0.92 1.29 1.75 0.80 1.29 761

6.45 1.21 0.30 3.51 0.35 4.26 1.00 0.98 3.51 0.28 3.50 0.98 0.85 3.51 0.28 3.43 1.25 1.21 0.52 12.98 0.09 15.73 P01763 HV302_HUMANreviewed Ig heavy chain V-III region WEA 114 Homo sapiens (Human) -0.40 -0.74 -0.62 0.48 -0.63 -0.47 0.23 -0.82 1.12 0.93 -0.49 -0.59 0.31 0.28 0.00 1.09 -0.03 0.18 0.58 0.92 0.53 0.15 0.28 0.95 0.72 0.28 0.67 0.60 0.65 1.40 0.65 0.72 1.17 0.57 2.17 1.91 0.71 0.67 1.24 1.21 2.12 1.00 0.98 1.11 1.22 1.93 1.65 1.21 762

5.86 1.44 0.17 3.71 0.39 5.36 1.65 0.16 5.39 0.31 8.92 0.92 0.58 3.71 0.25 3.42 1.02 1.30 0.24 3.73 0.35 4.83 P01766 HV305_HUMANreviewed Ig heavy chain V-III region BRO 120 Homo sapiens (Human) -0.26 -0.60 -0.22 0.57 -0.36 -0.70 0.81 -0.37 1.17 0.83 -0.32 -0.59 0.07 0.53 0.73 1.01 -0.11 0.34 0.60 0.69 0.43 0.24 0.50 0.92 0.05 0.36 0.63 0.66 0.86 1.49 0.78 0.62 1.75 0.77 2.25 1.78 0.80 0.66 1.05 1.44 2.01 1.65 0.92 1.18 1.41 1.89 1.04 1.30 88

16.41 0.66 0.46 111.50 0.01 73.25 1.36 0.29 7.00 0.19 9.54 0.71 0.50 85.75 0.01 60.70 18.38 0.66 0.68 11860.19 0.00 7874.53 P01767 HV306_HUMANreviewed Ig heavy chain V-III region BUT 115 Homo sapiens (Human) -0.18 -0.46 0.20 0.94 -1.97 0.39 0.47 -0.75 0.59 -0.08 1.06 -1.56 -0.88 -0.61 0.45 2.09 -0.50 0.03 0.20 -0.12 -0.30 -0.68 -0.07 -0.44 -0.04 -0.06 0.12 0.73 1.15 1.92 0.26 1.31 1.39 0.60 1.51 0.94 2.08 0.34 0.54 0.66 4.25 1.36 0.71 0.63 0.95 0.74 0.98 0.66 89

3.41 1.27 0.20 1.59 0.80 2.03 1.22 0.09 1.29 0.95 1.56 0.79 0.09 1.36 0.58 1.08 1.27 1.28 0.10 1.40 0.91 1.78 P01781 HV320_HUMANreviewed Ig heavy chain V-III region GAL 116 Homo sapiens (Human) -0.65 -1.81 -0.88 0.57 -0.59 -0.53 0.29 -0.89 0.36 0.87 -0.17 -0.51 0.45 0.35 0.28 1.65 -0.33 0.21 0.86 0.93 0.28 0.23 0.02 0.99 -0.10 0.23 0.88 0.28 0.54 1.49 0.66 0.69 1.22 0.54 1.29 1.83 0.89 0.70 1.36 1.27 3.13 1.22 0.79 1.17 1.01 1.98 0.93 1.28 90

15.16 1.43 0.43 36.62 0.04 52.46 1.46 0.37 24.39 0.06 35.67 1.42 0.18 3.67 0.39 5.22 5.21 1.31 0.43 16.35 0.08 21.49 P01824 HV206_HUMANreviewed Ig heavy chain V-II region WAH 129 Homo sapiens (Human) -0.56 -0.76 -0.90 0.13 -0.56 -0.71 0.77 -0.35 0.92 0.90 -1.04 -0.65 0.34 0.52 0.55 0.93 0.51 0.31 0.87 0.85 0.29 0.37 0.11 0.67 -0.01 0.30 0.86 0.59 0.54 1.09 0.68 0.61 1.70 0.78 1.89 1.86 0.48 0.64 1.27 1.43 1.91 1.46 1.42 1.29 1.08 1.59 1.00 1.31 91

1.54 1.35 0.00 1.16 1.17 1.57 1.43 0.00 1.19 1.21 1.70 0.82 0.00 1.09 0.75 0.89 0.85 1.04 0.32 1.09 0.96 1.14 P01833 PIGR_HUMAN reviewed Polymeric immunoglobulin receptor (PIgR) (Poly-Ig receptor) (Hepatocellular carcinoma-associated protein TB6) [Cleaved into: Secretory component]PIGR 764 Homo sapiens (Human) -0.03 -0.26 0.05 0.95 -0.22 -0.64 0.35 -0.57 0.74 0.75 0.11 -0.75 0.43 0.44 0.52 0.43 -0.29 0.19 0.22 0.10 0.07 0.27 -0.34 0.65 -0.30 0.16 0.19 0.83 1.03 1.93 0.86 0.64 1.27 0.67 1.67 1.68 1.08 0.60 1.35 1.35 1.34 1.43 0.82 1.21 0.79 1.57 0.81 1.04 92

1.84 1.17 0.05 1.17 1.00 1.37 1.55 0.00 1.18 1.31 1.82 1.18 0.21 1.31 0.90 1.55 0.86 1.17 0.10 1.21 0.96 1.41 P01834 IGKC_HUMAN reviewed Ig kappa chain C regionIGKC 106 Homo sapiens (Human) -0.58 -0.86 -0.47 0.28 -1.12 -0.73 0.89 -0.55 0.96 1.44 -0.40 -0.45 0.40 0.23 0.63 1.05 0.24 0.40 0.98 1.04 0.46 0.25 0.25 0.96 0.39 0.42 1.00 0.55 0.72 1.22 0.46 0.60 1.85 0.68 1.95 2.72 0.76 0.73 1.32 1.17 2.07 1.55 1.18 1.19 1.19 1.94 1.31 1.17 93

4.34 1.00 0.97 1.20 0.84 1.20 1.04 0.68 1.23 0.84 1.28 1.75 0.00 1.30 1.35 2.28 0.88 1.89 0.05 1.93 0.98 3.65 P01857 IGHG1_HUMANreviewed Ig gamma-1 chain C regionIGHG1 330 Homo sapiens (Human) -1.25 -1.55 -1.13 -0.92 -1.67 -0.98 1.11 -0.75 0.65 1.34 -0.62 -0.41 0.02 0.00 0.05 1.19 0.81 0.31 1.56 1.57 0.33 0.11 0.57 0.36 0.26 0.31 1.56 0.34 0.46 0.53 0.31 0.51 2.17 0.60 1.57 2.53 0.65 0.75 1.01 1.00 2.29 1.04 1.75 1.08 1.49 1.28 1.20 1.89 94

1.41 1.91 0.01 1.46 1.31 2.78 1.22 0.26 1.48 0.82 1.80 0.55 0.04 1.74 0.32 0.95 1.19 1.11 0.56 1.51 0.73 1.67 P01859 IGHG2_HUMANreviewed Ig gamma-2 chain C regionIGHG2 326 Homo sapiens (Human) -1.13 -1.68 -0.45 -0.93 -1.36 -1.21 0.63 -0.09 0.85 0.91 -1.07 -0.52 0.05 0.93 0.28 0.54 -0.87 0.15 1.28 1.10 -0.02 -0.68 -0.04 0.68 -0.06 0.10 1.23 0.31 0.73 0.52 0.39 0.43 1.55 0.94 1.81 1.87 0.48 0.70 1.03 1.91 1.45 1.22 0.55 0.62 0.97 1.60 0.96 1.11 95

2.08 1.21 0.15 1.42 0.85 1.71 1.19 0.17 1.42 0.84 1.68 1.38 0.08 1.52 0.91 2.10 0.83 0.96 0.64 1.42 0.67 1.36 P01860 IGHG3_HUMANreviewed Ig gamma-3 chain C region (HDC) (Heavy chain disease protein)IGHG3 377 Homo sapiens (Human) -1.10 -1.41 -1.31 -0.79 -1.79 -0.19 0.09 -1.06 0.97 0.97 -0.34 -1.39 0.55 0.27 0.25 2.43 0.47 0.29 1.39 1.46 0.36 -0.43 0.69 1.04 0.16 0.31 1.41 0.38 0.40 0.58 0.29 0.88 1.06 0.48 1.96 1.96 0.79 0.38 1.47 1.21 5.41 1.19 1.38 0.74 1.61 2.06 1.12 0.96 96

1.20 2.57 0.00 1.29 1.99 3.31 0.85 0.12 1.27 0.67 1.08 0.87 0.16 1.27 0.69 1.10 2.10 1.24 0.11 1.36 0.92 1.68 P01861 IGHG4_HUMANreviewed Ig gamma-4 chain C regionIGHG4 327 Homo sapiens (Human) -0.76 -0.86 -0.99 -0.53 -1.29 -0.13 1.56 -0.17 -0.56 1.19 -1.43 0.67 -0.10 1.36 -0.23 -1.24 -0.20 0.08 0.84 0.71 -0.05 -0.77 -0.27 0.98 -0.15 0.04 0.80 0.55 0.51 0.69 0.41 0.91 2.95 0.89 0.68 2.27 0.37 1.59 0.93 2.57 0.42 0.85 0.87 0.59 0.83 1.98 0.90 1.24 97

1.35 1.72 0.00 1.21 1.42 2.08 0.62 0.00 1.17 0.53 0.72 0.78 0.01 1.20 0.65 0.94 0.71 1.00 0.98 1.26 0.79 1.26 P01871 IGHM_HUMAN reviewed Ig mu chain C regionIGHM 452 Homo sapiens (Human) -0.57 -1.52 -0.34 -0.47 -0.71 0.18 0.45 -2.31 0.85 2.28 -1.05 -0.74 0.12 0.78 -0.69 1.47 -0.36 0.07 0.65 0.89 0.32 0.63 0.06 0.03 0.56 0.14 0.71 0.35 0.79 0.72 0.61 1.13 1.37 0.20 1.81 4.86 0.48 0.60 1.09 1.72 2.78 0.62 0.78 1.54 1.05 1.02 1.47 1.00 98

1.60 1.32 0.05 1.33 0.99 1.74 1.55 0.00 1.19 1.31 1.84 0.88 0.14 1.21 0.72 1.06 0.82 0.95 0.54 1.22 0.78 1.16 P01876 IGHA1_HUMANreviewed Ig alpha-1 chain C regionIGHA1 353 Homo sapiens (Human) -0.21 -0.37 -0.01 0.91 -0.58 -0.99 0.34 -1.01 0.74 0.69 -0.09 -0.90 0.43 0.40 0.63 1.20 -0.19 0.20 0.41 0.21 0.00 -0.14 -0.49 0.96 -0.31 0.15 0.36 0.78 0.99 1.87 0.67 0.50 1.27 0.50 1.67 1.61 0.94 0.53 1.35 1.32 2.30 1.55 0.88 0.91 0.71 1.94 0.80 0.95 99

4.72 1.43 0.18 3.77 0.38 5.39 0.93 0.72 6.94 0.13 6.46 0.86 0.65 22.54 0.04 19.43 0.96 0.75 0.29 6.18 0.12 4.61 P01877 IGHA2_HUMANreviewed Ig alpha-2 chain C regionIGHA2 340 Homo sapiens (Human) 0.08 -0.11 0.29 0.95 -0.10 -0.64 0.58 -0.25 0.63 0.91 -0.06 -0.64 0.33 0.51 -0.10 0.58 -0.21 0.21 0.13 -0.02 0.06 0.04 -0.19 0.86 -0.46 0.17 0.09 0.93 1.23 1.93 0.94 0.64 1.50 0.84 1.55 1.87 0.96 0.64 1.26 1.43 1.50 0.93 0.86 1.03 0.88 1.81 0.73 0.75 100

0.72 0.54 0.01 1.48 0.36 0.79 0.41 0.10 3.03 0.14 1.25 2.70 0.00 1.22 2.21 3.31 1.23 1.15 0.07 1.17 0.99 1.34 P01880 IGHD_HUMAN reviewed Ig delta chain C regionIGHD 384 Homo sapiens (Human) -0.88 -1.30 -1.82 -0.43 -0.99 0.13 -1.07 -0.97 0.24 0.73 -0.49 0.11 -1.26 -0.90 -1.28 2.18 1.43 -0.12 0.77 1.44 0.56 -0.21 1.79 0.13 0.53 0.06 0.95 0.41 0.28 0.74 0.50 1.09 0.47 0.51 1.18 1.66 0.71 1.08 0.42 0.54 4.53 0.41 2.70 0.86 3.46 1.09 1.45 1.15 101

1.01 1.00 0.96 1.15 0.87 1.16 1.36 0.00 1.15 1.18 1.57 0.80 0.03 1.20 0.67 0.97 1.56 0.93 0.38 1.20 0.78 1.12 P01903 DRA_HUMAN reviewed HLA class II histocompatibility antigen, DR alpha chain (MHC class II antigen DRA)HLA-DRA HLA-DRA1 254 Homo sapiens (Human) -0.18 -0.46 0.20 -0.30 0.11 -0.44 0.16 0.21 0.16 0.64 -0.04 0.38 -0.20 0.00 0.45 0.37 -0.32 0.16 0.34 0.57 0.39 0.09 0.59 0.43 0.45 0.22 0.40 0.73 1.15 0.81 1.08 0.74 1.12 1.16 1.12 1.56 0.97 1.30 0.87 1.00 1.29 1.36 0.80 1.06 1.50 1.34 1.37 0.93 102

1.03 0.14 0.03 3.76 0.04 0.51 2.51 0.11 7.34 0.34 18.44 1.29 0.40 10.58 0.12 13.65 23.30 0.14 0.04 5.24 0.03 0.75 P01911 2B1F_HUMAN reviewed HLA class II histocompatibility antigen, DRB1-15 beta chain (DW2.2/DR2.2) (MHC class II antigen DRB1*15)HLA-DRB1 HLA-DRB2 266 Homo sapiens (Human) -0.24 -1.76 1.18 -0.91 0.37 -0.07 -1.62 -2.14 1.73 1.36 0.06 -1.38 -1.86 -2.88 1.33 -0.57 0.37 -0.51 -0.27 0.07 -0.17 -1.81 0.88 -0.37 0.62 -0.42 -0.18 0.30 2.26 0.53 1.29 0.95 0.33 0.23 3.32 2.57 1.04 0.38 0.28 0.14 0.68 2.51 1.29 0.29 1.84 0.77 1.54 0.14 103

0.99 1.39 0.03 1.32 1.05 1.83 1.47 0.05 1.47 1.00 2.17 1.08 0.34 1.21 0.89 1.30 0.93 1.65 0.02 1.44 1.15 2.37 P01920 DQB1_HUMAN reviewed HLA class II histocompatibility antigen, DQ beta 1 chain (MHC class II antigen DQB1)HLA-DQB1 HLA-DQB 261 Homo sapiens (Human) -0.19 -0.35 -0.05 0.44 -0.69 -0.29 0.57 -0.22 -0.12 0.74 0.37 -0.38 -0.39 0.47 0.56 0.00 0.11 0.16 0.34 0.40 0.21 -0.82 0.69 0.67 0.32 0.17 0.36 0.78 0.97 1.36 0.62 0.82 1.49 0.86 0.92 1.67 1.29 0.77 0.76 1.39 1.00 1.47 1.08 0.57 1.62 1.59 1.24 1.65 104

4.06 0.36 0.18 6.48 0.06 2.33 1.78 0.01 1.42 1.25 2.53 2.34 0.02 1.75 1.34 4.09 1.44 1.48 0.06 1.52 0.98 2.25 P02042 HBD_HUMAN reviewed Hemoglobin subunit delta (Delta-globin) (Hemoglobin delta chain)HBD 147 Homo sapiens (Human) -0.89 -2.11 0.02 -1.00 0.09 -1.43 0.31 -3.17 1.85 1.71 -1.70 -0.10 0.93 -1.48 0.83 0.10 1.23 0.05 0.94 -0.04 -0.93 -1.41 -1.40 -1.05 0.16 -0.21 0.68 0.23 1.01 0.50 1.06 0.37 1.24 0.11 3.62 3.26 0.31 0.93 1.90 0.36 1.07 1.78 2.34 0.38 0.38 0.48 1.11 1.48 105

1.48 1.11 0.21 1.21 0.92 1.35 1.01 0.95 1.31 0.77 1.32 0.76 0.10 1.42 0.53 1.08 1.32 1.15 0.22 1.30 0.89 1.49 P02533 K1C14_HUMANreviewed Keratin, type I cytoskeletal 14 (Cytokeratin-14) (CK-14) (Keratin-14) (K14)KRT14 472 Homo sapiens (Human) -0.45 -1.15 0.71 -0.26 -0.83 -0.73 -0.25 -1.15 0.62 0.60 0.01 0.01 -0.09 0.16 0.01 1.22 -0.40 0.07 0.52 1.00 0.54 0.12 -0.02 2.27 -0.18 0.19 0.65 0.45 1.64 0.83 0.56 0.60 0.84 0.45 1.53 1.52 1.01 1.00 0.94 1.11 2.34 1.01 0.76 1.09 0.98 4.81 0.88 1.15 106

1.50 0.64 0.00 1.17 0.54 0.74 1.19 0.00 1.10 1.08 1.31 2.18 0.00 1.12 1.94 2.45 0.81 0.72 0.01 1.23 0.59 0.89 P02647 APOA1_HUMANreviewed Apolipoprotein A-I (Apo-AI) (ApoA-I) (Apolipoprotein A1) [Cleaved into: Truncated apolipoprotein A-I (Apolipoprotein A-I(1-242))]APOA1 267 Homo sapiens (Human) -1.12 -1.65 -1.46 -1.73 0.10 -0.84 0.45 -1.02 0.57 1.21 -1.22 -0.47 0.32 -0.65 0.25 0.37 1.13 0.08 1.20 1.70 0.58 1.16 1.23 -0.20 0.14 0.22 1.34 0.32 0.36 0.30 1.07 0.56 1.37 0.49 1.48 2.31 0.43 0.72 1.25 0.64 1.29 1.19 2.18 2.24 2.34 0.87 1.10 0.72 107

1.56 1.09 0.20 1.15 0.95 1.26 1.00 0.93 1.13 0.88 1.13 1.64 0.01 1.40 1.17 2.29 0.84 1.14 0.02 1.12 1.03 1.28 P02649 APOE_HUMAN reviewed Apolipoprotein E (Apo-E)APOE 317 Homo sapiens (Human) -0.70 -0.61 -1.27 -1.31 -0.16 -0.13 0.05 -0.22 1.00 0.70 -0.81 -0.41 0.37 0.13 -0.01 1.05 0.71 0.23 0.93 1.13 0.43 0.29 0.75 0.48 0.21 0.29 0.98 0.65 0.41 0.40 0.89 0.91 1.03 0.86 2.00 1.62 0.57 0.75 1.29 1.09 2.07 1.00 1.64 1.23 1.68 1.39 1.16 1.14 108

2.19 0.60 0.06 1.73 0.35 1.03 1.06 0.58 1.44 0.73 1.52 2.03 0.04 1.87 1.09 3.80 2.12 0.62 0.09 1.99 0.31 1.23 P02652 APOA2_HUMANreviewed Apolipoprotein A-II (Apo-AII) (ApoA-II) (Apolipoprotein A2) [Cleaved into: Truncated apolipoprotein A-II (Apolipoprotein A-II(1-76))]APOA2 100 Homo sapiens (Human) -1.19 -1.69 -1.64 -1.18 -0.37 -1.05 0.16 -1.03 0.68 1.02 -0.73 -0.85 0.01 -0.74 0.08 0.50 1.02 0.01 1.20 1.68 0.49 1.14 1.12 -0.16 -0.13 0.14 1.33 0.31 0.32 0.44 0.77 0.48 1.12 0.49 1.60 2.03 0.60 0.56 1.01 0.60 1.41 1.06 2.03 2.20 2.17 0.90 0.91 0.62 109

3.30 1.00 1.00 1.54 0.65 1.54 1.33 0.23 1.82 0.73 2.42 1.68 0.19 2.64 0.63 4.44 59.02 0.87 0.18 1.30 0.67 1.12 P02654 APOC1_HUMANreviewed Apolipoprotein C-I (Apolipoprotein C1) [Cleaved into: Truncated apolipoprotein C-I]APOC1 83 Homo sapiens (Human) -0.43 -0.87 -0.05 -1.49 0.50 -0.22 0.17 0.15 0.54 1.14 -0.74 -0.38 0.10 0.00 0.41 -0.39 0.75 0.16 0.59 1.05 0.62 0.81 0.80 0.30 0.58 0.28 0.71 0.55 0.97 0.36 1.41 0.86 1.13 1.11 1.46 2.21 0.60 0.77 1.07 1.00 0.76 1.33 1.68 1.75 1.74 1.23 1.50 0.87 110

1.65 0.67 0.00 1.16 0.58 0.78 1.16 0.00 1.10 1.05 1.27 2.47 0.00 1.17 2.11 2.89 1.01 1.84 0.00 1.13 1.63 2.09 P02671 FIBA_HUMAN reviewed Fibrinogen alpha chain [Cleaved into: Fibrinopeptide A; Fibrinogen alpha chain]FGA 866 Homo sapiens (Human) -1.25 -2.00 -0.89 -1.20 -1.55 -0.62 -0.09 -0.81 1.18 1.18 -1.09 -0.10 0.42 -0.57 0.21 1.41 1.30 0.28 1.53 1.40 0.14 0.94 -0.45 -0.27 0.35 0.24 1.49 0.25 0.54 0.43 0.34 0.65 0.94 0.57 2.27 2.26 0.47 0.93 1.34 0.67 2.66 1.16 2.47 1.91 0.73 0.83 1.28 1.84 111

1.72 0.75 0.00 1.18 0.63 0.88 1.33 0.00 1.09 1.21 1.45 2.22 0.00 1.14 1.95 2.54 0.96 1.69 0.00 1.17 1.45 1.98 P02675 FIBB_HUMAN reviewed Fibrinogen beta chain [Cleaved into: Fibrinopeptide B; Fibrinogen beta chain]FGB 491 Homo sapiens (Human) -0.99 -1.48 -0.69 -0.96 -1.40 -0.41 -0.05 -0.61 1.13 1.19 -1.04 -0.18 0.53 -0.42 0.41 1.30 1.15 0.31 1.30 1.15 0.16 1.01 -0.35 -0.16 0.13 0.27 1.26 0.36 0.62 0.51 0.38 0.75 0.96 0.66 2.19 2.29 0.49 0.89 1.44 0.75 2.45 1.33 2.22 2.02 0.78 0.89 1.09 1.69 112

1.73 0.77 0.00 1.09 0.70 0.84 1.38 0.00 1.09 1.26 1.51 2.50 0.00 1.12 2.23 2.81 0.95 1.64 0.00 1.15 1.43 1.88 P02679 FIBG_HUMAN reviewed Fibrinogen gamma chainFGG PRO2061 453 Homo sapiens (Human) -1.25 -1.98 -0.92 -1.19 -1.66 -0.52 -0.10 -0.79 1.23 1.29 -1.09 -0.26 0.45 -0.38 0.47 1.33 1.32 0.32 1.57 1.24 -0.01 1.01 -0.60 -0.32 -0.13 0.23 1.48 0.25 0.53 0.44 0.32 0.70 0.93 0.58 2.35 2.44 0.47 0.84 1.37 0.77 2.52 1.38 2.50 2.02 0.66 0.80 0.92 1.64 113

2.11 1.38 0.06 1.42 0.97 1.97 0.91 0.43 1.51 0.60 1.37 1.54 0.03 1.42 1.08 2.19 1.35 1.67 0.02 1.42 1.17 2.37 P02743 SAMP_HUMANreviewed Serum amyloid P-component (SAP) (9.5S alpha-1-glycoprotein) [Cleaved into: Serum amyloid P-component(1-203)]APCS PTX2 223 Homo sapiens (Human) -0.57 -1.32 0.50 -0.84 -0.28 -0.89 0.25 -0.92 1.13 0.88 0.13 -0.09 0.57 0.47 -0.13 0.99 0.62 0.35 0.92 0.52 -0.05 0.08 -0.13 -0.19 0.05 0.25 0.81 0.40 1.42 0.56 0.82 0.54 1.19 0.53 2.19 1.84 1.10 0.94 1.48 1.38 1.98 0.91 1.54 1.06 0.91 0.88 1.03 1.67 114

5.51 1.58 0.16 4.66 0.34 7.37 1.09 0.62 4.70 0.23 5.10 1.67 0.15 4.67 0.36 7.78 NA 1.07 0.75 7.18 0.15 7.67 P02745 C1QA_HUMAN reviewed Complement C1q subcomponent subunit AC1QA 245 Homo sapiens (Human) -0.03 -0.17 0.49 -0.14 -0.14 -0.17 0.76 -0.50 0.15 1.79 -0.01 -0.58 -0.03 0.66 0.12 1.31 0.74 0.40 0.43 0.13 0.10 0.39 0.29 0.15 -0.42 0.32 0.35 0.89 1.41 0.91 0.91 0.89 1.70 0.71 1.11 3.46 0.99 0.67 0.98 1.58 2.48 1.09 1.67 1.31 1.22 1.11 0.75 1.07 763

1.30 1.38 0.00 1.18 1.17 1.63 1.05 0.45 1.18 0.89 1.25 1.44 0.01 1.27 1.14 1.83 0.69 0.83 0.04 1.18 0.70 0.98 P02746 C1QB_HUMAN reviewed Complement C1q subcomponent subunit BC1QB 253 Homo sapiens (Human) -0.30 -0.40 0.35 0.02 -1.04 -0.44 0.45 -0.88 0.03 1.87 -0.21 -0.84 0.03 0.47 0.08 1.32 0.53 0.26 0.56 0.42 0.12 0.26 0.25 0.04 -0.07 0.22 0.52 0.76 1.28 1.01 0.49 0.74 1.37 0.54 1.02 3.64 0.86 0.56 1.02 1.38 2.49 1.05 1.44 1.19 1.19 1.03 0.96 0.83 115

1.64 1.46 0.17 2.19 0.67 3.20 0.99 0.96 1.51 0.66 1.50 1.57 0.04 1.52 1.04 2.39 1.19 0.80 0.41 2.57 0.31 2.04 P02747 C1QC_HUMAN reviewed Complement C1q subcomponent subunit CC1QC C1QG 245 Homo sapiens (Human) -0.05 0.09 0.40 0.29 -0.75 -0.28 0.76 -0.71 0.24 1.64 -0.03 -0.44 0.03 0.55 -0.01 0.88 0.65 0.32 0.37 0.61 0.55 0.53 0.28 0.66 0.75 0.38 0.44 1.06 1.32 1.22 0.59 0.83 1.69 0.61 1.18 3.11 0.98 0.74 1.02 1.46 1.84 0.99 1.57 1.44 1.22 1.59 1.68 0.80 116

1.23 1.17 0.01 1.10 1.06 1.29 1.66 0.00 1.13 1.47 1.86 2.92 0.00 1.29 2.27 3.77 0.90 0.84 0.01 1.14 0.73 0.96 P02748 CO9_HUMAN reviewed Complement component C9 [Cleaved into: Complement component C9a; Complement component C9b]C9 559 Homo sapiens (Human) -1.43 -0.92 -1.79 -1.64 -1.73 -1.05 0.63 -0.66 0.21 1.36 -1.24 -0.33 0.06 0.22 0.73 1.37 1.55 0.35 1.78 1.88 0.45 0.75 0.75 0.14 0.16 0.38 1.81 0.53 0.29 0.32 0.30 0.48 1.55 0.63 1.16 2.57 0.42 0.79 1.04 1.17 2.58 1.66 2.92 1.68 1.68 1.11 1.12 0.84 117

0.79 0.54 0.00 1.27 0.42 0.69 0.49 0.01 1.37 0.36 0.67 1.32 0.04 1.27 1.04 1.68 0.62 0.55 0.00 1.29 0.42 0.71 P02749 APOH_HUMANreviewed Beta-2-glycoprotein 1 (APC inhibitor) (Activated protein C-binding protein) (Anticardiolipin cofactor) (Apolipoprotein H) (Apo-H) (Beta-2-glycoprotein I) (B2GPI) (Beta(2)GPI)APOH B2G1 345 Homo sapiens (Human) -1.49 -1.40 -1.47 -1.80 -2.13 -0.66 3.24 -0.62 0.12 0.74 -0.66 -0.98 -0.90 -0.89 -1.04 0.79 0.40 0.02 1.51 1.27 -0.23 0.57 -0.09 -0.88 -0.50 -0.05 1.45 0.38 0.36 0.29 0.23 0.63 9.47 0.65 1.09 1.67 0.63 0.51 0.54 0.54 1.73 0.49 1.32 1.49 0.94 0.54 0.70 0.55 118

1.46 1.03 0.78 1.54 0.67 1.59 1.18 0.19 1.44 0.82 1.70 1.26 0.11 1.45 0.87 1.83 1.20 1.02 0.83 1.46 0.70 1.49 P02750 A2GL_HUMAN reviewed Leucine-rich alpha-2-glycoprotein (LRG)LRG1 LRG 347 Homo sapiens (Human) -0.24 -0.28 -0.15 0.08 -0.67 -0.18 0.37 -0.14 0.27 0.75 -0.04 -0.24 0.01 0.05 0.24 1.25 0.34 0.26 0.50 0.59 0.35 1.19 -0.16 0.37 0.00 0.28 0.53 0.82 0.90 1.05 0.63 0.88 1.29 0.91 1.21 1.69 0.98 0.84 1.01 1.03 2.38 1.18 1.26 2.28 0.90 1.30 1.00 1.02 119

1.50 0.98 0.27 1.04 0.94 1.02 1.13 0.00 1.04 1.08 1.18 1.13 0.00 1.05 1.08 1.18 1.14 0.93 0.01 1.06 0.88 0.98 P02751 FINC_HUMAN reviewed Fibronectin (FN) (Cold-insoluble globulin) (CIG) [Cleaved into: Anastellin; Ugl-Y1; Ugl-Y2; Ugl-Y3]FN1 FN 2386 Homo sapiens (Human) -1.19 -1.33 -1.34 -0.94 -1.61 -0.72 1.11 -0.94 0.52 1.84 -0.39 0.12 0.47 -0.03 0.18 0.96 0.17 0.36 1.55 2.01 0.82 0.84 1.05 0.86 0.51 0.49 1.67 0.40 0.39 0.52 0.33 0.61 2.16 0.52 1.44 3.59 0.76 1.09 1.38 0.98 1.95 1.13 1.13 1.79 2.08 1.82 1.43 0.93 120

34.29 1.07 0.62 3.83 0.28 4.11 1.10 0.76 19.20 0.06 21.04 1.05 0.84 13.66 0.08 14.41 2.85 0.79 0.28 3.88 0.20 3.09 P02753 RET4_HUMAN reviewed Retinol-binding protein 4 (Plasma retinol-binding protein) (PRBP) (RBP) [Cleaved into: Plasma retinol-binding protein(1-182); Plasma retinol-binding protein(1-181); Plasma retinol-binding protein(1-179); Plasma retinol-binding protein(1-176)]RBP4 PRO2222 201 Homo sapiens (Human) -0.68 -0.86 -0.80 -1.19 -0.42 -0.11 0.38 0.01 0.12 1.86 -0.15 -0.38 0.18 0.10 0.13 0.00 0.08 0.21 0.89 1.17 0.49 1.28 0.80 -0.27 0.17 0.29 0.96 0.55 0.57 0.44 0.74 0.92 1.30 1.00 1.08 3.64 0.90 0.77 1.13 1.07 1.00 1.10 1.05 2.42 1.74 0.83 1.12 0.79 121

1.40 1.35 0.03 1.29 1.05 1.73 1.58 0.00 1.20 1.31 1.89 2.35 0.00 1.33 1.77 3.14 0.74 1.02 0.91 1.44 0.71 1.47 P02760 AMBP_HUMANreviewed Protein AMBP [Cleaved into: Alpha-1-microglobulin (Protein HC) (Alpha-1 microglycoprotein) (Complex-forming glycoprotein heterogeneous in charge); Inter-alpha-trypsin inhibitor light chain (ITI-LC) (Bikunin) (EDC1) (HI-30) (Uronic-acid-rich protein); Trypstatin]AMBP HCP ITIL 352 Homo sapiens (Human) -1.37 -1.71 -1.24 -1.30 -1.54 -1.06 0.62 -0.43 0.63 1.22 -0.54 -0.67 0.19 0.43 0.66 1.19 1.24 0.41 1.78 1.85 0.49 0.91 0.80 0.37 -0.13 0.43 1.80 0.31 0.42 0.41 0.34 0.48 1.53 0.74 1.54 2.32 0.69 0.63 1.14 1.35 2.28 1.58 2.35 1.88 1.74 1.29 0.91 1.02 122

3.19 0.89 0.33 1.50 0.59 1.33 1.17 0.28 1.60 0.73 1.87 1.15 0.42 1.81 0.63 2.08 1.12 0.82 0.15 1.47 0.56 1.20 P02763 A1AG1_HUMANreviewed Alpha-1-acid glycoprotein 1 (AGP 1) (Orosomucoid-1) (OMD 1)ORM1 AGP1 201 Homo sapiens (Human) -1.12 -1.47 -0.81 -1.19 -2.27 0.14 0.21 -0.60 0.21 0.84 -0.15 -0.26 1.16 -0.17 0.23 1.72 0.20 0.31 1.43 1.58 0.46 1.60 0.03 -0.03 0.25 0.35 1.47 0.36 0.57 0.44 0.21 1.10 1.16 0.66 1.16 1.80 0.90 0.83 2.24 0.89 3.30 1.17 1.15 3.03 1.02 0.98 1.19 0.82 123

1.33 0.88 0.44 1.45 0.61 1.27 1.18 0.20 1.32 0.90 1.56 2.66 0.00 1.50 1.78 3.98 1.02 0.70 0.00 1.22 0.57 0.85 P02765 FETUA_HUMANreviewed Alpha-2-HS-glycoprotein (Alpha-2-Z-globulin) (Ba-alpha-2-glycoprotein) (Fetuin-A) [Cleaved into: Alpha-2-HS-glycoprotein chain A; Alpha-2-HS-glycoprotein chain B]AHSG FETUA PRO2743 367 Homo sapiens (Human) -1.12 -0.70 -1.05 -1.21 -1.60 -1.05 0.56 -0.77 0.70 1.55 -0.53 -0.21 -0.13 -0.19 0.24 0.83 1.41 0.31 1.44 1.79 0.67 1.34 0.79 0.33 0.21 0.41 1.53 0.62 0.48 0.43 0.33 0.48 1.47 0.59 1.62 2.93 0.69 0.87 0.92 0.88 1.77 1.18 2.66 2.53 1.73 1.25 1.16 0.70 124

0.92 0.95 0.70 1.35 0.70 1.29 1.56 0.01 1.32 1.18 2.06 0.99 0.94 1.19 0.84 1.18 0.80 0.91 0.28 1.22 0.75 1.11 P02766 TTHY_HUMAN reviewed Transthyretin (ATTR) (Prealbumin) (TBPA)TTR PALB 147 Homo sapiens (Human) -0.53 -0.32 -0.58 -0.01 -1.13 -0.60 0.81 0.06 -0.01 1.38 0.20 -0.53 -0.63 -0.07 0.64 0.47 -0.01 0.21 0.74 1.19 0.66 1.22 0.52 0.22 0.68 0.33 0.86 0.80 0.67 0.99 0.46 0.66 1.75 1.04 0.99 2.61 1.15 0.69 0.65 0.95 1.39 1.56 0.99 2.33 1.44 1.17 1.60 0.91 125

0.91 1.11 0.00 1.07 1.04 1.19 1.46 0.00 1.07 1.36 1.56 1.40 0.00 1.09 1.29 1.53 0.79 0.77 0.00 1.11 0.70 0.86 P02768 ALBU_HUMAN reviewed Serum albumin ALB GIG20 GIG42 PRO0903 PRO1708 PRO2044 PRO2619 PRO2675 UNQ696/PRO1341609 Homo sapiens (Human) -0.77 -1.08 -0.05 -0.62 -1.48 -0.63 0.63 -0.01 -0.01 1.24 0.17 -0.46 -0.30 0.15 0.54 0.90 0.49 0.30 1.08 1.05 0.28 1.08 0.14 -0.14 0.04 0.30 1.07 0.47 0.97 0.65 0.36 0.65 1.54 0.99 0.99 2.37 1.13 0.73 0.81 1.11 1.87 1.46 1.40 2.12 1.10 0.91 1.03 0.77 126

1.29 1.11 0.01 1.08 1.03 1.20 1.52 0.00 1.07 1.41 1.63 1.79 0.00 1.08 1.65 1.93 0.97 0.84 0.00 1.10 0.77 0.92 P02774 VTDB_HUMAN reviewed Vitamin D-binding protein (DBP) (VDB) (Gc-globulin) (Group-specific component)GC 474 Homo sapiens (Human) -0.74 -0.62 -0.49 -0.71 -1.29 -0.57 0.67 -0.06 0.24 0.90 0.33 -0.21 0.24 0.16 0.60 0.74 0.84 0.40 1.14 1.00 0.27 0.89 0.16 0.01 0.01 0.37 1.10 0.65 0.71 0.61 0.41 0.67 1.59 0.96 1.18 1.87 1.25 0.87 1.18 1.11 1.67 1.52 1.79 1.86 1.11 1.01 1.00 0.84 127

0.95 0.83 0.03 1.18 0.70 0.98 1.15 0.03 1.12 1.02 1.29 0.87 0.16 1.22 0.71 1.07 0.88 0.64 0.01 1.33 0.48 0.85 P02786 TFR1_HUMAN reviewed Transferrin receptor protein 1 (TR) (TfR) (TfR1) (Trfr) (T9) (p90) (CD antigen CD71) [Cleaved into: Transferrin receptor protein 1, serum form (sTfR)]TFRC 760 Homo sapiens (Human) 0.19 0.15 0.47 -0.20 0.15 0.36 -0.30 0.26 0.16 0.37 0.25 -0.38 -0.39 -0.27 0.20 0.14 -0.20 -0.02 -0.20 0.03 0.21 0.04 0.08 0.90 -0.16 0.05 -0.14 1.11 1.38 0.87 1.11 1.28 0.81 1.19 1.11 1.29 1.19 0.77 0.76 0.83 1.10 1.15 0.87 1.03 1.05 1.87 0.90 0.64 128

1.03 1.04 0.35 1.08 0.96 1.12 1.35 0.00 1.08 1.25 1.45 1.39 0.00 1.07 1.30 1.49 0.77 1.05 0.34 1.11 0.95 1.17 P02787 TRFE_HUMAN reviewed Serotransferrin (Transferrin) (Beta-1 metal-binding globulin) (Siderophilin)TF PRO1400 698 Homo sapiens (Human) -0.69 -0.51 -0.25 -0.49 -1.56 -0.66 0.61 0.19 0.32 1.36 0.24 -0.49 -0.09 0.05 0.43 1.05 0.47 0.38 1.07 1.11 0.42 1.09 0.21 0.24 0.14 0.39 1.08 0.70 0.84 0.71 0.34 0.63 1.53 1.14 1.25 2.56 1.18 0.71 0.94 1.04 2.07 1.35 1.39 2.12 1.16 1.18 1.10 1.05 129

6.44 0.95 0.08 1.06 0.90 1.01 1.39 0.00 1.06 1.32 1.47 1.04 0.38 1.10 0.95 1.15 0.67 0.45 0.00 1.38 0.33 0.63 P02788 TRFL_HUMAN reviewed Lactotransferrin (Lactoferrin) (EC 3.4.21.-) (Growth-inhibiting protein 12) (Talalactoferrin) [Cleaved into: Lactoferricin-H (Lfcin-H); Kaliocin-1; Lactoferroxin-A; Lactoferroxin-B; Lactoferroxin-C]LTF GIG12 LF 710 Homo sapiens (Human) -0.87 -1.70 -1.01 -1.14 -0.90 0.39 0.67 0.44 0.02 -0.78 -0.57 -0.70 2.48 -0.07 0.47 -0.56 0.06 0.14 1.01 -0.03 -0.90 -1.21 -0.98 -1.08 -0.34 -0.14 0.73 0.31 0.50 0.45 0.53 1.31 1.59 1.36 1.02 0.58 0.67 0.62 5.58 0.95 0.68 1.39 1.04 0.43 0.51 0.47 0.79 0.45 130

1.08 1.14 0.02 1.11 1.03 1.27 1.38 0.00 1.12 1.24 1.54 1.16 0.04 1.14 1.01 1.32 0.98 0.86 0.01 1.11 0.78 0.96 P02790 HEMO_HUMANreviewed Hemopexin (Beta-1B-glycoprotein)HPX 462 Homo sapiens (Human) -0.67 -0.77 -0.21 -0.59 -1.36 -0.44 0.45 0.06 0.17 1.22 0.24 -0.15 -0.05 0.19 0.47 0.97 0.21 0.34 1.01 1.18 0.50 1.31 0.36 0.19 0.16 0.39 1.06 0.59 0.87 0.67 0.39 0.74 1.37 1.04 1.13 2.33 1.18 0.90 0.96 1.14 1.95 1.38 1.16 2.48 1.28 1.14 1.12 0.86 131

2.36 0.41 0.00 1.17 0.35 0.48 0.50 0.00 1.17 0.42 0.58 0.87 0.10 1.20 0.72 1.04 0.94 2.85 0.00 1.24 2.30 3.52 P02792 FRIL_HUMAN reviewed Ferritin light chain (Ferritin L subunit)FTL 175 Homo sapiens (Human) -0.48 -1.49 -0.57 -0.80 1.23 -0.77 -0.34 0.29 -0.59 0.31 -1.06 -0.47 0.85 -1.28 -1.01 -0.63 -0.21 -0.38 0.10 0.34 -0.14 0.05 0.12 -0.84 0.11 -0.31 0.16 0.36 0.67 0.58 2.35 0.59 0.79 1.22 0.66 1.24 0.48 0.72 1.80 0.41 0.64 0.50 0.87 1.04 1.09 0.56 1.08 2.85 132

1.99 0.66 0.03 1.43 0.46 0.94 0.85 0.27 1.40 0.60 1.19 0.97 0.72 1.22 0.79 1.19 1.47 3.21 0.00 1.49 2.16 4.76 P02794 FRIH_HUMAN reviewed Ferritin heavy chain (Ferritin H subunit) (EC 1.16.3.1) (Cell proliferation-inducing gene 15 protein) [Cleaved into: Ferritin heavy chain, N-terminally processed]FTH1 FTH FTHL6 OK/SW-cl.84 PIG15183 Homo sapiens (Human) -0.31 -0.91 -0.58 -0.23 0.76 -0.60 -0.21 0.04 -0.50 0.38 -0.82 0.35 0.70 -0.60 -0.24 -0.59 -0.04 -0.14 0.17 0.36 0.05 -0.31 0.24 -0.26 0.54 -0.09 0.22 0.53 0.67 0.86 1.69 0.66 0.86 1.03 0.71 1.30 0.56 1.27 1.62 0.66 0.66 0.85 0.97 0.81 1.18 0.84 1.45 3.21 133

NA 1.02 NA NA NA NA 1.59 NA NA NA NA 1.63 NA NA NA NA 1.32 0.80 NA NA NA NA P03952 KLKB1_HUMANreviewed Plasma kallikrein (EC 3.4.21.34) (Fletcher factor) (Kininogenin) (Plasma prekallikrein) [Cleaved into: Plasma kallikrein heavy chain; Plasma kallikrein light chain]KLKB1 KLK3 638 Homo sapiens (Human) -0.83 -1.09 -0.99 -0.71 -1.09 -0.29 0.10 -0.85 0.02 1.64 -0.36 -0.24 0.05 0.03 0.67 1.82 0.71 0.33 1.16 1.30 0.47 0.42 0.41 0.43 0.62 0.36 1.20 0.47 0.50 0.61 0.47 0.82 1.07 0.55 1.01 3.11 0.78 0.85 1.04 1.02 3.53 1.59 1.63 1.34 1.33 1.34 1.54 0.80 703

10.69 0.91 0.67 2.28 0.40 2.08 0.85 0.43 2.06 0.41 1.75 1.07 0.55 1.52 0.71 1.62 9.68 0.51 0.03 1.73 0.29 0.88 P03973 SLPI_HUMAN reviewed Antileukoproteinase (ALP) (BLPI) (HUSI-1) (Mucus proteinase inhibitor) (MPI) (Protease inhibitor WAP4) (Secretory leukocyte protease inhibitor) (Seminal proteinase inhibitor) (WAP four-disulfide core domain protein 4)SLPI WAP4 WFDC4 132 Homo sapiens (Human) -0.64 -1.03 -0.50 -0.63 -1.24 0.19 0.32 -0.04 0.96 -0.28 -0.86 -0.42 2.35 -0.14 -0.23 -0.32 0.10 0.13 0.77 0.03 -0.61 -0.23 -0.67 -1.14 -0.41 -0.07 0.58 0.49 0.71 0.64 0.42 1.14 1.25 0.97 1.95 0.82 0.55 0.75 5.09 0.91 0.80 0.85 1.07 0.85 0.63 0.46 0.75 0.51 134

1.47 0.86 0.27 1.35 0.64 1.16 1.69 0.02 1.53 1.10 2.58 1.71 0.02 1.51 1.13 2.59 1.61 0.84 0.16 1.30 0.64 1.09 P04003 C4BPA_HUMANreviewed C4b-binding protein alpha chain (C4bp) (Proline-rich protein) (PRP)C4BPA C4BP 597 Homo sapiens (Human) -0.74 -0.80 -0.83 -0.51 -0.40 -1.18 0.22 -0.50 0.46 1.27 -0.41 0.36 0.08 -0.22 0.75 1.44 0.77 0.38 1.13 0.89 0.15 0.95 0.13 -0.04 -0.45 0.32 1.06 0.57 0.56 0.70 0.76 0.44 1.16 0.71 1.38 2.40 0.75 1.29 1.06 0.86 2.70 1.69 1.71 1.93 1.09 0.97 0.73 0.84 135

1.62 0.86 0.03 1.14 0.76 0.98 1.18 0.02 1.14 1.03 1.35 1.90 0.00 1.21 1.56 2.30 0.78 0.98 0.86 1.22 0.81 1.20 P04004 VTNC_HUMAN reviewed Vitronectin (VN) (S-protein) (Serum-spreading factor) (V75) [Cleaved into: Vitronectin V65 subunit; Vitronectin V10 subunit; Somatomedin-B]VTN 478 Homo sapiens (Human) -0.70 -0.52 -0.76 -0.75 -0.90 -0.55 0.83 -0.18 0.55 1.00 -0.48 -0.54 0.48 -0.21 0.24 0.85 0.92 0.31 1.01 1.04 0.35 0.82 0.37 -0.01 0.21 0.32 1.02 0.70 0.59 0.60 0.54 0.68 1.77 0.89 1.46 2.00 0.72 0.69 1.40 0.86 1.81 1.18 1.90 1.77 1.30 0.99 1.16 0.98 136

2.85 0.79 0.00 1.11 0.71 0.88 0.93 0.12 1.09 0.86 1.02 0.93 0.20 1.12 0.83 1.04 0.90 1.38 0.00 1.09 1.27 1.50 P04040 CATA_HUMAN reviewed Catalase (EC 1.11.1.6)CAT 527 Homo sapiens (Human) 0.05 -0.50 0.67 -0.28 0.42 -0.07 -0.26 0.24 -0.05 -0.36 -0.23 -0.31 1.22 -0.34 -0.10 -0.69 -0.11 -0.09 -0.14 -0.19 -0.14 -0.07 -0.25 -0.42 0.18 -0.10 -0.15 0.71 1.59 0.82 1.34 0.95 0.84 1.18 0.96 0.78 0.85 0.81 2.33 0.79 0.62 0.93 0.93 0.95 0.84 0.75 1.14 1.38 137

1.67 0.95 0.33 1.12 0.84 1.06 0.97 0.63 1.12 0.87 1.09 1.21 0.00 1.10 1.09 1.33 1.29 1.43 0.00 1.13 1.26 1.63 P04075 ALDOA_HUMANreviewed Fructose-bisphosphate aldolase A (EC 4.1.2.13) (Lung cancer antigen NY-LU-1) (Muscle-type aldolase)ALDOA ALDA 364 Homo sapiens (Human) 0.01 -0.30 0.09 -0.03 0.10 0.17 0.27 0.20 0.08 -0.46 -0.16 0.20 0.50 -0.08 -0.04 -0.37 0.27 0.04 0.03 -0.09 -0.09 -0.37 0.14 -0.09 -0.02 0.00 0.00 0.81 1.07 0.98 1.07 1.13 1.21 1.15 1.06 0.73 0.89 1.15 1.42 0.95 0.77 0.97 1.21 0.77 1.10 0.94 0.99 1.43 138

1.30 1.16 0.09 1.21 0.96 1.40 1.18 0.07 1.21 0.98 1.43 1.14 0.24 1.30 0.88 1.48 1.50 1.43 0.05 1.45 0.99 2.07 P04080 CYTB_HUMAN reviewed Cystatin-B (CPI-B) (Liver thiol proteinase inhibitor) (Stefin-B)CSTB CST6 STFB 98 Homo sapiens (Human) 0.05 -0.06 0.10 0.14 0.17 -0.11 -0.03 0.27 -0.22 0.09 -0.07 0.20 0.10 0.22 0.24 0.22 0.19 0.11 0.06 0.19 0.24 0.16 0.32 0.27 0.20 0.14 0.10 0.96 1.07 1.10 1.12 0.93 0.98 1.20 0.86 1.06 0.95 1.15 1.07 1.16 1.17 1.18 1.14 1.12 1.25 1.21 1.15 1.43 139

1.43 1.06 0.17 1.08 0.98 1.14 1.00 0.96 1.08 0.92 1.08 0.87 0.01 1.10 0.79 0.96 1.42 0.96 0.24 1.08 0.88 1.03 P04083 ANXA1_HUMANreviewed Annexin A1 (Annexin I) (Annexin-1) (Calpactin II) (Calpactin-2) (Chromobindin-9) (Lipocortin I) (Phospholipase A2 inhibitory protein) (p35)ANXA1 ANX1 LPC1 346 Homo sapiens (Human) 0.20 0.47 0.00 0.03 0.01 0.52 0.00 0.50 -0.06 -0.31 0.13 0.36 0.40 0.08 0.00 -0.22 -0.20 0.06 -0.14 -0.18 0.02 -0.18 0.32 -0.03 -0.04 0.05 -0.15 1.39 1.00 1.02 1.01 1.43 1.00 1.42 0.96 0.81 1.10 1.28 1.32 1.06 0.86 1.00 0.87 0.88 1.25 0.98 0.97 0.96 140

2.08 0.92 0.02 1.07 0.86 0.99 1.34 0.00 1.07 1.25 1.44 2.11 0.00 1.12 1.88 2.37 0.87 0.88 0.00 1.07 0.83 0.94 P04114 APOB_HUMAN reviewed Apolipoprotein B-100 (Apo B-100) [Cleaved into: Apolipoprotein B-48 (Apo B-48)]APOB 4563 Homo sapiens (Human) -0.92 -1.33 -1.08 -1.00 -0.62 -0.57 -0.36 -0.96 0.82 0.85 -0.70 -0.30 0.88 -0.12 0.43 0.62 1.08 0.20 1.12 1.11 0.19 0.73 0.41 -0.40 0.03 0.20 1.12 0.40 0.47 0.50 0.65 0.67 0.78 0.51 1.76 1.81 0.62 0.81 1.84 0.92 1.54 1.34 2.11 1.66 1.33 0.76 1.02 0.88 141

1.73 0.92 0.09 1.10 0.83 1.01 1.61 0.00 1.10 1.46 1.78 1.66 0.00 1.17 1.42 1.95 0.69 0.92 0.16 1.13 0.81 1.04 P04196 HRG_HUMAN reviewed Histidine-rich glycoprotein (Histidine-proline-rich glycoprotein) (HPRG)HRG 525 Homo sapiens (Human) -1.05 -1.69 -1.10 -0.74 -1.04 -0.66 0.72 -0.50 -0.63 1.91 -0.10 -0.69 0.60 -0.12 0.69 0.84 0.73 0.31 1.36 1.63 0.58 0.77 0.75 0.37 0.44 0.39 1.43 0.31 0.47 0.60 0.49 0.63 1.64 0.71 0.65 3.76 0.93 0.62 1.51 0.92 1.79 1.61 1.66 1.70 1.69 1.30 1.36 0.92 142

95.57 0.98 0.94 21.37 0.05 20.91 1.32 0.41 13.56 0.10 17.90 1.06 0.76 5.95 0.18 6.30 1.97 1.51 0.16 3.96 0.38 5.98 P04206 KV307_HUMANreviewed Ig kappa chain V-III region GOL (Rheumatoid factor)109 Homo sapiens (Human) -0.68 -1.06 -0.52 0.33 -1.13 -1.03 0.70 -0.82 1.63 1.02 -0.65 -0.87 0.23 -0.03 0.40 1.43 0.08 0.28 0.97 1.10 0.42 0.07 0.45 0.71 0.45 0.32 1.00 0.48 0.70 1.25 0.46 0.49 1.63 0.56 3.09 2.02 0.64 0.55 1.17 0.98 2.70 1.32 1.06 1.05 1.36 1.64 1.36 1.51 143

2.32 1.18 0.54 2.63 0.45 3.09 0.61 0.52 14.85 0.04 9.13 0.91 0.52 1.70 0.54 1.54 0.90 0.99 0.96 2.69 0.37 2.65 P04208 LV106_HUMANreviewed Ig lambda chain V-I region WAH 109 Homo sapiens (Human) -0.04 0.40 -0.34 0.76 -0.83 -0.18 0.16 -0.62 0.93 0.62 -0.08 -0.73 0.05 0.23 -0.70 1.03 -0.14 0.07 0.11 0.49 0.45 0.49 -0.27 1.10 0.49 0.17 0.21 1.32 0.79 1.70 0.56 0.88 1.12 0.65 1.90 1.54 0.95 0.60 1.04 1.18 2.05 0.61 0.91 1.40 0.83 2.15 1.41 0.99 144

1.63 0.82 0.05 1.21 0.68 0.99 1.13 0.15 1.20 0.94 1.36 1.54 0.01 1.34 1.15 2.06 0.98 0.81 0.72 3.71 0.22 3.00 P04217 A1BG_HUMAN reviewed Alpha-1B-glycoprotein (Alpha-1-B glycoprotein)A1BG 495 Homo sapiens (Human) -0.69 -0.46 -0.50 -0.96 -1.21 -0.30 0.55 -0.26 0.17 1.09 -0.29 -0.25 0.35 -0.29 0.18 1.55 0.62 0.31 1.00 1.12 0.44 1.02 0.18 0.25 0.29 0.34 1.03 0.73 0.71 0.51 0.43 0.81 1.47 0.83 1.12 2.13 0.82 0.84 1.28 0.82 2.92 1.13 1.54 2.03 1.13 1.19 1.22 0.81 145

1.48 0.93 0.40 1.26 0.74 1.17 1.12 0.22 1.26 0.89 1.41 1.44 0.05 1.45 0.99 2.10 0.88 1.19 0.09 1.26 0.95 1.50 P04275 VWF_HUMAN reviewed von Willebrand factor (vWF) [Cleaved into: von Willebrand antigen 2 (von Willebrand antigen II)]VWF F8VWF 2813 Homo sapiens (Human) -0.72 -1.16 0.02 -0.94 -0.88 -0.67 -0.31 -0.98 0.67 1.79 -0.73 -0.81 0.24 -0.10 0.16 1.10 0.53 0.14 0.86 0.72 0.00 0.66 -0.36 -0.53 0.22 0.10 0.83 0.45 1.01 0.52 0.54 0.63 0.81 0.51 1.59 3.45 0.60 0.57 1.18 0.93 2.14 1.12 1.44 1.57 0.78 0.69 1.17 1.19 146

0.87 1.36 0.23 2.17 0.63 2.94 0.75 0.21 1.95 0.39 1.47 1.40 0.21 2.23 0.63 3.12 NA 0.77 0.22 1.87 0.41 1.45 P04278 SHBG_HUMAN reviewed Sex hormone-binding globulin (SHBG) (Sex steroid-binding protein) (SBP) (Testis-specific androgen-binding protein) (ABP) (Testosterone-estradiol-binding globulin) (TeBG) (Testosterone-estrogen-binding globulin)SHBG 402 Homo sapiens (Human) -0.42 0.24 -0.31 -0.38 -0.57 -1.08 -0.19 -0.22 0.29 1.62 -0.80 -0.58 -0.71 0.44 -0.41 0.64 0.48 0.05 0.47 0.43 0.01 -0.14 -0.50 0.39 0.30 0.04 0.46 1.18 0.80 0.77 0.67 0.47 0.88 0.86 1.23 3.08 0.58 0.67 0.61 1.36 1.55 0.75 1.40 0.90 0.71 1.31 1.23 0.77 764

2.02 0.99 0.87 1.13 0.88 1.12 1.43 0.00 1.13 1.26 1.61 1.18 0.01 1.13 1.04 1.33 1.46 0.84 0.01 1.13 0.74 0.95 P04406 G3P_HUMAN reviewed Glyceraldehyde-3-phosphate dehydrogenase (GAPDH) (EC 1.2.1.12) (Peptidyl-cysteine S-nitrosylase GAPDH) (EC 2.6.99.-)GAPDH GAPD CDABP0047 OK/SW-cl.12335 Homo sapiens (Human) -0.09 0.00 -0.36 -0.23 -0.06 0.17 0.05 0.24 0.04 0.37 -0.40 0.30 0.57 -0.01 0.51 0.05 0.23 0.18 0.27 -0.02 -0.12 -0.63 0.23 -0.18 0.10 0.10 0.19 1.00 0.78 0.86 0.96 1.13 1.04 1.18 1.03 1.29 0.76 1.23 1.48 0.99 1.04 1.43 1.18 0.65 1.17 0.89 1.07 0.84 147

544.83 1.29 0.40 10.60 0.12 13.68 1.14 0.80 167.97 0.01 190.85 1.04 0.90 23.85 0.04 24.78 14.67 1.13 0.81 125.74 0.01 141.75 P04430 KV122_HUMANreviewed Ig kappa chain V-I region BAN 108 Homo sapiens (Human) -0.48 -0.32 -0.16 0.29 -1.20 -1.02 0.78 -0.08 0.47 0.97 -0.53 -0.60 0.01 0.37 0.18 1.08 0.06 0.25 0.73 1.05 0.56 0.62 0.24 1.06 0.32 0.33 0.81 0.80 0.89 1.22 0.43 0.49 1.72 0.95 1.38 1.95 0.69 0.66 1.01 1.29 2.11 1.14 1.04 1.54 1.18 2.09 1.25 1.13 148

4.88 0.97 0.82 4.63 0.21 4.47 1.52 0.18 4.71 0.32 7.18 1.35 0.25 4.66 0.29 6.28 2.57 1.08 0.63 4.65 0.23 5.03 P04433 KV309_HUMANreviewed Ig kappa chain V-III region VG (Fragment)115 Homo sapiens (Human) -0.48 -0.76 -0.35 0.40 -1.10 -0.58 0.31 -0.47 0.92 0.98 -1.01 -0.56 0.06 -0.05 0.61 1.24 0.43 0.22 0.70 0.75 0.27 0.24 0.10 0.78 -0.02 0.24 0.71 0.59 0.79 1.32 0.47 0.67 1.24 0.72 1.89 1.97 0.50 0.68 1.04 0.97 2.36 1.52 1.35 1.18 1.07 1.72 0.98 1.08 149

1.99 1.12 0.31 1.34 0.83 1.50 1.14 0.24 1.34 0.85 1.53 1.10 0.36 1.34 0.82 1.48 2.50 1.04 0.68 1.34 0.78 1.40 P04632 CPNS1_HUMANreviewed Calpain small subunit 1 (CSS1) (Calcium-activated neutral proteinase small subunit) (CANP small subunit) (Calcium-dependent protease small subunit) (CDPS) (Calcium-dependent protease small subunit 1) (Calpain regulatory subunit)CAPNS1 CAPN4 CAPNS 268 Homo sapiens (Human) -0.10 0.16 -0.40 -0.13 -0.38 0.24 0.63 0.18 0.25 0.03 0.05 0.00 0.35 0.16 0.19 0.10 0.14 0.19 0.29 0.31 0.21 0.61 0.05 0.24 -0.06 0.19 0.30 1.12 0.76 0.91 0.77 1.18 1.55 1.13 1.19 1.02 1.03 1.00 1.28 1.12 1.07 1.14 1.10 1.52 1.04 1.18 0.96 1.04 150

0.88 0.64 0.01 1.33 0.48 0.85 0.78 0.03 1.23 0.64 0.96 0.70 0.01 1.27 0.56 0.89 1.18 1.23 0.12 1.32 0.93 1.62 P04792 HSPB1_HUMANreviewed Heat shock protein beta-1 (HspB1) (28 kDa heat shock protein) (Estrogen-regulated 24 kDa protein) (Heat shock 27 kDa protein) (HSP 27) (Stress-responsive protein 27) (SRP27)HSPB1 HSP27 HSP28 205 Homo sapiens (Human) 0.17 -0.02 -0.39 0.09 1.03 0.13 0.28 -0.24 0.07 -0.12 -0.20 -0.11 -0.47 -0.65 -0.35 0.04 -0.50 -0.20 -0.37 -0.19 -0.02 0.33 -0.16 0.01 -0.28 -0.16 -0.32 0.98 0.76 1.07 2.04 1.10 1.21 0.85 1.05 0.92 0.87 0.93 0.72 0.64 1.03 0.78 0.70 1.26 0.90 1.01 0.83 1.23 151

3.04 1.20 0.09 1.26 0.95 1.50 1.38 0.02 1.26 1.10 1.73 0.63 0.02 1.40 0.45 0.88 1.50 0.72 0.12 1.64 0.44 1.18 P04839 CY24B_HUMANreviewed Cytochrome b-245 heavy chain (EC 1.-.-.-) (CGD91-phox) (Cytochrome b(558) subunit beta) (Cytochrome b558 subunit beta) (Heme-binding membrane glycoprotein gp91phox) (NADPH oxidase 2) (Neutrophil cytochrome b 91 kDa polypeptide) (Superoxide-generating NADPH oxidase heavy chain subunit) (gp91-1) (gp91-phox) (p22 phagocyte B-cytochrome)CYBB NOX2 570 Homo sapiens (Human) -0.68 -0.92 -0.71 -0.63 -0.38 -0.73 0.62 -0.25 0.03 0.89 -0.31 0.32 0.66 0.26 0.46 0.09 -0.67 0.19 0.87 1.37 0.69 0.54 1.26 0.71 0.25 0.32 1.00 0.53 0.61 0.65 0.77 0.60 1.53 0.84 1.02 1.85 0.81 1.25 1.58 1.20 1.06 1.38 0.63 1.45 2.39 1.63 1.19 0.72 152

1.45 1.27 0.03 1.21 1.05 1.53 1.33 0.01 1.21 1.10 1.61 0.94 0.41 1.21 0.78 1.14 1.41 1.00 0.98 1.21 0.83 1.21 P04899 GNAI2_HUMANreviewed Guanine nucleotide-binding protein G(i) subunit alpha-2 (Adenylate cyclase-inhibiting G alpha protein)GNAI2 GNAI2B 355 Homo sapiens (Human) 0.05 -0.04 0.21 0.18 -0.12 0.02 0.15 0.06 -0.08 0.30 0.13 0.22 0.26 0.34 0.41 0.20 -0.09 0.17 0.12 0.26 0.31 0.46 0.40 0.24 0.13 0.21 0.16 0.98 1.15 1.14 0.92 1.01 1.11 1.04 0.94 1.23 1.10 1.17 1.20 1.27 1.15 1.33 0.94 1.38 1.32 1.18 1.09 1.00 153

0.98 0.94 0.39 1.15 0.82 1.08 1.08 0.26 1.15 0.94 1.25 0.91 0.17 1.15 0.79 1.05 1.72 1.23 0.02 1.18 1.04 1.46 P05023 AT1A1_HUMANreviewed Sodium/potassium-transporting ATPase subunit alpha-1 (Na(+)/K(+) ATPase alpha-1 subunit) (EC 3.6.3.9) (Sodium pump subunit alpha-1)ATP1A1 1023 Homo sapiens (Human) 0.16 0.16 0.33 0.25 -0.10 0.17 0.12 -0.50 -0.17 0.07 0.05 0.62 -0.26 -0.08 0.11 -0.27 -0.14 -0.04 -0.20 -0.20 -0.03 -0.21 -0.05 0.02 0.11 -0.04 -0.20 1.12 1.26 1.19 0.94 1.13 1.09 0.71 0.89 1.05 1.03 1.54 0.84 0.94 0.83 1.08 0.91 0.87 0.96 1.02 1.08 1.23 154

3.21 0.78 0.29 4.61 0.17 3.59 0.90 0.48 3.64 0.25 3.27 0.83 0.33 3.66 0.23 3.05 12.92 0.83 0.31 3.62 0.23 2.99 P05026 AT1B1_HUMANreviewed Sodium/potassium-transporting ATPase subunit beta-1 (Sodium/potassium-dependent ATPase subunit beta-1)ATP1B1 ATP1B 303 Homo sapiens (Human) 0.24 0.29 0.85 0.03 -0.25 0.30 -0.12 -0.17 -0.13 -0.17 -0.10 0.20 -0.20 -0.36 -0.16 -0.26 -0.26 -0.16 -0.40 -0.58 -0.33 -0.47 -0.08 -0.59 -0.19 -0.20 -0.45 1.22 1.81 1.02 0.84 1.23 0.92 0.89 0.91 0.89 0.94 1.15 0.87 0.78 0.84 0.90 0.83 0.72 0.94 0.66 0.88 0.83 155

5.26 0.94 0.71 4.51 0.21 4.26 1.08 0.64 4.19 0.26 4.50 1.97 0.11 4.23 0.47 8.33 1.04 0.61 0.29 20.12 0.03 12.36 P05090 APOD_HUMAN reviewed Apolipoprotein D (Apo-D) (ApoD)APOD 189 Homo sapiens (Human) -0.60 -1.28 -0.43 -1.30 0.41 -0.38 -0.11 -0.66 0.61 1.11 -0.69 -0.50 0.31 -0.08 0.10 -0.14 0.98 0.09 0.68 0.90 0.31 0.47 0.86 -0.47 0.37 0.15 0.74 0.41 0.74 0.41 1.33 0.77 0.93 0.63 1.53 2.16 0.62 0.71 1.24 0.94 0.91 1.08 1.97 1.39 1.81 0.72 1.29 0.61 156

1.77 1.12 0.03 1.11 1.02 1.24 1.48 0.00 1.11 1.34 1.64 0.89 0.05 1.13 0.79 1.00 1.50 0.95 0.29 1.11 0.85 1.06 P05107 ITB2_HUMAN reviewed Integrin beta-2 (Cell surface adhesion glycoproteins LFA-1/CR3/p150,95 subunit beta) (Complement receptor C3 subunit beta) (CD antigen CD18)ITGB2 CD18 MFI7 769 Homo sapiens (Human) -0.40 -0.99 -0.21 -0.19 -0.36 -0.25 0.33 -0.16 0.15 0.16 -0.19 0.41 0.66 0.17 0.57 0.11 -0.17 0.19 0.59 0.90 0.50 0.37 0.86 0.58 0.17 0.27 0.67 0.50 0.87 0.88 0.78 0.84 1.26 0.89 1.11 1.12 0.88 1.33 1.58 1.12 1.08 1.48 0.89 1.29 1.82 1.50 1.13 0.95 157

7.97 0.68 0.07 1.56 0.44 1.06 0.67 0.06 1.52 0.44 1.01 0.93 0.65 1.45 0.64 1.35 1.27 0.64 0.30 2.76 0.23 1.75 P05109 S10A8_HUMANreviewed Protein S100-A8 (Calgranulin-A) (Calprotectin L1L subunit) (Cystic fibrosis antigen) (CFAG) (Leukocyte L1 complex light chain) (Migration inhibitory factor-related protein 8) (MRP-8) (p8) (S100 calcium-binding protein A8) (Urinary stone protein band A) [Cleaved into: Protein S100-A8, N-terminally processed]S100A8 CAGA CFAG MRP8 93 Homo sapiens (Human) -1.44 -2.61 -1.19 -1.48 -1.91 -0.02 -1.48 -1.00 -0.06 -1.25 -1.44 -0.20 2.49 -0.56 -0.58 -0.84 -0.10 -0.46 0.98 0.27 -1.17 -2.01 -1.58 -0.64 -0.45 -0.65 0.79 0.16 0.44 0.36 0.27 0.99 0.36 0.50 0.96 0.42 0.37 0.87 5.61 0.68 0.56 0.67 0.93 0.25 0.33 0.64 0.73 0.64 158

1.09 1.29 0.00 1.10 1.17 1.41 1.59 0.00 1.10 1.45 1.75 1.46 0.00 1.11 1.32 1.62 1.12 0.76 0.00 1.12 0.68 0.85 P05155 IC1_HUMAN reviewed Plasma protease C1 inhibitor (C1 Inh) (C1Inh) (C1 esterase inhibitor) (C1-inhibiting factor) (Serpin G1)SERPING1 C1IN C1NH 500 Homo sapiens (Human) -0.38 -0.12 -0.72 -0.26 -0.47 -0.31 -0.02 0.40 0.12 0.42 0.10 0.01 -0.16 0.36 0.67 0.39 0.55 0.26 0.64 0.64 0.27 0.76 -0.07 0.28 0.09 0.26 0.64 0.92 0.61 0.83 0.72 0.81 0.99 1.32 1.09 1.34 1.07 1.01 0.90 1.29 1.31 1.59 1.46 1.70 0.95 1.21 1.07 0.76 159

1.41 1.05 0.46 1.18 0.89 1.25 1.28 0.01 1.18 1.09 1.51 1.74 0.00 1.23 1.41 2.14 1.15 1.08 0.28 1.18 0.92 1.28 P05156 CFAI_HUMAN reviewed Complement factor I (EC 3.4.21.45) (C3B/C4B inactivator) [Cleaved into: Complement factor I heavy chain; Complement factor I light chain]CFI IF 583 Homo sapiens (Human) -0.75 -0.81 -0.86 -0.61 -0.88 -0.57 0.77 0.11 0.39 0.79 -0.34 -0.22 0.25 0.08 0.36 1.02 0.80 0.36 1.11 1.17 0.42 0.95 0.50 0.38 -0.14 0.38 1.12 0.57 0.55 0.66 0.55 0.67 1.71 1.08 1.31 1.73 0.79 0.86 1.19 1.05 2.02 1.28 1.74 1.93 1.41 1.30 0.91 1.08 160

12.75 0.68 0.00 1.22 0.56 0.83 0.74 0.00 1.14 0.65 0.84 0.93 0.25 1.14 0.82 1.06 225.94 0.52 0.14 2.45 0.21 1.28 P05164 PERM_HUMANreviewed Myeloperoxidase (MPO) (EC 1.11.2.2) [Cleaved into: Myeloperoxidase; 89 kDa myeloperoxidase; 84 kDa myeloperoxidase; Myeloperoxidase light chain; Myeloperoxidase heavy chain]MPO 745 Homo sapiens (Human) -2.29 -3.25 -2.35 -3.25 -2.74 0.14 -1.99 -1.79 -1.07 -2.02 -2.51 -1.52 3.31 -0.55 -0.43 -1.12 -0.10 -0.89 1.40 0.38 -1.91 -2.75 -2.78 -1.69 -0.41 -1.16 1.13 0.11 0.20 0.10 0.15 1.10 0.25 0.29 0.47 0.25 0.18 0.35 9.92 0.68 0.46 0.74 0.93 0.15 0.15 0.31 0.75 0.52 161

0.95 1.11 0.05 1.11 1.00 1.23 0.75 0.00 1.15 0.65 0.87 0.75 0.01 1.20 0.63 0.91 1.23 0.78 0.00 1.12 0.70 0.88 P05186 PPBT_HUMAN reviewed Alkaline phosphatase, tissue-nonspecific isozyme (AP-TNAP) (TNSALP) (EC 3.1.3.1) (Alkaline phosphatase liver/bone/kidney isozyme)ALPL 524 Homo sapiens (Human) 0.10 0.63 0.28 -0.67 -0.38 0.63 0.20 0.49 0.02 -0.72 0.18 0.11 -0.29 0.15 -0.41 -0.66 -0.41 -0.12 -0.22 0.18 0.27 0.33 0.39 -0.05 0.43 -0.02 -0.11 1.55 1.21 0.63 0.77 1.55 1.15 1.40 1.01 0.61 1.13 1.08 0.82 1.11 0.63 0.75 0.75 1.26 1.31 0.96 1.34 0.78 162

0.94 1.14 0.11 1.19 0.96 1.36 1.77 0.00 1.15 1.54 2.03 1.07 0.17 1.11 0.97 1.19 1.05 0.70 0.11 1.57 0.45 1.10 P05362 ICAM1_HUMANreviewed Intercellular adhesion molecule 1 (ICAM-1) (Major group rhinovirus receptor) (CD antigen CD54)ICAM1 532 Homo sapiens (Human) 0.17 0.35 0.36 0.96 -0.65 -0.14 0.00 -0.25 0.30 0.15 0.28 -0.07 -0.58 0.20 0.82 0.18 0.10 0.10 -0.07 0.01 0.19 0.67 -0.21 0.45 -0.16 0.13 -0.05 1.27 1.28 1.95 0.64 0.91 1.00 0.84 1.23 1.11 1.21 0.95 0.67 1.14 1.13 1.77 1.07 1.59 0.86 1.37 0.89 0.70 163

6.32 0.40 0.18 30.60 0.01 12.13 0.39 0.14 15.41 0.03 5.99 0.53 0.13 5.31 0.10 2.84 0.83 0.34 0.27 471.82 0.00 158.51 P05387 RLA2_HUMAN reviewed 60S acidic ribosomal protein P2 (Renal carcinoma antigen NY-REN-44)RPLP2 D11S2243E RPP2 115 Homo sapiens (Human) -0.43 -2.10 -1.71 -0.82 1.84 0.63 -1.29 -2.04 -1.67 -0.50 -0.87 -0.87 -1.34 -1.34 -1.36 -0.54 -0.90 -1.16 -0.73 -0.96 -1.39 -1.83 -1.80 -0.57 -1.37 -1.22 -0.79 0.23 0.30 0.57 3.59 1.55 0.41 0.24 0.32 0.71 0.55 0.55 0.40 0.40 0.69 0.39 0.53 0.28 0.29 0.67 0.39 0.34 164

1.08 0.73 0.04 1.34 0.55 0.98 0.88 0.36 1.39 0.64 1.23 1.14 0.26 1.32 0.87 1.50 1.18 0.69 0.04 1.41 0.49 0.98 P05388 RLA0_HUMAN reviewed 60S acidic ribosomal protein P0 (60S ribosomal protein L10E)RPLP0 317 Homo sapiens (Human) -0.06 -0.36 -1.06 -0.65 1.64 0.11 -0.30 -0.56 -0.28 -0.70 -0.45 -0.07 -0.32 -0.46 -0.18 -0.49 0.19 -0.33 -0.26 -0.36 -0.42 -0.66 -0.14 -0.57 -0.30 -0.35 -0.29 0.78 0.48 0.64 3.11 1.08 0.81 0.68 0.82 0.62 0.73 0.95 0.80 0.73 0.71 0.88 1.14 0.63 0.91 0.67 0.81 0.69 165

NA 0.81 NA NA NA NA 0.73 NA NA NA NA 0.94 NA NA NA NA 6.23 1.19 NA NA NA NA P05455 LA_HUMAN reviewed Lupus La protein (La autoantigen) (La ribonucleoprotein) (Sjoegren syndrome type B antigen) (SS-B)SSB 408 Homo sapiens (Human) 0.18 0.56 -0.13 -0.23 0.15 0.53 0.32 0.14 -0.31 -0.37 0.08 0.24 0.43 -0.30 -0.46 -0.15 -0.09 -0.04 -0.22 -0.41 -0.24 -0.49 -0.12 -0.30 -0.04 -0.09 -0.27 1.48 0.92 0.85 1.11 1.44 1.25 1.11 0.81 0.78 1.06 1.18 1.34 0.81 0.90 0.73 0.94 0.71 0.92 0.81 0.97 1.19 704

1.02 1.47 0.00 1.11 1.32 1.63 1.80 0.00 1.10 1.64 1.99 1.55 0.00 1.18 1.31 1.82 0.78 0.60 0.00 1.13 0.53 0.68 P05546 HEP2_HUMAN reviewed Heparin cofactor 2 (Heparin cofactor II) (HC-II) (Protease inhibitor leuserpin-2) (HLS2) (Serpin D1)SERPIND1 HCF2 499 Homo sapiens (Human) -1.12 -0.20 -1.80 -0.96 -1.34 -1.28 0.63 -0.13 0.42 1.46 0.05 -0.51 -0.17 0.56 0.85 1.11 0.63 0.45 1.56 1.87 0.76 1.36 0.86 0.31 0.49 0.53 1.64 0.87 0.29 0.51 0.39 0.41 1.55 0.91 1.34 2.74 1.03 0.70 0.89 1.47 2.16 1.80 1.55 2.57 1.81 1.24 1.41 0.60 166

1.35 1.01 0.91 1.16 0.87 1.17 1.44 0.00 1.16 1.24 1.67 0.93 0.51 1.31 0.71 1.22 1.69 1.00 0.95 1.17 0.85 1.17 P05556 ITB1_HUMAN reviewed Integrin beta-1 (Fibronectin receptor subunit beta) (Glycoprotein IIa) (GPIIA) (VLA-4 subunit beta) (CD antigen CD29)ITGB1 FNRB MDF2 MSK12798 Homo sapiens (Human) 0.06 -0.14 0.49 0.14 -0.11 -0.06 0.09 -0.02 0.06 0.52 0.00 0.26 0.22 0.01 0.52 0.39 -0.11 0.18 0.11 0.12 0.18 0.21 0.41 0.14 -0.05 0.18 0.11 0.91 1.40 1.10 0.92 0.96 1.06 0.99 1.04 1.43 1.00 1.20 1.16 1.01 1.31 1.44 0.93 1.16 1.33 1.10 0.97 1.00 167

1.32 1.43 0.02 1.26 1.14 1.80 1.50 0.01 1.27 1.18 1.91 1.31 0.07 1.38 0.95 1.81 3.65 1.06 0.45 1.26 0.85 1.34 P06276 CHLE_HUMAN reviewed Cholinesterase (EC 3.1.1.8) (Acylcholine acylhydrolase) (Butyrylcholine esterase) (Choline esterase II) (Pseudocholinesterase)BCHE CHE1 602 Homo sapiens (Human) -1.09 -1.57 -0.78 -1.00 -1.35 -0.75 0.18 0.33 0.58 0.91 -0.31 -0.02 0.08 0.52 0.59 0.42 0.39 0.33 1.42 1.61 0.52 0.33 0.90 0.70 0.17 0.38 1.47 0.34 0.58 0.50 0.39 0.59 1.13 1.26 1.50 1.88 0.81 0.99 1.05 1.43 1.34 1.50 1.31 1.25 1.86 1.63 1.12 1.06 168

1.57 1.22 0.14 1.43 0.85 1.74 1.36 0.17 1.86 0.73 2.53 0.97 0.87 1.92 0.51 1.87 1.37 1.11 0.65 2.38 0.47 2.64 P06313 KV403_HUMANreviewed Ig kappa chain V-IV region JI 133 Homo sapiens (Human) -0.44 -0.79 -0.47 0.54 -0.70 -0.76 0.74 -0.56 1.03 1.63 -0.29 -0.28 0.13 0.28 0.45 1.74 -0.04 0.44 0.88 0.75 0.32 0.26 0.12 0.53 0.36 0.41 0.84 0.58 0.72 1.45 0.61 0.59 1.67 0.68 2.04 3.09 0.82 0.82 1.09 1.22 3.35 1.36 0.97 1.20 1.09 1.44 1.28 1.11 169

4.39 1.45 0.19 4.25 0.34 6.15 1.31 0.25 4.22 0.31 5.54 1.22 0.33 4.29 0.29 5.25 2.17 1.34 0.24 4.30 0.31 5.76 P06331 HV209_HUMANreviewed Ig heavy chain V-II region ARH-77 146 Homo sapiens (Human) -0.44 -0.82 -0.60 0.68 -0.76 -0.71 0.73 -0.40 1.31 1.07 -0.61 -0.75 0.05 0.53 0.39 1.09 0.29 0.34 0.78 0.51 0.07 0.29 -0.21 0.67 -0.47 0.27 0.71 0.57 0.66 1.60 0.59 0.61 1.66 0.76 2.48 2.10 0.65 0.60 1.03 1.45 2.12 1.31 1.22 1.22 0.86 1.59 0.72 1.34 765

1.27 1.22 0.00 1.08 1.13 1.32 1.09 0.04 1.08 1.01 1.18 1.41 0.00 1.12 1.26 1.58 0.90 0.90 0.06 1.11 0.82 1.00 P06396 GELS_HUMAN reviewed Gelsolin (AGEL) (Actin-depolymerizing factor) (ADF) (Brevin)GSN 782 Homo sapiens (Human) -0.25 -0.20 -0.52 -0.44 0.22 -0.31 0.42 0.31 0.30 0.83 0.00 -0.27 0.08 0.29 0.12 0.09 0.50 0.24 0.49 0.40 0.15 0.37 0.22 0.08 -0.08 0.22 0.47 0.87 0.70 0.74 1.16 0.81 1.34 1.24 1.23 1.78 1.00 0.83 1.06 1.22 1.06 1.09 1.41 1.29 1.16 1.06 0.94 0.90 170

0.95 0.91 0.09 1.12 0.81 1.02 1.25 0.00 1.12 1.12 1.40 0.94 0.50 1.20 0.78 1.13 0.92 1.07 0.21 1.12 0.96 1.20 P06681 CO2_HUMAN reviewed Complement C2 (EC 3.4.21.43) (C3/C5 convertase) [Cleaved into: Complement C2b fragment; Complement C2a fragment]C2 752 Homo sapiens (Human) -0.16 0.10 -0.01 0.23 -0.42 -0.69 0.24 0.80 0.45 -0.06 0.70 -0.32 -0.49 -0.14 0.32 0.60 -0.08 0.18 0.34 0.09 -0.07 0.29 -0.44 -0.06 -0.08 0.12 0.27 1.07 1.00 1.17 0.74 0.62 1.18 1.74 1.37 0.96 1.62 0.80 0.71 0.91 1.52 1.25 0.94 1.22 0.74 0.96 0.95 1.07 171

9.87 0.82 0.22 1.44 0.57 1.17 0.81 0.04 1.22 0.66 0.98 1.13 0.73 2.30 0.49 2.60 1.06 0.45 0.43 10.19 0.04 4.53 P06702 S10A9_HUMANreviewed Protein S100-A9 (Calgranulin-B) (Calprotectin L1H subunit) (Leukocyte L1 complex heavy chain) (Migration inhibitory factor-related protein 14) (MRP-14) (p14) (S100 calcium-binding protein A9)S100A9 CAGB CFAG MRP14114 Homo sapiens (Human) -1.40 -2.84 -1.25 -1.58 -1.97 0.64 -1.50 -1.05 -0.20 -1.19 -1.51 -0.31 2.77 -0.29 -0.31 -0.85 0.18 -0.39 1.01 0.31 -1.09 -1.95 -1.47 -0.79 -0.15 -0.57 0.82 0.14 0.42 0.33 0.26 1.56 0.35 0.48 0.87 0.44 0.35 0.81 6.84 0.82 0.55 0.81 1.13 0.26 0.36 0.58 0.90 0.45 172

2.15 1.00 1.00 3.68 0.27 3.68 0.93 0.59 3.68 0.25 3.41 0.77 0.28 4.64 0.17 3.58 17.51 1.12 0.62 7.56 0.15 8.44 P06703 S10A6_HUMANreviewed Protein S100-A6 (Calcyclin) (Growth factor-inducible protein 2A9) (MLN 4) (Prolactin receptor-associated protein) (PRA) (S100 calcium-binding protein A6)S100A6 CACY 90 Homo sapiens (Human) 0.33 0.40 0.68 0.30 -0.23 0.51 -0.02 0.73 0.24 -1.03 0.03 0.18 -0.75 0.00 -0.11 -0.79 -0.37 -0.17 -0.50 -0.31 0.02 0.13 0.39 -0.28 -0.16 -0.12 -0.45 1.32 1.60 1.23 0.85 1.42 0.99 1.66 1.18 0.49 1.02 1.13 0.59 1.00 0.58 0.93 0.77 1.09 1.31 0.82 0.90 1.12 173

0.71 0.62 0.00 1.16 0.53 0.71 0.76 0.00 1.15 0.66 0.87 1.49 0.00 1.12 1.34 1.67 1.08 1.02 0.76 1.12 0.91 1.13 P06727 APOA4_HUMANreviewed Apolipoprotein A-IV (Apo-AIV) (ApoA-IV) (Apolipoprotein A4)APOA4 396 Homo sapiens (Human) -0.98 -0.95 -0.97 -1.76 -0.47 -0.73 0.98 -1.27 0.95 0.32 -1.33 -0.05 -0.81 -0.70 -0.40 -0.26 0.58 -0.18 0.80 1.80 0.82 1.70 1.31 -0.28 0.55 0.09 1.06 0.52 0.51 0.30 0.72 0.60 1.97 0.41 1.93 1.24 0.40 0.97 0.57 0.62 0.83 0.76 1.49 3.25 2.47 0.82 1.47 1.02 174

1.51 0.91 0.04 1.09 0.84 1.00 0.95 0.19 1.08 0.88 1.03 0.98 0.60 1.09 0.90 1.07 1.33 1.17 0.01 1.11 1.05 1.29 P06733 ENOA_HUMAN reviewed Alpha-enolase (EC 4.2.1.11) (2-phospho-D-glycerate hydro-lyase) (C-myc promoter-binding protein) (Enolase 1) (MBP-1) (MPB-1) (Non-neural enolase) (NNE) (Phosphopyruvate hydratase) (Plasminogen-binding protein)ENO1 ENO1L1 MBPB1 MPB1434 Homo sapiens (Human) 0.22 0.25 0.35 0.09 0.07 0.34 -0.06 0.17 0.15 -0.26 0.11 0.24 0.42 -0.13 -0.07 -0.06 -0.03 0.04 -0.18 -0.24 -0.02 -0.14 0.08 -0.04 0.02 0.03 -0.19 1.19 1.28 1.07 1.05 1.27 0.96 1.12 1.11 0.84 1.08 1.18 1.34 0.91 0.96 0.95 0.98 0.91 1.06 0.97 1.02 1.17 175

4.45 1.14 0.25 1.32 0.86 1.50 1.02 0.84 1.27 0.80 1.29 0.64 0.05 1.59 0.40 1.01 NA 0.90 0.46 1.52 0.59 1.36 P06737 PYGL_HUMAN reviewed Glycogen phosphorylase, liver form (EC 2.4.1.1)PYGL 847 Homo sapiens (Human) -0.02 -0.06 -0.66 0.38 0.23 0.01 0.24 -0.16 0.09 0.36 0.47 0.03 1.73 0.18 0.02 -1.01 -0.65 0.12 0.14 -0.02 -0.04 -0.01 -0.31 0.19 -0.02 0.08 0.09 0.96 0.63 1.30 1.18 1.01 1.18 0.90 1.06 1.29 1.38 1.02 3.31 1.14 0.50 1.02 0.64 1.00 0.81 1.14 0.99 0.90 766

2.38 0.98 0.82 1.19 0.83 1.17 0.96 0.66 1.23 0.78 1.18 0.89 0.37 1.35 0.66 1.19 1.00 0.87 0.16 1.23 0.71 1.07 P06744 G6PI_HUMAN reviewed Glucose-6-phosphate isomerase (GPI) (EC 5.3.1.9) (Autocrine motility factor) (AMF) (Neuroleukin) (NLK) (Phosphoglucose isomerase) (PGI) (Phosphohexose isomerase) (PHI) (Sperm antigen 36) (SA-36)GPI 558 Homo sapiens (Human) -0.02 0.17 -0.09 -0.02 -0.12 -0.06 -0.08 0.42 0.08 0.37 0.06 -0.18 0.81 -0.03 -0.06 -0.08 -0.17 0.10 0.13 0.00 -0.03 -0.10 -0.11 0.03 0.07 0.07 0.09 1.13 0.94 0.98 0.92 0.96 0.95 1.34 1.06 1.29 1.04 0.88 1.75 0.98 0.94 0.96 0.89 0.93 0.93 1.02 1.05 0.87 176

1.14 1.09 0.12 1.11 0.98 1.21 1.14 0.02 1.11 1.02 1.27 0.88 0.12 1.19 0.74 1.04 1.31 0.95 0.42 1.16 0.82 1.10 P07195 LDHB_HUMAN reviewed L-lactate dehydrogenase B chain (LDH-B) (EC 1.1.1.27) (LDH heart subunit) (LDH-H) (Renal carcinoma antigen NY-REN-46)LDHB 334 Homo sapiens (Human) 0.09 0.63 -0.16 -0.05 -0.04 0.06 0.10 0.42 -0.09 -0.43 0.18 0.13 -0.15 0.12 0.19 -0.50 -0.19 -0.02 -0.11 -0.21 -0.12 -0.12 0.05 -0.41 -0.01 -0.05 -0.13 1.55 0.90 0.96 0.98 1.04 1.07 1.34 0.94 0.74 1.13 1.10 0.90 1.09 0.71 1.14 0.88 0.92 1.03 0.75 0.99 0.95 177

1.70 0.84 0.58 3.24 0.26 2.71 1.16 0.63 3.24 0.36 3.77 1.75 0.24 4.35 0.40 7.63 NA 0.82 0.17 1.50 0.54 1.23 P07225 PROS_HUMAN reviewed Vitamin K-dependent protein SPROS1 PROS 676 Homo sapiens (Human) -0.38 -0.55 -0.54 -0.10 0.05 -0.79 -0.09 -0.20 0.17 0.93 -0.12 -0.36 -0.27 -0.26 0.22 0.80 0.81 0.15 0.53 0.45 0.07 0.24 0.02 -0.23 0.25 0.13 0.51 0.68 0.69 0.93 1.04 0.58 0.94 0.87 1.12 1.90 0.92 0.78 0.83 0.84 1.74 1.16 1.75 1.18 1.01 0.85 1.19 0.82 767

7.42 0.77 0.08 1.38 0.56 1.06 0.94 0.54 1.28 0.73 1.21 1.25 0.18 1.46 0.86 1.82 NA 0.97 0.73 1.29 0.75 1.25 P07237 PDIA1_HUMANreviewed Protein disulfide-isomerase (PDI) (EC 5.3.4.1) (Cellular thyroid hormone-binding protein) (Prolyl 4-hydroxylase subunit beta) (p55)P4HB ERBA2L PDI PDIA1 PO4DB508 Homo sapiens (Human) -0.12 -0.14 -0.37 -0.30 0.07 0.15 -0.19 0.07 0.04 -0.33 0.17 0.39 1.69 -0.38 -0.09 -0.61 0.32 0.10 0.22 -0.20 -0.32 -0.51 -0.35 -0.38 -0.03 -0.01 0.11 0.91 0.77 0.81 1.05 1.11 0.88 1.05 1.03 0.80 1.12 1.31 3.24 0.77 0.65 0.94 1.25 0.70 0.78 0.77 0.98 0.97 768

1.24 0.65 0.06 1.61 0.40 1.04 0.66 0.15 2.17 0.30 1.43 1.01 0.98 2.33 0.43 2.34 7.24 1.18 0.47 2.26 0.52 2.67 P07339 CATD_HUMAN reviewed Cathepsin D (EC 3.4.23.5) [Cleaved into: Cathepsin D light chain; Cathepsin D heavy chain]CTSD CPSD 412 Homo sapiens (Human) -0.02 -0.56 -0.02 -0.36 1.27 -0.41 -0.09 0.64 -0.34 0.11 -0.57 -0.21 -0.25 -0.63 -0.60 -0.03 0.01 -0.18 -0.16 -0.28 -0.30 -0.06 -0.18 -0.69 -0.27 -0.21 -0.20 0.68 0.99 0.78 2.41 0.75 0.94 1.56 0.79 1.08 0.67 0.86 0.84 0.65 0.98 0.66 1.01 0.96 0.88 0.62 0.83 1.18 178

0.86 1.01 0.64 1.07 0.95 1.08 1.15 0.00 1.07 1.07 1.22 0.81 0.00 1.10 0.74 0.90 1.26 1.06 0.29 1.12 0.95 1.18 P07355 ANXA2_HUMANreviewed Annexin A2 (Annexin II) (Annexin-2) (Calpactin I heavy chain) (Calpactin-1 heavy chain) (Chromobindin-8) (Lipocortin II) (Placental anticoagulant protein IV) (PAP-IV) (Protein I) (p36)ANXA2 ANX2 ANX2L4 CAL1H LPC2D339 Homo sapiens (Human) 0.29 0.39 0.41 0.62 -0.25 0.28 0.68 0.03 0.13 -0.08 0.21 0.19 -0.34 0.02 0.20 -0.17 -0.30 0.05 -0.24 -0.20 0.09 0.18 0.01 0.10 0.09 0.06 -0.23 1.31 1.32 1.54 0.84 1.21 1.61 1.02 1.09 0.95 1.16 1.14 0.79 1.01 0.89 1.15 0.81 1.13 1.01 1.07 1.06 1.06 179

1.47 1.04 0.69 1.25 0.83 1.30 1.32 0.00 1.16 1.14 1.54 1.78 0.00 1.17 1.53 2.07 0.97 1.09 0.30 1.21 0.90 1.32 P07357 CO8A_HUMAN reviewed Complement component C8 alpha chain (Complement component 8 subunit alpha)C8A 584 Homo sapiens (Human) -0.98 -0.81 -0.62 -1.02 -1.46 -1.01 0.39 -0.37 0.33 1.41 -0.60 -0.31 0.15 0.06 0.40 0.96 0.83 0.30 1.28 1.49 0.50 0.65 0.69 0.40 0.28 0.35 1.34 0.57 0.65 0.49 0.36 0.50 1.31 0.77 1.25 2.67 0.66 0.81 1.11 1.04 1.95 1.32 1.78 1.57 1.61 1.32 1.21 1.09 180

1.36 1.24 0.00 1.09 1.13 1.35 1.60 0.00 1.09 1.47 1.75 1.69 0.00 1.14 1.49 1.93 0.99 1.01 0.87 1.09 0.92 1.10 P07358 CO8B_HUMAN reviewed Complement component C8 beta chain (Complement component 8 subunit beta)C8B 591 Homo sapiens (Human) -1.02 -0.96 -1.42 -0.71 -1.17 -0.85 0.37 -0.15 0.28 1.40 -0.46 -0.16 0.27 0.31 0.68 1.08 0.76 0.40 1.42 1.63 0.61 0.74 0.86 0.46 0.38 0.45 1.48 0.51 0.37 0.61 0.44 0.55 1.29 0.90 1.21 2.64 0.73 0.90 1.20 1.24 2.11 1.60 1.69 1.67 1.82 1.38 1.30 1.01 181

1.54 0.99 0.92 1.46 0.68 1.44 1.47 0.13 1.78 0.82 2.62 1.68 0.02 1.47 1.15 2.46 1.08 1.08 0.44 1.31 0.82 1.41 P07360 CO8G_HUMAN reviewed Complement component C8 gamma chainC8G 202 Homo sapiens (Human) -0.95 -0.90 -0.88 -0.87 -1.34 -0.75 0.50 -0.39 0.48 1.72 -0.65 -0.15 0.27 -0.02 0.55 1.23 0.75 0.39 1.34 1.35 0.40 0.62 0.66 0.33 -0.01 0.39 1.34 0.54 0.54 0.55 0.40 0.60 1.41 0.76 1.40 3.29 0.64 0.90 1.20 0.99 2.35 1.47 1.68 1.53 1.58 1.26 0.99 1.08 182

1.29 1.01 0.83 1.12 0.90 1.13 0.98 0.80 1.17 0.84 1.15 1.34 0.01 1.20 1.11 1.61 1.31 1.13 0.22 1.24 0.91 1.40 P07384 CAN1_HUMAN reviewed Calpain-1 catalytic subunit (EC 3.4.22.52) (Calcium-activated neutral proteinase 1) (CANP 1) (Calpain mu-type) (Calpain-1 large subunit) (Cell proliferation-inducing gene 30 protein) (Micromolar-calpain) (muCANP)CAPN1 CANPL1 PIG30 714 Homo sapiens (Human) -0.04 0.13 -0.22 -0.09 -0.06 0.03 0.51 0.09 0.40 0.13 0.10 0.24 0.20 0.02 -0.03 0.22 0.42 0.21 0.25 0.24 0.20 0.28 0.23 0.24 0.04 0.21 0.25 1.09 0.86 0.94 0.96 1.02 1.43 1.07 1.32 1.09 1.07 1.18 1.15 1.01 1.16 0.98 1.34 1.22 1.17 1.18 1.03 1.13 183

2.47 0.91 0.27 1.26 0.72 1.14 1.49 0.03 1.39 1.08 2.07 1.81 0.07 1.94 0.93 3.52 1.48 1.33 0.22 1.82 0.73 2.42 P07437 TBB5_HUMAN reviewed Tubulin beta chain (Tubulin beta-5 chain)TUBB TUBB5 OK/SW-cl.56444 Homo sapiens (Human) -0.39 -0.47 -0.87 -0.08 -0.15 -0.37 0.03 0.10 0.20 0.25 -0.22 0.30 0.02 -0.14 0.58 0.22 0.86 0.20 0.59 0.42 0.03 -0.10 0.17 -0.11 0.17 0.16 0.54 0.72 0.55 0.95 0.90 0.78 1.02 1.07 1.15 1.19 0.86 1.23 1.02 0.91 1.16 1.49 1.81 0.93 1.13 0.93 1.13 1.33 184

1.63 0.95 0.54 1.20 0.80 1.14 1.02 0.82 1.27 0.81 1.30 1.09 0.40 1.27 0.86 1.39 1.19 1.03 0.77 1.28 0.80 1.32 P07737 PROF1_HUMANreviewed Profilin-1 (Epididymis tissue protein Li 184a) (Profilin I)PFN1 140 Homo sapiens (Human) -0.05 0.17 -0.39 0.04 0.11 -0.16 -0.25 0.11 0.02 0.10 -0.19 0.03 0.31 -0.07 0.03 -0.11 0.13 0.01 0.06 -0.01 -0.06 -0.02 0.19 -0.09 -0.32 -0.01 0.04 1.12 0.76 1.03 1.08 0.89 0.84 1.08 1.01 1.07 0.88 1.02 1.24 0.95 0.93 1.02 1.09 0.99 1.14 0.94 0.80 1.03 185

6.78 1.14 0.44 4.01 0.28 4.56 0.70 0.26 7.06 0.10 4.93 1.17 0.44 5.10 0.23 5.95 6.63 1.27 0.27 4.04 0.31 5.13 P07741 APT_HUMAN reviewed Adenine phosphoribosyltransferase (APRT) (EC 2.4.2.7)APRT 180 Homo sapiens (Human) -0.02 0.67 -0.47 0.20 -0.21 -0.27 0.28 0.38 -0.14 -0.35 0.36 0.12 -0.21 0.19 -0.52 -0.25 0.22 0.01 0.02 -0.12 -0.14 -0.06 -0.12 -0.20 -0.18 -0.03 -0.01 1.59 0.72 1.15 0.86 0.83 1.22 1.30 0.91 0.78 1.28 1.09 0.86 1.14 0.84 0.70 1.17 0.96 0.92 0.87 0.88 1.27 186

1.12 0.79 0.00 1.15 0.69 0.90 0.79 0.00 1.15 0.69 0.91 1.05 0.56 1.19 0.88 1.26 1.26 1.18 0.03 1.16 1.02 1.37 P07814 SYEP_HUMAN reviewed Bifunctional glutamate/proline--tRNA ligase (Bifunctional aminoacyl-tRNA synthetase) (Cell proliferation-inducing gene 32 protein) (Glutamatyl-prolyl-tRNA synthetase) [Includes: Glutamate--tRNA ligase (EC 6.1.1.17) (Glutamyl-tRNA synthetase) (GluRS); Proline--tRNA ligase (EC 6.1.1.15) (Prolyl-tRNA synthetase)]EPRS GLNS PARS QARS QPRS PIG321512 Homo sapiens (Human) 0.26 -0.12 0.35 -0.09 0.73 0.42 -0.19 -0.13 -0.09 -0.04 -0.06 0.13 -0.12 -0.34 -0.34 -0.27 0.07 -0.13 -0.38 -0.36 -0.10 -0.21 0.02 -0.11 -0.10 -0.12 -0.38 0.92 1.28 0.94 1.66 1.34 0.88 0.91 0.94 0.97 0.96 1.10 0.92 0.79 0.83 0.79 1.05 0.86 1.01 0.92 0.93 1.18 187

1.51 0.86 0.02 1.13 0.76 0.97 0.83 0.02 1.17 0.71 0.97 1.03 0.63 1.15 0.90 1.19 1.41 1.12 0.01 1.09 1.03 1.22 P07900 HS90A_HUMANreviewed Heat shock protein HSP 90-alpha (Heat shock 86 kDa) (HSP 86) (HSP86) (Renal carcinoma antigen NY-REN-38)HSP90AA1 HSP90A HSPC1 HSPCA732 Homo sapiens (Human) 0.05 0.67 -0.45 0.26 -0.16 -0.08 0.21 0.36 0.19 -0.37 0.27 0.31 0.24 -0.22 -0.27 -0.32 0.05 0.04 -0.01 0.03 0.08 -0.01 0.14 0.00 0.18 0.05 0.00 1.59 0.73 1.20 0.90 0.95 1.16 1.28 1.14 0.77 1.20 1.24 1.18 0.86 0.80 0.83 1.03 1.00 1.10 1.00 1.13 1.12 188

NA 1.26 NA NA NA NA 0.72 NA NA NA NA 0.81 NA NA NA NA 1.48 0.84 NA NA NA NA P07910 HNRPC_HUMANreviewed Heterogeneous nuclear ribonucleoproteins C1/C2 (hnRNP C1/C2)HNRNPC HNRPC 306 Homo sapiens (Human) -0.08 -0.23 -0.24 -0.22 1.04 -0.75 0.32 0.16 -0.44 -0.58 0.28 0.02 -0.68 0.33 -0.48 -0.11 -0.31 -0.14 -0.05 -0.22 -0.30 -0.49 -0.18 -0.20 -0.32 -0.18 -0.10 0.85 0.85 0.86 2.05 0.59 1.25 1.11 0.74 0.67 1.21 1.02 0.62 1.26 0.93 0.72 0.81 0.71 0.88 0.87 0.80 0.84 705

1.69 1.22 0.21 1.50 0.82 1.83 1.14 0.36 1.47 0.77 1.68 0.96 0.70 1.31 0.74 1.26 1.65 0.68 0.11 1.70 0.40 1.16 P07948 LYN_HUMAN reviewed Tyrosine-protein kinase Lyn (EC 2.7.10.2) (Lck/Yes-related novel protein tyrosine kinase) (V-yes-1 Yamaguchi sarcoma viral related oncogene homolog) (p53Lyn) (p56Lyn)LYN JTK8 512 Homo sapiens (Human) 0.00 -0.12 0.21 -0.05 -0.24 0.21 0.18 0.30 0.11 0.06 0.06 0.37 0.26 0.29 0.19 0.24 -0.05 0.18 0.18 0.03 0.03 -0.04 0.25 -0.03 -0.04 0.14 0.14 0.92 1.16 0.97 0.85 1.16 1.13 1.23 1.08 1.05 1.04 1.30 1.19 1.22 1.18 1.14 0.96 0.97 1.19 0.98 0.97 0.68 189

2.01 0.94 0.31 1.14 0.83 1.07 0.82 0.02 1.17 0.70 0.95 1.16 0.08 1.19 0.98 1.38 0.86 0.55 0.03 1.68 0.33 0.92 P07988 PSPB_HUMAN reviewed Pulmonary surfactant-associated protein B (SP-B) (18 kDa pulmonary-surfactant protein) (6 kDa protein) (Pulmonary surfactant-associated proteolipid SPL(Phe))SFTPB SFTP3 381 Homo sapiens (Human) 0.01 -0.63 -0.41 -0.15 0.72 0.53 0.13 -0.40 0.62 -0.38 -0.28 -0.44 0.41 -0.09 -0.29 -0.55 0.22 -0.10 -0.11 -0.10 -0.09 0.51 -0.29 -0.13 -0.45 -0.09 -0.11 0.65 0.75 0.90 1.65 1.45 1.10 0.76 1.54 0.77 0.82 0.74 1.33 0.94 0.68 0.82 1.16 1.43 0.82 0.91 0.73 0.55 190

1.15 0.90 0.20 1.20 0.75 1.07 0.86 0.04 1.15 0.75 0.99 0.67 0.00 1.18 0.56 0.79 1.71 1.20 0.14 1.28 0.93 1.54 P08107 HSP71_HUMANreviewed Heat shock 70 kDa protein 1A/1B (Heat shock 70 kDa protein 1/2) (HSP70-1/HSP70-2) (HSP70.1/HSP70.2)HSPA1A HSPA1 HSX70; HSPA1B641 Homo sapiens (Human) 0.28 0.65 0.17 0.43 -0.05 0.19 -0.11 0.28 -0.28 -0.60 0.09 0.03 -0.09 -0.16 -0.21 -0.46 -0.59 -0.19 -0.47 -0.42 -0.15 -0.06 -0.10 -0.17 -0.25 -0.18 -0.45 1.57 1.12 1.35 0.96 1.14 0.92 1.21 0.82 0.66 1.07 1.02 0.94 0.90 0.73 0.86 0.67 0.96 0.94 0.89 0.84 1.20 191

2.24 1.23 0.00 1.09 1.13 1.34 1.14 0.01 1.09 1.05 1.25 1.32 0.00 1.11 1.18 1.47 1.40 0.96 0.46 1.13 0.85 1.08 P08133 ANXA6_HUMANreviewed Annexin A6 (67 kDa calelectrin) (Annexin VI) (Annexin-6) (Calphobindin-II) (CPB-II) (Chromobindin-20) (Lipocortin VI) (Protein III) (p68) (p70)ANXA6 ANX6 673 Homo sapiens (Human) 0.01 0.47 0.25 -0.07 -0.47 -0.12 -0.31 0.32 0.10 -0.33 0.07 0.30 0.95 0.30 0.19 0.16 0.40 0.20 0.18 -0.09 -0.08 -0.07 -0.14 -0.22 0.13 0.12 0.11 1.39 1.19 0.95 0.72 0.92 0.80 1.25 1.07 0.80 1.05 1.23 1.93 1.23 1.12 1.14 1.32 0.95 0.91 0.86 1.09 0.96 192

0.74 0.99 0.83 1.12 0.88 1.11 1.08 0.21 1.13 0.95 1.22 0.69 0.00 1.15 0.60 0.79 1.04 0.50 0.00 1.28 0.39 0.65 P08174 DAF_HUMAN reviewed Complement decay-accelerating factor (CD antigen CD55)CD55 CR DAF 381 Homo sapiens (Human) 0.60 0.63 0.82 1.09 0.43 0.03 -0.68 -1.02 0.15 -0.39 0.11 -0.24 -0.67 -0.02 0.11 -0.24 -0.53 -0.31 -0.91 -0.93 -0.33 0.17 -0.74 0.03 -0.78 -0.32 -0.92 1.54 1.76 2.13 1.35 1.02 0.63 0.49 1.11 0.76 1.08 0.85 0.63 0.99 0.85 1.08 0.69 1.13 0.60 1.02 0.58 0.50 193

4.88 1.04 0.84 5.60 0.19 5.80 1.27 0.30 4.87 0.26 6.20 1.41 0.22 4.87 0.29 6.86 1.09 0.82 0.43 7.50 0.11 6.15 P08185 CBG_HUMAN reviewed Corticosteroid-binding globulin (CBG) (Serpin A6) (Transcortin)SERPINA6 CBG 405 Homo sapiens (Human) -0.50 0.55 -1.21 -0.56 -0.71 -0.56 0.31 -0.09 0.27 0.94 -0.04 -0.26 0.00 0.05 0.35 0.75 0.50 0.25 0.75 0.90 0.41 0.90 0.50 0.07 0.16 0.29 0.79 1.47 0.43 0.68 0.61 0.68 1.24 0.94 1.20 1.92 0.97 0.84 1.00 1.04 1.69 1.27 1.41 1.86 1.41 1.05 1.12 0.82 194

1.36 1.11 0.23 1.21 0.92 1.34 1.39 0.00 1.16 1.20 1.61 0.83 0.42 1.67 0.50 1.39 1.40 0.87 0.11 1.20 0.73 1.05 P08195 4F2_HUMAN reviewed 4F2 cell-surface antigen heavy chain (4F2hc) (4F2 heavy chain antigen) (Lymphocyte activation antigen 4F2 large subunit) (Solute carrier family 3 member 2) (CD antigen CD98)SLC3A2 MDU1 630 Homo sapiens (Human) -0.11 -0.41 0.26 0.32 -0.30 -0.44 0.29 0.02 -0.07 0.78 0.09 0.23 0.13 0.15 0.47 0.08 -0.26 0.18 0.29 0.57 0.46 0.40 0.69 0.49 0.25 0.25 0.36 0.75 1.20 1.25 0.81 0.74 1.23 1.01 0.95 1.72 1.07 1.17 1.10 1.11 1.06 1.39 0.83 1.32 1.62 1.40 1.19 0.87 195

1.32 0.72 0.02 1.30 0.55 0.93 0.80 0.04 1.23 0.65 0.98 1.05 0.64 1.22 0.85 1.28 1.65 0.83 0.16 1.31 0.64 1.09 P08238 HS90B_HUMANreviewed Heat shock protein HSP 90-beta (HSP 90) (Heat shock 84 kDa) (HSP 84) (HSP84)HSP90AB1 HSP90B HSPC2 HSPCB724 Homo sapiens (Human) -0.29 0.55 -0.84 -0.05 -0.69 -0.40 0.10 0.17 0.16 -0.66 -0.28 -0.11 -0.06 -0.48 -0.32 -0.52 0.06 -0.18 0.11 0.04 -0.25 -0.18 0.14 -0.46 -0.50 -0.20 0.09 1.46 0.56 0.97 0.62 0.76 1.07 1.13 1.12 0.63 0.82 0.93 0.96 0.72 0.70 0.80 1.05 0.89 1.11 0.73 0.71 0.83 196

NA 0.96 NA NA NA NA 0.85 NA NA NA NA 0.72 NA NA NA NA 3.25 1.98 NA NA NA NA P08294 SODE_HUMAN reviewed Extracellular superoxide dismutase [Cu-Zn] (EC-SOD) (EC 1.15.1.1)SOD3 240 Homo sapiens (Human) 0.56 0.19 0.67 0.74 0.87 0.35 0.04 -0.23 0.13 0.31 0.52 -0.12 0.05 -0.07 -0.24 -0.19 -0.47 -0.02 -0.59 -0.59 -0.03 0.36 -0.60 0.07 0.07 -0.02 -0.59 1.14 1.59 1.67 1.83 1.27 1.03 0.85 1.09 1.24 1.44 0.92 1.04 0.96 0.88 0.85 0.72 1.28 0.66 1.05 1.05 1.98 706

11.26 0.73 0.10 1.47 0.50 1.07 0.96 0.66 1.21 0.80 1.16 1.15 0.80 3.45 0.33 3.97 0.69 0.51 0.23 3.26 0.16 1.68 P08311 CATG_HUMAN reviewed Cathepsin G (CG) (EC 3.4.21.20)CTSG 255 Homo sapiens (Human) -1.74 -2.57 -2.18 -2.40 -1.79 0.26 -2.01 -2.07 0.37 -1.40 -2.03 -1.27 2.82 -0.45 -0.05 -0.99 0.21 -0.63 1.11 0.25 -1.49 -2.37 -1.84 -1.72 -0.03 -0.86 0.88 0.17 0.22 0.19 0.29 1.19 0.25 0.24 1.29 0.38 0.24 0.41 7.08 0.73 0.50 0.96 1.15 0.19 0.28 0.30 0.98 0.51 197

6.28 0.99 0.95 3.77 0.26 3.74 1.29 0.25 3.77 0.34 4.85 0.59 0.13 3.79 0.16 2.24 1.58 0.57 0.12 3.72 0.15 2.13 P08473 NEP_HUMAN reviewed Neprilysin (EC 3.4.24.11) (Atriopeptidase) (Common acute lymphocytic leukemia antigen) (CALLA) (Enkephalinase) (Neutral endopeptidase 24.11) (NEP) (Neutral endopeptidase) (Skin fibroblast elastase) (SFE) (CD antigen CD10)MME EPN 750 Homo sapiens (Human) -0.03 -0.64 0.79 0.08 -0.04 -0.33 -0.04 -0.09 -0.12 0.53 0.24 0.10 0.74 -0.01 0.36 -0.02 -0.76 0.09 0.11 0.21 0.18 0.66 -0.12 0.06 0.12 0.11 0.14 0.64 1.73 1.06 0.97 0.79 0.97 0.94 0.92 1.44 1.18 1.07 1.68 0.99 0.99 1.29 0.59 1.58 0.92 1.04 1.09 0.57 198

1.44 1.01 0.90 1.20 0.84 1.21 1.26 0.04 1.25 1.01 1.58 1.67 0.00 1.26 1.33 2.10 3.77 0.86 0.47 1.68 0.51 1.45 P08571 CD14_HUMAN reviewed Monocyte differentiation antigen CD14 (Myeloid cell-specific leucine-rich glycoprotein) (CD antigen CD14) [Cleaved into: Monocyte differentiation antigen CD14, urinary form; Monocyte differentiation antigen CD14, membrane-bound form]CD14 375 Homo sapiens (Human) -0.30 -0.03 -0.29 -0.54 -0.32 -0.34 0.46 -0.06 0.74 0.54 -0.23 0.03 0.26 0.01 0.34 0.45 0.74 0.30 0.60 0.73 0.43 0.69 0.43 0.36 0.23 0.33 0.63 0.98 0.82 0.69 0.80 0.79 1.38 0.96 1.67 1.45 0.85 1.02 1.19 1.01 1.36 1.26 1.67 1.62 1.34 1.29 1.18 0.86 199

1.25 1.20 0.00 1.11 1.08 1.33 1.55 0.00 1.14 1.36 1.76 0.98 0.73 1.14 0.86 1.11 1.36 0.87 0.02 1.12 0.78 0.98 P08575 PTPRC_HUMANreviewed Receptor-type tyrosine-protein phosphatase C (EC 3.1.3.48) (Leukocyte common antigen) (L-CA) (T200) (CD antigen CD45)PTPRC CD45 1304 Homo sapiens (Human) -0.28 -0.77 0.00 -0.09 -0.23 -0.29 0.13 -0.18 0.17 0.52 -0.26 0.18 0.12 0.26 0.63 0.25 -0.03 0.16 0.44 0.63 0.35 0.26 0.76 0.18 0.20 0.21 0.49 0.58 1.00 0.94 0.86 0.82 1.09 0.88 1.12 1.43 0.84 1.13 1.08 1.20 1.19 1.55 0.98 1.20 1.70 1.13 1.15 0.87 200

1.29 1.08 0.10 1.09 0.98 1.18 1.55 0.00 1.10 1.40 1.71 1.91 0.00 1.13 1.69 2.16 0.77 1.23 0.04 1.21 1.02 1.49 P08603 CFAH_HUMAN reviewed Complement factor H (H factor 1)CFH HF HF1 HF2 1231 Homo sapiens (Human) -1.04 -1.56 -0.93 -0.63 -1.27 -0.82 0.71 -0.34 0.68 1.10 -0.58 -0.50 0.21 0.11 0.63 1.31 0.93 0.39 1.43 1.45 0.41 0.78 0.62 0.18 0.07 0.39 1.43 0.34 0.53 0.65 0.42 0.57 1.63 0.79 1.61 2.14 0.67 0.71 1.16 1.08 2.48 1.55 1.91 1.72 1.54 1.13 1.05 1.23 201

30.48 1.16 0.57 11.50 0.10 13.39 1.44 0.21 4.94 0.29 7.13 0.78 0.29 4.86 0.16 3.77 NA 0.99 0.94 5.27 0.19 5.20 P08631 HCK_HUMAN reviewed Tyrosine-protein kinase HCK (EC 2.7.10.2) (Hematopoietic cell kinase) (Hemopoietic cell kinase) (p59-HCK/p60-HCK) (p59Hck) (p61Hck)HCK 526 Homo sapiens (Human) -0.16 0.22 0.01 -0.51 -0.29 -0.26 0.11 0.15 0.12 0.81 -0.14 0.63 0.03 0.22 0.53 -0.22 -0.37 0.17 0.33 0.60 0.44 0.10 0.61 0.47 0.58 0.24 0.40 1.17 1.01 0.70 0.82 0.84 1.08 1.11 1.09 1.76 0.91 1.54 1.02 1.16 0.86 1.44 0.78 1.07 1.52 1.39 1.50 0.99 769

2.13 1.14 0.29 1.47 0.77 1.67 1.32 0.09 1.47 0.90 1.93 1.35 0.08 1.47 0.92 1.98 1.80 1.02 0.85 1.47 0.69 1.49 P08637 FCG3A_HUMANreviewed Low affinity immunoglobulin gamma Fc region receptor III-A (CD16a antigen) (Fc-gamma RIII-alpha) (Fc-gamma RIII) (Fc-gamma RIIIa) (FcRIII) (FcRIIIa) (FcR-10) (IgG Fc receptor III-2) (CD antigen CD16a)FCGR3A CD16A FCG3 FCGR3 IGFR3254 Homo sapiens (Human) -0.68 -0.88 -0.77 -0.64 -0.78 -0.34 0.32 0.57 0.58 0.84 -0.42 0.33 0.11 0.18 0.40 0.88 0.43 0.38 1.07 1.27 0.58 0.74 0.88 0.47 0.25 0.44 1.12 0.54 0.59 0.64 0.58 0.79 1.25 1.49 1.49 1.79 0.75 1.26 1.08 1.14 1.84 1.32 1.35 1.67 1.84 1.38 1.19 1.02 202

1.65 1.03 0.75 1.43 0.72 1.47 1.29 0.17 1.67 0.77 2.15 0.71 0.22 2.28 0.31 1.63 NA 0.98 0.79 1.43 0.68 1.39 P08648 ITA5_HUMAN reviewed Integrin alpha-5 (CD49 antigen-like family member E) (Fibronectin receptor subunit alpha) (Integrin alpha-F) (VLA-5) (CD antigen CD49e) [Cleaved into: Integrin alpha-5 heavy chain; Integrin alpha-5 light chain]ITGA5 FNRA 1049 Homo sapiens (Human) -0.21 -0.56 0.05 0.15 -0.40 -0.30 0.00 0.16 -0.25 0.19 -0.12 0.42 0.21 0.04 0.36 -0.16 -0.49 0.03 0.25 0.86 0.65 0.54 0.95 0.44 0.66 0.20 0.41 0.68 1.04 1.11 0.76 0.81 1.00 1.12 0.84 1.14 0.92 1.33 1.16 1.03 0.89 1.29 0.71 1.45 1.94 1.35 1.59 0.98 770

1.37 0.74 0.12 1.58 0.47 1.16 1.38 0.04 1.33 1.04 1.84 1.56 0.21 2.42 0.65 3.79 0.90 0.87 0.74 3.41 0.26 2.96 P08697 A2AP_HUMAN reviewed Alpha-2-antiplasmin (Alpha-2-AP) (Alpha-2-plasmin inhibitor) (Alpha-2-PI) (Serpin F2)SERPINF2 AAP PLI 491 Homo sapiens (Human) -1.14 -1.15 -1.24 -1.12 -1.53 -0.65 0.84 -0.41 0.40 1.45 -0.50 -0.46 -0.20 -0.44 0.47 1.20 0.64 0.27 1.41 1.69 0.55 1.21 0.82 -0.05 0.21 0.35 1.49 0.45 0.42 0.46 0.35 0.64 1.79 0.75 1.32 2.72 0.71 0.73 0.87 0.74 2.29 1.38 1.56 2.32 1.76 0.97 1.16 0.87 203

1.51 1.17 0.11 1.24 0.94 1.44 1.18 0.25 1.41 0.84 1.67 0.96 0.84 1.79 0.53 1.71 4.46 0.91 0.47 1.40 0.65 1.27 P08754 GNAI3_HUMANreviewed Guanine nucleotide-binding protein G(k) subunit alpha (G(i) alpha-3)GNAI3 354 Homo sapiens (Human) 0.18 0.26 0.33 0.50 -0.15 -0.03 0.35 0.14 0.11 -0.36 0.02 0.29 0.04 0.22 0.24 -0.29 -0.07 0.06 -0.12 -0.20 -0.02 0.04 0.06 -0.05 -0.11 0.04 -0.14 1.20 1.26 1.41 0.90 0.98 1.27 1.10 1.08 0.78 1.02 1.22 1.03 1.17 0.82 1.18 0.96 1.03 1.04 0.97 0.92 0.91 204

1.07 0.89 0.03 1.12 0.79 0.99 0.86 0.03 1.13 0.76 0.98 0.70 0.00 1.19 0.59 0.83 1.31 1.01 0.86 1.16 0.88 1.17 P08758 ANXA5_HUMANreviewed Annexin A5 (Anchorin CII) (Annexin V) (Annexin-5) (Calphobindin I) (CBP-I) (Endonexin II) (Lipocortin V) (Placental anticoagulant protein 4) (PP4) (Placental anticoagulant protein I) (PAP-I) (Thromboplastin inhibitor) (Vascular anticoagulant-alpha) (VAC-alpha)ANXA5 ANX5 ENX2 PP4 320 Homo sapiens (Human) 0.39 0.94 0.39 0.42 0.06 0.16 -0.08 0.39 0.01 -0.52 0.39 0.26 -0.09 -0.17 -0.21 -0.19 -0.52 -0.07 -0.46 -0.33 0.07 0.29 0.00 -0.11 0.08 -0.03 -0.43 1.91 1.31 1.34 1.04 1.12 0.95 1.31 1.00 0.70 1.31 1.20 0.94 0.89 0.88 0.86 0.70 1.22 1.00 0.93 1.06 1.01 205

1.35 1.07 0.34 1.18 0.91 1.27 1.13 0.38 1.36 0.83 1.54 0.85 0.05 1.18 0.72 1.00 1.39 1.22 0.03 1.20 1.02 1.45 P08779 K1C16_HUMANreviewed Keratin, type I cytoskeletal 16 (Cytokeratin-16) (CK-16) (Keratin-16) (K16)KRT16 KRT16A 473 Homo sapiens (Human) -0.42 -1.18 0.69 -0.29 -0.83 -0.47 -0.18 -0.93 0.57 0.69 -0.19 0.26 -0.05 0.10 0.18 1.45 -0.24 0.15 0.57 1.01 0.59 0.02 0.07 2.13 0.14 0.27 0.68 0.44 1.61 0.82 0.56 0.72 0.88 0.53 1.49 1.61 0.88 1.19 0.96 1.07 2.74 1.13 0.85 1.02 1.05 4.38 1.10 1.22 206

1.08 0.81 0.16 1.54 0.52 1.24 0.75 0.23 2.09 0.36 1.56 0.76 0.22 1.99 0.38 1.50 1.57 1.10 0.45 1.57 0.70 1.73 P08962 CD63_HUMAN reviewed CD63 antigen (Granulophysin) (Lysosomal-associated membrane protein 3) (LAMP-3) (Melanoma-associated antigen ME491) (OMA81H) (Ocular melanoma-associated antigen) (Tetraspanin-30) (Tspan-30) (CD antigen CD63)CD63 MLA1 TSPAN30 238 Homo sapiens (Human) 0.25 -0.01 1.08 0.20 0.27 -0.29 0.06 0.74 0.25 -0.26 0.22 0.11 -0.88 -0.31 -0.42 0.11 -0.40 -0.07 -0.32 -0.32 -0.07 0.12 -0.42 0.60 -0.58 -0.07 -0.32 1.00 2.11 1.15 1.20 0.82 1.04 1.67 1.19 0.84 1.16 1.08 0.54 0.81 1.08 0.75 0.76 1.09 0.75 1.51 0.67 1.10 207

0.74 1.11 0.09 1.13 0.98 1.25 0.65 0.00 1.12 0.58 0.73 0.58 0.00 1.17 0.49 0.68 1.77 1.38 0.00 1.19 1.15 1.64 P09210 GSTA2_HUMANreviewed Glutathione S-transferase A2 (EC 2.5.1.18) (GST HA subunit 2) (GST class-alpha member 2) (GST-gamma) (GSTA2-2) (GTH2)GSTA2 GST2 222 Homo sapiens (Human) 0.14 0.63 0.09 -0.11 -0.20 0.28 0.10 0.83 -0.63 -0.97 0.20 0.58 -0.72 0.15 -0.63 -0.76 -0.79 -0.24 -0.38 -0.05 0.08 -0.41 0.75 -0.15 0.15 -0.15 -0.29 1.55 1.06 0.92 0.87 1.21 1.07 1.78 0.65 0.51 1.15 1.49 0.61 1.11 0.59 0.65 0.58 0.75 1.68 0.90 1.11 1.38 208

1.15 1.11 0.08 1.12 0.98 1.24 0.68 0.00 1.20 0.57 0.82 0.82 0.03 1.19 0.69 0.98 1.13 1.32 0.01 1.20 1.10 1.58 P09211 GSTP1_HUMANreviewed Glutathione S-transferase P (EC 2.5.1.18) (GST class-pi) (GSTP1-1)GSTP1 FAEES3 GST3 210 Homo sapiens (Human) 0.08 1.06 -0.61 0.07 -0.13 0.00 -0.07 0.91 -0.15 -0.68 0.22 0.01 -0.20 0.15 -0.55 -0.32 -0.28 -0.09 -0.17 -0.02 0.06 -0.09 0.36 -0.04 0.04 -0.05 -0.13 2.08 0.66 1.05 0.92 1.00 0.95 1.87 0.90 0.62 1.17 1.01 0.87 1.11 0.80 0.68 0.82 0.94 1.28 0.97 1.03 1.32 209

0.82 0.82 0.02 1.17 0.70 0.97 0.77 0.01 1.18 0.65 0.91 1.13 0.05 1.14 1.00 1.29 0.96 1.81 0.00 1.19 1.52 2.17 P09467 F16P1_HUMANreviewed Fructose-1,6-bisphosphatase 1 (FBPase 1) (EC 3.1.3.11) (D-fructose-1,6-bisphosphate 1-phosphohydrolase 1)FBP1 FBP 338 Homo sapiens (Human) 0.11 -0.55 0.94 -0.15 0.67 -0.36 0.03 0.11 -0.26 -0.09 -0.31 -0.38 -0.70 -0.28 -0.38 0.04 0.18 -0.18 -0.29 -0.20 -0.09 -0.11 -0.19 -0.04 -0.02 -0.16 -0.27 0.69 1.92 0.90 1.59 0.78 1.02 1.08 0.84 0.94 0.81 0.77 0.62 0.82 1.03 0.77 1.13 0.93 0.88 0.97 0.98 1.81 210

NA 0.56 NA NA NA NA 0.77 NA NA NA NA 1.14 NA NA NA NA 2.20 1.45 NA NA NA NA P09496 CLCA_HUMAN reviewed Clathrin light chain A (Lca)CLTA 248 Homo sapiens (Human) 0.11 -0.10 0.46 -0.33 0.47 0.04 -0.37 -0.22 -0.53 -0.66 0.06 0.58 0.06 -0.84 -0.38 -0.27 0.18 -0.22 -0.33 -0.51 -0.40 -0.50 -0.22 -0.69 -0.18 -0.26 -0.37 0.93 1.38 0.80 1.39 1.03 0.78 0.86 0.69 0.63 1.04 1.50 1.04 0.56 0.83 0.77 1.14 0.71 0.86 0.62 0.89 1.45 707

1.04 1.20 0.00 1.08 1.11 1.30 0.85 0.01 1.11 0.76 0.95 0.85 0.00 1.08 0.78 0.92 1.23 1.02 0.78 1.12 0.90 1.14 P09525 ANXA4_HUMANreviewed Annexin A4 (35-beta calcimedin) (Annexin IV) (Annexin-4) (Carbohydrate-binding protein p33/p41) (Chromobindin-4) (Endonexin I) (Lipocortin IV) (P32.5) (PP4-X) (Placental anticoagulant protein II) (PAP-II) (Protein II)ANXA4 ANX4 319 Homo sapiens (Human) 0.29 0.42 0.73 0.43 -0.34 0.20 0.18 0.07 -0.38 -0.32 0.36 0.17 -0.16 0.26 -0.23 -0.22 -0.24 -0.05 -0.33 -0.23 0.05 0.14 0.11 -0.02 -0.03 -0.02 -0.31 1.33 1.65 1.35 0.79 1.15 1.13 1.05 0.77 0.80 1.28 1.13 0.90 1.20 0.86 0.85 0.85 1.11 1.08 0.99 0.98 1.02 211

1.40 1.13 0.31 1.33 0.85 1.50 1.15 0.08 1.18 0.98 1.35 0.92 0.25 1.17 0.78 1.08 1.97 0.93 0.47 1.28 0.73 1.19 P09543 CN37_HUMAN reviewed 2',3'-cyclic-nucleotide 3'-phosphodiesterase (CNP) (CNPase) (EC 3.1.4.37)CNP 421 Homo sapiens (Human) 0.07 0.08 0.22 0.12 -0.11 0.05 0.00 0.12 -0.02 -0.04 0.25 0.24 0.17 0.18 0.20 -0.02 -0.12 0.09 0.01 -0.05 0.03 0.00 0.03 0.10 -0.03 0.07 0.00 1.06 1.17 1.09 0.93 1.03 1.00 1.08 0.98 0.98 1.19 1.18 1.12 1.13 0.98 1.15 0.92 1.00 1.02 1.07 0.98 0.93 212

1.15 0.84 0.13 1.28 0.66 1.07 1.19 0.31 1.48 0.81 1.76 1.04 0.60 1.19 0.87 1.24 2.32 1.32 0.28 1.78 0.74 2.34 P09758 TACD2_HUMANreviewed Tumor-associated calcium signal transducer 2 (Cell surface glycoprotein Trop-2) (Membrane component chromosome 1 surface marker 1) (Pancreatic carcinoma marker protein GA733-1)TACSTD2 GA733-1 M1S1 TROP2323 Homo sapiens (Human) 0.33 0.10 0.72 0.34 0.01 0.46 0.05 -0.52 -0.16 0.06 -0.08 0.65 -0.26 -0.25 0.25 0.00 0.06 -0.02 -0.35 -0.43 -0.11 -0.46 -0.03 0.01 0.04 -0.04 -0.37 1.07 1.65 1.26 1.01 1.38 1.03 0.70 0.89 1.04 0.95 1.57 0.84 0.84 1.00 1.19 1.04 0.73 0.98 1.01 1.03 1.32 213

6.47 0.79 0.35 2.33 0.34 1.83 1.17 0.34 1.71 0.68 2.00 2.02 0.28 7.84 0.26 15.82 0.97 0.66 0.06 1.60 0.41 1.05 P09871 C1S_HUMAN reviewed Complement C1s subcomponent (EC 3.4.21.42) (C1 esterase) (Complement component 1 subcomponent s) [Cleaved into: Complement C1s subcomponent heavy chain; Complement C1s subcomponent light chain]C1S 688 Homo sapiens (Human) -1.37 -1.93 -1.30 -1.11 -1.38 -1.13 0.39 -0.68 0.15 1.70 -0.78 -0.57 -0.08 -0.35 0.22 2.37 1.01 0.31 1.68 1.72 0.35 0.73 0.36 0.04 0.29 0.32 1.69 0.26 0.41 0.46 0.38 0.46 1.31 0.62 1.11 3.25 0.58 0.67 0.95 0.79 5.19 1.17 2.02 1.66 1.28 1.03 1.22 0.66 214

1.12 1.18 0.00 1.09 1.08 1.29 1.51 0.00 1.09 1.38 1.64 1.14 0.01 1.09 1.04 1.24 1.05 1.44 0.00 1.11 1.30 1.60 P09960 LKHA4_HUMANreviewed Leukotriene A-4 hydrolase (LTA-4 hydrolase) (EC 3.3.2.6) (Leukotriene A(4) hydrolase)LTA4H LTA4 611 Homo sapiens (Human) -0.47 0.22 -0.86 -0.01 -0.76 -0.95 0.56 0.68 0.21 0.29 0.04 -0.07 -0.14 0.24 0.59 0.17 0.18 0.25 0.73 0.85 0.38 0.45 0.48 0.31 0.27 0.29 0.76 1.16 0.55 0.99 0.59 0.52 1.48 1.61 1.16 1.22 1.03 0.95 0.91 1.18 1.13 1.51 1.14 1.37 1.39 1.24 1.21 1.44 215

1.33 0.93 0.02 1.06 0.87 0.99 1.36 0.00 1.05 1.29 1.43 2.09 0.00 1.08 1.94 2.25 0.98 0.77 0.00 1.07 0.72 0.82 P0C0L5 CO4B_HUMAN reviewed Complement C4-B (Basic complement C4) (C3 and PZP-like alpha-2-macroglobulin domain-containing protein 3) [Cleaved into: Complement C4 beta chain; Complement C4-B alpha chain; C4a anaphylatoxin; C4b-B; C4d-B; Complement C4 gamma chain]C4B CO4 CPAMD3; C4B_21744 Homo sapiens (Human) -0.57 -0.07 -0.84 -0.37 -1.12 -0.47 0.35 0.18 0.81 0.44 0.08 -0.09 0.30 -0.11 0.44 0.57 1.06 0.37 0.94 0.74 0.17 0.56 0.13 -0.09 0.08 0.31 0.89 0.96 0.56 0.77 0.46 0.72 1.28 1.13 1.75 1.36 1.05 0.94 1.23 0.93 1.49 1.36 2.09 1.47 1.10 0.94 1.05 0.77 216

6.19 1.59 0.24 3.37 0.47 5.35 0.86 0.26 1.53 0.56 1.31 1.06 0.75 1.92 0.55 2.03 0.94 1.19 0.23 1.56 0.77 1.86 P0CG05 LAC2_HUMAN reviewed Ig lambda-2 chain C regionsIGLC2 106 Homo sapiens (Human) -0.49 -0.73 -0.42 0.06 -0.55 -0.82 0.72 -0.62 0.48 0.60 -0.13 -0.75 0.37 0.67 -0.22 1.12 0.08 0.21 0.71 0.70 0.21 -0.20 0.02 0.87 0.14 0.21 0.70 0.60 0.75 1.04 0.68 0.56 1.65 0.65 1.39 1.52 0.92 0.60 1.29 1.59 2.18 0.86 1.06 0.87 1.01 1.82 1.10 1.19 217

0.71 1.15 0.05 1.15 1.00 1.31 1.19 0.06 1.21 0.99 1.45 0.78 0.02 1.22 0.63 0.95 1.08 0.68 0.00 1.18 0.58 0.80 P10301 RRAS_HUMAN reviewed Ras-related protein R-Ras (p23)RRAS 218 Homo sapiens (Human) 0.47 0.75 0.56 1.16 0.07 -0.20 0.11 -0.44 0.23 0.02 0.44 -0.20 -0.92 0.20 0.26 -0.31 -0.36 -0.09 -0.56 -0.55 -0.08 0.33 -0.36 0.10 -0.40 -0.09 -0.56 1.69 1.47 2.24 1.05 0.87 1.08 0.74 1.18 1.01 1.35 0.87 0.53 1.15 0.81 1.19 0.78 1.26 0.78 1.07 0.76 0.68 218

1.63 1.00 0.97 1.50 0.67 1.51 0.91 0.41 1.51 0.60 1.37 0.95 0.67 1.50 0.64 1.43 5.73 1.29 0.12 1.50 0.86 1.93 P10599 THIO_HUMAN reviewed Thioredoxin (Trx) (ATL-derived factor) (ADF) (Surface-associated sulphydryl protein) (SASP)TXN TRDX TRX TRX1 105 Homo sapiens (Human) 0.05 0.01 0.15 -0.07 -0.18 0.31 0.05 0.33 0.08 -0.22 0.02 0.36 0.12 0.01 -0.14 0.07 -0.07 0.05 0.01 0.15 0.19 0.15 0.60 0.13 -0.11 0.09 0.05 1.00 1.11 0.96 0.89 1.24 1.03 1.25 1.06 0.86 1.01 1.28 1.09 1.00 1.05 0.91 0.95 1.11 1.52 1.10 0.93 1.29 219

1.19 1.17 0.00 1.10 1.06 1.29 1.20 0.00 1.10 1.08 1.32 2.07 0.00 1.25 1.66 2.59 0.92 0.88 0.02 1.10 0.80 0.97 P10643 CO7_HUMAN reviewed Complement component C7C7 843 Homo sapiens (Human) -1.05 -1.14 -1.17 -0.86 -1.30 -0.79 0.51 -0.72 0.84 1.56 -0.76 -0.35 -0.10 0.23 0.26 1.47 1.05 0.36 1.42 1.10 0.05 0.09 0.14 0.06 -0.10 0.28 1.33 0.45 0.44 0.55 0.41 0.58 1.43 0.61 1.80 2.96 0.59 0.79 0.93 1.17 2.77 1.20 2.07 1.06 1.10 1.05 0.93 0.88 220

NA 1.03 NA NA NA NA 0.96 NA NA NA NA 0.80 NA NA NA NA 2.18 1.23 NA NA NA NA P10768 ESTD_HUMAN reviewed S-formylglutathione hydrolase (FGH) (EC 3.1.2.12) (Esterase D) (Methylumbelliferyl-acetate deacetylase) (EC 3.1.1.56)ESD 282 Homo sapiens (Human) -0.02 0.73 -0.36 -0.07 -0.44 0.04 0.42 0.85 -0.15 -0.08 0.31 0.29 0.24 0.05 -0.05 -0.26 -0.33 0.12 0.14 0.05 0.03 -0.04 0.32 -0.33 0.16 0.09 0.11 1.66 0.78 0.95 0.74 1.03 1.34 1.81 0.90 0.94 1.24 1.22 1.18 1.03 0.83 0.96 0.80 0.97 1.25 0.80 1.11 1.23 708

1.32 0.69 0.14 1.90 0.36 1.32 1.41 0.05 1.44 0.98 2.04 1.67 0.04 1.61 1.04 2.68 1.13 1.77 0.11 2.49 0.71 4.42 P10809 CH60_HUMAN reviewed 60 kDa heat shock protein, mitochondrial (60 kDa chaperonin) (Chaperonin 60) (CPN60) (Heat shock protein 60) (HSP-60) (Hsp60) (HuCHA60) (Mitochondrial matrix protein P1) (P60 lymphocyte protein)HSPD1 HSP60 573 Homo sapiens (Human) 0.11 -0.24 0.05 -0.07 0.90 -0.10 -0.38 -0.36 -0.20 0.06 -0.84 -0.16 -0.45 -0.53 0.50 -0.24 0.74 -0.17 -0.28 -0.49 -0.38 -0.69 -0.12 -0.58 -0.15 -0.23 -0.34 0.85 1.04 0.96 1.87 0.93 0.77 0.78 0.87 1.05 0.56 0.89 0.73 0.69 0.85 1.41 1.67 0.62 0.92 0.67 0.90 1.77 221

1.68 1.11 0.07 1.13 0.99 1.26 1.35 0.00 1.13 1.20 1.53 1.38 0.00 1.13 1.23 1.56 0.95 0.52 0.00 1.16 0.45 0.60 P10909 CLUS_HUMAN reviewed Clusterin (Aging-associated gene 4 protein) (Apolipoprotein J) (Apo-J) (Complement cytolysis inhibitor) (CLI) (Complement-associated protein SP-40,40) (Ku70-binding protein 1) (NA1/NA2) (Testosterone-repressed prostate message 2) (TRPM-2) [Cleaved into: Clusterin beta chain (ApoJalpha) (Complement cytolysis inhibitor a chain); Clusterin alpha chain (ApoJbeta) (Complement cytolysis inhibitor b chain)]CLU APOJ CLI KUB1 AAG4 449 Homo sapiens (Human) -0.47 -0.76 -0.86 -0.49 -0.01 -0.23 0.42 0.38 0.54 0.89 0.08 -0.24 0.47 0.16 0.44 0.29 0.47 0.35 0.82 0.71 0.24 0.30 0.22 0.36 0.09 0.32 0.79 0.59 0.55 0.71 0.99 0.85 1.34 1.30 1.45 1.85 1.06 0.85 1.39 1.11 1.22 1.35 1.38 1.23 1.16 1.28 1.07 0.52 222

1.11 1.00 0.93 1.12 0.89 1.11 1.07 0.16 1.10 0.97 1.17 0.96 0.37 1.10 0.87 1.06 1.19 1.27 0.01 1.18 1.08 1.50 P11142 HSP7C_HUMANreviewed Heat shock cognate 71 kDa protein (Heat shock 70 kDa protein 8)HSPA8 HSC70 HSP73 HSPA10646 Homo sapiens (Human) 0.27 0.39 0.17 0.56 0.04 0.20 -0.19 0.28 -0.16 0.09 -0.01 0.09 -0.10 -0.01 0.09 -0.02 -0.06 0.00 -0.27 -0.31 -0.04 -0.07 0.00 0.03 -0.14 -0.01 -0.28 1.31 1.13 1.47 1.03 1.15 0.88 1.21 0.89 1.06 0.99 1.07 0.93 1.00 0.99 1.07 0.96 0.95 1.00 1.02 0.91 1.27 223

4.06 0.83 0.01 1.14 0.73 0.95 1.26 0.01 1.15 1.10 1.44 0.84 0.36 1.55 0.54 1.29 1.88 0.64 0.01 1.34 0.48 0.86 P11215 ITAM_HUMAN reviewed Integrin alpha-M (CD11 antigen-like family member B) (CR-3 alpha chain) (Cell surface glycoprotein MAC-1 subunit alpha) (Leukocyte adhesion receptor MO1) (Neutrophil adherence receptor) (CD antigen CD11b)ITGAM CD11B CR3A 1152 Homo sapiens (Human) -0.64 -1.22 -0.60 -0.38 -1.38 0.40 0.09 -0.66 0.38 0.27 -0.27 0.28 1.59 -0.27 0.33 -0.03 -0.26 0.13 0.77 1.15 0.51 0.28 0.92 0.58 0.28 0.23 0.87 0.43 0.66 0.77 0.38 1.32 1.06 0.63 1.30 1.20 0.83 1.21 3.02 0.83 0.98 1.26 0.84 1.21 1.89 1.50 1.21 0.64 224

1.31 1.01 0.98 1.71 0.59 1.72 1.02 0.95 1.77 0.58 1.79 0.74 0.20 1.65 0.45 1.22 1.44 1.08 0.74 1.75 0.62 1.90 P11216 PYGB_HUMAN reviewed Glycogen phosphorylase, brain form (EC 2.4.1.1)PYGB 843 Homo sapiens (Human) -0.18 0.24 -0.69 0.01 0.10 -0.53 0.10 0.26 -0.08 0.13 0.29 -0.03 -0.29 0.01 0.02 -0.62 -0.43 -0.06 0.12 0.03 -0.14 0.07 -0.11 -0.39 -0.13 -0.08 0.10 1.18 0.62 1.01 1.07 0.69 1.07 1.20 0.94 1.09 1.23 0.98 0.82 1.01 0.65 1.02 0.74 1.05 0.93 0.76 0.91 1.08 225

9.59 1.14 0.42 3.64 0.31 4.15 0.98 0.87 3.63 0.27 3.55 0.61 0.32 33.49 0.02 20.26 4.09 0.68 0.36 22.38 0.03 15.28 P11233 RALA_HUMAN reviewed Ras-related protein Ral-ARALA RAL 206 Homo sapiens (Human) 0.30 0.30 0.39 0.62 0.08 0.11 0.11 -0.19 -0.03 0.01 0.45 0.05 -0.50 0.19 -0.03 -0.57 -0.72 -0.11 -0.41 -0.30 0.00 0.16 -0.11 -0.14 0.07 -0.08 -0.38 1.23 1.31 1.54 1.05 1.08 1.08 0.88 0.98 1.01 1.37 1.04 0.71 1.14 0.67 0.98 0.61 1.12 0.93 0.91 1.05 0.68 226

2.06 0.92 0.32 1.21 0.76 1.11 0.95 0.38 1.14 0.83 1.08 1.29 0.05 1.29 1.00 1.66 1.32 1.18 0.18 1.30 0.91 1.53 P11413 G6PD_HUMAN reviewed Glucose-6-phosphate 1-dehydrogenase (G6PD) (EC 1.1.1.49)G6PD 515 Homo sapiens (Human) -0.02 0.00 -0.57 0.37 0.24 -0.14 -0.23 0.53 0.11 0.33 0.00 -0.05 0.63 -0.12 -0.08 -0.27 0.37 0.11 0.13 -0.14 -0.16 -0.08 -0.09 -0.39 -0.07 0.04 0.06 1.00 0.67 1.30 1.18 0.91 0.85 1.45 1.08 1.25 1.00 0.97 1.55 0.92 0.83 0.95 1.29 0.95 0.94 0.76 0.95 1.18 227

1.57 1.19 0.05 1.19 1.00 1.42 1.20 0.04 1.19 1.01 1.43 1.39 0.01 1.19 1.17 1.66 1.09 1.05 0.52 1.19 0.88 1.25 P11586 C1TC_HUMAN reviewed C-1-tetrahydrofolate synthase, cytoplasmic (C1-THF synthase) [Cleaved into: C-1-tetrahydrofolate synthase, cytoplasmic, N-terminally processed] [Includes: Methylenetetrahydrofolate dehydrogenase (EC 1.5.1.5); Methenyltetrahydrofolate cyclohydrolase (EC 3.5.4.9); Formyltetrahydrofolate synthetase (EC 6.3.4.3)]MTHFD1 MTHFC MTHFD 935 Homo sapiens (Human) -0.17 0.36 -0.90 0.17 -0.32 -0.15 0.09 0.16 0.17 0.10 -0.12 -0.21 0.31 0.26 0.27 0.25 0.48 0.16 0.32 0.26 0.09 0.03 0.06 0.02 0.26 0.14 0.31 1.28 0.54 1.13 0.80 0.90 1.06 1.11 1.13 1.07 0.92 0.86 1.24 1.19 1.19 1.20 1.39 1.02 1.05 1.01 1.20 1.05 228

10.29 0.54 0.27 3.26 0.17 1.76 0.67 0.00 1.28 0.53 0.86 1.25 0.36 1.70 0.74 2.13 1.43 0.48 0.07 2.25 0.21 1.07 P11678 PERE_HUMAN reviewed Eosinophil peroxidase (EPO) (EC 1.11.1.7) [Cleaved into: Eosinophil peroxidase light chain; Eosinophil peroxidase heavy chain]EPX EPER EPO EPP 715 Homo sapiens (Human) -1.67 -3.69 -1.81 -0.81 -0.98 -1.04 -1.67 -1.05 0.57 1.16 -1.12 0.28 2.89 -0.89 -0.58 -0.95 0.33 -0.09 1.57 0.92 -0.75 -2.85 -0.30 0.16 -0.01 -0.27 1.40 0.08 0.29 0.57 0.51 0.49 0.31 0.48 1.48 2.24 0.46 1.22 7.40 0.54 0.52 0.67 1.25 0.14 0.81 1.12 1.00 0.48 229

3.73 0.97 0.81 3.69 0.26 3.57 1.04 0.76 3.68 0.28 3.84 0.76 0.23 3.70 0.20 2.80 1.88 0.85 0.52 9.34 0.09 7.94 P11684 UTER_HUMAN reviewed Uteroglobin (Clara cell phospholipid-binding protein) (CCPBP) (Clara cells 10 kDa secretory protein) (CC10) (Secretoglobin family 1A member 1) (Urinary protein 1) (UP-1) (UP1) (Urine protein 1)SCGB1A1 CC10 CCSP UGB 91 Homo sapiens (Human) 0.14 -0.57 0.33 1.20 -0.74 0.49 0.64 0.07 -0.25 -0.47 0.38 0.08 0.01 -0.04 0.06 0.14 -0.40 0.02 -0.12 -0.20 -0.06 0.55 -0.34 -0.17 -0.30 0.00 -0.14 0.67 1.26 2.30 0.60 1.40 1.56 1.05 0.84 0.72 1.30 1.06 1.01 0.97 1.10 1.04 0.76 1.47 0.79 0.89 0.81 0.85 230

53.37 1.05 0.71 3.84 0.27 4.04 1.06 0.67 3.83 0.28 4.06 0.89 0.46 3.84 0.23 3.41 NA 0.84 0.35 3.84 0.22 3.23 P11717 MPRI_HUMAN reviewed Cation-independent mannose-6-phosphate receptor (CI Man-6-P receptor) (CI-MPR) (M6PR) (300 kDa mannose 6-phosphate receptor) (MPR 300) (Insulin-like growth factor 2 receptor) (Insulin-like growth factor II receptor) (IGF-II receptor) (M6P/IGF2 receptor) (M6P/IGF2R) (CD antigen CD222)IGF2R MPRI 2491 Homo sapiens (Human) 0.16 -0.07 0.28 0.28 0.44 -0.13 -0.18 0.02 0.21 0.19 0.21 0.31 0.38 0.07 0.09 0.61 -0.17 0.16 0.00 -0.29 -0.12 0.11 -0.41 -0.35 0.15 0.08 -0.08 0.96 1.22 1.21 1.36 0.91 0.88 1.01 1.16 1.14 1.15 1.24 1.30 1.05 1.52 1.06 0.89 1.08 0.75 0.78 1.11 0.84 771

1.63 0.77 0.23 1.90 0.41 1.47 0.98 0.83 1.50 0.65 1.46 1.45 0.09 1.69 0.86 2.45 1.72 1.76 0.03 1.50 1.18 2.64 P11940 PABP1_HUMANreviewed Polyadenylate-binding protein 1 (PABP-1) (Poly(A)-binding protein 1)PABPC1 PAB1 PABP1 PABPC2636 Homo sapiens (Human) -0.12 -0.41 -0.10 -0.20 0.48 -0.36 0.02 0.32 0.02 -0.08 0.03 0.46 0.12 -0.37 -0.03 0.34 0.54 0.13 0.24 0.08 -0.04 -0.29 0.21 -0.04 -0.05 0.08 0.20 0.75 0.93 0.87 1.40 0.78 1.01 1.25 1.02 0.95 1.02 1.37 1.09 0.77 1.26 0.98 1.45 0.82 1.16 0.97 0.97 1.76 231

3.97 0.97 0.83 3.98 0.24 3.86 0.82 0.50 11.68 0.07 9.62 0.93 0.63 3.99 0.23 3.72 NA 0.76 0.24 3.96 0.19 3.00 P12273 PIP_HUMAN reviewed Prolactin-inducible protein (Gross cystic disease fluid protein 15) (GCDFP-15) (Prolactin-induced protein) (Secretory actin-binding protein) (SABP) (gp17)PIP GCDFP15 GPIP4 146 Homo sapiens (Human) -0.27 -0.69 -0.49 -0.08 -1.02 0.90 -0.11 0.70 0.00 0.30 0.11 -0.17 -0.02 -0.04 -0.28 -0.08 -0.10 0.03 0.30 0.31 0.03 0.10 -0.02 0.25 -0.19 0.03 0.30 0.62 0.71 0.95 0.49 1.87 0.93 1.63 1.00 1.23 1.08 0.89 0.98 0.97 0.94 0.82 0.93 1.07 0.99 1.19 0.88 0.76 772

1.08 1.15 0.05 1.15 1.00 1.32 0.87 0.20 1.25 0.70 1.09 0.86 0.28 1.37 0.62 1.17 1.76 1.04 0.50 1.15 0.91 1.20 P12277 KCRB_HUMAN reviewed Creatine kinase B-type (EC 2.7.3.2) (B-CK) (Creatine kinase B chain)CKB CKBB 381 Homo sapiens (Human) -0.16 0.92 -1.27 0.43 -0.71 -0.16 0.81 0.67 -0.04 -0.58 -0.04 0.59 -0.35 0.20 -0.20 -0.02 -0.22 0.07 0.23 0.03 -0.13 -0.07 -0.06 -0.33 -0.05 0.02 0.18 1.90 0.42 1.35 0.61 0.89 1.75 1.59 0.97 0.67 0.98 1.51 0.78 1.15 0.99 0.87 0.86 0.95 0.96 0.79 0.97 1.04 232

2.12 0.92 0.27 1.17 0.79 1.08 1.07 0.42 1.20 0.89 1.28 0.80 0.14 1.37 0.58 1.10 1.18 0.76 0.09 1.38 0.55 1.06 P12429 ANXA3_HUMANreviewed Annexin A3 (35-alpha calcimedin) (Annexin III) (Annexin-3) (Inositol 1,2-cyclic phosphate 2-phosphohydrolase) (Lipocortin III) (Placental anticoagulant protein III) (PAP-III)ANXA3 ANX3 323 Homo sapiens (Human) 0.43 0.32 0.56 0.91 -0.24 0.58 -0.42 -0.38 0.17 -0.08 0.13 0.06 0.76 -0.11 0.09 -0.23 -0.32 -0.03 -0.46 -0.57 -0.14 0.03 -0.50 -0.02 -0.08 -0.06 -0.49 1.25 1.48 1.88 0.85 1.49 0.75 0.77 1.12 0.95 1.09 1.04 1.69 0.92 0.85 1.07 0.80 1.02 0.71 0.99 0.95 0.76 233

3.19 0.87 0.10 1.20 0.72 1.04 0.90 0.18 1.19 0.76 1.07 1.21 0.09 1.26 0.96 1.52 1.16 0.88 0.13 1.19 0.74 1.05 P12814 ACTN1_HUMANreviewed Alpha-actinin-1 (Alpha-actinin cytoskeletal isoform) (F-actin cross-linking protein) (Non-muscle alpha-actinin-1)ACTN1 892 Homo sapiens (Human) 0.06 -0.17 -0.16 -0.04 0.55 0.13 0.01 0.00 0.21 -0.04 -0.09 -0.07 1.04 -0.21 -0.15 -0.10 0.27 0.08 0.02 -0.17 -0.11 -0.04 -0.14 -0.17 -0.09 0.03 -0.03 0.89 0.89 0.97 1.47 1.10 1.01 1.00 1.15 0.97 0.94 0.96 2.05 0.87 0.93 0.90 1.21 0.97 0.91 0.89 0.94 0.88 234

1.17 1.40 0.01 1.22 1.15 1.71 1.25 0.04 1.21 1.03 1.51 0.98 0.77 1.21 0.81 1.19 1.29 1.16 0.11 1.22 0.95 1.40 P12821 ACE_HUMAN reviewed Angiotensin-converting enzyme (ACE) (EC 3.2.1.-) (EC 3.4.15.1) (Dipeptidyl carboxypeptidase I) (Kininase II) (CD antigen CD143) [Cleaved into: Angiotensin-converting enzyme, soluble form]ACE DCP DCP1 1306 Homo sapiens (Human) -0.17 -0.24 0.26 -0.09 -0.34 -0.42 0.48 0.22 0.02 -0.02 0.11 0.02 -0.29 0.49 0.32 0.12 -0.03 0.13 0.30 0.51 0.35 0.42 0.49 0.14 0.32 0.19 0.35 0.85 1.19 0.94 0.79 0.75 1.39 1.16 1.02 0.99 1.08 1.01 0.82 1.40 1.09 1.25 0.98 1.34 1.40 1.11 1.25 1.16 235

1.33 1.11 0.27 1.28 0.87 1.43 1.18 0.22 1.40 0.84 1.64 0.93 0.65 1.54 0.61 1.44 1.26 0.87 0.16 1.28 0.68 1.11 P12931 SRC_HUMAN reviewed Proto-oncogene tyrosine-protein kinase Src (EC 2.7.10.2) (Proto-oncogene c-Src) (pp60c-src) (p60-Src)SRC SRC1 536 Homo sapiens (Human) 0.21 0.08 0.21 0.59 -0.04 0.23 -0.19 -0.02 -0.17 -0.31 0.02 -0.01 -0.12 0.15 0.23 -0.41 -0.10 -0.08 -0.30 -0.18 0.03 -0.18 0.11 0.13 0.05 -0.05 -0.27 1.06 1.15 1.50 0.97 1.17 0.87 0.99 0.89 0.81 1.02 0.99 0.92 1.11 0.75 1.18 0.93 0.88 1.08 1.09 1.03 0.87 773

1.09 0.82 0.01 1.16 0.71 0.95 0.98 0.72 1.13 0.87 1.11 1.54 0.00 1.13 1.36 1.74 1.47 0.80 0.01 1.17 0.68 0.94 P12956 XRCC6_HUMANreviewed X-ray repair cross-complementing protein 6 (EC 3.6.4.-) (EC 4.2.99.-) (5'-deoxyribose-5-phosphate lyase Ku70) (5'-dRP lyase Ku70) (70 kDa subunit of Ku antigen) (ATP-dependent DNA helicase 2 subunit 1) (ATP-dependent DNA helicase II 70 kDa subunit) (CTC box-binding factor 75 kDa subunit) (CTC75) (CTCBF) (DNA repair protein XRCC6) (Lupus Ku autoantigen protein p70) (Ku70) (Thyroid-lupus autoantigen) (TLAA) (X-ray repair complementing defective repair in Chinese hamster cells 6)XRCC6 G22P1 609 Homo sapiens (Human) 0.12 -0.44 0.57 -0.42 0.35 0.56 -0.49 -0.44 -0.23 0.08 -0.24 0.36 -0.05 -0.28 -0.03 -0.04 0.62 -0.07 -0.19 -0.24 -0.12 -0.44 0.27 -0.26 -0.04 -0.08 -0.21 0.74 1.49 0.75 1.28 1.47 0.71 0.74 0.85 1.06 0.85 1.29 0.96 0.82 0.98 0.98 1.54 0.74 1.20 0.83 0.97 0.80 236

1.68 0.81 0.01 1.15 0.71 0.93 0.94 0.31 1.15 0.81 1.08 1.49 0.01 1.29 1.15 1.92 1.46 0.88 0.23 1.26 0.70 1.11 P13010 XRCC5_HUMANreviewed X-ray repair cross-complementing protein 5 (EC 3.6.4.-) (86 kDa subunit of Ku antigen) (ATP-dependent DNA helicase 2 subunit 2) (ATP-dependent DNA helicase II 80 kDa subunit) (CTC box-binding factor 85 kDa subunit) (CTC85) (CTCBF) (DNA repair protein XRCC5) (Ku80) (Ku86) (Lupus Ku autoantigen protein p86) (Nuclear factor IV) (Thyroid-lupus autoantigen) (TLAA) (X-ray repair complementing defective repair in Chinese hamster cells 5 (double-strand-break rejoining))XRCC5 G22P2 732 Homo sapiens (Human) 0.12 -0.35 0.34 -0.20 0.19 0.64 -0.36 -0.52 -0.16 0.21 -0.02 0.27 0.21 -0.30 -0.09 -0.34 0.57 -0.05 -0.17 -0.29 -0.17 -0.47 0.13 -0.38 0.05 -0.08 -0.21 0.78 1.27 0.87 1.14 1.56 0.78 0.70 0.90 1.16 0.99 1.20 1.15 0.81 0.79 0.94 1.49 0.72 1.10 0.77 1.03 0.88 237

8.61 0.94 0.64 3.76 0.25 3.52 0.81 0.30 3.77 0.22 3.07 0.57 0.12 3.69 0.15 2.11 5.70 1.14 0.54 6.36 0.18 7.24 P13473 LAMP2_HUMANreviewed Lysosome-associated membrane glycoprotein 2 (LAMP-2) (Lysosome-associated membrane protein 2) (CD107 antigen-like family member B) (CD antigen CD107b)LAMP2 410 Homo sapiens (Human) 0.17 -0.16 0.87 0.08 0.13 -0.06 -0.37 0.62 0.21 -0.42 0.03 0.16 -0.02 -0.10 -0.30 -0.09 -0.81 -0.10 -0.27 -0.33 -0.16 -0.27 -0.45 -0.15 0.22 -0.11 -0.29 0.90 1.83 1.06 1.09 0.96 0.77 1.54 1.16 0.75 1.02 1.12 0.99 0.94 0.94 0.81 0.57 0.83 0.73 0.90 1.17 1.14 238

1.60 1.10 0.12 1.14 0.97 1.25 1.17 0.08 1.19 0.98 1.39 1.09 0.14 1.14 0.96 1.24 1.43 1.17 0.03 1.15 1.02 1.34 P13489 RINI_HUMAN reviewed Ribonuclease inhibitor (Placental ribonuclease inhibitor) (Placental RNase inhibitor) (Ribonuclease/angiogenin inhibitor 1) (RAI)RNH1 PRI RNH 461 Homo sapiens (Human) -0.11 0.04 -0.57 0.22 0.08 -0.31 0.36 0.26 0.10 -0.11 0.21 0.23 0.40 0.14 0.22 -0.06 0.13 0.17 0.28 0.03 -0.08 -0.13 -0.05 -0.03 -0.12 0.10 0.21 1.02 0.68 1.17 1.06 0.81 1.28 1.20 1.07 0.92 1.16 1.17 1.32 1.10 0.96 1.17 1.09 0.92 0.97 0.98 0.92 1.17 239

1.37 0.99 0.93 1.20 0.83 1.19 1.05 0.72 1.32 0.79 1.39 1.02 0.92 1.45 0.70 1.47 1.32 1.07 0.64 1.33 0.80 1.42 P13639 EF2_HUMAN reviewed Elongation factor 2 (EF-2)EEF2 EF2 858 Homo sapiens (Human) -0.12 0.28 -0.54 0.34 -0.24 -0.45 0.25 0.37 0.17 -0.19 0.16 0.20 0.05 -0.01 0.07 -0.17 0.02 0.08 0.20 0.26 0.14 0.02 0.23 0.22 0.10 0.10 0.22 1.22 0.69 1.27 0.85 0.73 1.19 1.29 1.13 0.88 1.12 1.15 1.03 0.99 0.89 1.05 1.02 1.01 1.18 1.16 1.07 1.07 240

1.27 1.14 0.01 1.10 1.03 1.26 1.17 0.01 1.10 1.06 1.29 0.82 0.00 1.12 0.73 0.92 1.16 1.10 0.05 1.10 1.00 1.22 P13647 K2C5_HUMAN reviewed Keratin, type II cytoskeletal 5 (58 kDa cytokeratin) (Cytokeratin-5) (CK-5) (Keratin-5) (K5) (Type-II keratin Kb5)KRT5 590 Homo sapiens (Human) -0.38 -0.73 0.94 -0.44 -1.04 -0.64 -0.35 -0.92 0.81 0.64 -0.14 0.09 0.03 0.19 0.22 1.13 -0.29 0.13 0.51 0.86 0.48 0.26 0.20 1.18 0.29 0.22 0.60 0.60 1.92 0.74 0.49 0.64 0.78 0.53 1.75 1.55 0.91 1.06 1.02 1.14 2.20 1.17 0.82 1.19 1.15 2.26 1.22 1.10 241

1.57 1.09 0.31 1.23 0.89 1.35 1.38 0.02 1.26 1.09 1.74 1.59 0.00 1.23 1.29 1.97 2.88 0.96 0.66 1.30 0.73 1.24 P13671 CO6_HUMAN reviewed Complement component C6C6 934 Homo sapiens (Human) -0.95 -1.22 -0.53 -0.94 -1.60 -0.45 0.81 -0.31 0.64 1.20 -0.51 -0.54 0.35 0.13 0.46 1.17 0.67 0.37 1.32 1.30 0.35 0.77 0.49 -0.14 0.29 0.37 1.31 0.43 0.69 0.52 0.33 0.73 1.76 0.81 1.56 2.31 0.70 0.69 1.28 1.09 2.25 1.38 1.59 1.70 1.41 0.91 1.22 0.96 242

1.41 0.78 0.09 1.37 0.57 1.07 0.76 0.09 1.43 0.53 1.09 0.74 0.62 5.86 0.13 4.31 1.17 1.32 0.25 1.85 0.71 2.43 P13716 HEM2_HUMANreviewed Delta-aminolevulinic acid dehydratase (ALADH) (EC 4.2.1.24) (Porphobilinogen synthase)ALAD 330 Homo sapiens (Human) 0.17 0.10 0.64 0.12 0.28 -0.27 -0.07 -0.28 0.24 0.41 0.18 -0.15 0.05 -0.36 -0.40 0.50 -0.44 -0.03 -0.20 -0.19 -0.02 -0.03 -0.13 0.00 0.08 -0.03 -0.20 1.07 1.55 1.09 1.22 0.83 0.95 0.82 1.18 1.33 1.14 0.90 1.04 0.78 1.42 0.76 0.74 0.98 0.92 1.00 1.06 1.32 243

4.50 2.73 0.19 48.01 0.06 131.14 0.41 0.41 5195.52 0.00 2132.57 0.32 0.34 5854.25 0.00 1858.40 0.71 0.75 0.94 1930000000000000.00 0.00 1450000000000000.00 P13760 2B14_HUMAN reviewed HLA class II histocompatibility antigen, DRB1-4 beta chain (MHC class II antigen DRB1*4) (DR-4) (DR4)HLA-DRB1 266 Homo sapiens (Human) -0.05 1.57 -0.83 -1.00 -1.08 1.07 -1.08 -1.77 -1.21 -0.48 1.52 -1.43 -0.68 1.45 -1.28 1.49 -1.66 -0.47 -0.41 0.19 0.14 0.38 -1.31 1.83 -0.34 -0.31 -0.25 2.97 0.56 0.50 0.47 2.11 0.47 0.29 0.43 0.72 2.86 0.37 0.62 2.73 2.80 0.41 0.32 1.30 0.40 3.55 0.79 0.75 244

11.36 2.52 0.10 5.94 0.42 14.94 0.48 0.17 13.46 0.04 6.49 0.48 0.28 74.43 0.01 36.09 18.01 0.52 0.10 3.92 0.13 2.03 P13761 2B17_HUMAN reviewed HLA class II histocompatibility antigen, DRB1-7 beta chain (MHC class II antigen DRB1*7) (DR-7) (DR7)HLA-DRB1 266 Homo sapiens (Human) -1.13 -2.10 -1.97 -1.19 1.40 -1.79 -1.45 2.04 -1.29 -0.49 -1.45 -1.52 1.45 1.33 -1.05 -0.39 -1.04 -0.35 0.78 -0.08 -1.22 -2.29 -1.69 -0.38 -0.50 -0.58 0.55 0.23 0.25 0.44 2.64 0.29 0.37 4.12 0.41 0.71 0.37 0.35 2.73 2.52 0.76 0.48 0.48 0.20 0.31 0.77 0.71 0.52 245

1.55 0.96 0.32 1.08 0.89 1.04 1.02 0.65 1.08 0.94 1.10 1.41 0.00 1.10 1.28 1.55 0.96 1.28 0.00 1.10 1.17 1.41 P13796 PLSL_HUMAN reviewed Plastin-2 (L-plastin) (LC64P) (Lymphocyte cytosolic protein 1) (LCP-1)LCP1 PLS2 627 Homo sapiens (Human) -0.06 -0.11 -0.62 0.19 0.70 -0.46 -0.22 -0.04 0.13 -0.14 -0.08 -0.25 0.42 -0.06 0.02 0.06 0.50 0.03 0.09 0.07 0.01 -0.04 0.15 -0.13 0.07 0.03 0.09 0.92 0.65 1.14 1.62 0.73 0.86 0.97 1.09 0.90 0.94 0.84 1.34 0.96 1.04 1.02 1.41 0.97 1.11 0.91 1.05 1.28 246

NA 1.14 NA NA NA NA 1.04 NA NA NA NA 0.87 NA NA NA NA 3.77 0.78 NA NA NA NA P13797 PLST_HUMAN reviewed Plastin-3 (T-plastin)PLS3 630 Homo sapiens (Human) 0.05 -0.24 -0.09 0.21 0.06 0.33 -0.11 0.00 0.09 0.21 0.51 0.10 -0.07 0.19 0.06 0.33 -0.21 0.10 0.05 0.10 0.15 0.35 0.05 0.18 0.03 0.11 0.06 0.85 0.94 1.16 1.04 1.26 0.93 1.00 1.06 1.16 1.43 1.07 0.95 1.14 1.25 1.04 0.87 1.27 1.04 1.13 1.02 0.78 709

1.39 0.72 0.15 1.63 0.44 1.18 0.85 0.07 1.20 0.71 1.02 1.32 0.04 1.29 1.02 1.70 1.34 1.60 0.02 1.44 1.11 2.30 P13798 ACPH_HUMAN reviewed Acylamino-acid-releasing enzyme (AARE) (EC 3.4.19.1) (Acyl-peptide hydrolase) (APH) (Acylaminoacyl-peptidase) (Oxidized protein hydrolase) (OPH)APEH D3F15S2 D3S48E DNF15S2732 Homo sapiens (Human) 0.27 0.04 0.72 -0.31 0.62 0.26 -0.18 -0.10 0.03 -0.73 -0.54 0.14 0.04 -0.47 -0.24 -0.39 0.40 -0.19 -0.45 -0.56 -0.30 -0.46 -0.26 -0.38 -0.08 -0.21 -0.48 1.03 1.65 0.81 1.54 1.20 0.88 0.93 1.02 0.60 0.69 1.10 1.03 0.72 0.76 0.85 1.32 0.73 0.83 0.77 0.95 1.60 247

2.25 1.43 0.18 1.79 0.79 2.56 0.85 0.09 1.22 0.69 1.04 0.85 0.07 1.19 0.72 1.02 1.18 0.89 0.21 1.24 0.71 1.10 P13861 KAP2_HUMAN reviewed cAMP-dependent protein kinase type II-alpha regulatory subunitPRKAR2A PKR2 PRKAR2 404 Homo sapiens (Human) -0.01 0.06 0.26 -0.26 0.05 -0.14 -0.04 0.04 -0.36 0.09 0.64 -0.01 0.25 0.51 -0.24 -0.04 -0.23 0.06 0.06 0.01 0.00 0.09 -0.13 -0.01 0.06 0.04 0.05 1.04 1.20 0.83 1.03 0.90 0.97 1.03 0.78 1.07 1.55 0.99 1.19 1.43 0.97 0.85 0.85 1.07 0.91 0.99 1.04 0.89 248

1.44 1.50 0.13 2.03 0.74 3.04 1.33 0.08 1.43 0.93 1.91 0.85 0.19 1.43 0.59 1.22 1.67 0.90 0.41 1.54 0.58 1.39 P13987 CD59_HUMAN reviewed CD59 glycoprotein (1F5 antigen) (20 kDa homologous restriction factor) (HRF-20) (HRF20) (MAC-inhibitory protein) (MAC-IP) (MEM43 antigen) (Membrane attack complex inhibition factor) (MACIF) (Membrane inhibitor of reactive lysis) (MIRL) (Protectin) (CD antigen CD59)CD59 MIC11 MIN1 MIN2 MIN3 MSK21128 Homo sapiens (Human) 0.19 0.05 0.47 0.57 -0.09 -0.04 -0.02 0.06 -0.23 -0.58 0.45 0.23 0.01 0.58 0.41 -0.08 -0.23 0.05 -0.14 -0.53 -0.34 -0.02 -0.48 -0.26 -0.59 -0.05 -0.24 1.04 1.38 1.48 0.94 0.97 0.99 1.04 0.86 0.67 1.37 1.17 1.01 1.50 0.95 1.33 0.85 0.98 0.71 0.83 0.67 0.90 249

NA 1.28 NA NA NA NA 0.74 NA NA NA NA 0.71 NA NA NA NA 13.61 0.93 NA NA NA NA P14174 MIF_HUMAN reviewed Macrophage migration inhibitory factor (MIF) (EC 5.3.2.1) (Glycosylation-inhibiting factor) (GIF) (L-dopachrome isomerase) (L-dopachrome tautomerase) (EC 5.3.3.12) (Phenylpyruvate tautomerase)MIF GLIF MMIF 115 Homo sapiens (Human) 0.31 1.08 0.00 0.12 -0.11 0.43 0.46 0.31 -0.10 0.10 0.39 0.42 0.02 0.35 -0.44 -0.06 -0.50 0.09 -0.22 -0.16 0.15 0.45 0.06 0.17 -0.10 0.10 -0.20 2.12 1.00 1.09 0.93 1.35 1.37 1.24 0.94 1.07 1.31 1.34 1.02 1.28 0.96 0.74 0.71 1.37 1.04 1.13 0.93 0.93 710

0.90 1.23 0.14 1.35 0.91 1.66 1.38 0.00 1.19 1.17 1.64 0.97 0.74 1.22 0.80 1.18 1.37 1.08 0.40 1.25 0.87 1.35 P14384 CBPM_HUMANreviewed Carboxypeptidase M (CPM) (EC 3.4.17.12)CPM 443 Homo sapiens (Human) 0.00 0.27 0.00 0.33 -0.33 -0.24 0.10 -0.16 0.02 -0.07 -0.01 0.22 -0.48 0.30 0.47 0.19 -0.04 0.05 0.05 0.32 0.32 0.19 0.41 0.59 0.09 0.12 0.12 1.20 1.00 1.25 0.79 0.84 1.07 0.90 1.01 0.95 1.00 1.16 0.71 1.23 1.14 1.38 0.97 1.14 1.33 1.51 1.06 1.08 250

1.23 1.19 0.03 1.15 1.03 1.37 1.13 0.09 1.15 0.98 1.30 1.16 0.04 1.15 1.01 1.34 1.48 1.20 0.02 1.15 1.04 1.38 P14550 AK1A1_HUMANreviewed Alcohol dehydrogenase [NADP(+)] (EC 1.1.1.2) (Aldehyde reductase) (Aldo-keto reductase family 1 member A1)AKR1A1 ALDR1 ALR 325 Homo sapiens (Human) -0.13 0.46 -0.52 0.28 -0.56 -0.30 -0.28 0.57 0.06 -0.23 0.18 0.36 -0.17 0.25 0.17 0.05 0.22 0.11 0.23 0.25 0.12 0.06 0.11 0.13 0.19 0.11 0.24 1.38 0.70 1.21 0.68 0.81 0.82 1.49 1.04 0.85 1.13 1.28 0.89 1.19 1.04 1.13 1.16 1.04 1.08 1.09 1.14 1.20 251

1.91 1.09 0.03 1.08 1.01 1.17 1.24 0.00 1.08 1.15 1.35 1.16 0.01 1.12 1.03 1.30 1.24 1.16 0.00 1.10 1.05 1.27 P14618 KPYM_HUMANreviewed Pyruvate kinase PKM (EC 2.7.1.40) (Cytosolic thyroid hormone-binding protein) (CTHBP) (Opa-interacting protein 3) (OIP-3) (Pyruvate kinase 2/3) (Pyruvate kinase muscle isozyme) (Thyroid hormone-binding protein 1) (THBP1) (Tumor M2-PK) (p58)PKM OIP3 PK2 PK3 PKM2 531 Homo sapiens (Human) -0.24 0.15 -0.80 0.02 -0.35 -0.20 0.41 0.43 0.18 0.18 0.16 0.20 0.65 0.12 0.32 0.10 0.21 0.27 0.51 0.22 -0.02 0.00 0.10 -0.05 -0.11 0.19 0.43 1.11 0.58 1.01 0.78 0.87 1.33 1.35 1.14 1.14 1.12 1.15 1.57 1.09 1.07 1.24 1.16 1.00 1.07 0.96 0.93 1.16 252

4.07 1.10 0.52 3.57 0.31 3.92 0.89 0.46 3.58 0.25 3.20 1.88 0.12 4.48 0.42 8.41 6.20 1.02 0.86 3.57 0.29 3.65 P14625 ENPL_HUMAN reviewed Endoplasmin (94 kDa glucose-regulated protein) (GRP-94) (Heat shock protein 90 kDa beta member 1) (Tumor rejection antigen 1) (gp96 homolog)HSP90B1 GRP94 TRA1 803 Homo sapiens (Human) -0.20 -0.03 -1.05 -0.23 0.21 0.08 0.11 -0.22 1.07 0.33 -0.03 0.33 0.18 0.13 -0.17 0.10 0.91 0.25 0.45 -0.03 -0.23 -0.56 -0.05 -0.10 -0.22 0.12 0.32 0.98 0.48 0.85 1.16 1.06 1.08 0.86 2.10 1.26 0.98 1.26 1.13 1.10 1.07 0.89 1.88 0.68 0.97 0.93 0.86 1.02 774

1.05 0.68 0.00 1.16 0.59 0.79 0.79 0.01 1.17 0.68 0.93 1.05 0.74 1.35 0.77 1.42 1.26 1.19 0.02 1.15 1.03 1.37 P14868 SYDC_HUMAN reviewed Aspartate--tRNA ligase, cytoplasmic (EC 6.1.1.12) (Aspartyl-tRNA synthetase) (AspRS) (Cell proliferation-inducing gene 40 protein)DARS PIG40 501 Homo sapiens (Human) 0.29 0.04 0.44 -0.22 0.71 0.46 0.03 -0.09 -0.07 -0.25 -0.12 0.18 -0.14 -0.55 -0.34 -0.22 0.07 -0.14 -0.42 -0.47 -0.18 -0.12 -0.11 -0.19 -0.31 -0.15 -0.44 1.03 1.36 0.86 1.64 1.38 1.02 0.94 0.95 0.84 0.92 1.14 0.91 0.68 0.86 0.79 1.05 0.92 0.92 0.87 0.81 1.19 253

1.30 1.07 0.54 1.48 0.72 1.58 1.06 0.57 1.48 0.72 1.58 1.01 0.95 1.48 0.68 1.49 8.28 1.26 0.13 1.48 0.85 1.87 P14923 PLAK_HUMAN reviewed Junction plakoglobin (Catenin gamma) (Desmoplakin III) (Desmoplakin-3)JUP CTNNG DP3 745 Homo sapiens (Human) -0.08 -0.66 0.82 -0.17 -0.54 0.16 -0.56 -0.81 0.55 0.36 -0.01 0.82 -0.42 0.10 0.09 0.81 0.01 0.09 0.17 0.14 0.06 -0.27 -0.14 0.49 0.16 0.08 0.16 0.63 1.76 0.89 0.69 1.11 0.68 0.57 1.46 1.29 1.00 1.77 0.75 1.07 1.76 1.06 1.01 0.83 0.91 1.40 1.12 1.26 254

5.99 0.93 0.68 4.77 0.20 4.45 0.91 0.60 4.79 0.19 4.38 0.52 0.42 620.76 0.00 325.78 1.16 1.43 0.47 62.60 0.02 89.63 P15090 FABP4_HUMANreviewed Fatty acid-binding protein, adipocyte (Adipocyte lipid-binding protein) (ALBP) (Adipocyte-type fatty acid-binding protein) (A-FABP) (AFABP) (Fatty acid-binding protein 4)FABP4 132 Homo sapiens (Human) 0.22 -0.22 -0.10 0.68 1.16 -0.39 -0.86 -0.04 -0.30 0.29 0.65 -0.14 -0.70 -0.10 -0.13 -0.35 -0.93 -0.24 -0.46 -0.16 0.06 -0.21 0.32 0.28 -0.13 -0.16 -0.38 0.86 0.93 1.60 2.23 0.77 0.55 0.97 0.81 1.22 1.57 0.91 0.62 0.93 0.79 0.91 0.52 0.86 1.24 1.21 0.92 1.43 255

1.62 0.80 0.26 1.89 0.42 1.50 0.84 0.37 1.91 0.44 1.61 1.14 0.36 1.63 0.70 1.86 1.85 1.97 0.03 1.74 1.13 3.42 P15104 GLNA_HUMAN reviewed Glutamine synthetase (GS) (EC 6.3.1.2) (Glutamate decarboxylase) (EC 4.1.1.15) (Glutamate--ammonia ligase)GLUL GLNS 373 Homo sapiens (Human) 0.01 -0.49 0.24 0.14 0.55 -0.39 -0.06 -0.30 0.32 0.22 -0.04 0.17 -0.01 -0.33 -0.25 0.69 0.19 0.06 0.05 0.05 0.06 0.04 -0.02 0.22 0.01 0.06 0.05 0.71 1.18 1.10 1.46 0.76 0.96 0.81 1.25 1.17 0.97 1.12 0.99 0.80 1.62 0.84 1.14 1.03 0.99 1.16 1.00 1.97 256

1.99 0.98 0.55 1.09 0.89 1.07 1.09 0.10 1.12 0.98 1.22 0.70 0.00 1.18 0.59 0.83 1.35 0.55 0.00 1.24 0.44 0.69 P15144 AMPN_HUMANreviewed Aminopeptidase N (AP-N) (hAPN) (EC 3.4.11.2) (Alanyl aminopeptidase) (Aminopeptidase M) (AP-M) (Microsomal aminopeptidase) (Myeloid plasma membrane glycoprotein CD13) (gp150) (CD antigen CD13)ANPEP APN CD13 PEPN 967 Homo sapiens (Human) 0.28 0.15 0.46 0.45 0.14 0.21 0.11 0.30 -0.20 -0.25 -0.12 0.32 0.82 -0.04 0.13 -0.18 -0.51 0.03 -0.25 -0.45 -0.17 -0.33 -0.27 -0.05 -0.04 -0.02 -0.30 1.11 1.38 1.37 1.10 1.16 1.08 1.23 0.87 0.84 0.92 1.24 1.76 0.98 0.88 1.09 0.70 0.79 0.83 0.97 0.98 0.55 257

10.15 0.88 0.45 3.87 0.23 3.42 1.60 0.14 3.88 0.41 6.19 1.90 0.11 3.90 0.49 7.41 3.94 0.52 0.10 3.85 0.14 2.02 P15153 RAC2_HUMAN reviewed Ras-related C3 botulinum toxin substrate 2 (GX) (Small G protein) (p21-Rac2)RAC2 192 Homo sapiens (Human) -0.28 -1.34 -0.54 -0.42 0.67 0.26 -0.50 -0.81 0.06 -0.03 -0.68 -0.03 1.38 -0.18 0.68 -0.20 0.93 0.06 0.33 0.15 -0.13 -0.55 0.19 -0.16 0.00 0.01 0.28 0.40 0.69 0.74 1.59 1.19 0.71 0.57 1.04 0.98 0.63 0.98 2.60 0.88 0.87 1.60 1.90 0.68 1.14 0.89 1.00 0.52 258

1.56 1.28 0.00 1.08 1.18 1.38 1.11 0.01 1.08 1.03 1.20 0.94 0.10 1.08 0.87 1.01 1.43 0.77 0.00 1.11 0.70 0.86 P15311 EZRI_HUMAN reviewed Ezrin (Cytovillin) (Villin-2) (p81)EZR VIL2 586 Homo sapiens (Human) 0.13 0.25 0.14 0.35 -0.37 0.30 -0.39 0.40 -0.23 -0.67 0.31 0.38 0.39 0.35 0.15 -0.33 -0.09 0.02 -0.11 -0.22 -0.08 -0.29 -0.12 0.04 0.03 0.00 -0.14 1.19 1.10 1.27 0.78 1.23 0.76 1.32 0.85 0.63 1.24 1.30 1.31 1.28 0.80 1.11 0.94 0.82 0.92 1.03 1.02 0.77 259

1.88 1.14 0.26 1.34 0.85 1.53 1.55 0.02 1.34 1.15 2.08 0.83 0.21 1.45 0.57 1.21 1.27 0.52 0.06 2.05 0.25 1.06 P15328 FOLR1_HUMANreviewed Folate receptor alpha (FR-alpha) (Adult folate-binding protein) (FBP) (Folate receptor 1) (Folate receptor, adult) (KB cells FBP) (Ovarian tumor-associated antigen MOv18)FOLR1 FOLR 257 Homo sapiens (Human) -0.07 -0.22 0.44 0.31 -0.56 -0.34 -0.02 0.09 0.53 0.21 0.40 0.09 -0.29 0.19 0.63 -0.01 -0.26 0.14 0.21 -0.01 -0.08 0.55 -0.26 0.19 -0.80 0.08 0.16 0.86 1.36 1.24 0.68 0.79 0.99 1.07 1.44 1.16 1.32 1.06 0.82 1.14 0.99 1.55 0.83 1.47 0.84 1.14 0.57 0.52 260

1.02 0.77 0.11 1.48 0.52 1.15 1.19 0.19 1.48 0.80 1.77 1.16 0.43 1.94 0.60 2.26 35.02 3.07 0.02 2.09 1.47 6.40 P15559 NQO1_HUMANreviewed NAD(P)H dehydrogenase [quinone] 1 (EC 1.6.5.2) (Azoreductase) (DT-diaphorase) (DTD) (Menadione reductase) (NAD(P)H:quinone oxidoreductase 1) (Phylloquinone reductase) (Quinone reductase 1) (QR1)NQO1 DIA4 NMOR1 274 Homo sapiens (Human) -0.30 -0.62 -0.21 0.01 -1.03 0.34 0.07 -1.08 -0.69 0.04 -0.33 0.67 -0.56 -0.37 0.26 -1.16 0.22 -0.27 0.03 0.63 0.33 -0.41 1.29 -0.05 0.47 -0.11 0.19 0.65 0.86 1.01 0.49 1.27 1.05 0.47 0.62 1.03 0.80 1.59 0.68 0.77 0.45 1.19 1.16 0.75 2.44 0.97 1.38 3.07 261

1.07 0.57 0.00 1.23 0.47 0.71 0.65 0.00 1.18 0.55 0.76 0.91 0.41 1.32 0.69 1.20 1.09 1.37 0.00 1.18 1.16 1.63 P15880 RS2_HUMAN reviewed 40S ribosomal protein S2 (40S ribosomal protein S4) (Protein LLRep3)RPS2 RPS4 293 Homo sapiens (Human) -0.08 -0.99 -0.48 -0.47 1.21 0.32 -0.66 -0.28 -0.52 -0.26 -0.06 -0.02 -0.46 -0.80 -0.63 -0.30 -0.14 -0.38 -0.30 -0.27 -0.36 -0.74 -0.05 -0.29 -0.34 -0.37 -0.29 0.50 0.72 0.72 2.32 1.25 0.63 0.82 0.70 0.84 0.96 0.98 0.73 0.57 0.81 0.65 0.91 0.60 0.97 0.82 0.79 1.37 262

1.42 1.00 0.97 1.32 0.76 1.32 1.21 0.20 1.39 0.87 1.68 0.88 0.12 1.19 0.74 1.05 1.39 1.08 0.33 1.19 0.90 1.28 P15924 DESP_HUMAN reviewed Desmoplakin (DP) (250/210 kDa paraneoplastic pemphigus antigen)DSP 2871 Homo sapiens (Human) -0.21 -0.39 0.53 -0.17 -0.67 -0.36 -0.02 -0.50 0.47 0.40 0.45 -0.03 0.14 0.01 0.27 0.83 -0.19 0.17 0.38 0.61 0.40 0.32 0.27 0.72 0.30 0.23 0.44 0.77 1.44 0.89 0.63 0.78 0.98 0.71 1.38 1.32 1.36 0.98 1.10 1.00 1.78 1.21 0.88 1.25 1.21 1.64 1.23 1.08 263

1.75 1.00 0.99 1.20 0.83 1.20 0.99 0.85 1.16 0.85 1.15 1.14 0.05 1.14 1.00 1.30 1.53 1.00 1.00 1.19 0.84 1.19 P15941 MUC1_HUMANreviewed Mucin-1 (MUC-1) (Breast carcinoma-associated antigen DF3) (Cancer antigen 15-3) (CA 15-3) (Carcinoma-associated mucin) (Episialin) (H23AG) (Krebs von den Lungen-6) (KL-6) (PEMT) (Peanut-reactive urinary mucin) (PUM) (Polymorphic epithelial mucin) (PEM) (Tumor-associated epithelial membrane antigen) (EMA) (Tumor-associated mucin) (CD antigen CD227) [Cleaved into: Mucin-1 subunit alpha (MUC1-NT) (MUC1-alpha); Mucin-1 subunit beta (MUC1-beta) (MUC1-CT)]MUC1 PUM 1255 Homo sapiens (Human) -0.20 -0.20 0.56 -0.94 -0.44 0.02 0.12 1.04 -0.11 -1.16 0.24 0.35 0.58 0.00 -0.02 -0.93 0.19 0.03 0.23 0.54 0.35 0.49 0.37 0.09 0.43 0.11 0.31 0.87 1.47 0.52 0.74 1.01 1.08 2.06 0.93 0.45 1.18 1.27 1.50 1.00 0.53 0.99 1.14 1.41 1.29 1.07 1.35 1.00 264

1.18 0.97 0.51 1.09 0.89 1.06 0.84 0.02 1.16 0.72 0.97 0.84 0.02 1.15 0.73 0.96 1.26 1.12 0.03 1.10 1.01 1.24 P16050 LOX15_HUMANreviewed Arachidonate 15-lipoxygenase (15-LOX) (15-LOX-1) (EC 1.13.11.33) (12/15-lipoxygenase) (Arachidonate 12-lipoxygenase, leukocyte-type) (12-LOX) (EC 1.13.11.31) (Arachidonate omega-6 lipoxygenase)ALOX15 LOG15 662 Homo sapiens (Human) 0.01 0.14 -0.10 -0.51 0.14 0.39 0.26 0.43 -0.74 0.53 0.07 0.21 0.05 -0.04 -0.25 -0.89 -0.25 -0.06 -0.07 0.02 0.03 0.02 0.50 -0.34 -0.05 -0.03 -0.04 1.10 0.93 0.70 1.10 1.31 1.20 1.35 0.60 1.44 1.05 1.16 1.03 0.97 0.54 0.84 0.84 1.01 1.42 0.79 0.97 1.12 265

1.07 1.11 0.19 1.19 0.93 1.32 1.03 0.71 1.25 0.83 1.30 0.63 0.02 1.43 0.44 0.90 1.23 0.94 0.44 1.19 0.79 1.12 P16070 CD44_HUMAN reviewed CD44 antigen (CDw44) (Epican) (Extracellular matrix receptor III) (ECMR-III) (GP90 lymphocyte homing/adhesion receptor) (HUTCH-I) (Heparan sulfate proteoglycan) (Hermes antigen) (Hyaluronate receptor) (Phagocytic glycoprotein 1) (PGP-1) (Phagocytic glycoprotein I) (PGP-I) (CD antigen CD44)CD44 LHR MDU2 MDU3 MIC4742 Homo sapiens (Human) 0.06 0.01 0.46 0.12 -0.15 -0.15 -0.08 0.18 -0.23 0.08 0.76 -0.04 -0.15 0.15 0.05 -0.06 -0.67 0.00 -0.06 0.27 0.33 0.69 0.34 0.32 -0.01 0.09 0.03 1.01 1.38 1.09 0.90 0.90 0.94 1.13 0.85 1.06 1.69 0.97 0.90 1.11 0.96 1.03 0.63 1.62 1.26 1.25 0.99 0.94 266

4.99 1.07 0.61 3.52 0.30 3.77 1.34 0.21 3.52 0.38 4.73 0.85 0.50 7.37 0.12 6.30 3.35 1.00 0.98 3.51 0.28 3.50 P16150 LEUK_HUMAN reviewed Leukosialin (Galactoglycoprotein) (GALGP) (Leukocyte sialoglycoprotein) (Sialophorin) (CD antigen CD43)SPN CD43 400 Homo sapiens (Human) -0.35 -0.88 0.03 -0.22 -0.21 -0.48 0.36 -0.04 0.03 0.75 0.04 -0.09 -0.22 0.10 0.43 0.39 -0.23 0.14 0.49 0.88 0.52 0.91 0.54 0.32 0.33 0.24 0.59 0.54 1.02 0.86 0.87 0.72 1.28 0.97 1.02 1.68 1.03 0.94 0.86 1.07 1.31 1.34 0.85 1.88 1.45 1.25 1.25 1.00 775

1.24 0.95 0.41 1.15 0.83 1.09 0.90 0.12 1.15 0.78 1.04 1.11 0.20 1.20 0.93 1.34 1.44 1.75 0.00 1.30 1.34 2.27 P16152 CBR1_HUMAN reviewed Carbonyl reductase [NADPH] 1 (EC 1.1.1.184) (15-hydroxyprostaglandin dehydrogenase [NADP(+)]) (EC 1.1.1.197) (NADPH-dependent carbonyl reductase 1) (Prostaglandin 9-ketoreductase) (Prostaglandin-E(2) 9-reductase) (EC 1.1.1.189)CBR1 CBR CRN 277 Homo sapiens (Human) -0.10 0.46 -0.66 0.18 -0.47 -0.03 -0.11 0.55 -0.61 0.01 0.56 0.28 -0.05 -0.07 -0.15 -0.28 0.16 0.03 0.13 0.08 -0.02 -0.44 0.31 -0.10 0.13 0.01 0.12 1.38 0.63 1.13 0.72 0.98 0.92 1.46 0.65 1.01 1.47 1.21 0.97 0.95 0.82 0.90 1.11 0.74 1.24 0.93 1.10 1.75 267

4.49 0.91 0.56 4.07 0.22 3.71 1.65 0.14 4.16 0.40 6.86 0.52 0.17 9.85 0.05 5.15 1.73 1.06 0.80 9.46 0.11 10.02 P16284 PECA1_HUMANreviewed Platelet endothelial cell adhesion molecule (PECAM-1) (EndoCAM) (GPIIA') (PECA1) (CD antigen CD31)PECAM1 738 Homo sapiens (Human) -0.03 -0.76 0.39 0.09 0.22 -0.08 -0.11 0.12 -0.62 0.04 -0.33 0.27 0.14 -0.13 0.72 -0.37 -0.94 -0.11 -0.08 0.41 0.38 0.07 0.75 0.42 0.27 0.02 0.05 0.59 1.31 1.07 1.16 0.95 0.93 1.09 0.65 1.03 0.79 1.21 1.10 0.91 0.78 1.65 0.52 1.05 1.69 1.34 1.21 1.06 268

1.01 0.93 0.25 1.15 0.81 1.07 0.91 0.30 1.22 0.75 1.11 0.96 0.61 1.20 0.80 1.15 1.09 1.02 0.77 1.16 0.88 1.18 P16671 CD36_HUMAN reviewed Platelet glycoprotein 4 (Fatty acid translocase) (FAT) (Glycoprotein IIIb) (GPIIIB) (Leukocyte differentiation antigen CD36) (PAS IV) (PAS-4) (Platelet collagen receptor) (Platelet glycoprotein IV) (GPIV) (Thrombospondin receptor) (CD antigen CD36)CD36 GP3B GP4 472 Homo sapiens (Human) 0.03 0.49 0.22 0.13 -0.56 -0.16 -0.28 1.19 0.04 -0.28 -0.14 -0.23 -0.29 -0.10 -0.14 -0.07 -0.06 -0.03 -0.06 0.06 0.08 0.78 -0.20 -0.13 -0.12 0.00 -0.03 1.41 1.16 1.10 0.68 0.90 0.82 2.28 1.03 0.83 0.91 0.85 0.82 0.93 0.95 0.91 0.96 1.72 0.87 0.92 0.92 1.02 269

896.31 1.07 0.62 3.74 0.29 4.01 1.02 0.89 3.76 0.27 3.83 1.04 0.79 3.75 0.28 3.89 4.94 0.91 0.77 26.56 0.03 24.05 P17612 KAPCA_HUMANreviewed cAMP-dependent protein kinase catalytic subunit alpha (PKA C-alpha) (EC 2.7.11.11)PRKACA PKACA 351 Homo sapiens (Human) 0.21 0.95 0.16 -0.09 0.19 -0.14 0.11 0.34 0.00 -0.28 0.42 0.27 1.05 0.10 0.03 -0.12 0.05 0.18 -0.03 -0.15 0.06 0.53 -0.18 -0.04 -0.06 0.15 -0.06 1.93 1.11 0.94 1.14 0.91 1.08 1.26 1.00 0.82 1.33 1.21 2.07 1.07 0.92 1.02 1.04 1.44 0.88 0.98 0.96 0.91 776

1.36 0.99 0.85 1.14 0.87 1.12 1.11 0.20 1.19 0.93 1.32 0.96 0.51 1.15 0.83 1.10 1.53 0.94 0.26 1.14 0.82 1.06 P17655 CAN2_HUMAN reviewed Calpain-2 catalytic subunit (EC 3.4.22.53) (Calcium-activated neutral proteinase 2) (CANP 2) (Calpain M-type) (Calpain large polypeptide L2) (Calpain-2 large subunit) (Millimolar-calpain) (M-calpain)CAPN2 CANPL2 700 Homo sapiens (Human) -0.12 0.15 -0.64 0.19 -0.07 -0.24 0.30 0.28 0.12 0.15 0.28 0.34 0.21 -0.02 0.15 0.22 -0.06 0.18 0.30 0.26 0.14 0.07 0.33 0.25 -0.09 0.17 0.29 1.11 0.64 1.14 0.95 0.85 1.23 1.22 1.09 1.11 1.21 1.27 1.15 0.99 1.16 1.11 0.96 1.05 1.26 1.19 0.94 0.94 270

1.15 0.98 0.74 1.22 0.80 1.19 1.02 0.89 1.49 0.69 1.53 1.05 0.82 1.85 0.57 1.95 0.93 0.71 0.02 1.28 0.56 0.91 P17858 K6PL_HUMAN reviewed 6-phosphofructokinase, liver type (EC 2.7.1.11) (Phosphofructo-1-kinase isozyme B) (PFK-B) (Phosphofructokinase 1) (Phosphohexokinase)PFKL 780 Homo sapiens (Human) 0.04 -0.40 -0.12 -0.24 0.96 -0.02 -0.20 -0.13 -0.28 0.09 -0.31 -0.29 -0.09 -0.04 0.03 0.10 0.08 -0.10 -0.13 -0.22 -0.18 -0.28 -0.10 -0.23 -0.12 -0.12 -0.16 0.76 0.92 0.85 1.95 0.99 0.87 0.91 0.82 1.07 0.81 0.82 0.94 0.98 1.07 1.02 1.05 0.82 0.93 0.85 0.92 0.71 271

1.65 0.99 0.83 1.17 0.85 1.15 0.77 0.01 1.18 0.65 0.91 0.87 0.17 1.26 0.69 1.09 1.44 1.42 0.00 1.20 1.19 1.70 P17931 LEG3_HUMAN reviewed Galectin-3 (Gal-3) (35 kDa lectin) (Carbohydrate-binding protein 35) (CBP 35) (Galactose-specific lectin 3) (Galactoside-binding protein) (GALBP) (IgE-binding protein) (L-31) (Laminin-binding protein) (Lectin L-29) (Mac-2 antigen)LGALS3 MAC2 250 Homo sapiens (Human) 0.12 0.32 0.24 -0.22 0.23 0.04 0.09 0.63 -0.21 -0.42 -0.10 0.14 -0.31 -0.02 -0.38 0.46 -0.21 -0.03 -0.15 -0.05 0.07 -0.08 0.22 -0.13 0.29 0.00 -0.12 1.25 1.18 0.86 1.17 1.03 1.07 1.55 0.87 0.75 0.93 1.10 0.81 0.99 1.38 0.77 0.87 0.95 1.16 0.92 1.22 1.42 272

1.10 0.66 0.00 1.15 0.57 0.76 0.78 0.00 1.14 0.68 0.88 1.03 0.76 1.28 0.81 1.33 1.01 1.07 0.23 1.13 0.95 1.21 P17980 PRS6A_HUMANreviewed 26S protease regulatory subunit 6A (26S proteasome AAA-ATPase subunit RPT5) (Proteasome 26S subunit ATPase 3) (Proteasome subunit P50) (Tat-binding protein 1) (TBP-1)PSMC3 TBP1 439 Homo sapiens (Human) 0.20 -0.21 0.23 -0.42 0.90 0.49 -0.41 -0.10 -0.37 -0.35 -0.29 -0.13 -0.13 -0.61 -0.37 -0.17 0.05 -0.26 -0.46 -0.67 -0.47 -0.70 -0.52 -0.36 -0.30 -0.32 -0.52 0.87 1.17 0.75 1.87 1.40 0.75 0.93 0.77 0.79 0.82 0.91 0.91 0.66 0.89 0.78 1.03 0.62 0.70 0.78 0.81 1.07 273

1.03 0.69 0.00 1.19 0.58 0.83 0.79 0.01 1.20 0.66 0.94 0.91 0.27 1.20 0.76 1.09 0.96 0.95 0.40 1.14 0.84 1.08 P17987 TCPA_HUMAN reviewed T-complex protein 1 subunit alpha (TCP-1-alpha) (CCT-alpha)TCP1 CCT1 CCTA 556 Homo sapiens (Human) 0.27 0.40 0.05 -0.57 0.78 0.68 -0.23 -0.08 -0.29 -0.04 -0.35 -0.25 -0.20 -0.53 -0.35 -0.12 -0.14 -0.23 -0.50 -0.55 -0.28 -0.22 -0.16 -0.31 -0.43 -0.25 -0.52 1.32 1.04 0.67 1.72 1.60 0.85 0.95 0.82 0.98 0.78 0.84 0.87 0.69 0.92 0.79 0.91 0.86 0.89 0.81 0.74 0.95 274

0.92 0.69 0.02 1.28 0.54 0.88 0.70 0.02 1.26 0.56 0.88 0.96 0.64 1.26 0.77 1.21 0.97 1.13 0.19 1.26 0.90 1.42 P18077 RL35A_HUMANreviewed 60S ribosomal protein L35a (Cell growth-inhibiting gene 33 protein)RPL35A GIG33 110 Homo sapiens (Human) -0.18 -1.37 -0.76 -0.96 1.69 0.48 -0.68 -0.51 -0.94 -0.88 -0.30 -0.31 -0.45 -0.54 -0.51 -0.67 -0.05 -0.53 -0.35 -0.46 -0.65 -0.91 -0.65 -0.58 -0.46 -0.56 -0.38 0.39 0.59 0.51 3.24 1.39 0.62 0.70 0.52 0.54 0.81 0.81 0.73 0.69 0.63 0.70 0.96 0.53 0.64 0.67 0.73 1.13 275

3.38 0.85 0.49 2.33 0.37 1.98 0.93 0.77 2.46 0.38 2.30 1.10 0.81 4.41 0.25 4.84 5.71 0.71 0.22 2.30 0.31 1.64 P18085 ARF4_HUMAN reviewed ADP-ribosylation factor 4ARF4 ARF2 180 Homo sapiens (Human) 0.19 0.26 0.22 0.25 0.17 0.05 0.22 0.31 0.50 -0.22 0.26 0.48 0.04 -0.24 -0.10 -0.44 0.13 0.09 -0.10 -0.28 -0.09 0.09 0.15 -0.14 -0.46 0.04 -0.15 1.19 1.16 1.19 1.13 1.03 1.16 1.24 1.42 0.86 1.20 1.40 1.03 0.85 0.74 0.93 1.10 1.06 1.11 0.91 0.73 0.71 276

0.84 0.44 0.00 1.55 0.29 0.69 0.50 0.01 1.48 0.34 0.74 0.91 0.56 1.48 0.61 1.34 0.96 1.02 0.84 1.23 0.83 1.25 P18124 RL7_HUMAN reviewed 60S ribosomal protein L7RPL7 248 Homo sapiens (Human) -0.02 -1.07 -0.71 -0.38 1.51 0.53 -1.46 -0.64 -0.96 -0.72 -0.50 -0.25 -0.84 -1.18 -0.99 -0.39 -0.14 -0.73 -0.71 -0.53 -0.55 -1.16 -0.17 -0.33 -0.56 -0.69 -0.66 0.48 0.61 0.77 2.85 1.44 0.36 0.64 0.51 0.61 0.71 0.84 0.56 0.44 0.76 0.50 0.91 0.45 0.89 0.80 0.68 1.02 277

2.44 1.07 0.54 1.34 0.80 1.43 0.91 0.33 1.30 0.70 1.18 1.14 0.55 1.83 0.62 2.08 1.72 1.03 0.77 1.30 0.79 1.33 P18206 VINC_HUMAN reviewed Vinculin (Metavinculin) (MV)VCL 1134 Homo sapiens (Human) -0.06 0.13 -0.17 -0.18 -0.10 0.02 0.22 0.44 -0.18 -0.32 0.23 0.24 0.59 0.09 -0.14 -0.19 0.18 0.11 0.17 0.13 0.07 0.26 0.07 -0.08 0.02 0.10 0.16 1.09 0.89 0.88 0.93 1.02 1.16 1.35 0.89 0.80 1.17 1.18 1.50 1.07 0.88 0.91 1.14 1.20 1.05 0.95 1.01 1.03 278

1.13 0.94 0.39 1.17 0.80 1.10 1.59 0.00 1.15 1.39 1.83 2.53 0.00 1.25 2.03 3.15 0.76 0.58 0.02 1.51 0.39 0.88 P18428 LBP_HUMAN reviewed Lipopolysaccharide-binding protein (LBP)LBP 481 Homo sapiens (Human) -1.35 -0.72 -1.65 -2.23 -1.64 -0.51 0.83 -1.20 0.62 1.54 -1.04 -0.75 -0.07 -0.09 0.67 1.10 1.34 0.27 1.62 1.59 0.24 0.58 0.41 -0.16 0.11 0.26 1.61 0.61 0.32 0.21 0.32 0.70 1.77 0.44 1.53 2.90 0.49 0.59 0.95 0.94 2.15 1.59 2.53 1.50 1.33 0.89 1.08 0.58 279

0.36 0.50 0.02 1.59 0.32 0.80 0.43 0.01 1.42 0.30 0.61 0.61 0.03 1.42 0.43 0.86 1.40 1.60 0.03 1.42 1.13 2.27 P18621 RL17_HUMAN reviewed 60S ribosomal protein L17 (60S ribosomal protein L23) (PD-1)RPL17 184 Homo sapiens (Human) -0.24 -1.09 -0.60 -0.60 1.28 -0.18 -0.63 -0.28 -0.58 -1.04 -0.19 -0.04 -1.99 -0.99 -1.22 -0.57 -0.72 -0.75 -0.51 -0.16 -0.40 -0.79 0.20 -0.60 -0.42 -0.66 -0.42 0.47 0.66 0.66 2.43 0.88 0.65 0.82 0.67 0.49 0.88 0.98 0.25 0.50 0.67 0.43 0.61 0.58 1.15 0.66 0.75 1.60 280

229.94 1.11 0.52 3.84 0.29 4.25 1.00 0.99 5.15 0.19 5.17 1.15 0.42 3.83 0.30 4.39 4.02 1.13 0.45 3.83 0.30 4.34 P18669 PGAM1_HUMANreviewed Phosphoglycerate mutase 1 (EC 3.1.3.13) (EC 5.4.2.11) (EC 5.4.2.4) (BPG-dependent PGAM 1) (Phosphoglycerate mutase isozyme B) (PGAM-B)PGAM1 PGAMA CDABP0006254 Homo sapiens (Human) -0.15 0.29 -0.25 0.07 -0.46 -0.38 -0.24 0.26 0.09 0.58 0.04 0.18 0.68 0.15 0.00 0.63 0.20 0.23 0.38 0.08 -0.06 -0.36 -0.06 0.13 0.03 0.15 0.30 1.22 0.84 1.05 0.73 0.77 0.85 1.20 1.07 1.50 1.03 1.13 1.61 1.11 1.55 1.00 1.15 0.78 0.96 1.10 1.02 1.13 281

1.73 0.71 0.07 1.46 0.49 1.04 0.83 0.08 1.24 0.67 1.03 0.90 0.27 1.25 0.72 1.13 1.07 0.70 0.02 1.30 0.54 0.91 P19105 ML12A_HUMANreviewed Myosin regulatory light chain 12A (MLC-2B) (Myosin RLC) (Myosin regulatory light chain 2, nonsarcomeric) (Myosin regulatory light chain MRLC3)MYL12A MLCB MRLC3 RLC171 Homo sapiens (Human) 0.12 -0.90 0.06 -0.39 1.05 0.77 -0.06 -0.42 -0.49 -0.32 -0.59 -0.12 0.10 -0.49 -0.26 -0.30 -0.15 -0.28 -0.40 -0.41 -0.29 -0.95 0.31 -0.29 -0.22 -0.28 -0.40 0.54 1.04 0.76 2.07 1.71 0.96 0.75 0.71 0.80 0.66 0.92 1.07 0.71 0.81 0.83 0.90 0.52 1.24 0.82 0.86 0.70 282

121.44 0.86 0.51 6.74 0.13 5.82 1.12 0.49 4.26 0.26 4.78 1.14 0.57 8.24 0.14 9.40 4.26 1.07 0.61 3.60 0.30 3.87 P19338 NUCL_HUMAN reviewed Nucleolin (Protein C23)NCL 710 Homo sapiens (Human) -0.03 -0.82 0.10 -0.34 0.89 0.00 -0.13 -0.12 -0.49 -0.67 -0.25 0.02 0.65 -0.21 0.17 -0.54 0.19 -0.13 -0.09 -0.22 -0.25 -0.53 -0.10 -0.21 -0.17 -0.16 -0.13 0.57 1.07 0.79 1.85 1.00 0.91 0.92 0.71 0.63 0.84 1.02 1.57 0.86 0.69 1.12 1.14 0.69 0.93 0.87 0.89 1.07 777

2.36 0.90 0.55 1.91 0.47 1.71 1.17 0.48 2.19 0.53 2.56 1.09 0.69 2.15 0.51 2.33 NA 1.22 0.46 2.57 0.48 3.15 P19367 HXK1_HUMAN reviewed Hexokinase-1 (EC 2.7.1.1) (Brain form hexokinase) (Hexokinase type I) (HK I)HK1 917 Homo sapiens (Human) -0.08 0.27 -0.25 -0.05 -0.25 -0.12 0.26 0.76 -0.55 0.53 0.18 -0.02 0.00 -0.15 0.23 -0.66 0.12 0.06 0.14 -0.28 -0.37 -0.55 -0.37 -0.45 -0.10 -0.05 0.03 1.20 0.84 0.96 0.84 0.92 1.20 1.69 0.68 1.44 1.13 0.98 1.00 0.90 0.63 1.17 1.09 0.69 0.78 0.73 0.93 1.22 778

0.57 0.44 0.00 1.35 0.32 0.59 2.34 0.00 1.14 2.06 2.67 1.32 0.00 1.12 1.18 1.47 0.58 0.59 0.00 1.23 0.48 0.72 P19440 GGT1_HUMAN reviewed Gamma-glutamyltranspeptidase 1 (GGT 1) (EC 2.3.2.2) (Gamma-glutamyltransferase 1) (Glutathione hydrolase 1) (EC 3.4.19.13) (Leukotriene-C4 hydrolase) (EC 3.4.19.14) (CD antigen CD224) [Cleaved into: Gamma-glutamyltranspeptidase 1 heavy chain; Gamma-glutamyltranspeptidase 1 light chain]GGT1 GGT 569 Homo sapiens (Human) 0.50 -1.09 1.10 1.79 0.59 0.13 -0.02 -0.95 -1.00 -0.87 -0.94 -1.14 -1.18 -1.20 1.23 -0.03 0.40 -0.52 -1.02 -0.56 -0.06 -0.30 -0.20 0.67 -0.40 -0.40 -0.90 0.47 2.15 3.45 1.50 1.10 0.99 0.52 0.50 0.55 0.52 0.45 0.44 0.44 0.98 2.34 1.32 0.81 0.87 1.59 0.76 0.59 283

3.72 1.06 0.74 5.37 0.20 5.69 1.26 0.29 4.02 0.31 5.05 1.03 0.83 4.03 0.26 4.16 1.11 0.93 0.65 4.94 0.19 4.58 P19652 A1AG2_HUMANreviewed Alpha-1-acid glycoprotein 2 (AGP 2) (Orosomucoid-2) (OMD 2)ORM2 AGP2 201 Homo sapiens (Human) -0.85 -1.42 -0.68 -0.40 -1.42 -0.31 0.33 -0.21 0.28 1.19 0.13 -0.13 -0.11 0.08 0.33 1.60 0.04 0.32 1.17 1.61 0.77 1.69 0.38 0.51 0.49 0.44 1.29 0.37 0.62 0.76 0.37 0.80 1.25 0.87 1.21 2.27 1.10 0.91 0.93 1.06 3.03 1.26 1.03 3.24 1.30 1.42 1.40 0.93 284

1.27 1.07 0.10 1.09 0.99 1.16 1.72 0.00 1.09 1.57 1.88 2.34 0.00 1.17 2.00 2.74 0.75 0.80 0.00 1.13 0.71 0.91 P19823 ITIH2_HUMAN reviewed Inter-alpha-trypsin inhibitor heavy chain H2 (ITI heavy chain H2) (ITI-HC2) (Inter-alpha-inhibitor heavy chain 2) (Inter-alpha-trypsin inhibitor complex component II) (Serum-derived hyaluronan-associated protein) (SHAP)ITIH2 IGHEP2 946 Homo sapiens (Human) -1.06 -1.05 -1.23 -0.85 -1.20 -0.98 0.49 -0.37 0.47 1.16 -0.46 -0.56 0.15 0.10 0.78 0.74 1.23 0.34 1.40 1.65 0.59 0.91 0.94 0.24 0.26 0.41 1.47 0.48 0.43 0.55 0.43 0.51 1.40 0.78 1.39 2.24 0.73 0.68 1.11 1.07 1.67 1.72 2.34 1.87 1.92 1.18 1.20 0.80 285

1.23 1.01 0.87 1.11 0.91 1.11 1.77 0.00 1.13 1.57 1.99 2.31 0.00 1.25 1.85 2.88 0.83 0.82 0.00 1.12 0.73 0.91 P19827 ITIH1_HUMAN reviewed Inter-alpha-trypsin inhibitor heavy chain H1 (ITI heavy chain H1) (ITI-HC1) (Inter-alpha-inhibitor heavy chain 1) (Inter-alpha-trypsin inhibitor complex component III) (Serum-derived hyaluronan-associated protein) (SHAP)ITIH1 IGHEP1 911 Homo sapiens (Human) -1.16 -1.09 -1.10 -1.30 -1.31 -1.01 0.48 -0.14 0.38 0.97 -0.60 -0.49 0.11 0.01 0.82 0.78 1.21 0.32 1.48 1.78 0.62 0.94 0.99 0.17 0.35 0.40 1.56 0.47 0.47 0.41 0.40 0.50 1.39 0.91 1.30 1.96 0.66 0.71 1.08 1.01 1.72 1.77 2.31 1.92 1.99 1.13 1.28 0.82 286

1.85 0.80 0.01 1.15 0.70 0.92 0.89 0.10 1.16 0.76 1.03 2.08 0.00 1.32 1.57 2.75 1.41 1.15 0.06 1.15 0.99 1.32 P19971 TYPH_HUMAN reviewed Thymidine phosphorylase (TP) (EC 2.4.2.4) (Gliostatin) (Platelet-derived endothelial cell growth factor) (PD-ECGF) (TdRPase)TYMP ECGF1 482 Homo sapiens (Human) -0.48 -0.51 -1.15 -0.14 -0.15 -0.46 -0.16 0.17 0.09 -0.27 -0.26 0.30 0.21 -0.32 -0.17 0.42 1.06 0.10 0.58 0.48 0.00 -0.42 0.37 0.00 0.04 0.07 0.55 0.70 0.45 0.91 0.90 0.73 0.89 1.13 1.07 0.83 0.84 1.23 1.16 0.80 1.34 0.89 2.08 0.75 1.29 1.00 1.03 1.15 287

NA 1.32 NA NA NA NA 1.81 NA NA NA NA 0.65 NA NA NA NA 3.89 0.90 NA NA NA NA P20036 DPA1_HUMAN reviewed HLA class II histocompatibility antigen, DP alpha 1 chain (DP(W3)) (DP(W4)) (HLA-SB alpha chain) (MHC class II DP3-alpha) (MHC class II DPA1)HLA-DPA1 HLA-DP1A HLASB260 Homo sapiens (Human) -0.17 -0.47 0.18 -0.06 -0.09 -0.38 0.18 -0.06 0.16 1.02 0.07 -0.04 0.38 0.40 0.86 0.33 -0.63 0.24 0.41 0.57 0.41 0.13 0.42 0.34 0.73 0.29 0.45 0.72 1.13 0.96 0.94 0.77 1.13 0.96 1.12 2.03 1.05 0.98 1.30 1.32 1.26 1.81 0.65 1.10 1.34 1.26 1.66 0.90 711

1.02 1.09 0.17 1.14 0.95 1.25 0.95 0.59 1.25 0.76 1.18 1.10 0.43 1.32 0.84 1.46 1.56 1.33 0.01 1.19 1.12 1.59 P20073 ANXA7_HUMANreviewed Annexin A7 (Annexin VII) (Annexin-7) (Synexin)ANXA7 ANX7 SNX OK/SW-cl.95488 Homo sapiens (Human) 0.18 0.41 0.46 0.01 -0.08 0.09 0.11 0.15 -0.24 -0.50 0.17 0.43 -0.19 0.12 -0.07 -0.33 0.14 -0.02 -0.20 -0.11 0.07 -0.02 0.31 -0.08 0.06 0.00 -0.17 1.33 1.37 1.01 0.94 1.06 1.08 1.11 0.84 0.71 1.12 1.35 0.88 1.09 0.79 0.95 1.10 0.99 1.24 0.95 1.04 1.33 288

6.29 1.44 0.19 4.05 0.36 5.83 1.09 0.78 23.36 0.05 25.56 0.90 0.85 270.80 0.00 243.66 15.62 0.73 0.68 1713.92 0.00 1246.14 P20339 RAB5A_HUMANreviewed Ras-related protein Rab-5ARAB5A RAB5 215 Homo sapiens (Human) 0.71 1.27 0.94 1.04 -0.15 0.45 -0.63 -0.50 0.19 0.09 0.11 0.45 0.40 0.53 0.13 0.26 -0.15 0.08 -0.63 -0.73 -0.01 -0.32 -0.06 0.25 0.07 0.06 -0.65 2.42 1.92 2.06 0.90 1.36 0.65 0.71 1.14 1.07 1.08 1.37 1.32 1.44 1.20 1.09 0.90 0.80 0.96 1.19 1.05 0.73 779

2.48 1.02 0.94 1.85 0.55 1.88 1.27 0.06 1.31 0.97 1.66 1.20 0.22 1.45 0.82 1.74 NA 1.23 0.10 1.33 0.92 1.64 P20591 MX1_HUMAN reviewed Interferon-induced GTP-binding protein Mx1 (Interferon-induced protein p78) (IFI-78K) (Interferon-regulated resistance GTP-binding protein MxA) (Myxoma resistance protein 1) (Myxovirus resistance protein 1) [Cleaved into: Interferon-induced GTP-binding protein Mx1, N-terminally processed]MX1 662 Homo sapiens (Human) -0.21 -0.14 -0.66 0.02 0.09 -0.39 -0.39 0.86 0.35 -0.60 -0.03 -0.43 0.70 0.02 0.35 -0.50 0.26 0.05 0.27 0.18 -0.03 0.22 -0.54 -0.03 0.22 0.03 0.24 0.91 0.63 1.01 1.07 0.76 0.76 1.81 1.27 0.66 0.98 0.74 1.63 1.02 0.71 1.27 1.20 1.16 0.69 0.98 1.16 1.23 780

0.68 0.43 0.00 1.24 0.35 0.54 0.53 0.00 1.24 0.43 0.65 0.81 0.02 1.17 0.69 0.95 0.67 0.66 0.00 1.12 0.59 0.74 P20618 PSB1_HUMAN reviewed Proteasome subunit beta type-1 (EC 3.4.25.1) (Macropain subunit C5) (Multicatalytic endopeptidase complex subunit C5) (Proteasome component C5) (Proteasome gamma chain)PSMB1 PSC5 241 Homo sapiens (Human) 0.24 -1.66 1.17 -0.94 1.58 1.05 -1.36 -0.86 -1.11 -0.51 -0.75 -0.85 -0.77 -1.21 -0.92 -0.46 -0.31 -0.83 -1.07 -1.16 -0.92 -1.37 -1.12 -0.40 -0.77 -0.85 -1.09 0.32 2.25 0.52 2.99 2.07 0.39 0.55 0.46 0.70 0.59 0.56 0.58 0.43 0.73 0.53 0.81 0.39 0.46 0.76 0.59 0.66 289

1.30 1.20 0.01 1.14 1.06 1.36 1.48 0.00 1.17 1.26 1.73 0.93 0.42 1.23 0.76 1.14 1.72 1.15 0.09 1.19 0.97 1.37 P20701 ITAL_HUMAN reviewed Integrin alpha-L (CD11 antigen-like family member A) (Leukocyte adhesion glycoprotein LFA-1 alpha chain) (LFA-1A) (Leukocyte function-associated molecule 1 alpha chain) (CD antigen CD11a)ITGAL CD11A 1170 Homo sapiens (Human) -0.39 -0.81 -0.20 -0.23 -0.42 -0.27 0.24 0.24 0.06 0.22 -0.16 0.20 0.04 0.27 0.56 0.05 -0.11 0.15 0.53 0.94 0.55 0.59 0.87 0.36 0.38 0.25 0.64 0.57 0.87 0.85 0.75 0.83 1.18 1.18 1.04 1.17 0.90 1.15 1.03 1.20 1.03 1.48 0.93 1.50 1.83 1.28 1.30 1.15 290

5.08 1.03 0.85 4.44 0.23 4.56 1.15 0.45 4.48 0.26 5.14 0.85 0.61 18.13 0.05 15.41 2.61 1.21 0.35 4.46 0.27 5.42 P20702 ITAX_HUMAN reviewed Integrin alpha-X (CD11 antigen-like family member C) (Leu M5) (Leukocyte adhesion glycoprotein p150,95 alpha chain) (Leukocyte adhesion receptor p150,95) (CD antigen CD11c)ITGAX CD11C 1163 Homo sapiens (Human) -0.28 -0.57 -0.26 0.00 -0.21 -0.37 0.20 -0.23 0.06 0.09 -0.31 0.64 0.17 0.04 0.20 0.19 -0.23 0.07 0.35 0.76 0.48 0.04 0.79 0.68 0.40 0.18 0.46 0.67 0.84 1.00 0.87 0.78 1.15 0.85 1.04 1.06 0.81 1.55 1.13 1.03 1.14 1.15 0.85 1.02 1.73 1.61 1.32 1.21 291

1.09 0.81 0.41 1.81 0.45 1.47 0.93 0.56 1.37 0.68 1.27 1.07 0.47 1.24 0.86 1.33 0.88 1.04 0.78 1.38 0.75 1.43 P21281 VATB2_HUMANreviewed V-type proton ATPase subunit B, brain isoform (V-ATPase subunit B 2) (Endomembrane proton pump 58 kDa subunit) (HO57) (Vacuolar proton pump subunit B 2)ATP6V1B2 ATP6B2 VPP3 511 Homo sapiens (Human) 0.05 -0.56 -0.03 -0.36 1.13 0.08 0.19 0.06 0.24 -0.28 -0.30 -0.38 -0.33 -0.30 -0.11 -0.04 0.10 -0.10 -0.16 -0.29 -0.24 -0.25 -0.09 -0.31 -0.31 -0.14 -0.19 0.68 0.98 0.78 2.18 1.06 1.14 1.04 1.18 0.82 0.81 0.77 0.80 0.81 0.97 0.93 1.07 0.84 0.94 0.81 0.81 1.04 292
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1.10 0.92 0.00 1.04 0.88 0.95 1.00 0.85 1.04 0.96 1.05 0.86 0.00 1.05 0.82 0.90 0.84 1.01 0.60 1.05 0.96 1.07 P21333 FLNA_HUMAN reviewed Filamin-A (FLN-A) (Actin-binding protein 280) (ABP-280) (Alpha-filamin) (Endothelial actin-binding protein) (Filamin-1) (Non-muscle filamin)FLNA FLN FLN1 2647 Homo sapiens (Human) 0.07 -0.45 0.17 -0.10 0.83 -0.10 0.15 0.11 -0.21 0.08 -0.20 -0.31 0.05 -0.13 0.01 0.21 -0.22 -0.04 -0.11 -0.13 -0.06 -0.51 0.37 -0.02 -0.08 -0.05 -0.12 0.73 1.13 0.93 1.77 0.94 1.11 1.08 0.86 1.05 0.87 0.81 1.03 0.92 1.16 1.00 0.86 0.70 1.29 0.99 0.95 1.01 293

1.49 1.09 0.43 1.46 0.75 1.60 1.26 0.12 1.46 0.86 1.85 1.08 0.59 1.74 0.63 1.88 NA 1.57 0.13 2.17 0.72 3.41 P21399 ACOC_HUMAN reviewed Cytoplasmic aconitate hydratase (Aconitase) (EC 4.2.1.3) (Citrate hydro-lyase) (Ferritin repressor protein) (Iron regulatory protein 1) (IRP1) (Iron-responsive element-binding protein 1) (IRE-BP 1)ACO1 IREB1 889 Homo sapiens (Human) -0.14 -0.19 -0.56 0.27 -0.22 0.02 0.33 0.11 0.31 0.73 -0.06 -0.18 -0.06 0.13 0.34 0.20 0.12 0.18 0.32 0.38 0.24 -0.02 -0.02 0.39 0.60 0.19 0.33 0.88 0.68 1.21 0.86 1.01 1.26 1.08 1.24 1.66 0.96 0.88 0.96 1.09 1.15 1.26 1.08 0.99 0.99 1.31 1.51 1.57 781

1.50 1.29 0.01 1.19 1.08 1.54 0.93 0.23 1.14 0.82 1.06 0.85 0.28 1.38 0.62 1.17 0.77 0.48 0.00 1.20 0.40 0.57 P21589 5NTD_HUMAN reviewed 5'-nucleotidase (5'-NT) (EC 3.1.3.5) (Ecto-5'-nucleotidase) (CD antigen CD73)NT5E NT5 NTE 574 Homo sapiens (Human) 0.36 0.25 0.77 0.54 0.32 -0.06 -0.13 -0.12 -0.11 -0.75 0.68 -0.54 0.29 0.37 -0.10 -0.61 -0.23 -0.12 -0.48 -0.50 -0.14 0.33 -0.67 -0.05 -0.16 -0.12 -0.48 1.19 1.70 1.46 1.25 0.96 0.91 0.92 0.93 0.60 1.60 0.69 1.23 1.29 0.65 0.93 0.85 1.26 0.63 0.97 0.90 0.48 294

0.82 1.02 0.83 1.21 0.84 1.23 1.19 0.08 1.23 0.97 1.47 0.70 0.00 1.18 0.59 0.83 1.31 0.91 0.62 1.56 0.58 1.42 P21926 CD9_HUMAN reviewed CD9 antigen (5H9 antigen) (Cell growth-inhibiting gene 2 protein) (Leukocyte antigen MIC3) (Motility-related protein) (MRP-1) (Tetraspanin-29) (Tspan-29) (p24) (CD antigen CD9)CD9 MIC3 TSPAN29 GIG2 228 Homo sapiens (Human) 0.41 0.59 1.08 0.54 -0.03 -0.14 0.18 0.75 -0.31 -0.87 0.28 0.14 -0.52 0.02 0.25 -0.57 -0.52 -0.10 -0.51 -0.38 0.02 0.44 -0.03 0.07 -0.39 -0.07 -0.48 1.50 2.11 1.46 0.98 0.91 1.13 1.69 0.81 0.55 1.22 1.10 0.70 1.02 0.67 1.19 0.70 1.36 0.98 1.05 0.76 0.91 295

0.74 1.33 0.00 1.07 1.24 1.42 0.79 0.00 1.10 0.72 0.87 2.20 0.00 1.11 1.98 2.45 1.38 2.08 0.00 1.13 1.84 2.34 P21980 TGM2_HUMANreviewed Protein-glutamine gamma-glutamyltransferase 2 (EC 2.3.2.13) (Tissue transglutaminase) (Transglutaminase C) (TG(C)) (TGC) (TGase C) (Transglutaminase H) (TGase H) (Transglutaminase-2) (TGase-2)TGM2 687 Homo sapiens (Human) -0.29 -0.14 -0.36 -0.04 -0.41 -0.51 0.05 0.27 0.40 -0.63 0.16 0.22 -0.73 0.41 -0.34 0.54 1.14 0.14 0.43 0.10 -0.19 0.32 -0.41 -0.62 -0.07 0.05 0.34 0.91 0.78 0.97 0.75 0.70 1.04 1.21 1.32 0.65 1.11 1.17 0.60 1.33 1.45 0.79 2.20 1.25 0.75 0.65 0.96 2.08 296

4.56 1.18 0.34 3.55 0.33 4.19 1.01 0.92 3.53 0.29 3.58 1.02 0.90 6.76 0.15 6.93 NA 0.98 0.85 3.53 0.28 3.45 P22061 PIMT_HUMAN reviewed Protein-L-isoaspartate(D-aspartate) O-methyltransferase (PIMT) (EC 2.1.1.77) (L-isoaspartyl protein carboxyl methyltransferase) (Protein L-isoaspartyl/D-aspartyl methyltransferase) (Protein-beta-aspartate methyltransferase)PCMT1 227 Homo sapiens (Human) 0.01 -0.08 0.04 0.19 0.16 -0.25 -0.20 0.30 -0.05 -0.23 0.29 0.21 0.37 0.24 0.02 -0.49 0.03 0.05 0.03 0.05 0.07 -0.15 0.34 0.01 0.07 0.05 0.04 0.95 1.03 1.14 1.12 0.84 0.87 1.23 0.97 0.85 1.22 1.16 1.29 1.18 0.71 1.01 1.02 0.90 1.26 1.01 1.05 0.98 782

1.25 0.88 0.14 1.21 0.72 1.06 0.87 0.15 1.22 0.72 1.06 1.13 0.44 1.41 0.80 1.59 1.35 1.36 0.07 1.40 0.97 1.91 P22314 UBA1_HUMAN reviewed Ubiquitin-like modifier-activating enzyme 1 (Protein A1S9) (Ubiquitin-activating enzyme E1)UBA1 A1S9T UBE1 1058 Homo sapiens (Human) 0.12 0.61 -0.38 0.21 0.03 0.12 0.05 0.52 -0.09 -0.36 0.07 0.26 0.08 -0.19 -0.19 -0.26 0.17 0.01 -0.12 -0.07 0.05 0.00 0.16 0.10 -0.07 0.02 -0.10 1.53 0.77 1.16 1.02 1.09 1.04 1.44 0.94 0.78 1.05 1.20 1.06 0.88 0.84 0.87 1.13 1.00 1.12 1.07 0.95 1.36 297

1.43 0.89 0.21 1.24 0.72 1.11 0.98 0.87 1.31 0.75 1.28 1.30 0.01 1.20 1.09 1.56 1.31 1.47 0.00 1.19 1.23 1.75 P22392 NDKB_HUMAN reviewed Nucleoside diphosphate kinase B (NDK B) (NDP kinase B) (EC 2.7.4.6) (C-myc purine-binding transcription factor PUF) (Histidine protein kinase NDKB) (EC 2.7.13.3) (nm23-H2)NME2 NM23B 152 Homo sapiens (Human) 0.01 -0.24 -0.37 -0.07 0.77 -0.03 -0.37 0.29 -0.31 -0.28 0.14 -0.11 0.25 -0.17 -0.02 0.08 0.38 -0.01 -0.02 -0.26 -0.25 -0.46 -0.51 0.09 -0.13 -0.08 -0.09 0.84 0.77 0.95 1.71 0.98 0.77 1.22 0.81 0.82 1.10 0.92 1.19 0.89 1.06 0.98 1.30 0.73 0.70 1.06 0.92 1.47 298

1.10 0.94 0.42 1.18 0.80 1.11 0.99 0.84 1.17 0.84 1.15 0.89 0.19 1.20 0.74 1.07 0.77 0.83 0.01 1.14 0.72 0.95 P22897 MRC1_HUMANreviewed Macrophage mannose receptor 1 (MMR) (C-type lectin domain family 13 member D) (C-type lectin domain family 13 member D-like) (Macrophage mannose receptor 1-like protein 1) (CD antigen CD206)MRC1 CLEC13D CLEC13DL MRC1L11456 Homo sapiens (Human) 0.14 0.26 0.62 -0.17 0.02 -0.05 0.09 0.33 0.03 -0.25 0.40 -0.51 -0.21 -0.09 -0.02 -0.35 -0.17 -0.07 -0.21 -0.22 -0.08 0.56 -0.41 -0.04 -0.44 -0.07 -0.21 1.20 1.54 0.89 1.02 0.97 1.07 1.25 1.02 0.84 1.32 0.70 0.86 0.94 0.78 0.99 0.89 1.47 0.75 0.97 0.74 0.83 299

NA 2.69 NA NA NA NA 0.51 NA NA NA NA 0.99 NA NA NA NA 2.03 0.70 NA NA NA NA P23083 HV103_HUMANreviewed Ig heavy chain V-I region V35 117 Homo sapiens (Human) -0.26 0.14 -0.46 0.97 -1.55 -0.38 0.00 -0.81 -0.27 1.76 -0.51 -0.89 -0.47 1.43 -0.98 1.71 -0.02 0.09 0.35 0.62 0.36 0.26 0.08 0.62 0.49 0.16 0.42 1.10 0.72 1.96 0.34 0.77 1.00 0.57 0.83 3.39 0.70 0.54 0.72 2.69 3.28 0.51 0.99 1.19 1.06 1.54 1.41 0.70 712

1.33 1.10 0.07 1.10 0.99 1.21 1.01 0.85 1.10 0.91 1.11 2.63 0.00 1.25 2.10 3.29 1.22 1.13 0.02 1.11 1.03 1.25 P23381 SYWC_HUMAN reviewed Tryptophan--tRNA ligase, cytoplasmic (EC 6.1.1.2) (Interferon-induced protein 53) (IFP53) (Tryptophanyl-tRNA synthetase) (TrpRS) (hWRS) [Cleaved into: T1-TrpRS; T2-TrpRS]WARS IFI53 WRS 471 Homo sapiens (Human) -0.67 -0.62 -1.38 -0.51 -0.41 -0.45 -0.19 0.11 0.28 0.38 -0.37 0.03 0.22 0.13 0.01 0.51 1.40 0.23 0.90 0.76 0.09 -0.07 0.27 -0.15 0.29 0.19 0.86 0.65 0.39 0.70 0.75 0.73 0.88 1.08 1.21 1.30 0.77 1.02 1.16 1.10 1.42 1.01 2.63 0.95 1.21 0.90 1.22 1.13 300

1.29 0.75 0.03 1.29 0.58 0.97 1.05 0.68 1.29 0.81 1.35 1.17 0.05 1.17 1.00 1.38 1.20 0.95 0.63 1.26 0.75 1.20 P23396 RS3_HUMAN reviewed 40S ribosomal protein S3RPS3 OK/SW-cl.26 243 Homo sapiens (Human) 0.12 -0.38 -0.01 0.01 0.47 0.50 -0.27 -0.23 -0.40 0.13 -0.13 0.07 0.08 -0.41 0.07 0.08 0.23 -0.07 -0.19 -0.35 -0.23 -0.69 -0.07 0.05 -0.23 -0.11 -0.23 0.77 1.00 1.01 1.38 1.42 0.83 0.85 0.76 1.10 0.91 1.05 1.05 0.75 1.06 1.05 1.17 0.62 0.95 1.03 0.85 0.95 301

1.26 0.84 0.09 1.25 0.68 1.05 0.74 0.02 1.25 0.59 0.92 0.88 0.27 1.37 0.64 1.20 4.07 1.15 0.14 1.25 0.92 1.43 P23526 SAHH_HUMAN reviewed Adenosylhomocysteinase (AdoHcyase) (EC 3.3.1.1) (S-adenosyl-L-homocysteine hydrolase)AHCY SAHH 432 Homo sapiens (Human) 0.18 0.31 0.25 0.14 -0.08 0.30 0.03 0.42 -0.30 0.73 0.19 0.21 0.01 -0.24 -0.44 0.59 -0.19 0.09 -0.09 -0.34 -0.15 -0.31 -0.13 0.21 -0.38 0.03 -0.16 1.24 1.19 1.10 0.95 1.23 1.02 1.34 0.81 1.66 1.14 1.15 1.01 0.84 1.51 0.74 0.88 0.81 0.91 1.16 0.77 1.15 302

1.36 1.26 0.00 1.12 1.13 1.42 1.18 0.01 1.12 1.05 1.32 0.93 0.42 1.20 0.78 1.12 1.09 1.02 0.74 1.16 0.88 1.18 P23528 COF1_HUMAN reviewed Cofilin-1 (18 kDa phosphoprotein) (p18) (Cofilin, non-muscle isoform)CFL1 CFL 166 Homo sapiens (Human) 0.04 0.15 0.03 0.53 -0.44 -0.08 0.19 0.56 0.26 0.03 0.15 -0.08 0.23 0.34 0.23 -0.03 -0.10 0.16 0.13 -0.18 -0.14 -0.15 -0.04 -0.08 -0.28 0.08 0.05 1.11 1.02 1.44 0.73 0.95 1.14 1.47 1.19 1.02 1.11 0.95 1.18 1.26 0.98 1.18 0.93 0.90 0.97 0.94 0.82 1.02 303

1.08 1.77 0.00 1.10 1.60 1.95 1.18 0.00 1.10 1.07 1.31 1.50 0.00 1.10 1.36 1.65 0.67 0.75 0.00 1.17 0.64 0.88 P24821 TENA_HUMAN reviewed Tenascin (TN) (Cytotactin) (GMEM) (GP 150-225) (Glioma-associated-extracellular matrix antigen) (Hexabrachion) (JI) (Myotendinous antigen) (Neuronectin) (Tenascin-C) (TN-C)TNC HXB 2201 Homo sapiens (Human) -0.16 -0.45 0.03 0.97 -0.61 -0.73 -0.83 -0.25 0.22 0.05 -0.40 -0.85 -0.05 0.82 0.24 1.31 0.58 0.08 0.24 0.52 0.36 0.99 -0.01 0.48 -0.04 0.15 0.31 0.73 1.02 1.95 0.65 0.60 0.56 0.84 1.16 1.03 0.76 0.55 0.97 1.77 2.47 1.18 1.50 1.99 0.99 1.40 0.98 0.75 304

0.93 1.11 0.09 1.14 0.98 1.27 1.43 0.00 1.19 1.20 1.69 0.97 0.60 1.15 0.84 1.11 0.91 1.07 0.34 1.16 0.92 1.24 P25311 ZA2G_HUMAN reviewed Zinc-alpha-2-glycoprotein (Zn-alpha-2-GP) (Zn-alpha-2-glycoprotein)AZGP1 ZAG ZNGP1 298 Homo sapiens (Human) -0.34 -0.75 -0.11 0.22 -0.88 -0.19 -0.35 -0.06 -0.35 0.85 0.41 -0.33 -0.31 0.15 0.51 1.15 -0.05 0.15 0.49 0.79 0.45 1.76 -0.27 0.25 0.06 0.23 0.57 0.59 0.93 1.17 0.55 0.87 0.78 0.96 0.79 1.81 1.33 0.80 0.80 1.11 2.22 1.43 0.97 3.38 0.83 1.19 1.04 1.07 305

1.28 0.44 0.00 1.41 0.31 0.62 0.50 0.00 1.39 0.36 0.69 0.79 0.02 1.20 0.66 0.95 0.80 0.87 0.11 1.20 0.73 1.05 P25786 PSA1_HUMAN reviewed Proteasome subunit alpha type-1 (EC 3.4.25.1) (30 kDa prosomal protein) (PROS-30) (Macropain subunit C2) (Multicatalytic endopeptidase complex subunit C2) (Proteasome component C2) (Proteasome nu chain)PSMA1 HC2 NU PROS30 PSC2263 Homo sapiens (Human) 0.41 -0.45 1.02 -0.64 1.38 0.77 -0.57 -0.23 -0.37 -0.55 -0.45 -0.52 -0.36 -1.20 -1.00 -0.85 -0.34 -0.59 -1.00 -1.03 -0.62 -0.69 -0.59 -0.52 -0.67 -0.59 -1.01 0.73 2.03 0.64 2.60 1.70 0.67 0.85 0.77 0.68 0.73 0.70 0.78 0.44 0.55 0.50 0.79 0.62 0.66 0.70 0.63 0.87 306

1.15 0.53 0.02 1.58 0.33 0.83 0.57 0.01 1.41 0.40 0.81 0.97 0.72 1.31 0.74 1.26 0.90 1.02 0.81 1.30 0.79 1.33 P25787 PSA2_HUMAN reviewed Proteasome subunit alpha type-2 (EC 3.4.25.1) (Macropain subunit C3) (Multicatalytic endopeptidase complex subunit C3) (Proteasome component C3)PSMA2 HC3 PSC3 234 Homo sapiens (Human) 0.30 -0.61 0.84 -0.77 1.31 0.74 -0.60 -0.35 0.05 -0.18 -0.61 -0.49 -0.49 -0.93 -0.81 -0.17 -0.05 -0.42 -0.72 -0.87 -0.57 -0.72 -0.70 -0.27 -0.59 -0.46 -0.76 0.65 1.79 0.59 2.49 1.67 0.66 0.79 1.04 0.89 0.66 0.71 0.71 0.53 0.89 0.57 0.97 0.61 0.62 0.83 0.66 1.02 307

0.80 0.44 0.00 1.31 0.34 0.58 0.46 0.00 1.46 0.32 0.67 0.86 0.08 1.19 0.72 1.02 0.90 0.93 0.35 1.20 0.78 1.11 P25788 PSA3_HUMAN reviewed Proteasome subunit alpha type-3 (EC 3.4.25.1) (Macropain subunit C8) (Multicatalytic endopeptidase complex subunit C8) (Proteasome component C8)PSMA3 HC8 PSC8 255 Homo sapiens (Human) 0.39 -0.59 1.10 -0.81 1.41 0.84 -0.65 -0.27 -0.53 -0.71 -0.60 -0.50 -0.54 -1.18 -1.12 -0.55 -0.22 -0.62 -1.02 -1.10 -0.70 -0.90 -0.72 -0.45 -0.74 -0.65 -1.04 0.67 2.15 0.57 2.66 1.79 0.64 0.83 0.69 0.61 0.66 0.71 0.69 0.44 0.68 0.46 0.86 0.53 0.61 0.73 0.60 0.93 308

0.77 0.37 0.00 1.60 0.23 0.60 0.40 0.00 1.49 0.27 0.59 0.76 0.02 1.21 0.63 0.92 0.75 0.75 0.01 1.22 0.61 0.91 P25789 PSA4_HUMAN reviewed Proteasome subunit alpha type-4 (EC 3.4.25.1) (Macropain subunit C9) (Multicatalytic endopeptidase complex subunit C9) (Proteasome component C9) (Proteasome subunit L)PSMA4 HC9 PSC9 261 Homo sapiens (Human) 0.27 -0.94 1.00 -1.12 1.45 0.95 -0.73 -0.41 -0.66 -0.67 -0.69 -0.87 -0.75 -1.42 -1.33 -0.51 -0.39 -0.77 -1.03 -1.19 -0.92 -1.09 -0.81 -0.70 -1.09 -0.81 -1.07 0.52 2.00 0.46 2.73 1.94 0.60 0.75 0.63 0.63 0.62 0.55 0.59 0.37 0.70 0.40 0.76 0.47 0.57 0.62 0.47 0.75 309

56.05 1.45 0.19 4.45 0.33 6.46 0.84 0.40 4.98 0.17 4.19 1.40 0.21 4.40 0.32 6.16 NA 1.99 0.14 7.54 0.26 15.03 P25815 S100P_HUMANreviewed Protein S100-P (Migration-inducing gene 9 protein) (MIG9) (Protein S100-E) (S100 calcium-binding protein P)S100P S100E 95 Homo sapiens (Human) -0.19 -0.06 -0.12 -0.55 -0.48 0.25 -0.54 0.60 -0.03 -0.11 0.02 0.23 0.52 0.54 -0.25 -0.72 0.48 0.07 0.26 -0.03 -0.22 -0.74 -0.17 -0.22 0.25 -0.01 0.18 0.96 0.92 0.68 0.72 1.19 0.69 1.51 0.98 0.93 1.02 1.17 1.43 1.45 0.61 0.84 1.40 0.60 0.89 0.86 1.19 1.99 783

0.85 1.02 0.58 1.08 0.94 1.10 1.42 0.00 1.07 1.32 1.52 1.03 0.40 1.08 0.95 1.12 0.99 0.96 0.36 1.11 0.86 1.06 P26038 MOES_HUMANreviewed Moesin (Membrane-organizing extension spike protein)MSN 577 Homo sapiens (Human) 0.26 0.56 0.35 0.91 -0.38 -0.14 -0.37 0.27 0.13 -0.26 0.17 -0.12 -0.48 0.03 0.51 -0.06 0.05 -0.01 -0.27 -0.15 0.11 0.46 -0.13 0.19 -0.07 0.02 -0.24 1.48 1.27 1.88 0.77 0.91 0.77 1.20 1.10 0.83 1.13 0.92 0.72 1.02 0.96 1.42 1.03 1.37 0.91 1.14 0.95 0.96 310

2.51 0.77 0.19 1.78 0.43 1.36 0.73 0.08 1.50 0.49 1.10 0.64 0.18 2.64 0.24 1.68 0.97 1.23 0.22 1.64 0.75 2.02 P26373 RL13_HUMAN reviewed 60S ribosomal protein L13 (Breast basic conserved protein 1)RPL13 BBC1 OK/SW-cl.46 211 Homo sapiens (Human) -0.23 -1.26 -0.81 -0.27 1.47 -0.28 -1.58 -0.23 -1.35 -0.20 0.07 -0.22 -0.84 -0.39 -0.45 -0.79 -0.65 -0.60 -0.38 -0.29 -0.52 -0.77 -0.50 -0.41 -0.41 -0.58 -0.35 0.42 0.57 0.83 2.77 0.83 0.34 0.85 0.39 0.87 1.05 0.86 0.56 0.77 0.58 0.73 0.64 0.59 0.71 0.75 0.75 1.23 311

10.96 1.05 0.80 7.52 0.14 7.92 1.23 0.61 40.78 0.03 50.05 0.75 0.26 5.14 0.15 3.84 1.44 1.38 0.23 4.84 0.29 6.70 P26447 S10A4_HUMANreviewed Protein S100-A4 (Calvasculin) (Metastasin) (Placental calcium-binding protein) (Protein Mts1) (S100 calcium-binding protein A4)S100A4 CAPL MTS1 101 Homo sapiens (Human) -0.13 -0.73 -0.26 0.51 0.01 -0.17 0.06 0.10 0.30 0.37 0.07 0.18 0.21 0.08 0.30 -0.03 -0.42 0.11 0.24 0.29 0.16 0.02 0.34 0.43 -0.15 0.12 0.25 0.60 0.83 1.42 1.01 0.89 1.04 1.07 1.23 1.29 1.05 1.13 1.15 1.05 0.98 1.23 0.75 1.01 1.27 1.35 0.90 1.38 312

1.11 0.80 0.06 1.27 0.63 1.02 0.86 0.13 1.27 0.67 1.09 0.97 0.76 1.36 0.71 1.32 1.61 1.23 0.11 1.33 0.92 1.63 P26640 SYVC_HUMAN reviewed Valine--tRNA ligase (EC 6.1.1.9) (Protein G7a) (Valyl-tRNA synthetase) (ValRS)VARS G7A VARS2 1264 Homo sapiens (Human) 0.15 0.02 -0.01 0.17 0.54 0.02 -0.03 0.16 -0.17 -0.21 0.09 -0.06 -0.34 -0.32 -0.23 0.07 -0.05 -0.10 -0.25 -0.27 -0.12 -0.35 -0.16 0.01 0.01 -0.10 -0.25 1.02 1.00 1.12 1.45 1.01 0.98 1.11 0.89 0.87 1.06 0.96 0.79 0.80 1.05 0.86 0.97 0.79 0.89 1.01 1.01 1.23 313

1.47 0.87 0.36 1.41 0.62 1.23 0.90 0.41 1.36 0.66 1.22 1.38 0.03 1.30 1.06 1.80 1.34 1.21 0.08 1.24 0.97 1.50 P26641 EF1G_HUMAN reviewed Elongation factor 1-gamma (EF-1-gamma) (eEF-1B gamma)EEF1G EF1G PRO1608 437 Homo sapiens (Human) 0.06 0.19 -0.39 -0.10 0.58 0.03 0.19 0.52 0.31 -0.27 0.08 0.20 0.27 -0.19 -0.16 -0.09 0.46 0.12 0.06 -0.02 0.04 -0.27 0.16 0.14 0.13 0.10 0.04 1.14 0.76 0.93 1.49 1.02 1.14 1.44 1.24 0.83 1.06 1.15 1.21 0.87 0.94 0.90 1.38 0.83 1.12 1.10 1.09 1.21 314

0.85 1.35 0.00 1.11 1.21 1.51 1.13 0.01 1.10 1.03 1.24 0.92 0.30 1.19 0.77 1.09 1.14 0.63 0.00 1.15 0.55 0.72 P27105 STOM_HUMANreviewed Erythrocyte band 7 integral membrane protein (Protein 7.2b) (Stomatin)STOM BND7 EPB72 288 Homo sapiens (Human) 0.62 1.01 0.77 1.17 0.19 -0.02 -0.32 -0.37 0.12 -0.08 0.29 -0.23 -0.53 0.43 0.17 -0.14 -0.13 -0.07 -0.70 -0.85 -0.22 0.09 -0.65 0.15 -0.48 -0.11 -0.74 2.02 1.71 2.24 1.14 0.99 0.80 0.77 1.08 0.94 1.22 0.85 0.69 1.35 0.91 1.13 0.92 1.06 0.64 1.11 0.72 0.63 315

1.54 0.67 0.03 1.41 0.47 0.94 1.71 0.00 1.23 1.39 2.11 2.19 0.00 1.23 1.78 2.69 0.96 0.53 0.03 1.67 0.32 0.89 P27169 PON1_HUMAN reviewed Serum paraoxonase/arylesterase 1 (PON 1) (EC 3.1.1.2) (EC 3.1.1.81) (EC 3.1.8.1) (Aromatic esterase 1) (A-esterase 1) (K-45) (Serum aryldialkylphosphatase 1)PON1 PON 355 Homo sapiens (Human) -1.06 -1.52 -1.19 -1.22 -0.60 -0.80 0.29 -0.28 1.07 2.20 -0.58 -0.58 0.21 -0.59 0.78 0.60 1.13 0.39 1.45 1.59 0.53 1.09 0.77 -0.26 0.51 0.42 1.49 0.35 0.44 0.43 0.66 0.58 1.22 0.83 2.09 4.58 0.67 0.67 1.16 0.67 1.52 1.71 2.19 2.12 1.71 0.84 1.42 0.53 316

19822.61 0.95 0.71 4.24 0.22 4.01 1.00 0.99 3.81 0.26 3.81 0.86 0.38 3.79 0.23 3.25 NA 1.00 1.00 26.29 0.04 26.33 P27348 1433T_HUMANreviewed 14-3-3 protein theta (14-3-3 protein T-cell) (14-3-3 protein tau) (Protein HS1)YWHAQ 245 Homo sapiens (Human) -0.24 -0.07 -0.92 0.24 -0.72 0.25 -0.89 -0.48 -1.04 -1.57 -0.46 -0.53 0.69 -0.08 0.00 -1.07 -0.22 -0.51 -0.27 -0.44 -0.68 -1.09 -0.77 -0.92 0.05 -0.56 -0.32 0.95 0.53 1.18 0.61 1.19 0.54 0.72 0.48 0.34 0.73 0.69 1.61 0.95 0.48 1.00 0.86 0.47 0.59 0.53 1.04 1.00 784

0.88 1.13 0.08 1.15 0.98 1.29 1.06 0.35 1.15 0.92 1.22 0.81 0.01 1.15 0.71 0.93 1.64 0.76 0.00 1.15 0.66 0.88 P27487 DPP4_HUMAN reviewed Dipeptidyl peptidase 4 (EC 3.4.14.5) (ADABP) (Adenosine deaminase complexing protein 2) (ADCP-2) (Dipeptidyl peptidase IV) (DPP IV) (T-cell activation antigen CD26) (TP103) (CD antigen CD26) [Cleaved into: Dipeptidyl peptidase 4 membrane form (Dipeptidyl peptidase IV membrane form); Dipeptidyl peptidase 4 soluble form (Dipeptidyl peptidase IV soluble form)]DPP4 ADCP2 CD26 766 Homo sapiens (Human) 0.13 0.68 -0.28 0.17 0.14 -0.04 -0.07 -0.33 -0.34 -0.14 -0.12 0.57 -0.57 0.17 0.08 0.07 -0.30 -0.09 -0.22 -0.05 0.09 0.54 -0.14 0.40 -0.45 -0.04 -0.18 1.60 0.82 1.12 1.11 0.97 0.95 0.80 0.79 0.91 0.92 1.48 0.67 1.13 1.05 1.06 0.81 1.45 0.91 1.32 0.73 0.76 317

0.91 0.59 0.00 1.32 0.45 0.78 0.69 0.01 1.27 0.54 0.87 1.07 0.33 1.18 0.91 1.27 1.21 1.37 0.00 1.18 1.16 1.61 P27635 RL10_HUMAN reviewed 60S ribosomal protein L10 (Laminin receptor homolog) (Protein QM) (Tumor suppressor QM)RPL10 DXS648E QM 214 Homo sapiens (Human) -0.08 -0.85 -0.76 -0.51 1.37 0.36 -0.49 -0.39 -0.48 -0.47 0.04 0.06 -0.56 -0.75 -0.54 -0.36 0.10 -0.35 -0.27 -0.21 -0.29 -0.80 0.06 -0.27 -0.14 -0.33 -0.26 0.56 0.59 0.70 2.58 1.29 0.71 0.76 0.72 0.72 1.03 1.04 0.68 0.59 0.78 0.69 1.07 0.57 1.04 0.83 0.91 1.37 318

1.12 0.83 0.03 1.17 0.71 0.97 0.88 0.16 1.22 0.72 1.07 1.08 0.36 1.21 0.89 1.30 0.82 1.20 0.07 1.23 0.98 1.47 P27708 PYR1_HUMAN reviewed CAD protein [Includes: Glutamine-dependent carbamoyl-phosphate synthase (EC 6.3.5.5); Aspartate carbamoyltransferase (EC 2.1.3.2); Dihydroorotase (EC 3.5.2.3)]CAD 2225 Homo sapiens (Human) 0.42 0.30 0.76 0.06 1.06 -0.10 -0.10 -0.30 -0.09 -0.10 -0.23 -0.44 -0.03 -0.27 -0.18 0.26 0.11 -0.12 -0.54 -0.57 -0.15 0.12 -0.30 -0.22 -0.22 -0.13 -0.55 1.23 1.69 1.04 2.09 0.93 0.94 0.81 0.94 0.93 0.85 0.74 0.98 0.83 1.20 0.88 1.08 1.09 0.81 0.86 0.86 1.20 319

1.27 0.66 0.00 1.21 0.54 0.80 0.89 0.16 1.19 0.75 1.06 1.22 0.03 1.19 1.03 1.45 1.21 1.00 0.97 1.19 0.84 1.19 P28062 PSB8_HUMAN reviewed Proteasome subunit beta type-8 (EC 3.4.25.1) (Low molecular mass protein 7) (Macropain subunit C13) (Multicatalytic endopeptidase complex subunit C13) (Proteasome component C13) (Proteasome subunit beta-5i) (Really interesting new gene 10 protein)PSMB8 LMP7 PSMB5i RING10 Y2276 Homo sapiens (Human) 0.23 -0.64 0.48 -0.13 1.01 0.46 -0.32 -0.42 -0.32 0.08 -0.37 0.00 0.10 -0.60 -0.16 -0.11 0.29 -0.17 -0.40 -0.53 -0.30 -0.49 -0.42 0.06 -0.35 -0.20 -0.44 0.64 1.39 0.91 2.01 1.37 0.80 0.75 0.80 1.06 0.78 1.00 1.07 0.66 0.93 0.89 1.22 0.71 0.75 1.04 0.78 1.00 320

123.10 0.60 0.37 68.37 0.01 41.06 0.68 0.45 61.66 0.01 42.19 1.05 0.75 3.82 0.27 4.00 2.39 0.81 0.30 3.86 0.21 3.14 P28065 PSB9_HUMAN reviewed Proteasome subunit beta type-9 (EC 3.4.25.1) (Low molecular mass protein 2) (Macropain chain 7) (Multicatalytic endopeptidase complex chain 7) (Proteasome chain 7) (Proteasome subunit beta-1i) (Really interesting new gene 12 protein)PSMB9 LMP2 PSMB6i RING12219 Homo sapiens (Human) 0.20 -0.61 1.15 -0.50 0.42 0.54 -0.38 -0.32 -0.27 0.73 -0.69 -0.57 0.20 -0.74 -0.55 0.74 0.06 -0.16 -0.36 -0.42 -0.22 -0.56 -0.43 0.21 -0.10 -0.18 -0.38 0.66 2.22 0.71 1.34 1.45 0.77 0.80 0.83 1.66 0.62 0.67 1.15 0.60 1.68 0.68 1.05 0.68 0.74 1.16 0.93 0.81 321

0.89 0.51 0.00 1.37 0.37 0.70 0.58 0.01 1.45 0.40 0.84 0.87 0.06 1.16 0.75 1.01 0.70 0.88 0.34 1.36 0.65 1.20 P28066 PSA5_HUMAN reviewed Proteasome subunit alpha type-5 (EC 3.4.25.1) (Macropain zeta chain) (Multicatalytic endopeptidase complex zeta chain) (Proteasome zeta chain)PSMA5 241 Homo sapiens (Human) 0.32 -0.69 0.94 -0.72 1.42 0.63 -1.07 -0.48 -0.81 -0.61 -0.71 -0.75 -0.63 -0.97 -0.78 -0.65 -0.20 -0.70 -1.01 -1.11 -0.79 -1.06 -0.89 -0.69 -0.53 -0.72 -1.04 0.62 1.92 0.61 2.67 1.54 0.48 0.72 0.57 0.65 0.61 0.59 0.64 0.51 0.64 0.58 0.87 0.48 0.54 0.62 0.69 0.88 322

3.42 0.65 0.32 3.11 0.21 2.03 0.58 0.17 2.63 0.22 1.52 0.82 0.25 1.56 0.53 1.28 1.01 0.77 0.04 1.27 0.60 0.98 P28070 PSB4_HUMAN reviewed Proteasome subunit beta type-4 (EC 3.4.25.1) (26 kDa prosomal protein) (HsBPROS26) (PROS-26) (Macropain beta chain) (Multicatalytic endopeptidase complex beta chain) (Proteasome beta chain) (Proteasome chain 3) (HsN3)PSMB4 PROS26 264 Homo sapiens (Human) 0.44 -0.60 1.19 -0.57 1.47 0.71 -1.47 -0.55 -1.06 -0.55 -0.69 -0.74 0.00 -0.61 -0.80 -0.56 -0.29 -0.66 -1.10 -1.34 -0.90 -1.71 -0.85 -0.43 -0.61 -0.73 -1.17 0.66 2.28 0.67 2.77 1.63 0.36 0.69 0.48 0.68 0.62 0.60 1.00 0.65 0.68 0.58 0.82 0.31 0.55 0.74 0.65 0.77 323

3.28 0.93 0.64 4.77 0.19 4.42 0.74 0.22 4.17 0.18 3.07 0.62 0.13 3.61 0.17 2.26 18.94 0.69 0.34 15.82 0.04 10.92 P28074 PSB5_HUMAN reviewed Proteasome subunit beta type-5 (EC 3.4.25.1) (Macropain epsilon chain) (Multicatalytic endopeptidase complex epsilon chain) (Proteasome chain 6) (Proteasome epsilon chain) (Proteasome subunit MB1) (Proteasome subunit X)PSMB5 LMPX MB1 X 263 Homo sapiens (Human) 0.32 -0.40 0.81 -0.17 0.40 0.97 -0.15 -0.62 -0.46 -0.38 -0.72 -0.51 -0.14 -0.11 -0.44 -0.25 -0.68 -0.41 -0.73 -0.67 -0.34 0.15 -0.87 -0.34 -0.32 -0.39 -0.71 0.76 1.75 0.89 1.32 1.96 0.90 0.65 0.73 0.77 0.61 0.70 0.91 0.93 0.84 0.74 0.62 1.11 0.55 0.79 0.80 0.69 324

0.87 0.69 0.00 1.18 0.58 0.81 0.87 0.05 1.15 0.76 1.00 1.13 0.14 1.18 0.96 1.33 0.89 0.59 0.00 1.20 0.49 0.71 P28838 AMPL_HUMAN reviewed Cytosol aminopeptidase (EC 3.4.11.1) (Leucine aminopeptidase 3) (LAP-3) (Leucyl aminopeptidase) (Peptidase S) (Proline aminopeptidase) (EC 3.4.11.5) (Prolyl aminopeptidase)LAP3 LAPEP PEPS 519 Homo sapiens (Human) 0.32 -0.81 1.02 -0.64 1.22 0.83 -1.05 -0.63 -0.42 -0.41 -0.76 -0.30 -0.44 -0.54 -0.20 -0.12 0.17 -0.43 -0.75 -0.89 -0.56 -0.89 -0.54 -0.42 -0.41 -0.46 -0.78 0.57 2.03 0.64 2.33 1.78 0.48 0.65 0.75 0.75 0.59 0.81 0.74 0.69 0.92 0.87 1.13 0.54 0.69 0.75 0.75 0.59 325

NA 1.02 NA NA NA NA 1.30 NA NA NA NA 1.35 NA NA NA NA 6.46 1.08 NA NA NA NA P28907 CD38_HUMAN reviewed ADP-ribosyl cyclase 1 (EC 3.2.2.5) (Cyclic ADP-ribose hydrolase 1) (cADPr hydrolase 1) (T10) (CD antigen CD38)CD38 300 Homo sapiens (Human) 0.00 0.40 0.01 0.15 -0.52 -0.06 -0.01 -0.52 0.18 0.54 0.00 0.51 -0.07 0.03 0.38 0.36 0.43 0.17 0.17 0.12 0.12 -0.05 0.35 0.00 0.17 0.15 0.16 1.32 1.01 1.11 0.70 0.96 1.00 0.70 1.14 1.45 1.00 1.42 0.96 1.02 1.28 1.30 1.35 0.97 1.28 1.00 1.13 1.08 713

1.18 1.15 0.04 1.14 1.01 1.31 1.16 0.03 1.14 1.02 1.32 1.13 0.06 1.14 0.99 1.29 1.25 1.08 0.29 1.18 0.92 1.28 P29350 PTN6_HUMAN reviewed Tyrosine-protein phosphatase non-receptor type 6 (EC 3.1.3.48) (Hematopoietic cell protein-tyrosine phosphatase) (Protein-tyrosine phosphatase 1C) (PTP-1C) (Protein-tyrosine phosphatase SHP-1) (SH-PTP1)PTPN6 HCP PTP1C 595 Homo sapiens (Human) -0.25 -0.19 -0.82 0.09 0.10 -0.44 -0.01 0.33 0.03 0.11 0.02 -0.01 0.05 0.20 0.22 0.13 0.17 0.11 0.36 0.37 0.12 -0.05 0.41 0.06 0.05 0.11 0.37 0.88 0.57 1.07 1.07 0.74 0.99 1.26 1.02 1.08 1.02 0.99 1.04 1.15 1.09 1.16 1.13 0.97 1.33 1.04 1.04 1.08 326

1.65 0.89 0.01 1.08 0.82 0.96 1.00 0.94 1.10 0.91 1.09 0.84 0.00 1.11 0.75 0.93 1.09 1.09 0.26 1.17 0.93 1.27 P29401 TKT_HUMAN reviewed Transketolase (TK) (EC 2.2.1.1)TKT 623 Homo sapiens (Human) 0.28 0.40 0.08 0.06 0.52 0.36 -0.15 0.22 -0.11 -0.31 -0.11 -0.01 0.49 -0.16 0.00 -0.42 -0.26 -0.08 -0.36 -0.56 -0.28 -0.28 -0.32 -0.19 -0.32 -0.13 -0.41 1.32 1.06 1.04 1.43 1.28 0.90 1.17 0.92 0.80 0.93 1.00 1.41 0.89 0.75 1.00 0.84 0.82 0.80 0.88 0.80 1.09 327

1.43 0.91 0.30 1.26 0.73 1.15 0.57 0.01 1.34 0.42 0.76 1.26 0.05 1.26 1.00 1.59 2.43 0.84 0.09 1.26 0.66 1.06 P29508 SPB3_HUMAN reviewed Serpin B3 (Protein T4-A) (Squamous cell carcinoma antigen 1) (SCCA-1)SERPINB3 SCCA SCCA1 390 Homo sapiens (Human) 0.37 0.75 0.40 0.23 0.45 0.03 -0.22 -0.74 -0.10 -0.70 0.29 1.07 0.17 -0.13 -0.82 -0.46 0.33 -0.12 -0.49 -0.76 -0.39 -0.92 -0.27 -0.13 -0.25 -0.19 -0.56 1.68 1.32 1.17 1.37 1.02 0.86 0.60 0.93 0.62 1.22 2.10 1.12 0.91 0.73 0.57 1.26 0.53 0.83 0.92 0.84 0.84 328

1.36 1.27 0.06 1.28 0.99 1.63 1.20 0.26 1.44 0.84 1.74 1.92 0.05 1.91 1.01 3.67 0.92 0.59 0.01 1.45 0.41 0.86 P29622 KAIN_HUMAN reviewed Kallistatin (Kallikrein inhibitor) (Peptidase inhibitor 4) (PI-4) (Serpin A4)SERPINA4 KST PI4 427 Homo sapiens (Human) -0.82 -0.35 -1.16 -0.78 -0.80 -1.01 0.41 -0.24 0.23 0.93 0.30 -0.45 -0.15 0.35 0.27 0.40 0.94 0.27 1.09 1.22 0.41 0.65 0.73 0.15 0.10 0.31 1.13 0.79 0.45 0.58 0.58 0.50 1.33 0.84 1.17 1.91 1.23 0.73 0.90 1.27 1.32 1.20 1.92 1.56 1.66 1.11 1.07 0.59 329

9.91 0.77 0.23 3.53 0.22 2.71 0.62 0.25 11.51 0.05 7.19 0.77 0.29 4.92 0.16 3.80 1.00 1.41 0.19 3.84 0.37 5.43 P29692 EF1D_HUMAN reviewed Elongation factor 1-delta (EF-1-delta) (Antigen NY-CO-4)EEF1D EF1D 281 Homo sapiens (Human) 0.34 0.16 0.44 0.17 0.79 0.16 0.35 -0.41 0.68 0.37 -0.09 -0.41 -0.43 -0.38 -0.68 0.22 -0.37 -0.11 -0.45 -0.16 0.18 0.84 0.13 -0.13 -0.12 -0.03 -0.37 1.12 1.36 1.12 1.73 1.12 1.27 0.75 1.60 1.29 0.94 0.75 0.74 0.77 1.16 0.62 0.77 1.79 1.09 0.91 0.92 1.41 785

8.37 1.04 0.82 5.65 0.18 5.87 1.28 0.25 3.66 0.35 4.69 1.68 0.32 37.08 0.05 62.20 3.14 1.06 0.67 3.69 0.29 3.92 P29728 OAS2_HUMAN reviewed 2'-5'-oligoadenylate synthase 2 ((2-5')oligo(A) synthase 2) (2-5A synthase 2) (EC 2.7.7.84) (p69 OAS / p71 OAS) (p69OAS / p71OAS)OAS2 719 Homo sapiens (Human) 0.18 0.04 0.23 0.27 0.41 -0.07 0.23 0.40 -0.02 0.39 -0.16 -0.18 0.37 0.06 0.36 0.23 0.75 0.22 0.04 0.01 0.19 0.45 0.01 0.11 0.18 0.21 0.04 1.03 1.17 1.21 1.33 0.95 1.17 1.32 0.98 1.31 0.90 0.88 1.29 1.04 1.17 1.28 1.68 1.37 1.01 1.08 1.13 1.06 786

30.74 1.31 0.30 5.98 0.22 7.84 0.78 0.27 4.17 0.19 3.25 0.64 0.17 4.89 0.13 3.14 1.81 0.67 0.17 4.05 0.16 2.70 P29966 MARCS_HUMANreviewed Myristoylated alanine-rich C-kinase substrate (MARCKS) (Protein kinase C substrate, 80 kDa protein, light chain) (80K-L protein) (PKCSL)MARCKS MACS PRKCSL 332 Homo sapiens (Human) 0.37 0.70 0.22 0.27 -0.01 0.67 -0.06 -0.05 -0.50 -0.42 0.36 0.48 -0.06 0.39 -0.36 -0.02 -0.64 -0.08 -0.45 -0.42 -0.04 -0.37 0.06 0.13 0.01 -0.07 -0.44 1.63 1.17 1.21 0.99 1.59 0.96 0.96 0.71 0.74 1.28 1.40 0.96 1.31 0.98 0.78 0.64 0.77 1.04 1.09 1.01 0.67 330

1.55 1.33 0.16 1.76 0.76 2.35 1.14 0.27 1.46 0.78 1.67 0.78 0.10 1.46 0.53 1.13 1.45 0.82 0.19 1.57 0.52 1.28 P29992 GNA11_HUMANreviewed Guanine nucleotide-binding protein subunit alpha-11 (G alpha-11) (G-protein subunit alpha-11) (Guanine nucleotide-binding protein G(y) subunit alpha)GNA11 GA11 359 Homo sapiens (Human) 0.27 0.49 0.38 0.31 -0.11 0.27 -0.04 0.35 -0.31 0.02 0.32 0.18 0.08 0.42 0.19 0.16 -0.37 0.09 -0.17 -0.15 0.12 -0.13 -0.15 0.28 0.46 0.10 -0.17 1.41 1.30 1.24 0.92 1.20 0.97 1.28 0.81 1.02 1.25 1.14 1.06 1.33 1.12 1.14 0.78 0.91 0.90 1.22 1.38 0.82 331

0.99 1.19 0.01 1.13 1.05 1.34 1.13 0.12 1.17 0.96 1.32 0.86 0.03 1.14 0.75 0.98 1.45 0.79 0.01 1.15 0.69 0.91 P30041 PRDX6_HUMANreviewed Peroxiredoxin-6 (EC 1.11.1.15) (1-Cys peroxiredoxin) (1-Cys PRX) (24 kDa protein) (Acidic calcium-independent phospholipase A2) (aiPLA2) (EC 3.1.1.-) (Antioxidant protein 2) (Liver 2D page spot 40) (Non-selenium glutathione peroxidase) (NSGPx) (EC 1.11.1.9) (Red blood cells page spot 12)PRDX6 AOP2 KIAA0106 224 Homo sapiens (Human) -0.02 1.07 -0.90 0.39 -0.29 -0.39 0.34 0.50 -0.19 -0.55 0.48 0.22 -0.21 0.25 0.17 -0.40 -0.22 0.03 0.06 0.04 0.02 0.03 0.19 0.00 -0.16 0.03 0.05 2.09 0.54 1.31 0.82 0.76 1.26 1.41 0.87 0.68 1.39 1.16 0.87 1.19 0.76 1.13 0.86 1.02 1.14 1.00 0.89 0.79 332

19.01 1.13 0.55 6.04 0.19 6.81 0.90 0.83 132.91 0.01 119.72 0.75 0.67 510.51 0.00 384.63 1.65 1.17 0.36 3.67 0.32 4.30 P30043 BLVRB_HUMANreviewed Flavin reductase (NADPH) (FR) (EC 1.5.1.30) (Biliverdin reductase B) (BVR-B) (EC 1.3.1.24) (Biliverdin-IX beta-reductase) (Green heme-binding protein) (GHBP) (NADPH-dependent diaphorase) (NADPH-flavin reductase) (FLR)BLVRB FLR 206 Homo sapiens (Human) -0.15 0.77 -0.35 -0.18 -0.31 -0.67 0.15 0.58 0.14 0.10 0.44 0.16 0.30 0.17 -0.15 0.02 -0.41 0.14 0.28 0.27 0.13 0.07 0.14 0.14 0.16 0.13 0.28 1.71 0.79 0.89 0.81 0.63 1.11 1.50 1.10 1.07 1.36 1.12 1.23 1.13 1.01 0.90 0.75 1.05 1.10 1.10 1.12 1.17 333

0.98 1.33 0.00 1.13 1.18 1.51 0.81 0.01 1.14 0.71 0.92 0.67 0.00 1.15 0.58 0.76 1.70 0.88 0.06 1.14 0.77 1.01 P30044 PRDX5_HUMANreviewed Peroxiredoxin-5, mitochondrial (EC 1.11.1.15) (Alu corepressor 1) (Antioxidant enzyme B166) (AOEB166) (Liver tissue 2D-page spot 71B) (PLP) (Peroxiredoxin V) (Prx-V) (Peroxisomal antioxidant enzyme) (TPx type VI) (Thioredoxin peroxidase PMP20) (Thioredoxin reductase)PRDX5 ACR1 SBBI10 214 Homo sapiens (Human) 0.02 0.82 -0.37 -0.12 -0.26 0.05 0.36 0.59 -0.35 -0.74 0.39 0.57 -0.37 0.42 -0.31 -0.48 -0.59 -0.05 -0.07 -0.22 -0.20 -0.42 0.02 -0.17 -0.23 -0.09 -0.11 1.77 0.77 0.92 0.84 1.03 1.29 1.50 0.78 0.60 1.31 1.49 0.77 1.33 0.72 0.81 0.67 0.75 1.02 0.89 0.86 0.88 334

1.40 1.05 0.67 1.49 0.70 1.56 0.88 0.32 1.49 0.59 1.32 0.95 0.63 1.53 0.62 1.45 3.62 1.23 0.40 2.33 0.53 2.87 P30085 KCY_HUMAN reviewed UMP-CMP kinase (EC 2.7.4.14) (Deoxycytidylate kinase) (CK) (dCMP kinase) (Nucleoside-diphosphate kinase) (EC 2.7.4.6) (Uridine monophosphate/cytidine monophosphate kinase) (UMP/CMP kinase) (UMP/CMPK)CMPK1 CMK CMPK UCK UMK UMPK196 Homo sapiens (Human) -0.26 0.02 -0.79 -0.09 -0.61 0.16 0.29 0.61 0.04 -0.39 -0.10 0.97 -0.54 0.07 -0.18 -0.28 -0.08 0.04 0.30 0.43 0.17 -0.14 0.73 -0.18 0.26 0.07 0.33 1.01 0.58 0.94 0.66 1.12 1.22 1.52 1.03 0.77 0.94 1.95 0.69 1.05 0.82 0.88 0.95 0.91 1.66 0.89 1.19 1.23 335

3.26 1.06 0.65 3.56 0.30 3.79 1.02 0.90 5.65 0.18 5.77 0.71 0.18 3.55 0.20 2.54 1.32 0.88 0.63 11.04 0.08 9.74 P30086 PEBP1_HUMANreviewed Phosphatidylethanolamine-binding protein 1 (PEBP-1) (HCNPpp) (Neuropolypeptide h3) (Prostatic-binding protein) (Raf kinase inhibitor protein) (RKIP) [Cleaved into: Hippocampal cholinergic neurostimulating peptide (HCNP)]PEBP1 PBP PEBP 187 Homo sapiens (Human) 0.37 0.80 0.38 0.40 -0.18 0.43 -0.27 0.33 -0.24 -0.02 0.30 0.16 -0.14 0.09 0.03 -0.03 -0.49 -0.02 -0.39 -0.18 0.19 0.34 -0.16 0.23 0.32 0.03 -0.34 1.74 1.31 1.32 0.88 1.35 0.83 1.26 0.85 0.99 1.23 1.12 0.91 1.06 0.98 1.02 0.71 1.27 0.90 1.18 1.25 0.88 336

2.63 0.65 0.10 1.84 0.36 1.20 0.96 0.77 1.71 0.56 1.64 1.75 0.33 6.39 0.27 11.15 NA 1.18 0.55 2.64 0.45 3.10 P30101 PDIA3_HUMANreviewed Protein disulfide-isomerase A3 (EC 5.3.4.1) (58 kDa glucose-regulated protein) (58 kDa microsomal protein) (p58) (Disulfide isomerase ER-60) (Endoplasmic reticulum resident protein 57) (ER protein 57) (ERp57) (Endoplasmic reticulum resident protein 60) (ER protein 60) (ERp60)PDIA3 ERP57 ERP60 GRP58505 Homo sapiens (Human) 0.12 -0.42 0.06 0.17 0.30 0.48 -0.47 -0.19 -0.12 -0.76 -0.27 0.34 0.38 -0.61 -0.06 -0.39 0.80 -0.12 -0.24 -0.50 -0.38 -0.68 -0.41 -0.64 0.20 -0.19 -0.31 0.75 1.04 1.13 1.23 1.39 0.72 0.87 0.92 0.59 0.83 1.26 1.31 0.65 0.77 0.96 1.75 0.63 0.75 0.64 1.15 1.18 787

1.31 0.95 0.34 1.14 0.83 1.08 1.00 0.97 1.18 0.85 1.17 1.06 0.34 1.14 0.93 1.21 1.20 0.95 0.44 1.15 0.83 1.10 P30153 2AAA_HUMAN reviewed Serine/threonine-protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform (Medium tumor antigen-associated 61 kDa protein) (PP2A subunit A isoform PR65-alpha) (PP2A subunit A isoform R1-alpha)PPP2R1A 589 Homo sapiens (Human) -0.10 0.03 -0.51 0.16 -0.15 -0.04 0.26 0.29 0.04 1.31 -0.09 0.01 0.10 -0.08 0.00 0.21 0.08 0.19 0.30 0.08 -0.02 -0.08 0.02 -0.09 0.06 0.13 0.24 1.02 0.70 1.12 0.90 0.97 1.19 1.22 1.03 2.48 0.94 1.00 1.07 0.95 1.15 1.00 1.06 0.94 1.01 0.94 1.04 0.95 337

3.18 1.13 0.44 3.54 0.32 4.00 1.56 0.14 3.55 0.44 5.54 0.72 0.29 7.75 0.09 5.54 2.05 0.96 0.75 3.54 0.27 3.40 P30273 FCERG_HUMANreviewed High affinity immunoglobulin epsilon receptor subunit gamma (Fc receptor gamma-chain) (FcRgamma) (Fc-epsilon RI-gamma) (IgE Fc receptor subunit gamma) (FceRI gamma)FCER1G 86 Homo sapiens (Human) -0.54 -1.15 -0.09 -0.22 -0.43 -0.79 0.36 0.12 -0.17 0.56 -0.37 0.47 -0.16 0.18 0.64 -0.03 -0.48 0.10 0.64 1.21 0.67 0.52 1.21 0.47 0.47 0.25 0.79 0.45 0.94 0.86 0.74 0.58 1.28 1.09 0.89 1.47 0.77 1.39 0.90 1.13 0.98 1.56 0.72 1.43 2.32 1.39 1.39 0.96 338

124.17 1.12 0.50 4.03 0.28 4.50 0.97 0.81 4.02 0.24 3.89 1.01 0.94 4.03 0.25 4.07 NA 0.99 0.94 4.03 0.25 3.99 P30520 PURA2_HUMANreviewed Adenylosuccinate synthetase isozyme 2 (AMPSase 2) (AdSS 2) (EC 6.3.4.4) (Adenylosuccinate synthetase, acidic isozyme) (Adenylosuccinate synthetase, liver isozyme) (L-type adenylosuccinate synthetase) (IMP--aspartate ligase 2)ADSS ADSS2 456 Homo sapiens (Human) -0.13 0.98 -1.06 0.10 -0.50 -0.16 -0.13 0.26 -0.11 -1.05 0.20 0.52 0.74 0.16 -0.05 -0.32 0.02 0.02 0.15 0.17 0.04 -0.04 0.15 0.04 0.04 0.03 0.16 1.97 0.48 1.07 0.71 0.89 0.91 1.19 0.93 0.48 1.15 1.43 1.67 1.12 0.80 0.97 1.01 0.97 1.11 1.02 1.03 0.99 788

1.09 1.25 0.11 1.35 0.93 1.68 0.79 0.02 1.20 0.66 0.95 0.83 0.05 1.20 0.69 1.00 1.42 1.28 0.02 1.20 1.07 1.54 P30626 SORCN_HUMANreviewed Sorcin (22 kDa protein) (CP-22) (CP22) (V19)SRI 198 Homo sapiens (Human) 0.13 0.52 0.26 0.08 -0.25 0.03 0.31 0.37 -0.18 -0.30 0.36 0.28 -0.55 0.32 -0.34 0.12 -0.27 0.01 -0.12 0.10 0.23 0.24 0.47 0.25 -0.05 0.07 -0.06 1.43 1.20 1.06 0.84 1.02 1.24 1.29 0.88 0.81 1.28 1.21 0.68 1.25 1.09 0.79 0.83 1.18 1.38 1.19 0.97 1.28 339

16.13 0.90 0.50 3.66 0.25 3.30 0.95 0.69 3.63 0.26 3.44 1.19 0.50 9.08 0.13 10.81 0.94 0.84 0.52 10.31 0.08 8.67 P30711 GSTT1_HUMANreviewed Glutathione S-transferase theta-1 (EC 2.5.1.18) (GST class-theta-1) (Glutathione transferase T1-1)GSTT1 240 Homo sapiens (Human) -0.17 -0.09 -0.07 -0.82 0.20 -0.05 0.32 0.76 0.10 0.15 0.71 -0.37 -0.01 -0.15 -0.08 0.42 0.25 0.19 0.36 0.35 0.18 -0.09 0.61 -0.04 0.25 0.19 0.36 0.94 0.95 0.57 1.15 0.96 1.25 1.69 1.07 1.11 1.64 0.78 0.99 0.90 1.34 0.95 1.19 0.94 1.53 0.97 1.19 0.84 340

1.37 1.19 0.02 1.14 1.04 1.36 1.06 0.38 1.15 0.92 1.21 1.24 0.01 1.16 1.07 1.43 1.43 1.07 0.35 1.17 0.91 1.25 P30740 ILEU_HUMAN reviewed Leukocyte elastase inhibitor (LEI) (Monocyte/neutrophil elastase inhibitor) (EI) (M/NEI) (Peptidase inhibitor 2) (PI-2) (Serpin B1)SERPINB1 ELANH2 MNEI PI2379 Homo sapiens (Human) -0.12 0.31 -0.62 0.09 -0.21 -0.18 0.11 0.29 0.25 0.27 0.17 0.23 0.07 0.25 0.08 0.11 0.31 0.20 0.32 0.24 0.12 -0.03 0.16 0.20 0.15 0.18 0.30 1.24 0.65 1.07 0.87 0.88 1.08 1.23 1.19 1.21 1.13 1.18 1.05 1.19 1.08 1.06 1.24 0.98 1.12 1.15 1.11 1.07 341

0.73 0.57 0.00 1.20 0.48 0.69 0.83 0.04 1.20 0.69 0.99 0.75 0.01 1.20 0.62 0.89 1.31 4.25 0.00 1.28 3.31 5.44 P30838 AL3A1_HUMANreviewed Aldehyde dehydrogenase, dimeric NADP-preferring (EC 1.2.1.5) (ALDHIII) (Aldehyde dehydrogenase 3) (Aldehyde dehydrogenase family 3 member A1)ALDH3A1 ALDH3 453 Homo sapiens (Human) -0.31 0.37 -0.22 -0.71 -0.85 -0.15 -0.33 0.76 -0.83 -0.99 -1.00 -0.26 -0.85 -0.80 -0.28 -1.20 -0.42 -0.56 -0.25 0.33 0.02 -0.89 1.50 -0.99 0.46 -0.41 -0.10 1.29 0.86 0.61 0.55 0.90 0.80 1.69 0.56 0.50 0.50 0.84 0.55 0.57 0.43 0.83 0.75 0.54 2.82 0.50 1.38 4.25 342

2.96 1.06 0.64 1.33 0.80 1.41 1.42 0.00 1.14 1.24 1.63 2.00 0.00 1.23 1.62 2.47 1.23 0.71 0.02 1.28 0.56 0.91 P31146 COR1A_HUMANreviewed Coronin-1A (Coronin-like protein A) (Clipin-A) (Coronin-like protein p57) (Tryptophan aspartate-containing coat protein) (TACO)CORO1A CORO1 461 Homo sapiens (Human) -0.58 -0.83 -0.98 -0.57 -0.59 0.09 -0.08 -0.26 0.36 0.13 -0.79 0.06 1.23 0.08 0.51 0.15 1.00 0.22 0.79 0.50 -0.08 -0.32 0.17 -0.18 0.02 0.14 0.71 0.56 0.51 0.67 0.66 1.06 0.94 0.84 1.28 1.10 0.58 1.04 2.34 1.06 1.11 1.42 2.00 0.80 1.12 0.88 1.02 0.71 343

2.19 1.52 0.10 1.86 0.82 2.82 1.19 0.42 2.12 0.56 2.52 0.72 0.24 2.40 0.30 1.72 2.58 1.68 0.11 2.27 0.74 3.80 P31151 S10A7_HUMANreviewed Protein S100-A7 (Psoriasin) (S100 calcium-binding protein A7)S100A7 PSOR1 S100A7C 101 Homo sapiens (Human) -0.12 -0.81 1.69 -0.43 -0.83 -0.21 0.06 -0.88 -0.80 0.77 0.45 -0.47 -0.13 0.60 0.25 0.74 -0.48 0.01 0.13 0.59 0.47 -0.70 -0.36 0.19 2.75 0.13 0.25 0.57 3.23 0.74 0.56 0.87 1.04 0.54 0.58 1.71 1.36 0.72 0.92 1.52 1.67 1.19 0.72 0.62 0.78 1.14 6.72 1.68 344

1.19 0.76 0.09 1.39 0.55 1.06 1.06 0.51 1.23 0.86 1.30 1.07 0.43 1.22 0.88 1.30 1.41 1.05 0.55 1.24 0.85 1.30 P31939 PUR9_HUMAN reviewed Bifunctional purine biosynthesis protein PURH [Includes: Phosphoribosylaminoimidazolecarboxamide formyltransferase (EC 2.1.2.3) (5-aminoimidazole-4-carboxamide ribonucleotide formyltransferase) (AICAR transformylase); IMP cyclohydrolase (EC 3.5.4.10) (ATIC) (IMP synthase) (Inosinicase)]ATIC PURH OK/SW-cl.86 592 Homo sapiens (Human) 0.03 0.47 -0.23 0.02 -0.08 -0.04 0.43 0.29 0.21 0.25 -0.11 0.15 -0.12 -0.39 0.08 0.30 0.10 0.11 0.08 0.01 0.04 0.03 0.11 0.04 -0.04 0.09 0.06 1.39 0.85 1.01 0.95 0.97 1.35 1.23 1.16 1.19 0.93 1.11 0.92 0.76 1.23 1.06 1.07 1.02 1.08 1.03 0.98 1.05 345

3.33 1.21 0.34 4.21 0.29 5.10 0.97 0.89 7.25 0.13 7.05 0.50 0.27 55.68 0.01 27.96 4.71 1.38 0.22 4.22 0.33 5.83 P31944 CASPE_HUMANreviewed Caspase-14 (CASP-14) (EC 3.4.22.-) [Cleaved into: Caspase-14 subunit p19; Caspase-14 subunit p10]CASP14 242 Homo sapiens (Human) -0.08 -0.39 1.73 -0.39 -0.73 -0.61 -0.65 -0.92 -0.05 0.90 0.14 -0.11 -0.35 0.28 -0.04 1.41 -0.99 -0.03 0.04 0.09 0.01 -0.40 -0.31 0.39 0.36 -0.02 0.05 0.76 3.33 0.76 0.60 0.65 0.64 0.53 0.97 1.87 1.10 0.92 0.79 1.21 2.65 0.97 0.50 0.76 0.81 1.31 1.29 1.38 789

4.08 1.04 0.78 3.52 0.29 3.65 1.14 0.50 5.13 0.22 5.84 1.04 0.82 5.17 0.20 5.36 3.98 1.05 0.70 3.51 0.30 3.69 P31946 1433B_HUMANreviewed 14-3-3 protein beta/alpha (Protein 1054) (Protein kinase C inhibitor protein 1) (KCIP-1) [Cleaved into: 14-3-3 protein beta/alpha, N-terminally processed]YWHAB 246 Homo sapiens (Human) 0.05 0.27 -0.27 0.15 0.02 0.10 -0.29 -0.01 0.05 -0.03 0.07 0.13 0.21 0.05 0.19 0.05 0.05 0.04 -0.01 0.14 0.19 0.23 0.17 0.15 0.21 0.08 0.03 1.20 0.83 1.11 1.01 1.07 0.82 0.99 1.04 0.98 1.05 1.10 1.16 1.04 1.03 1.14 1.04 1.17 1.13 1.11 1.16 1.05 346

1.38 1.11 0.26 1.24 0.89 1.37 0.89 0.23 1.27 0.70 1.13 0.86 0.49 1.73 0.50 1.49 1.58 1.02 0.89 1.39 0.73 1.42 P31949 S10AB_HUMANreviewed Protein S100-A11 (Calgizzarin) (Metastatic lymph node gene 70 protein) (MLN 70) (Protein S100-C) (S100 calcium-binding protein A11) [Cleaved into: Protein S100-A11, N-terminally processed]S100A11 MLN70 S100C 105 Homo sapiens (Human) 0.17 0.34 0.11 0.17 -0.22 0.45 -0.26 0.35 -0.36 -0.52 0.14 0.38 0.04 0.15 -0.17 -0.49 -0.21 -0.09 -0.26 -0.22 -0.04 -0.25 0.06 -0.28 0.29 -0.08 -0.25 1.27 1.08 1.13 0.86 1.37 0.83 1.28 0.78 0.70 1.10 1.30 1.03 1.11 0.71 0.89 0.86 0.84 1.04 0.82 1.22 1.02 347

1.23 1.04 0.58 1.20 0.87 1.25 0.94 0.44 1.21 0.78 1.14 1.19 0.06 1.20 0.99 1.43 1.40 1.17 0.07 1.20 0.98 1.41 P32119 PRDX2_HUMANreviewed Peroxiredoxin-2 (EC 1.11.1.15) (Natural killer cell-enhancing factor B) (NKEF-B) (PRP) (Thiol-specific antioxidant protein) (TSA) (Thioredoxin peroxidase 1) (Thioredoxin-dependent peroxide reductase 1)PRDX2 NKEFB TDPX1 198 Homo sapiens (Human) -0.02 0.13 -0.25 -0.29 0.58 -0.27 -0.17 0.25 0.11 -0.16 -0.04 0.22 0.03 0.06 -0.08 -0.23 0.25 0.02 0.04 -0.10 -0.12 -0.26 0.03 -0.14 -0.10 -0.01 0.00 1.09 0.84 0.82 1.50 0.83 0.89 1.19 1.08 0.90 0.97 1.17 1.02 1.04 0.86 0.94 1.19 0.83 1.02 0.91 0.94 1.17 348

2.62 0.94 0.51 1.43 0.65 1.34 1.05 0.69 1.55 0.67 1.63 1.19 0.21 1.50 0.79 1.78 NA 1.17 0.19 1.43 0.82 1.67 P33176 KINH_HUMAN reviewed Kinesin-1 heavy chain (Conventional kinesin heavy chain) (Ubiquitous kinesin heavy chain) (UKHC)KIF5B KNS KNS1 963 Homo sapiens (Human) -0.07 -0.29 -0.09 -0.25 -0.09 0.39 0.35 0.19 0.10 0.64 -0.02 0.32 0.31 -0.09 0.07 -0.16 0.25 0.18 0.24 0.04 -0.02 -0.27 0.52 -0.39 0.05 0.12 0.19 0.82 0.94 0.84 0.94 1.31 1.28 1.14 1.07 1.56 0.98 1.25 1.24 0.94 0.90 1.05 1.19 0.83 1.43 0.76 1.04 1.17 790

4.09 0.90 0.34 1.45 0.62 1.30 1.10 0.41 1.48 0.74 1.63 1.12 0.47 1.75 0.64 1.96 2.15 1.18 0.22 1.50 0.79 1.77 P35221 CTNA1_HUMANreviewed Catenin alpha-1 (Alpha E-catenin) (Cadherin-associated protein) (Renal carcinoma antigen NY-REN-13)CTNNA1 906 Homo sapiens (Human) 0.42 0.72 0.66 0.50 -0.03 0.23 -0.23 -0.28 -0.08 0.42 0.14 0.37 -0.12 -0.15 0.14 0.50 0.16 0.08 -0.34 -0.50 -0.09 -0.44 -0.17 0.20 0.05 0.03 -0.38 1.65 1.58 1.41 0.98 1.17 0.86 0.82 0.94 1.34 1.10 1.29 0.92 0.90 1.42 1.10 1.12 0.74 0.89 1.15 1.04 1.18 349

2.11 1.09 0.60 1.49 0.73 1.62 0.79 0.01 1.19 0.66 0.93 0.70 0.03 1.37 0.51 0.95 2.90 1.06 0.56 1.28 0.83 1.37 P35237 SPB6_HUMAN reviewed Serpin B6 (Cytoplasmic antiproteinase) (CAP) (Peptidase inhibitor 6) (PI-6) (Placental thrombin inhibitor)SERPINB6 PI6 PTI 376 Homo sapiens (Human) 0.01 0.73 -0.41 0.07 -0.05 -0.28 0.20 0.41 0.07 -0.62 0.38 0.17 0.10 0.12 -0.35 -0.23 -0.52 -0.02 -0.04 0.02 0.04 0.18 0.27 -0.10 -0.21 -0.01 -0.02 1.66 0.75 1.05 0.96 0.83 1.15 1.33 1.05 0.65 1.30 1.12 1.08 1.09 0.85 0.79 0.70 1.14 1.21 0.93 0.86 1.06 350

0.91 1.05 0.39 1.14 0.92 1.20 1.35 0.00 1.14 1.18 1.54 0.88 0.06 1.14 0.77 1.00 1.01 0.84 0.12 1.26 0.66 1.06 P35241 RADI_HUMAN reviewed Radixin RDX 583 Homo sapiens (Human) 0.32 0.40 0.63 1.10 -0.35 -0.19 -0.75 -0.13 0.02 -0.07 -0.04 -0.22 -0.37 0.07 0.43 -0.03 -0.19 -0.11 -0.43 -0.30 0.02 0.23 -0.49 0.29 0.04 -0.08 -0.40 1.32 1.54 2.15 0.79 0.87 0.60 0.92 1.01 0.95 0.97 0.86 0.78 1.05 0.98 1.35 0.88 1.17 0.71 1.22 1.03 0.84 351

0.54 0.53 0.00 1.14 0.47 0.60 0.91 0.11 1.14 0.80 1.03 0.67 0.00 1.14 0.59 0.77 1.21 0.76 0.00 1.14 0.67 0.87 P35247 SFTPD_HUMANreviewed Pulmonary surfactant-associated protein D (PSP-D) (SP-D) (Collectin-7) (Lung surfactant protein D)SFTPD COLEC7 PSPD SFTP4375 Homo sapiens (Human) 0.28 0.62 1.79 0.96 -0.50 -1.51 -0.05 0.68 -0.29 -0.61 0.56 0.03 -1.11 -0.92 -0.14 -0.53 -0.57 -0.27 -0.54 -0.47 -0.19 0.26 -1.07 0.19 -0.14 -0.25 -0.52 1.54 3.47 1.95 0.71 0.35 0.96 1.61 0.82 0.65 1.47 1.02 0.46 0.53 0.69 0.91 0.67 1.19 0.47 1.14 0.91 0.76 352

0.94 1.19 0.00 1.07 1.10 1.27 1.26 0.00 1.07 1.18 1.35 0.82 0.00 1.13 0.72 0.92 1.04 1.33 0.00 1.15 1.16 1.53 P35527 K1C9_HUMAN reviewed Keratin, type I cytoskeletal 9 (Cytokeratin-9) (CK-9) (Keratin-9) (K9)KRT9 623 Homo sapiens (Human) -0.39 -0.82 0.90 -0.31 -1.13 -0.58 -0.31 -0.80 0.98 0.77 0.00 -0.04 -0.22 0.24 0.34 1.43 -0.29 0.19 0.58 0.70 0.32 0.45 0.44 0.44 -0.06 0.22 0.61 0.57 1.86 0.81 0.46 0.67 0.81 0.58 1.97 1.70 1.00 0.97 0.86 1.19 2.70 1.26 0.82 1.37 1.36 1.36 0.96 1.33 353

1.47 0.75 0.00 1.06 0.71 0.80 0.91 0.00 1.06 0.86 0.96 1.05 0.05 1.05 1.00 1.11 0.95 0.73 0.00 1.09 0.67 0.79 P35579 MYH9_HUMANreviewed Myosin-9 (Cellular myosin heavy chain, type A) (Myosin heavy chain 9) (Myosin heavy chain, non-muscle IIa) (Non-muscle myosin heavy chain A) (NMMHC-A) (Non-muscle myosin heavy chain IIa) (NMMHC II-a) (NMMHC-IIA)MYH9 1960 Homo sapiens (Human) 0.11 -0.70 -0.06 -0.52 1.00 0.81 -0.34 -0.43 -0.34 -0.31 -0.57 -0.13 0.45 -0.41 -0.13 -0.33 0.08 -0.22 -0.33 -0.33 -0.22 -0.74 0.37 -0.32 -0.19 -0.22 -0.33 0.62 0.96 0.70 2.00 1.76 0.79 0.74 0.79 0.80 0.67 0.92 1.37 0.75 0.80 0.91 1.05 0.60 1.30 0.80 0.88 0.73 354

1.20 0.81 0.06 1.25 0.64 1.01 0.91 0.37 1.27 0.72 1.16 1.04 0.72 1.25 0.83 1.30 1.42 1.41 0.02 1.30 1.08 1.83 P35606 COPB2_HUMANreviewed Coatomer subunit beta' (Beta'-coat protein) (Beta'-COP) (p102)COPB2 906 Homo sapiens (Human) 0.16 0.08 0.20 -0.08 0.60 -0.02 0.18 -0.08 0.17 0.03 0.05 0.11 0.02 -0.31 -0.13 -0.61 0.05 -0.05 -0.20 -0.33 -0.17 0.10 -0.07 -0.28 -0.44 -0.08 -0.24 1.06 1.15 0.95 1.52 0.99 1.14 0.95 1.12 1.02 1.04 1.08 1.01 0.81 0.65 0.91 1.04 1.07 0.96 0.82 0.74 1.41 355

1.12 0.94 0.50 1.42 0.66 1.33 1.34 0.11 1.57 0.85 2.10 1.16 0.68 3.95 0.29 4.60 NA 0.83 0.49 2.57 0.32 2.13 P35858 ALS_HUMAN reviewed Insulin-like growth factor-binding protein complex acid labile subunit (ALS)IGFALS ALS 605 Homo sapiens (Human) -0.03 0.31 0.26 0.08 -0.38 -0.45 0.34 0.02 0.20 0.40 -0.02 -0.59 -0.35 -0.10 0.42 0.49 0.22 0.09 0.13 0.55 0.52 1.09 0.41 -0.04 0.61 0.21 0.24 1.24 1.20 1.06 0.77 0.73 1.26 1.01 1.15 1.32 0.99 0.67 0.79 0.94 1.40 1.34 1.16 2.13 1.33 0.97 1.53 0.83 791

1.25 1.13 0.02 1.10 1.02 1.24 1.18 0.00 1.08 1.09 1.28 0.81 0.00 1.12 0.73 0.91 1.68 1.03 0.55 1.11 0.93 1.15 P35908 K22E_HUMAN reviewed Keratin, type II cytoskeletal 2 epidermal (Cytokeratin-2e) (CK-2e) (Epithelial keratin-2e) (Keratin-2 epidermis) (Keratin-2e) (K2e) (Type-II keratin Kb2)KRT2 KRT2A KRT2E 639 Homo sapiens (Human) -0.19 -0.66 1.12 -0.16 -0.72 -0.50 -0.43 -0.59 -0.01 0.84 0.08 0.61 0.08 0.17 0.24 1.02 -0.30 0.16 0.34 0.24 0.05 0.01 -0.11 0.48 -0.16 0.13 0.31 0.63 2.17 0.90 0.61 0.71 0.74 0.66 0.99 1.79 1.05 1.53 1.06 1.13 2.03 1.18 0.81 1.01 0.93 1.39 0.89 1.03 356

1.74 0.74 0.03 1.31 0.56 0.96 0.87 0.16 1.23 0.71 1.08 1.03 0.94 2.66 0.39 2.75 1.00 0.95 0.62 1.25 0.76 1.19 P35998 PRS7_HUMAN reviewed 26S protease regulatory subunit 7 (26S proteasome AAA-ATPase subunit RPT1) (Proteasome 26S subunit ATPase 2) (Protein MSS1)PSMC2 MSS1 433 Homo sapiens (Human) 0.14 -0.14 0.25 -0.39 0.54 0.42 -0.13 0.00 -0.18 -0.16 -0.30 -0.28 0.28 -0.44 -0.19 -0.05 0.05 -0.13 -0.27 -0.31 -0.18 -0.31 -0.26 -0.05 -0.09 -0.14 -0.28 0.91 1.19 0.76 1.45 1.34 0.91 1.00 0.88 0.90 0.81 0.82 1.21 0.74 0.97 0.87 1.03 0.80 0.83 0.97 0.94 0.95 357

2.14 1.35 0.03 1.27 1.06 1.72 0.82 0.06 1.24 0.66 1.01 1.14 0.16 1.24 0.92 1.42 3.36 0.65 0.07 1.63 0.39 1.05 P36269 GGT5_HUMAN reviewed Gamma-glutamyltransferase 5 (GGT 5) (EC 2.3.2.2) (Gamma-glutamyl transpeptidase-related enzyme) (GGT-rel) (Gamma-glutamyltransferase-like activity 1) (Gamma-glutamyltranspeptidase 5) (Glutathione hydrolase 5) (EC 3.4.19.13) (Leukotriene-C4 hydrolase) (EC 3.4.19.14) [Cleaved into: Gamma-glutamyltransferase 5 heavy chain; Gamma-glutamyltransferase 5 light chain]GGT5 GGTLA1 586 Homo sapiens (Human) 0.32 0.24 0.52 0.63 0.47 -0.29 -0.41 0.03 0.12 0.06 -0.10 0.60 0.63 0.43 -0.29 0.15 0.19 0.13 -0.19 -0.35 -0.03 0.08 -0.59 0.16 0.23 0.09 -0.23 1.18 1.44 1.55 1.39 0.82 0.76 1.02 1.08 1.04 0.93 1.52 1.54 1.35 1.11 0.82 1.14 1.06 0.66 1.11 1.18 0.65 358

NA 0.88 NA NA NA NA 1.06 NA NA NA NA 1.08 NA NA NA NA 1.50 1.00 NA NA NA NA P36543 VATE1_HUMANreviewed V-type proton ATPase subunit E 1 (V-ATPase subunit E 1) (V-ATPase 31 kDa subunit) (p31) (Vacuolar proton pump subunit E 1)ATP6V1E1 ATP6E ATP6E2 226 Homo sapiens (Human) 0.02 -0.62 0.28 -0.53 0.92 0.06 -0.20 -0.06 -0.18 -0.23 -0.34 -0.49 -0.28 -0.19 0.09 0.10 0.11 -0.15 -0.17 -0.23 -0.20 -0.10 -0.20 -0.17 -0.34 -0.16 -0.19 0.65 1.22 0.69 1.90 1.04 0.87 0.96 0.88 0.85 0.79 0.71 0.83 0.88 1.07 1.06 1.08 0.94 0.87 0.89 0.79 1.00 714

0.96 0.57 0.03 1.62 0.35 0.92 0.57 0.03 1.60 0.36 0.92 0.71 0.17 1.75 0.41 1.25 1.07 1.12 0.24 1.25 0.89 1.40 P36578 RL4_HUMAN reviewed 60S ribosomal protein L4 (60S ribosomal protein L1)RPL4 RPL1 427 Homo sapiens (Human) -0.12 -0.94 -0.72 -0.61 1.55 0.11 -0.52 -0.34 -0.92 -0.79 0.07 -0.05 -1.04 -0.81 -0.80 -0.50 -0.49 -0.56 -0.44 -0.26 -0.39 -0.74 0.02 -0.42 -0.40 -0.51 -0.39 0.52 0.61 0.66 2.93 1.08 0.70 0.79 0.53 0.58 1.05 0.97 0.49 0.57 0.71 0.57 0.71 0.60 1.01 0.75 0.76 1.12 359

1.37 1.11 0.19 1.21 0.92 1.35 1.12 0.16 1.21 0.93 1.36 0.93 0.52 1.31 0.71 1.23 5.17 1.05 0.52 1.21 0.87 1.27 P36871 PGM1_HUMANreviewed Phosphoglucomutase-1 (PGM 1) (EC 5.4.2.2) (Glucose phosphomutase 1)PGM1 562 Homo sapiens (Human) -0.04 0.59 -0.32 0.15 -0.46 -0.18 0.01 0.41 0.26 -0.36 0.50 0.54 -0.02 0.16 0.17 -0.57 -0.10 0.09 0.14 0.08 0.03 0.15 -0.01 -0.17 0.17 0.08 0.12 1.51 0.80 1.11 0.73 0.89 1.01 1.33 1.20 0.78 1.42 1.46 0.99 1.11 0.68 1.12 0.93 1.11 0.99 0.89 1.13 1.05 360

1.29 1.34 0.01 1.21 1.10 1.62 1.55 0.00 1.24 1.25 1.92 1.21 0.11 1.30 0.93 1.58 1.17 0.97 0.66 1.21 0.80 1.17 P36955 PEDF_HUMAN reviewed Pigment epithelium-derived factor (PEDF) (Cell proliferation-inducing gene 35 protein) (EPC-1) (Serpin F1)SERPINF1 PEDF PIG35 418 Homo sapiens (Human) -0.80 -0.14 -1.25 -0.46 -1.13 -1.00 0.66 0.33 0.49 1.31 -0.02 0.04 0.09 0.42 0.63 1.15 0.28 0.49 1.29 1.11 0.32 0.19 0.37 0.09 0.62 0.44 1.24 0.91 0.42 0.73 0.46 0.50 1.58 1.25 1.40 2.48 0.99 1.03 1.07 1.34 2.21 1.55 1.21 1.14 1.29 1.07 1.54 0.97 361

1.20 1.16 0.10 1.20 0.96 1.39 1.07 0.37 1.21 0.89 1.29 0.94 0.53 1.27 0.74 1.19 1.11 1.04 0.55 1.21 0.87 1.26 P37802 TAGL2_HUMANreviewed Transgelin-2 (Epididymis tissue protein Li 7e) (SM22-alpha homolog)TAGLN2 KIAA0120 CDABP0035199 Homo sapiens (Human) -0.13 0.61 -0.67 0.08 -0.54 -0.12 0.42 0.82 0.38 0.30 0.47 -0.05 -0.02 0.21 0.10 0.00 -0.08 0.23 0.36 0.31 0.18 0.09 0.40 0.13 0.11 0.22 0.35 1.52 0.63 1.06 0.69 0.92 1.34 1.77 1.30 1.23 1.39 0.96 0.99 1.16 1.00 1.07 0.94 1.07 1.32 1.09 1.08 1.04 362

1.70 0.89 0.16 1.21 0.73 1.08 0.77 0.08 1.38 0.56 1.06 0.90 0.41 1.38 0.65 1.24 1.17 1.44 0.01 1.21 1.18 1.74 P37837 TALDO_HUMANreviewed Transaldolase (EC 2.2.1.2)TALDO1 TAL TALDO TALDOR337 Homo sapiens (Human) 0.02 -0.06 0.14 0.14 -0.37 0.23 -0.12 0.15 0.35 -0.20 -0.22 -0.12 0.43 -0.17 -0.38 -0.15 -0.16 -0.05 -0.07 -0.12 -0.10 -0.18 0.02 -0.07 -0.18 -0.07 -0.08 0.96 1.10 1.10 0.77 1.17 0.92 1.11 1.28 0.87 0.86 0.92 1.35 0.89 0.90 0.77 0.90 0.88 1.01 0.95 0.88 1.44 363

0.92 0.70 0.05 1.42 0.49 1.00 0.76 0.03 1.28 0.60 0.97 0.93 0.62 1.37 0.68 1.28 0.91 0.87 0.31 1.36 0.64 1.17 P38606 VATA_HUMAN reviewed V-type proton ATPase catalytic subunit A (V-ATPase subunit A) (EC 3.6.3.14) (V-ATPase 69 kDa subunit) (Vacuolar ATPase isoform VA68) (Vacuolar proton pump subunit alpha)ATP6V1A ATP6A1 ATP6V1A1 VPP2617 Homo sapiens (Human) -0.02 -0.93 -0.11 -0.15 1.15 -0.04 -0.84 -0.65 -0.77 -0.28 -0.20 -0.26 -0.58 -0.51 -0.39 -0.12 -0.10 -0.43 -0.41 -0.67 -0.69 -0.99 -1.10 -0.22 -0.45 -0.50 -0.48 0.53 0.93 0.90 2.21 0.98 0.56 0.64 0.59 0.82 0.87 0.83 0.67 0.70 0.92 0.76 0.93 0.50 0.47 0.86 0.73 0.87 364

0.95 0.74 0.09 1.45 0.51 1.07 0.68 0.01 1.27 0.53 0.86 0.99 0.85 1.23 0.80 1.21 1.08 1.32 0.02 1.23 1.07 1.62 P39023 RL3_HUMAN reviewed 60S ribosomal protein L3 (HIV-1 TAR RNA-binding protein B) (TARBP-B)RPL3 OK/SW-cl.32 403 Homo sapiens (Human) -0.11 -0.88 -0.71 -0.55 1.31 0.26 -0.84 -0.56 -0.76 -0.30 -0.09 -0.11 -0.58 -0.43 -0.57 -0.26 -0.02 -0.41 -0.30 -0.24 -0.36 -0.84 -0.18 -0.23 -0.17 -0.40 -0.28 0.54 0.61 0.68 2.48 1.20 0.56 0.68 0.59 0.81 0.94 0.93 0.67 0.74 0.84 0.68 0.99 0.56 0.88 0.86 0.89 1.32 365

1.18 1.10 0.24 1.20 0.91 1.32 1.02 0.84 1.28 0.80 1.31 1.45 0.02 1.32 1.10 1.92 1.40 1.12 0.15 1.20 0.94 1.35 P40121 CAPG_HUMAN reviewed Macrophage-capping protein (Actin regulatory protein CAP-G)CAPG AFCP MCP 348 Homo sapiens (Human) -0.29 0.05 -0.93 0.11 0.08 -0.78 0.01 0.37 -0.04 0.29 0.14 -0.17 -0.02 0.13 0.03 0.60 0.54 0.17 0.46 0.42 0.13 0.03 0.03 0.44 0.01 0.16 0.45 1.04 0.52 1.08 1.06 0.58 1.01 1.29 0.97 1.23 1.11 0.89 0.98 1.10 1.52 1.02 1.45 1.02 1.02 1.36 1.01 1.12 366

1.33 1.01 0.98 3.00 0.34 3.01 0.89 0.78 4.64 0.19 4.13 0.63 0.04 1.51 0.42 0.94 0.99 0.82 0.56 3.45 0.24 2.82 P40199 CEAM6_HUMANreviewed Carcinoembryonic antigen-related cell adhesion molecule 6 (Non-specific crossreacting antigen) (Normal cross-reacting antigen) (CD antigen CD66c)CEACAM6 NCA 344 Homo sapiens (Human) 0.67 0.82 1.23 1.26 0.21 -0.15 -0.87 -0.41 -0.16 0.06 0.12 -0.34 -0.62 0.01 -0.17 0.28 -0.67 -0.25 -0.93 -0.94 -0.27 0.11 -0.82 0.28 -0.65 -0.26 -0.93 1.77 2.35 2.40 1.15 0.90 0.55 0.75 0.89 1.05 1.08 0.79 0.65 1.01 1.21 0.89 0.63 1.08 0.57 1.21 0.64 0.82 367

1.07 0.68 0.00 1.17 0.58 0.80 0.69 0.00 1.25 0.56 0.87 0.85 0.11 1.23 0.69 1.04 0.94 0.97 0.61 1.15 0.84 1.11 P40227 TCPZ_HUMAN reviewed T-complex protein 1 subunit zeta (TCP-1-zeta) (Acute morphine dependence-related protein 2) (CCT-zeta-1) (HTR3) (Tcp20)CCT6A CCT6 CCTZ 531 Homo sapiens (Human) 0.32 0.06 -0.11 -0.22 0.97 0.88 -0.20 -0.23 -0.43 -0.59 -0.18 -0.26 -0.18 -0.55 -0.53 -0.25 -0.24 -0.33 -0.65 -0.70 -0.38 -0.61 -0.42 -0.14 -0.37 -0.34 -0.66 1.04 0.93 0.86 1.96 1.84 0.87 0.85 0.74 0.67 0.88 0.83 0.88 0.68 0.84 0.69 0.85 0.65 0.75 0.91 0.78 0.97 368

2.83 0.39 0.01 1.43 0.27 0.55 0.62 0.09 1.96 0.31 1.21 1.19 0.25 1.60 0.74 1.90 1.07 0.94 0.56 1.43 0.66 1.35 P40306 PSB10_HUMANreviewed Proteasome subunit beta type-10 (EC 3.4.25.1) (Low molecular mass protein 10) (Macropain subunit MECl-1) (Multicatalytic endopeptidase complex subunit MECl-1) (Proteasome MECl-1) (Proteasome subunit beta-2i)PSMB10 LMP10 MECL1 273 Homo sapiens (Human) 0.30 -0.59 0.64 -0.77 1.51 0.71 -0.41 -0.26 -0.31 -0.83 -0.80 -0.74 -0.26 -1.37 -0.70 -0.69 0.25 -0.56 -0.85 -0.90 -0.60 -0.69 -0.66 -0.52 -0.54 -0.57 -0.87 0.66 1.55 0.58 2.84 1.64 0.75 0.84 0.81 0.56 0.57 0.60 0.84 0.39 0.62 0.62 1.19 0.62 0.63 0.70 0.69 0.94 369

2.86 0.60 0.22 10.20 0.06 6.17 1.08 0.57 3.53 0.31 3.82 0.52 0.66 1246498.75 0.00 642507.19 4.28 2.81 0.16 30.63 0.09 86.17 P40394 ADH7_HUMAN reviewed Alcohol dehydrogenase class 4 mu/sigma chain (EC 1.1.1.1) (Alcohol dehydrogenase class IV mu/sigma chain) (Gastric alcohol dehydrogenase) (Retinol dehydrogenase)ADH7 386 Homo sapiens (Human) -0.47 0.00 -1.24 0.03 -0.67 -0.47 0.56 0.85 0.08 0.50 -0.15 0.20 -0.55 -0.73 0.11 -0.47 -0.96 -0.05 0.42 0.45 -0.02 -0.87 1.04 -0.15 -0.11 -0.04 0.43 1.00 0.42 1.02 0.63 0.72 1.47 1.80 1.06 1.41 0.90 1.15 0.68 0.60 0.72 1.08 0.52 0.55 2.05 0.90 0.93 2.81 370

2.54 0.35 0.18 54.81 0.01 19.03 0.42 0.09 4.40 0.10 1.85 0.67 0.16 3.56 0.19 2.39 0.86 0.81 0.28 3.55 0.23 2.87 P40429 RL13A_HUMANreviewed 60S ribosomal protein L13a (23 kDa highly basic protein)RPL13A 203 Homo sapiens (Human) -0.11 -1.00 -0.84 -0.63 1.22 0.72 -0.70 -0.45 -0.71 -0.14 -0.36 -0.48 -0.48 -1.53 -1.25 0.01 -0.57 -0.61 -0.50 -0.31 -0.42 -0.63 0.10 -0.29 -0.85 -0.56 -0.45 0.50 0.56 0.65 2.32 1.65 0.61 0.73 0.61 0.91 0.78 0.72 0.72 0.35 1.00 0.42 0.67 0.65 1.07 0.82 0.55 0.81 371

85.92 1.11 0.57 5.31 0.21 5.89 0.98 0.88 4.08 0.24 3.99 1.15 0.71 38.07 0.03 43.88 4.33 0.94 0.70 4.11 0.23 3.88 P40763 STAT3_HUMANreviewed Signal transducer and activator of transcription 3 (Acute-phase response factor)STAT3 APRF 770 Homo sapiens (Human) -0.15 -0.14 -0.44 -0.27 0.19 -0.11 0.09 0.10 0.12 0.32 0.10 -0.12 0.18 0.15 -0.03 0.68 0.20 0.16 0.32 0.24 0.09 0.10 0.01 -0.01 0.26 0.14 0.30 0.91 0.74 0.83 1.14 0.93 1.06 1.07 1.08 1.25 1.07 0.92 1.13 1.11 1.60 0.98 1.15 1.07 1.00 1.00 1.20 0.94 372

1.08 1.34 0.00 1.15 1.17 1.53 1.23 0.01 1.15 1.07 1.41 0.98 0.68 1.15 0.85 1.12 1.42 0.96 0.51 1.14 0.84 1.10 P40925 MDHC_HUMANreviewed Malate dehydrogenase, cytoplasmic (EC 1.1.1.37) (Cytosolic malate dehydrogenase) (Diiodophenylpyruvate reductase) (EC 1.1.1.96)MDH1 MDHA 334 Homo sapiens (Human) -0.18 0.89 -0.93 0.15 -0.56 -0.45 0.11 0.84 -0.09 0.16 0.09 0.28 -0.08 0.42 0.30 0.08 -0.04 0.19 0.37 0.25 0.07 -0.14 0.32 -0.10 0.21 0.16 0.34 1.85 0.53 1.11 0.68 0.73 1.08 1.79 0.94 1.12 1.07 1.22 0.95 1.34 1.06 1.23 0.98 0.91 1.25 0.93 1.16 0.96 373

1.74 0.64 0.01 1.29 0.49 0.82 0.72 0.08 1.48 0.48 1.06 1.01 0.93 1.40 0.72 1.42 1.38 1.05 0.61 1.29 0.82 1.35 P41252 SYIC_HUMAN reviewed Isoleucine--tRNA ligase, cytoplasmic (EC 6.1.1.5) (Isoleucyl-tRNA synthetase) (IRS) (IleRS)IARS 1262 Homo sapiens (Human) 0.28 -0.02 0.35 -0.10 0.70 0.50 -0.25 -0.22 -0.21 -0.09 -0.14 0.29 0.26 -0.65 -0.48 -0.22 0.02 -0.15 -0.44 -0.43 -0.15 -0.21 0.00 -0.20 -0.17 -0.15 -0.44 0.99 1.27 0.93 1.62 1.41 0.84 0.86 0.86 0.94 0.91 1.23 1.20 0.64 0.86 0.72 1.01 0.86 1.00 0.87 0.89 1.05 374

1.93 0.66 0.08 1.71 0.38 1.13 0.62 0.21 3.06 0.20 1.91 0.80 0.36 2.29 0.35 1.83 3.78 0.65 0.09 1.84 0.35 1.20 P42025 ACTY_HUMAN reviewed Beta-centractin (Actin-related protein 1B) (ARP1B)ACTR1B CTRN2 376 Homo sapiens (Human) 0.52 -0.44 1.05 0.19 1.15 0.66 -0.69 -0.79 -0.90 -0.23 -0.19 0.07 -0.44 -0.61 -0.68 -0.06 -0.32 -0.44 -0.96 -1.23 -0.70 -1.10 -1.13 -0.10 -0.48 -0.51 -1.03 0.74 2.07 1.14 2.22 1.58 0.62 0.58 0.53 0.85 0.88 1.05 0.74 0.66 0.96 0.62 0.80 0.47 0.46 0.93 0.72 0.65 792

1.89 1.07 0.62 1.44 0.74 1.54 1.20 0.13 1.33 0.90 1.60 2.00 0.13 2.90 0.69 5.81 1.53 0.99 0.97 2.02 0.49 2.00 P42224 STAT1_HUMANreviewed Signal transducer and activator of transcription 1-alpha/beta (Transcription factor ISGF-3 components p91/p84)STAT1 750 Homo sapiens (Human) -0.47 -0.32 -0.64 -0.54 -0.49 -0.36 0.12 -0.03 0.40 0.27 -0.16 0.07 0.17 0.09 0.27 0.98 1.00 0.29 0.76 0.64 0.17 0.07 0.18 -0.04 0.48 0.26 0.73 0.80 0.64 0.69 0.71 0.78 1.09 0.98 1.32 1.21 0.89 1.05 1.12 1.07 1.98 1.20 2.00 1.05 1.13 0.97 1.40 0.99 375

4.87 1.05 0.72 3.77 0.28 3.97 0.97 0.82 3.80 0.26 3.68 1.15 0.42 3.86 0.30 4.43 NA 1.09 0.60 4.69 0.23 5.13 P42345 MTOR_HUMANreviewed Serine/threonine-protein kinase mTOR (EC 2.7.11.1) (FK506-binding protein 12-rapamycin complex-associated protein 1) (FKBP12-rapamycin complex-associated protein) (Mammalian target of rapamycin) (mTOR) (Mechanistic target of rapamycin) (Rapamycin and FKBP12 target 1) (Rapamycin target protein 1)MTOR FRAP FRAP1 FRAP2 RAFT1 RAPT12549 Homo sapiens (Human) -0.08 0.09 0.25 -0.53 -0.16 -0.05 0.74 0.23 0.23 1.41 0.16 -0.05 -0.20 0.07 -0.04 1.39 0.20 0.37 0.46 0.18 0.10 0.87 0.08 -0.59 0.05 0.30 0.38 1.06 1.19 0.69 0.90 0.97 1.67 1.17 1.17 2.65 1.12 0.97 0.87 1.05 2.61 0.97 1.15 1.83 1.06 0.66 1.04 1.09 793

35.44 1.38 0.48 47.06 0.03 65.03 1.03 0.82 3.59 0.29 3.70 0.91 0.73 15.05 0.06 13.67 3.28 1.01 0.97 23.55 0.04 23.83 P43005 EAA3_HUMAN reviewed Excitatory amino acid transporter 3 (Excitatory amino-acid carrier 1) (Neuronal and epithelial glutamate transporter) (Sodium-dependent glutamate/aspartate transporter 3) (Solute carrier family 1 member 1)SLC1A1 EAAC1 EAAT3 524 Homo sapiens (Human) 0.48 0.80 1.04 0.74 0.25 -0.44 -0.75 -0.90 -0.19 -0.56 0.31 -0.41 -0.79 0.47 0.04 -0.34 -0.14 -0.30 -0.78 -1.01 -0.53 -0.16 -1.51 -0.35 -0.10 -0.36 -0.84 1.74 2.06 1.67 1.19 0.74 0.59 0.54 0.88 0.68 1.24 0.75 0.58 1.38 0.79 1.03 0.91 0.89 0.35 0.79 0.93 1.01 794

0.80 1.65 0.00 1.12 1.48 1.84 0.90 0.19 1.17 0.77 1.06 0.57 0.00 1.30 0.44 0.74 1.16 0.51 0.00 1.31 0.38 0.66 P43353 AL3B1_HUMANreviewed Aldehyde dehydrogenase family 3 member B1 (EC 1.2.1.5) (Aldehyde dehydrogenase 7)ALDH3B1 ALDH7 468 Homo sapiens (Human) 0.58 0.75 0.97 0.82 0.26 0.12 -0.03 0.18 -0.60 -0.29 0.32 0.04 -0.59 0.72 -0.15 -0.16 -0.80 -0.12 -0.71 -0.93 -0.34 -0.37 -0.49 -0.19 -0.33 -0.18 -0.77 1.68 1.95 1.76 1.20 1.09 0.98 1.13 0.66 0.82 1.25 1.03 0.66 1.65 0.89 0.90 0.57 0.78 0.71 0.88 0.80 0.51 376

2.01 1.21 0.01 1.14 1.06 1.38 1.43 0.00 1.16 1.23 1.66 1.28 0.04 1.27 1.01 1.63 1.17 0.84 0.05 1.19 0.71 1.00 P43490 NAMPT_HUMANreviewed Nicotinamide phosphoribosyltransferase (NAmPRTase) (Nampt) (EC 2.4.2.12) (Pre-B-cell colony-enhancing factor 1) (Pre-B cell-enhancing factor) (Visfatin)NAMPT PBEF PBEF1 491 Homo sapiens (Human) -0.23 -0.08 -0.74 0.16 -0.43 -0.04 0.20 0.64 0.28 -0.18 0.00 -0.03 0.75 0.27 0.52 -0.07 0.36 0.25 0.48 0.36 0.14 0.18 0.17 -0.02 0.20 0.22 0.45 0.95 0.60 1.12 0.74 0.97 1.15 1.56 1.21 0.88 1.00 0.98 1.68 1.21 0.95 1.43 1.28 1.14 1.13 0.99 1.15 0.84 377

1.46 0.86 0.05 1.15 0.75 1.00 1.31 0.00 1.11 1.19 1.46 1.25 0.01 1.16 1.08 1.44 1.06 0.86 0.06 1.17 0.73 1.00 P43652 AFAM_HUMANreviewed Afamin (Alpha-albumin) (Alpha-Alb)AFM ALB2 ALBA 599 Homo sapiens (Human) -0.82 -0.84 -0.37 -0.84 -1.57 -0.44 0.83 0.28 0.42 0.90 0.02 -0.29 0.40 -0.21 0.39 0.53 0.32 0.33 1.14 1.26 0.44 0.80 0.48 0.36 0.13 0.36 1.17 0.56 0.77 0.56 0.34 0.74 1.78 1.22 1.34 1.87 1.01 0.82 1.32 0.86 1.45 1.31 1.25 1.75 1.39 1.29 1.09 0.86 378

1.28 0.68 0.00 1.21 0.56 0.82 0.85 0.08 1.21 0.71 1.03 1.00 0.96 1.21 0.82 1.20 1.46 1.06 0.49 1.23 0.86 1.30 P43686 PRS6B_HUMANreviewed 26S protease regulatory subunit 6B (26S proteasome AAA-ATPase subunit RPT3) (MB67-interacting protein) (MIP224) (Proteasome 26S subunit ATPase 4) (Tat-binding protein 7) (TBP-7)PSMC4 MIP224 TBP7 418 Homo sapiens (Human) 0.17 -0.22 0.23 -0.55 1.12 0.26 -0.44 -0.32 -0.37 -0.09 -0.18 -0.14 -0.16 -0.56 -0.23 -0.33 -0.01 -0.26 -0.42 -0.59 -0.42 -0.69 -0.56 -0.21 -0.23 -0.30 -0.47 0.86 1.17 0.68 2.17 1.19 0.74 0.80 0.78 0.94 0.88 0.91 0.89 0.68 0.80 0.85 1.00 0.62 0.68 0.87 0.85 1.06 379

3.67 1.01 0.93 3.54 0.29 3.58 1.27 0.25 3.53 0.36 4.48 1.12 0.46 3.53 0.32 3.96 NA 0.87 0.39 3.54 0.25 3.08 P45974 UBP5_HUMAN reviewed Ubiquitin carboxyl-terminal hydrolase 5 (EC 3.4.19.12) (Deubiquitinating enzyme 5) (Isopeptidase T) (Ubiquitin thioesterase 5) (Ubiquitin-specific-processing protease 5)USP5 ISOT 858 Homo sapiens (Human) 0.01 0.26 -0.50 0.17 -0.02 0.11 -0.10 0.42 -0.10 -0.65 0.06 0.40 0.06 0.02 0.34 -0.23 0.16 0.03 0.03 0.13 0.13 -0.26 0.14 0.21 0.43 0.06 0.06 1.20 0.71 1.13 0.99 1.08 0.93 1.34 0.93 0.64 1.05 1.32 1.04 1.01 0.85 1.27 1.12 0.84 1.10 1.16 1.35 0.87 795

2.68 1.31 0.35 8.21 0.16 10.76 1.16 0.39 3.61 0.32 4.18 0.69 0.17 3.57 0.19 2.47 NA 0.63 0.14 3.58 0.18 2.26 P46108 CRK_HUMAN reviewed Adapter molecule crk (Proto-oncogene c-Crk) (p38)CRK 304 Homo sapiens (Human) 0.34 0.65 0.22 0.61 -0.16 0.36 -0.12 -0.12 0.61 0.00 0.28 0.33 -0.42 0.39 0.21 0.36 -0.53 0.09 -0.25 -0.37 -0.04 0.05 -0.11 0.35 -0.45 0.06 -0.28 1.57 1.16 1.53 0.90 1.28 0.92 0.92 1.53 1.00 1.22 1.25 0.75 1.31 1.28 1.16 0.69 1.03 0.93 1.28 0.73 0.63 796

3.32 0.59 0.06 1.81 0.33 1.06 0.61 0.38 6.57 0.09 4.03 0.83 0.75 8.77 0.09 7.28 NA 1.01 0.94 1.47 0.69 1.48 P46776 RL27A_HUMANreviewed 60S ribosomal protein L27aRPL27A 148 Homo sapiens (Human) 0.05 -0.50 -0.31 -0.48 1.51 0.01 -0.38 -0.35 -0.73 -1.34 0.19 -0.05 -0.66 -0.76 -0.71 -0.70 -0.27 -0.52 -0.57 -0.22 -0.17 0.04 0.03 -0.35 -0.39 -0.43 -0.47 0.71 0.81 0.72 2.85 1.01 0.77 0.79 0.60 0.40 1.14 0.97 0.63 0.59 0.62 0.61 0.83 1.03 1.02 0.78 0.76 1.01 797

NA 1.00 NA NA NA NA 1.08 NA NA NA NA 1.47 NA NA NA NA 3.22 0.99 NA NA NA NA P46777 RL5_HUMAN reviewed 60S ribosomal protein L5RPL5 MSTP030 297 Homo sapiens (Human) 0.18 -0.28 -0.07 0.16 0.83 0.27 0.27 -0.28 0.03 -0.47 -0.01 -0.17 0.07 0.00 0.11 0.10 0.56 0.02 -0.17 -0.18 0.00 -0.33 -0.20 0.07 0.47 0.01 -0.17 0.82 0.95 1.12 1.78 1.21 1.20 0.82 1.02 0.72 0.99 0.89 1.05 1.00 1.07 1.08 1.47 0.80 0.87 1.05 1.38 0.99 715

177.03 0.59 0.15 4.84 0.12 2.86 0.64 0.20 6.45 0.10 4.12 0.68 0.18 4.26 0.16 2.90 1.38 1.53 0.26 10.08 0.15 15.46 P46778 RL21_HUMAN reviewed 60S ribosomal protein L21RPL21 160 Homo sapiens (Human) 0.01 -0.49 0.04 -0.38 1.22 -0.36 -0.35 -0.33 -0.56 -0.10 -0.04 -0.21 -1.01 -0.76 -0.65 -0.21 -0.55 -0.43 -0.44 -0.12 -0.12 -0.36 0.20 -0.03 -0.28 -0.35 -0.36 0.71 1.02 0.77 2.33 0.78 0.78 0.79 0.68 0.93 0.97 0.87 0.49 0.59 0.86 0.64 0.68 0.78 1.15 0.98 0.83 1.53 798

NA 0.64 NA NA NA NA 0.63 NA NA NA NA 0.69 NA NA NA NA 45.34 1.33 NA NA NA NA P46779 RL28_HUMAN reviewed 60S ribosomal protein L28RPL28 137 Homo sapiens (Human) 0.01 -0.99 -0.12 -0.48 1.83 -0.17 -0.47 -0.33 -0.47 -0.64 -0.07 -0.02 -0.96 -0.64 -0.66 -0.99 -0.53 -0.53 -0.54 -0.28 -0.27 -0.36 0.23 -0.71 -0.23 -0.46 -0.47 0.50 0.92 0.71 3.55 0.89 0.72 0.79 0.72 0.64 0.96 0.99 0.51 0.64 0.50 0.63 0.69 0.78 1.17 0.61 0.86 1.33 716

0.89 0.60 0.00 1.24 0.48 0.74 0.56 0.00 1.18 0.48 0.66 0.82 0.02 1.18 0.69 0.96 1.49 1.19 0.19 1.35 0.88 1.60 P46781 RS9_HUMAN reviewed 40S ribosomal protein S9RPS9 194 Homo sapiens (Human) 0.02 -0.73 -0.40 -0.70 1.40 0.55 -0.42 -0.15 -0.35 -0.94 -0.01 0.03 -0.46 -0.75 -0.83 -0.65 -0.29 -0.44 -0.46 -0.34 -0.32 -0.50 0.18 -0.60 -0.37 -0.41 -0.43 0.60 0.76 0.62 2.65 1.47 0.75 0.90 0.78 0.52 1.00 1.02 0.73 0.60 0.64 0.56 0.82 0.71 1.14 0.66 0.78 1.19 380

3.76 0.67 0.16 3.53 0.19 2.38 0.82 0.52 15.48 0.05 12.65 1.29 0.28 4.69 0.27 6.05 3.92 1.07 0.64 3.54 0.30 3.77 P46782 RS5_HUMAN reviewed 40S ribosomal protein S5 [Cleaved into: 40S ribosomal protein S5, N-terminally processed]RPS5 204 Homo sapiens (Human) -0.04 -0.75 -0.59 -0.66 1.19 0.62 -0.15 -0.11 0.16 -0.89 -0.23 -0.22 0.09 -0.57 -0.29 -0.86 0.37 -0.25 -0.21 -0.45 -0.49 -0.70 -0.25 -0.66 -0.35 -0.31 -0.28 0.59 0.67 0.63 2.29 1.53 0.90 0.93 1.11 0.54 0.85 0.86 1.06 0.67 0.55 0.82 1.29 0.62 0.84 0.63 0.78 1.07 381

1.09 0.99 0.80 1.07 0.92 1.06 1.01 0.73 1.06 0.95 1.07 1.11 0.00 1.06 1.04 1.18 1.14 1.01 0.91 1.10 0.91 1.11 P46940 IQGA1_HUMANreviewed Ras GTPase-activating-like protein IQGAP1 (p195)IQGAP1 KIAA0051 1657 Homo sapiens (Human) 0.12 0.21 -0.04 0.00 0.33 0.09 0.28 0.28 0.03 -0.09 0.11 0.08 -0.02 -0.01 0.02 -0.09 0.15 0.07 -0.05 -0.12 0.00 -0.06 0.09 -0.11 0.05 0.05 -0.07 1.16 0.97 1.00 1.26 1.06 1.21 1.21 1.02 0.94 1.08 1.06 0.99 0.99 0.94 1.01 1.11 0.96 1.07 0.93 1.04 1.01 382

1.76 1.12 0.32 1.44 0.78 1.61 1.19 0.17 1.44 0.83 1.71 1.14 0.25 1.44 0.80 1.64 1.73 1.01 0.90 1.44 0.70 1.46 P47756 CAPZB_HUMANreviewed F-actin-capping protein subunit beta (CapZ beta)CAPZB 277 Homo sapiens (Human) 0.03 -0.07 0.04 -0.24 0.45 -0.03 -0.10 0.03 0.00 -0.57 -0.28 -0.10 0.29 0.16 0.25 -0.25 0.19 -0.03 -0.07 -0.20 -0.17 -0.24 -0.08 -0.30 -0.06 -0.07 -0.10 0.95 1.03 0.85 1.37 0.98 0.93 1.02 1.00 0.68 0.82 0.93 1.22 1.12 0.84 1.19 1.14 0.84 0.95 0.81 0.96 1.01 383

1.62 0.79 0.05 1.27 0.62 1.00 0.88 0.24 1.31 0.68 1.16 1.16 0.34 1.50 0.77 1.74 5.69 1.16 0.32 1.48 0.78 1.71 P47897 SYQ_HUMAN reviewed Glutamine--tRNA ligase (EC 6.1.1.18) (Glutaminyl-tRNA synthetase) (GlnRS)QARS 775 Homo sapiens (Human) -0.25 -0.21 -0.12 -0.76 -0.70 0.56 -0.16 -0.12 -0.18 0.37 -0.23 -0.39 -0.01 -0.34 -0.18 0.12 0.21 -0.08 0.17 0.08 -0.17 -0.30 -0.09 -0.23 -0.07 -0.11 0.14 0.86 0.92 0.59 0.61 1.47 0.89 0.92 0.89 1.30 0.85 0.76 1.00 0.79 1.09 0.88 1.16 0.81 0.94 0.86 0.95 1.16 384

NA 0.59 NA NA NA NA 0.46 NA NA NA NA 0.42 NA NA NA NA 0.78 1.09 NA NA NA NA P47914 RL29_HUMAN reviewed 60S ribosomal protein L29 (Cell surface heparin-binding protein HIP)RPL29 159 Homo sapiens (Human) 0.22 -0.78 0.78 -0.27 1.53 -0.18 -0.68 -0.14 -1.23 -0.43 -0.43 -0.95 -0.97 -0.77 -1.13 -0.41 -1.25 -0.76 -0.98 -0.33 -0.12 -0.51 -0.22 -0.22 0.49 -0.59 -0.81 0.58 1.72 0.83 2.88 0.88 0.62 0.91 0.43 0.74 0.74 0.52 0.51 0.59 0.75 0.46 0.42 0.70 0.86 0.86 1.40 1.09 717

1.52 0.84 0.28 1.67 0.50 1.40 0.87 0.34 1.65 0.53 1.43 1.15 0.23 1.42 0.81 1.63 0.99 1.05 0.61 1.42 0.74 1.49 P48444 COPD_HUMAN reviewed Coatomer subunit delta (Archain) (Delta-coat protein) (Delta-COP)ARCN1 COPD 511 Homo sapiens (Human) 0.19 -0.03 0.54 -0.10 0.47 0.06 0.05 0.07 0.05 0.13 -0.09 -0.22 -0.07 -0.25 -0.21 0.29 0.20 0.00 -0.19 -0.26 -0.07 0.06 -0.10 -0.13 -0.12 -0.02 -0.21 0.98 1.45 0.93 1.38 1.04 1.04 1.05 1.03 1.09 0.94 0.86 0.95 0.84 1.22 0.87 1.15 1.04 0.93 0.92 0.92 1.05 385

1.30 1.04 0.88 2.68 0.39 2.79 1.04 0.89 3.41 0.31 3.56 0.86 0.57 2.57 0.33 2.22 1.50 0.68 0.06 1.55 0.44 1.06 P48509 CD151_HUMANreviewed CD151 antigen (GP27) (Membrane glycoprotein SFA-1) (Platelet-endothelial tetraspan antigen 3) (PETA-3) (Tetraspanin-24) (Tspan-24) (CD antigen CD151)CD151 TSPAN24 253 Homo sapiens (Human) -0.08 -0.01 0.49 0.20 -0.65 -0.43 -0.01 -0.36 0.50 0.19 -0.02 -0.01 -0.25 0.06 0.06 0.52 -0.21 0.04 0.12 0.20 0.12 0.12 -0.22 0.80 -0.23 0.06 0.14 1.00 1.40 1.15 0.64 0.74 0.99 0.78 1.41 1.14 0.99 0.99 0.84 1.04 1.44 1.04 0.86 1.09 0.86 1.74 0.85 0.68 386

1.01 0.63 0.02 1.37 0.46 0.87 0.78 0.07 1.34 0.58 1.04 0.99 0.91 1.38 0.71 1.37 2.80 0.78 0.13 1.45 0.54 1.14 P48556 PSMD8_HUMANreviewed 26S proteasome non-ATPase regulatory subunit 8 (26S proteasome regulatory subunit RPN12) (26S proteasome regulatory subunit S14) (p31)PSMD8 350 Homo sapiens (Human) 0.26 0.04 0.20 -0.33 0.81 0.58 -0.49 0.00 -0.31 0.01 -0.25 -0.39 -0.33 -0.67 -0.37 -0.11 -0.02 -0.27 -0.52 -0.67 -0.42 -0.55 -0.53 -0.15 -0.44 -0.31 -0.56 1.03 1.15 0.79 1.75 1.50 0.71 1.00 0.81 1.01 0.84 0.76 0.80 0.63 0.93 0.78 0.99 0.69 0.69 0.90 0.74 0.78 387

1.07 0.71 0.01 1.24 0.58 0.88 0.77 0.03 1.26 0.61 0.97 0.99 0.98 1.51 0.66 1.50 0.93 1.03 0.55 1.12 0.92 1.16 P48643 TCPE_HUMAN reviewed T-complex protein 1 subunit epsilon (TCP-1-epsilon) (CCT-epsilon)CCT5 CCTE KIAA0098 541 Homo sapiens (Human) 0.39 0.13 0.47 -0.32 1.00 0.68 -0.04 -0.08 -0.31 -0.62 -0.14 -0.32 -0.17 -0.49 -0.38 -0.31 -0.01 -0.26 -0.65 -0.65 -0.26 -0.13 -0.18 -0.25 -0.47 -0.26 -0.65 1.10 1.39 0.80 2.00 1.60 0.97 0.94 0.81 0.65 0.91 0.80 0.89 0.71 0.81 0.77 0.99 0.92 0.88 0.84 0.72 1.03 388

NA 0.90 NA NA NA NA 0.75 NA NA NA NA 0.91 NA NA NA NA 1.19 1.39 NA NA NA NA P49189 AL9A1_HUMANreviewed 4-trimethylaminobutyraldehyde dehydrogenase (TMABADH) (EC 1.2.1.47) (Aldehyde dehydrogenase E3 isozyme) (Aldehyde dehydrogenase family 9 member A1) (EC 1.2.1.3) (Gamma-aminobutyraldehyde dehydrogenase) (EC 1.2.1.19) (R-aminobutyraldehyde dehydrogenase)ALDH9A1 ALDH4 ALDH7 ALDH9494 Homo sapiens (Human) 0.17 -0.14 -0.14 0.08 0.57 0.50 0.40 0.50 0.15 -0.37 -0.03 -0.09 -0.21 -0.15 -0.42 0.07 -0.13 -0.03 -0.20 -0.11 0.07 0.44 0.25 -0.16 -0.27 0.00 -0.17 0.91 0.91 1.05 1.48 1.41 1.32 1.41 1.11 0.77 0.98 0.94 0.87 0.90 1.05 0.75 0.91 1.36 1.19 0.89 0.83 1.39 718

1.20 0.79 0.00 1.12 0.71 0.88 1.01 0.88 1.13 0.89 1.14 1.21 0.00 1.12 1.07 1.35 1.29 1.40 0.00 1.13 1.24 1.58 P49327 FAS_HUMAN reviewed Fatty acid synthase (EC 2.3.1.85) [Includes: [Acyl-carrier-protein] S-acetyltransferase (EC 2.3.1.38); [Acyl-carrier-protein] S-malonyltransferase (EC 2.3.1.39); 3-oxoacyl-[acyl-carrier-protein] synthase (EC 2.3.1.41); 3-oxoacyl-[acyl-carrier-protein] reductase (EC 1.1.1.100); 3-hydroxyacyl-[acyl-carrier-protein] dehydratase (EC 4.2.1.59); Enoyl-[acyl-carrier-protein] reductase (EC 1.3.1.39); Oleoyl-[acyl-carrier-protein] hydrolase (EC 3.1.2.14)]FASN FAS 2511 Homo sapiens (Human) -0.08 0.24 -0.23 -0.55 -0.03 0.14 0.25 0.07 0.28 0.45 -0.22 0.15 0.13 -0.34 0.01 0.41 0.27 0.13 0.22 0.12 0.04 0.03 0.12 -0.16 0.14 0.11 0.19 1.18 0.85 0.68 0.98 1.10 1.19 1.05 1.22 1.36 0.86 1.11 1.10 0.79 1.33 1.01 1.21 1.02 1.09 0.90 1.10 1.40 389

0.99 0.62 0.01 1.33 0.47 0.83 0.64 0.06 1.63 0.39 1.04 0.80 0.07 1.29 0.62 1.03 0.85 0.91 0.27 1.22 0.75 1.11 P49368 TCPG_HUMAN reviewed T-complex protein 1 subunit gamma (TCP-1-gamma) (CCT-gamma) (hTRiC5)CCT3 CCTG TRIC5 545 Homo sapiens (Human) 0.33 0.18 -0.07 -0.24 0.91 0.88 -0.53 -0.17 -0.50 -0.17 -0.16 -0.42 -0.39 -0.68 -0.65 -0.36 -0.32 -0.39 -0.73 -0.73 -0.40 -0.45 -0.38 -0.10 -0.67 -0.40 -0.73 1.13 0.95 0.85 1.88 1.84 0.69 0.89 0.71 0.89 0.90 0.75 0.76 0.62 0.78 0.64 0.80 0.73 0.77 0.93 0.63 0.91 390

1.25 0.49 0.03 1.83 0.27 0.89 0.49 0.01 1.50 0.33 0.73 0.87 0.50 1.62 0.54 1.41 0.91 0.60 0.03 1.53 0.40 0.92 P49720 PSB3_HUMAN reviewed Proteasome subunit beta type-3 (EC 3.4.25.1) (Proteasome chain 13) (Proteasome component C10-II) (Proteasome theta chain)PSMB3 205 Homo sapiens (Human) 0.32 -0.83 0.94 -0.62 1.09 1.02 -0.33 -0.35 -0.45 0.12 -0.54 -0.37 -0.21 -1.04 -1.03 -0.17 -0.20 -0.41 -0.73 -1.09 -0.77 -1.12 -0.72 -0.31 -0.94 -0.51 -0.83 0.56 1.91 0.65 2.13 2.02 0.80 0.79 0.73 1.09 0.69 0.77 0.86 0.49 0.89 0.49 0.87 0.46 0.61 0.81 0.52 0.60 391

1.11 0.46 0.03 1.89 0.24 0.86 0.46 0.03 1.83 0.25 0.84 0.73 0.06 1.39 0.52 1.02 0.64 0.61 0.03 1.48 0.42 0.91 P49721 PSB2_HUMAN reviewed Proteasome subunit beta type-2 (EC 3.4.25.1) (Macropain subunit C7-I) (Multicatalytic endopeptidase complex subunit C7-I) (Proteasome component C7-I)PSMB2 201 Homo sapiens (Human) 0.45 -0.86 1.31 -1.10 1.75 1.13 -1.07 -0.37 -1.09 -1.25 -0.78 -0.90 -0.84 -1.13 -1.13 -0.82 -0.46 -0.89 -1.34 -1.43 -0.99 -1.38 -1.07 -0.79 -0.69 -0.92 -1.36 0.55 2.48 0.47 3.36 2.19 0.48 0.77 0.47 0.42 0.58 0.53 0.56 0.46 0.57 0.46 0.73 0.38 0.48 0.58 0.62 0.61 392

1.77 1.24 0.13 1.46 0.85 1.81 1.02 0.88 1.46 0.70 1.48 0.99 0.92 1.62 0.61 1.60 7.58 1.27 0.23 1.81 0.70 2.29 P49773 HINT1_HUMANreviewed Histidine triad nucleotide-binding protein 1 (EC 3.-.-.-) (Adenosine 5'-monophosphoramidase) (Protein kinase C inhibitor 1) (Protein kinase C-interacting protein 1) (PKCI-1)HINT1 HINT PKCI1 PRKCNH1126 Homo sapiens (Human) -0.31 0.54 -0.86 0.26 -0.81 -0.67 0.52 0.68 0.08 -0.05 0.45 0.35 0.28 0.31 0.02 0.12 -0.02 0.25 0.56 0.28 -0.03 0.02 0.25 -0.16 -0.24 0.17 0.48 1.45 0.55 1.19 0.57 0.63 1.44 1.60 1.05 0.97 1.36 1.27 1.22 1.24 1.08 1.02 0.99 1.01 1.19 0.89 0.85 1.27 393

1.38 1.13 0.26 1.42 0.80 1.61 1.22 0.27 1.74 0.70 2.12 2.80 0.01 1.69 1.65 4.73 1.61 0.72 0.31 2.86 0.25 2.06 P49788 TIG1_HUMAN reviewed Retinoic acid receptor responder protein 1 (RAR-responsive protein TIG1) (Tazarotene-induced gene 1 protein)RARRES1 TIG1 294 Homo sapiens (Human) -0.37 0.18 -1.16 -0.56 -0.12 -0.18 -0.20 0.47 0.27 -0.49 -0.25 0.17 -0.04 0.18 0.28 0.98 1.48 0.26 0.63 -0.16 -0.53 -0.95 -0.97 -0.30 0.12 0.05 0.42 1.13 0.45 0.68 0.92 0.88 0.87 1.38 1.20 0.71 0.84 1.12 0.97 1.13 1.97 1.22 2.80 0.52 0.51 0.81 1.08 0.72 394

0.98 1.19 0.45 1.77 0.67 2.10 1.20 0.31 1.54 0.78 1.84 0.77 0.21 1.63 0.47 1.26 1.36 0.90 0.19 1.22 0.74 1.09 P50148 GNAQ_HUMANreviewed Guanine nucleotide-binding protein G(q) subunit alpha (Guanine nucleotide-binding protein alpha-q)GNAQ GAQ 359 Homo sapiens (Human) 0.33 0.44 0.55 0.57 -0.03 0.12 -0.05 0.26 -0.22 -0.11 0.29 0.18 -0.31 0.25 0.26 0.04 -0.38 0.02 -0.31 -0.30 0.03 0.18 -0.16 0.24 -0.13 0.02 -0.31 1.36 1.47 1.49 0.98 1.09 0.97 1.20 0.86 0.93 1.22 1.13 0.80 1.19 1.03 1.20 0.77 1.13 0.90 1.18 0.91 0.90 395

1.08 1.10 0.04 1.10 1.00 1.21 1.05 0.41 1.13 0.93 1.18 0.88 0.05 1.14 0.77 1.00 1.39 1.09 0.21 1.16 0.94 1.26 P50395 GDIB_HUMAN reviewed Rab GDP dissociation inhibitor beta (Rab GDI beta) (Guanosine diphosphate dissociation inhibitor 2) (GDI-2)GDI2 RABGDIB 445 Homo sapiens (Human) 0.08 0.23 0.11 0.18 -0.26 0.14 -0.04 0.36 0.02 -0.10 0.19 0.24 -0.15 0.14 0.07 0.03 -0.19 0.05 -0.03 -0.08 0.00 0.02 0.08 -0.04 -0.07 0.04 -0.04 1.17 1.08 1.13 0.83 1.10 0.97 1.28 1.01 0.93 1.14 1.18 0.90 1.10 1.02 1.05 0.88 1.01 1.06 0.97 0.95 1.09 396

2.25 0.99 0.96 1.45 0.68 1.45 1.11 0.36 1.46 0.76 1.61 0.82 0.37 2.07 0.40 1.71 2.24 1.06 0.60 1.45 0.73 1.53 P50552 VASP_HUMAN reviewed Vasodilator-stimulated phosphoprotein (VASP)VASP 380 Homo sapiens (Human) 0.00 -0.24 -0.16 0.10 0.37 -0.04 0.29 0.30 0.26 -0.29 0.23 0.17 0.56 -0.01 0.15 -0.24 -0.28 0.10 0.10 0.24 0.25 0.20 0.39 0.06 0.33 0.14 0.14 0.84 0.89 1.07 1.29 0.97 1.22 1.23 1.20 0.82 1.18 1.12 1.47 0.99 0.84 1.11 0.82 1.15 1.31 1.05 1.26 1.06 397

1.63 1.08 0.40 1.26 0.85 1.36 1.20 0.14 1.33 0.90 1.60 0.98 0.90 1.43 0.69 1.40 1.58 1.16 0.16 1.29 0.90 1.50 P50570 DYN2_HUMAN reviewed Dynamin-2 (EC 3.6.5.5)DNM2 DYN2 870 Homo sapiens (Human) -0.07 0.21 -0.49 -0.11 -0.06 0.08 -0.02 0.13 -0.03 0.31 0.15 0.11 0.20 0.10 0.26 0.21 -0.02 0.13 0.20 0.15 0.07 -0.07 0.03 0.16 0.18 0.11 0.18 1.16 0.71 0.93 0.96 1.06 0.99 1.10 0.98 1.24 1.11 1.08 1.15 1.08 1.15 1.20 0.98 0.95 1.02 1.12 1.13 1.16 398

1.26 0.44 0.04 2.07 0.21 0.90 0.50 0.09 2.66 0.19 1.32 0.67 0.11 1.87 0.36 1.25 1.47 1.00 0.98 1.44 0.69 1.43 P50914 RL14_HUMAN reviewed 60S ribosomal protein L14 (CAG-ISL 7)RPL14 215 Homo sapiens (Human) 0.01 -1.03 -0.62 -0.77 1.71 0.74 -0.96 -0.56 -0.86 -0.28 -0.19 -0.05 -0.64 -1.20 -1.01 -0.42 -0.58 -0.61 -0.62 -0.52 -0.51 -0.91 -0.02 -0.49 -0.63 -0.59 -0.59 0.49 0.65 0.59 3.26 1.67 0.51 0.68 0.55 0.82 0.88 0.97 0.64 0.44 0.75 0.50 0.67 0.53 0.98 0.71 0.65 1.00 399

1.07 0.64 0.00 1.22 0.52 0.78 0.67 0.00 1.20 0.56 0.80 0.96 0.57 1.18 0.81 1.13 0.90 1.07 0.37 1.17 0.91 1.24 P50990 TCPQ_HUMAN reviewed T-complex protein 1 subunit theta (TCP-1-theta) (CCT-theta) (Renal carcinoma antigen NY-REN-15)CCT8 C21orf112 CCTQ KIAA0002548 Homo sapiens (Human) 0.30 0.23 0.09 -0.60 0.84 0.94 -0.43 -0.12 -0.38 -0.78 -0.24 -0.41 -0.36 -0.65 -0.58 -0.62 -0.06 -0.42 -0.72 -0.62 -0.32 -0.40 -0.19 -0.11 -0.56 -0.39 -0.69 1.17 1.06 0.66 1.80 1.92 0.74 0.92 0.77 0.58 0.85 0.75 0.78 0.64 0.65 0.67 0.96 0.76 0.88 0.93 0.68 1.07 400

1.07 0.63 0.00 1.25 0.51 0.79 0.65 0.00 1.27 0.51 0.83 0.83 0.01 1.13 0.73 0.94 1.04 0.95 0.55 1.19 0.80 1.13 P50991 TCPD_HUMAN reviewed T-complex protein 1 subunit delta (TCP-1-delta) (CCT-delta) (Stimulator of TAR RNA-binding)CCT4 CCTD SRB 539 Homo sapiens (Human) 0.41 0.46 0.05 -0.45 0.92 1.08 -0.54 -0.07 -0.57 -0.51 -0.23 -0.19 -0.25 -0.66 -0.62 -0.45 -0.27 -0.40 -0.81 -0.83 -0.42 -0.44 -0.37 -0.39 -0.49 -0.40 -0.82 1.38 1.04 0.73 1.90 2.11 0.69 0.95 0.67 0.70 0.85 0.88 0.84 0.63 0.73 0.65 0.83 0.74 0.78 0.77 0.71 0.95 401

1.02 0.97 0.59 1.13 0.86 1.09 0.95 0.44 1.16 0.82 1.10 0.88 0.02 1.11 0.79 0.97 1.42 1.12 0.13 1.17 0.96 1.31 P50995 ANX11_HUMANreviewed Annexin A11 (56 kDa autoantigen) (Annexin XI) (Annexin-11) (Calcyclin-associated annexin 50) (CAP-50)ANXA11 ANX11 505 Homo sapiens (Human) 0.22 -0.08 0.55 0.20 -0.02 0.46 -0.03 0.12 -0.47 -0.44 0.18 0.11 -0.14 -0.04 -0.08 -0.24 -0.19 -0.11 -0.34 -0.13 0.10 0.26 0.06 0.01 0.07 -0.06 -0.28 0.94 1.46 1.15 0.99 1.38 0.98 1.09 0.72 0.74 1.13 1.08 0.91 0.97 0.85 0.95 0.88 1.19 1.04 1.00 1.05 1.12 402

1.87 0.99 0.90 1.43 0.69 1.42 0.91 0.37 1.43 0.63 1.30 0.83 0.28 1.72 0.48 1.43 1.25 0.77 0.09 1.43 0.54 1.11 P51148 RAB5C_HUMANreviewed Ras-related protein Rab-5C (L1880) (RAB5L)RAB5C RABL 216 Homo sapiens (Human) 0.13 0.15 0.48 0.28 -0.02 -0.26 -0.07 0.10 -0.01 0.12 0.12 -0.09 -0.28 -0.02 -0.14 0.10 -0.27 -0.04 -0.17 -0.05 0.08 -0.01 0.03 0.28 0.02 -0.01 -0.14 1.11 1.39 1.22 0.99 0.83 0.95 1.08 0.99 1.09 1.09 0.94 0.82 0.99 1.07 0.91 0.83 1.00 1.02 1.21 1.01 0.77 403

1.88 1.19 0.07 1.22 0.97 1.46 1.03 0.76 1.25 0.82 1.28 0.82 0.09 1.28 0.64 1.05 1.17 0.76 0.05 1.31 0.58 1.00 P51149 RAB7A_HUMANreviewed Ras-related protein Rab-7aRAB7A RAB7 207 Homo sapiens (Human) -0.01 -0.27 0.39 -0.08 -0.15 0.08 -0.24 0.00 -0.24 0.01 -0.27 -0.11 0.03 0.25 0.04 0.02 -0.28 -0.07 -0.07 -0.04 -0.04 -0.11 0.00 0.06 -0.12 -0.06 -0.06 0.83 1.31 0.95 0.90 1.06 0.85 1.00 0.85 1.01 0.83 0.92 1.02 1.19 1.01 1.03 0.82 0.93 1.00 1.04 0.92 0.76 404

1.24 1.01 0.92 1.26 0.80 1.27 1.22 0.07 1.26 0.97 1.53 0.87 0.18 1.28 0.68 1.12 NA 0.97 0.72 1.26 0.77 1.22 P51178 PLCD1_HUMANreviewed 1-phosphatidylinositol 4,5-bisphosphate phosphodiesterase delta-1 (EC 3.1.4.11) (Phosphoinositide phospholipase C-delta-1) (Phospholipase C-III) (PLC-III) (Phospholipase C-delta-1) (PLC-delta-1)PLCD1 756 Homo sapiens (Human) 0.05 -0.08 -0.13 0.79 -0.33 0.01 -0.45 -0.30 -0.03 0.51 0.24 0.26 -0.35 0.01 0.29 -0.21 -0.20 -0.02 -0.07 0.11 0.16 0.09 -0.14 0.56 0.13 0.03 -0.02 0.95 0.91 1.73 0.79 1.00 0.73 0.81 0.98 1.42 1.18 1.19 0.78 1.01 0.86 1.22 0.87 1.06 0.90 1.48 1.09 0.97 799

3.08 0.70 0.17 3.52 0.20 2.45 0.78 0.24 3.53 0.22 2.76 0.93 0.66 4.91 0.19 4.56 0.99 1.03 0.80 3.53 0.29 3.65 P51665 PSMD7_HUMANreviewed 26S proteasome non-ATPase regulatory subunit 7 (26S proteasome regulatory subunit RPN8) (26S proteasome regulatory subunit S12) (Mov34 protein homolog) (Proteasome subunit p40)PSMD7 MOV34L 324 Homo sapiens (Human) 0.28 -0.12 0.18 -0.69 1.23 0.80 -0.21 -0.06 -0.20 -0.38 -0.29 -0.35 -0.20 -0.52 -0.36 -0.27 -0.11 -0.27 -0.55 -0.58 -0.31 -0.42 -0.28 -0.42 -0.11 -0.28 -0.56 0.92 1.13 0.62 2.35 1.74 0.86 0.96 0.87 0.77 0.82 0.78 0.87 0.70 0.83 0.78 0.93 0.75 0.82 0.75 0.93 1.03 405

1.03 1.29 0.09 1.42 0.91 1.83 1.06 0.55 1.42 0.75 1.50 0.72 0.05 1.42 0.51 1.01 1.48 0.69 0.16 2.10 0.33 1.45 P51674 GPM6A_HUMANreviewed Neuronal membrane glycoprotein M6-a (M6a)GPM6A M6A 278 Homo sapiens (Human) 0.54 0.57 1.28 1.01 -0.19 0.01 -0.01 -0.19 0.18 -0.55 0.69 -0.22 -0.46 0.37 0.08 -0.20 -0.48 -0.07 -0.61 -0.57 -0.03 0.83 -0.92 0.33 -0.35 -0.06 -0.60 1.49 2.43 2.02 0.88 1.01 0.99 0.88 1.14 0.69 1.61 0.86 0.73 1.29 0.87 1.06 0.72 1.78 0.53 1.26 0.78 0.69 406

NA 1.23 NA NA NA NA 1.59 NA NA NA NA 2.70 NA NA NA NA 1.53 0.91 NA NA NA NA P51884 LUM_HUMAN reviewed Lumican (Keratan sulfate proteoglycan lumican) (KSPG lumican)LUM LDC SLRR2D 338 Homo sapiens (Human) -0.93 -0.93 -0.83 -0.80 -1.27 -0.80 0.54 -0.89 0.62 1.53 -0.37 0.08 0.28 0.30 0.67 1.46 1.43 0.51 1.44 1.60 0.67 0.52 0.80 0.96 0.41 0.56 1.48 0.52 0.56 0.57 0.41 0.58 1.46 0.54 1.53 2.88 0.77 1.06 1.22 1.23 2.74 1.59 2.70 1.43 1.74 1.94 1.33 0.91 719

1.92 1.16 0.03 1.14 1.02 1.32 1.24 0.00 1.09 1.14 1.36 1.32 0.00 1.11 1.18 1.46 1.30 1.46 0.00 1.13 1.29 1.65 P52209 6PGD_HUMAN reviewed 6-phosphogluconate dehydrogenase, decarboxylating (EC 1.1.1.44)PGD PGDH 483 Homo sapiens (Human) -0.31 0.04 -0.80 -0.10 -0.25 -0.42 0.27 0.41 0.16 0.10 -0.04 0.23 0.70 0.21 0.31 -0.09 0.40 0.24 0.55 0.32 0.02 -0.05 0.16 -0.15 0.10 0.18 0.49 1.03 0.57 0.93 0.84 0.75 1.20 1.33 1.12 1.08 0.97 1.17 1.62 1.16 0.94 1.24 1.32 0.97 1.12 0.90 1.07 1.46 407

1.17 0.99 0.95 1.57 0.63 1.56 1.07 0.69 1.60 0.67 1.71 1.21 0.10 1.29 0.93 1.56 1.55 1.08 0.37 1.26 0.85 1.36 P52565 GDIR1_HUMANreviewed Rho GDP-dissociation inhibitor 1 (Rho GDI 1) (Rho-GDI alpha)ARHGDIA GDIA1 204 Homo sapiens (Human) -0.02 -0.05 -0.35 0.08 0.15 0.08 -0.38 -0.53 0.09 0.10 0.01 0.31 -0.12 -0.01 0.09 0.17 0.27 0.00 0.01 0.12 0.10 -0.21 0.39 0.25 -0.03 0.03 0.04 0.97 0.79 1.06 1.11 1.06 0.77 0.69 1.06 1.07 1.01 1.24 0.92 0.99 1.12 1.07 1.21 0.86 1.31 1.19 0.98 1.08 408

2.98 1.21 0.09 1.27 0.95 1.53 1.24 0.07 1.27 0.97 1.58 1.58 0.02 1.40 1.13 2.20 1.18 0.89 0.24 1.27 0.70 1.14 P52566 GDIR2_HUMANreviewed Rho GDP-dissociation inhibitor 2 (Rho GDI 2) (Ly-GDI) (Rho-GDI beta)ARHGDIB GDIA2 GDID4 RAP1GN1201 Homo sapiens (Human) -0.30 -0.28 -0.73 -0.30 -0.03 -0.19 -0.54 0.09 -0.03 0.07 0.02 -0.09 0.93 0.27 0.31 0.19 0.66 0.17 0.47 0.70 0.39 0.37 0.10 0.22 0.89 0.23 0.53 0.82 0.60 0.81 0.98 0.88 0.69 1.07 0.98 1.05 1.02 0.94 1.90 1.21 1.14 1.24 1.58 1.29 1.07 1.16 1.85 0.89 409

1.76 1.20 0.01 1.14 1.06 1.36 1.31 0.00 1.15 1.14 1.51 1.34 0.00 1.13 1.18 1.52 0.94 1.18 0.03 1.16 1.02 1.37 P52790 HXK3_HUMAN reviewed Hexokinase-3 (EC 2.7.1.1) (Hexokinase type III) (HK III)HK3 923 Homo sapiens (Human) -0.33 -0.23 -0.98 0.07 0.08 -0.61 -0.07 0.10 0.06 0.13 0.15 -0.33 0.60 0.26 0.39 0.27 0.43 0.18 0.51 0.39 0.05 0.12 -0.11 0.27 -0.07 0.15 0.48 0.85 0.51 1.05 1.06 0.66 0.95 1.07 1.04 1.09 1.11 0.79 1.52 1.20 1.21 1.31 1.34 1.09 0.93 1.20 0.95 1.18 410

2.10 1.19 0.29 1.53 0.78 1.81 1.61 0.16 2.28 0.70 3.68 1.23 0.35 1.80 0.68 2.21 19.91 1.10 0.42 1.37 0.80 1.51 P52907 CAZA1_HUMANreviewed F-actin-capping protein subunit alpha-1 (CapZ alpha-1)CAPZA1 286 Homo sapiens (Human) 0.06 -0.05 -0.03 -0.19 0.27 0.29 -0.41 0.02 -0.07 0.00 -0.21 0.65 0.38 0.25 0.69 0.10 0.30 0.15 0.10 -0.05 0.01 -0.19 -0.06 0.05 0.24 0.11 0.06 0.96 0.98 0.88 1.21 1.23 0.75 1.02 0.95 1.00 0.86 1.57 1.30 1.19 1.07 1.61 1.23 0.88 0.96 1.03 1.18 1.10 800

2.20 1.08 0.50 1.48 0.73 1.60 1.02 0.86 1.49 0.68 1.52 0.98 0.93 2.36 0.41 2.32 NA 1.08 0.60 1.76 0.61 1.91 P53004 BIEA_HUMAN reviewed Biliverdin reductase A (BVR A) (EC 1.3.1.24) (Biliverdin-IX alpha-reductase)BLVRA BLVR BVR 296 Homo sapiens (Human) 0.03 0.30 -0.61 0.63 0.12 -0.29 0.00 0.70 0.08 -0.09 0.00 0.16 -0.18 0.11 0.03 0.45 -0.03 0.11 0.08 -0.07 -0.04 -0.07 0.16 0.05 -0.29 0.07 0.04 1.23 0.66 1.55 1.08 0.82 1.00 1.62 1.06 0.94 1.00 1.11 0.88 1.08 1.36 1.02 0.98 0.95 1.12 1.04 0.82 1.08 801

1.25 0.85 0.01 1.11 0.76 0.95 0.83 0.00 1.08 0.77 0.90 1.06 0.12 1.07 0.99 1.13 1.10 1.35 0.00 1.11 1.22 1.49 P53396 ACLY_HUMAN reviewed ATP-citrate synthase (EC 2.3.3.8) (ATP-citrate (pro-S-)-lyase) (ACL) (Citrate cleavage enzyme)ACLY 1101 Homo sapiens (Human) 0.24 0.14 0.11 0.31 0.44 0.19 -0.05 -0.05 0.03 -0.31 -0.07 -0.02 0.07 -0.23 -0.27 -0.08 0.08 -0.08 -0.32 -0.24 0.00 0.16 -0.11 0.06 -0.11 -0.06 -0.30 1.10 1.08 1.24 1.35 1.14 0.96 0.97 1.02 0.80 0.95 0.99 1.05 0.85 0.94 0.83 1.06 1.12 0.93 1.04 0.93 1.35 411

1.16 0.92 0.26 1.17 0.78 1.08 0.85 0.01 1.13 0.75 0.96 1.25 0.00 1.15 1.09 1.43 1.16 1.28 0.00 1.13 1.13 1.45 P53618 COPB_HUMAN reviewed Coatomer subunit beta (Beta-coat protein) (Beta-COP)COPB1 COPB MSTP026 953 Homo sapiens (Human) -0.03 -0.26 -0.05 -0.33 0.50 -0.03 0.11 -0.09 -0.26 0.09 -0.05 0.07 -0.02 -0.13 -0.24 0.17 0.32 0.00 0.03 -0.20 -0.23 -0.32 -0.31 -0.25 -0.05 -0.06 -0.03 0.83 0.97 0.80 1.42 0.98 1.08 0.94 0.83 1.06 0.97 1.05 0.98 0.92 1.12 0.85 1.25 0.80 0.81 0.84 0.97 1.28 412

1.18 0.82 0.00 1.09 0.75 0.90 0.97 0.52 1.12 0.86 1.08 1.11 0.04 1.10 1.01 1.22 1.32 1.39 0.00 1.11 1.26 1.54 P53621 COPA_HUMAN reviewed Coatomer subunit alpha (Alpha-coat protein) (Alpha-COP) (HEP-COP) (HEPCOP) [Cleaved into: Xenin (Xenopsin-related peptide); Proxenin]COPA 1224 Homo sapiens (Human) 0.12 -0.06 0.16 -0.16 0.61 0.05 -0.11 -0.03 -0.14 -0.03 0.03 0.27 0.08 -0.28 -0.05 -0.14 0.14 -0.02 -0.14 -0.29 -0.17 -0.14 -0.10 -0.32 -0.12 -0.06 -0.18 0.96 1.12 0.89 1.53 1.04 0.93 0.98 0.91 0.98 1.02 1.21 1.06 0.82 0.91 0.97 1.11 0.91 0.93 0.80 0.92 1.39 413

5.61 0.95 0.74 4.83 0.20 4.58 1.12 0.47 3.72 0.30 4.18 1.22 0.30 3.69 0.33 4.51 3.36 2.02 0.15 8.52 0.24 17.20 P53634 CATC_HUMAN reviewed Dipeptidyl peptidase 1 (EC 3.4.14.1) (Cathepsin C) (Cathepsin J) (Dipeptidyl peptidase I) (DPP-I) (DPPI) (Dipeptidyl transferase) [Cleaved into: Dipeptidyl peptidase 1 exclusion domain chain (Dipeptidyl peptidase I exclusion domain chain); Dipeptidyl peptidase 1 heavy chain (Dipeptidyl peptidase I heavy chain); Dipeptidyl peptidase 1 light chain (Dipeptidyl peptidase I light chain)]CTSC CPPI 463 Homo sapiens (Human) 0.03 -0.35 0.08 0.03 -0.30 0.69 0.25 0.72 0.53 0.12 0.15 -0.07 0.59 -0.08 0.17 0.20 0.29 0.26 0.23 0.16 0.19 0.07 -0.18 0.29 0.58 0.24 0.21 0.79 1.06 1.02 0.81 1.61 1.19 1.65 1.44 1.09 1.11 0.95 1.51 0.95 1.15 1.12 1.22 1.05 0.88 1.22 1.50 2.02 414

0.61 1.26 0.00 1.13 1.12 1.43 1.08 0.19 1.13 0.95 1.22 0.74 0.00 1.13 0.65 0.83 0.85 0.64 0.00 1.20 0.53 0.76 P53990 IST1_HUMAN reviewed IST1 homolog (hIST1) (Putative MAPK-activating protein PM28)IST1 KIAA0174 364 Homo sapiens (Human) 0.60 0.95 0.63 1.34 0.47 -0.38 -0.70 -0.51 -0.15 -0.28 -0.03 -0.43 -0.97 0.34 0.11 0.14 -0.44 -0.27 -0.87 -0.90 -0.30 0.04 -0.81 0.16 -0.59 -0.28 -0.88 1.93 1.55 2.54 1.39 0.77 0.62 0.70 0.90 0.82 0.98 0.74 0.51 1.26 1.11 1.08 0.74 1.03 0.57 1.12 0.66 0.64 415

0.94 0.66 0.00 1.12 0.59 0.74 0.76 0.00 1.16 0.65 0.88 1.12 0.15 1.17 0.96 1.30 1.16 1.19 0.00 1.09 1.10 1.30 P54136 SYRC_HUMAN reviewed Arginine--tRNA ligase, cytoplasmic (EC 6.1.1.19) (Arginyl-tRNA synthetase) (ArgRS)RARS 660 Homo sapiens (Human) 0.21 -0.18 0.41 -0.30 0.67 0.44 -0.39 -0.06 -0.46 -0.18 -0.20 0.10 -0.26 -0.60 -0.40 -0.17 0.16 -0.22 -0.43 -0.46 -0.25 -0.40 -0.08 -0.23 -0.29 -0.23 -0.44 0.88 1.33 0.81 1.59 1.36 0.76 0.96 0.73 0.88 0.87 1.07 0.84 0.66 0.89 0.76 1.12 0.76 0.94 0.85 0.82 1.19 416

1.63 1.13 0.27 1.42 0.80 1.60 1.08 0.43 1.42 0.77 1.53 1.02 0.82 1.42 0.72 1.45 1.44 0.89 0.30 1.42 0.63 1.26 P54920 SNAA_HUMAN reviewed Alpha-soluble NSF attachment protein (SNAP-alpha) (N-ethylmaleimide-sensitive factor attachment protein alpha)NAPA SNAPA 295 Homo sapiens (Human) 0.25 0.40 0.17 0.72 -0.09 0.03 -0.09 0.00 0.03 0.07 0.37 0.02 0.20 0.18 0.12 -0.17 0.03 0.07 -0.18 -0.19 0.06 0.17 -0.01 0.05 0.01 0.07 -0.18 1.32 1.12 1.64 0.94 1.02 0.94 1.00 1.02 1.05 1.29 1.01 1.15 1.13 0.89 1.08 1.02 1.13 0.99 1.03 1.01 0.89 417

1.17 1.68 0.00 1.14 1.47 1.91 1.28 0.00 1.14 1.13 1.46 1.62 0.00 1.15 1.41 1.88 1.08 0.67 0.00 1.14 0.59 0.76 P55058 PLTP_HUMAN reviewed Phospholipid transfer protein (Lipid transfer protein II)PLTP 493 Homo sapiens (Human) -0.83 -1.20 -1.27 -0.64 -0.80 -0.23 1.07 -0.55 0.60 1.41 -0.25 -0.46 -0.28 0.75 0.36 0.34 0.70 0.34 1.17 1.29 0.46 0.92 0.51 0.33 0.08 0.37 1.20 0.44 0.41 0.64 0.57 0.85 2.10 0.68 1.52 2.66 0.84 0.73 0.83 1.68 1.27 1.28 1.62 1.89 1.42 1.26 1.06 0.67 418

0.95 0.80 0.00 1.06 0.76 0.85 0.80 0.00 1.08 0.74 0.86 0.94 0.24 1.10 0.86 1.04 1.22 2.08 0.00 1.09 1.92 2.26 P55072 TERA_HUMAN reviewed Transitional endoplasmic reticulum ATPase (TER ATPase) (EC 3.6.4.6) (15S Mg(2+)-ATPase p97 subunit) (Valosin-containing protein) (VCP)VCP 806 Homo sapiens (Human) 0.19 -0.02 0.36 -0.15 0.62 0.15 -0.08 -0.11 -0.23 -0.23 -0.05 0.20 -0.21 -0.32 -0.32 0.01 -0.08 -0.13 -0.32 -0.38 -0.19 -0.14 -0.21 -0.32 -0.09 -0.15 -0.34 0.99 1.28 0.90 1.54 1.11 0.95 0.93 0.85 0.85 0.97 1.15 0.86 0.80 1.01 0.80 0.94 0.91 0.86 0.80 0.94 2.08 419

12.38 0.95 0.84 12.00 0.08 11.42 1.02 0.89 4.40 0.23 4.50 0.79 0.29 4.26 0.19 3.37 NA 1.06 0.85 18.83 0.06 19.93 P55160 NCKPL_HUMANreviewed Nck-associated protein 1-like (Hematopoietic protein 1) (Membrane-associated protein HEM-1)NCKAP1L HEM1 1127 Homo sapiens (Human) -0.11 -0.06 -0.24 -0.31 0.26 -0.17 0.35 -0.02 0.32 0.83 -0.07 -0.19 0.14 -0.07 0.03 -0.38 -0.34 0.06 0.16 0.29 0.18 0.31 0.37 0.20 -0.15 0.09 0.19 0.96 0.85 0.81 1.20 0.89 1.28 0.99 1.25 1.78 0.95 0.88 1.10 0.95 0.77 1.02 0.79 1.24 1.29 1.15 0.90 1.06 802

NA 0.92 NA NA NA NA 0.85 NA NA NA NA 1.34 NA NA NA NA 5.36 0.97 NA NA NA NA P55209 NP1L1_HUMANreviewed Nucleosome assembly protein 1-like 1 (NAP-1-related protein) (hNRP)NAP1L1 NRP 391 Homo sapiens (Human) 0.01 0.38 -0.64 -0.22 0.14 0.40 0.02 0.31 -0.08 0.02 0.26 0.56 -0.41 -0.12 -0.23 -0.29 0.42 0.04 0.03 -0.04 -0.03 -0.24 -0.01 -0.21 0.32 0.02 0.01 1.30 0.64 0.86 1.11 1.32 1.01 1.24 0.95 1.01 1.20 1.47 0.75 0.92 0.82 0.85 1.34 0.84 0.99 0.87 1.25 0.97 720

0.78 0.67 0.03 1.41 0.47 0.94 0.86 0.17 1.27 0.68 1.09 1.00 0.99 1.16 0.86 1.16 1.14 1.15 0.06 1.17 0.99 1.35 P55884 EIF3B_HUMAN reviewed Eukaryotic translation initiation factor 3 subunit B (eIF3b) (Eukaryotic translation initiation factor 3 subunit 9) (Prt1 homolog) (hPrt1) (eIF-3-eta) (eIF3 p110) (eIF3 p116)EIF3B EIF3S9 814 Homo sapiens (Human) 0.16 -0.53 0.77 -0.38 0.78 0.16 -0.40 -0.33 -0.38 -0.28 -0.28 -0.23 -0.61 -0.59 -0.22 -0.38 0.00 -0.34 -0.50 -0.52 -0.36 -0.42 -0.41 -0.41 -0.21 -0.34 -0.50 0.69 1.70 0.77 1.72 1.12 0.76 0.79 0.77 0.82 0.82 0.85 0.66 0.67 0.77 0.86 1.00 0.75 0.75 0.76 0.87 1.15 420

1.10 0.68 0.00 1.21 0.56 0.83 0.76 0.55 2.65 0.29 2.02 1.08 0.40 1.22 0.89 1.31 1.35 1.29 0.00 1.14 1.13 1.47 P56192 SYMC_HUMAN reviewed Methionine--tRNA ligase, cytoplasmic (EC 6.1.1.10) (Methionyl-tRNA synthetase) (MetRS)MARS 900 Homo sapiens (Human) 0.20 -0.31 -0.04 0.58 0.38 0.40 -0.52 -0.65 0.54 0.70 -0.27 0.08 -0.15 -0.56 -0.39 0.11 0.11 -0.09 -0.29 -0.45 -0.25 -0.27 -0.40 -0.07 -0.25 -0.13 -0.34 0.81 0.97 1.49 1.30 1.32 0.70 0.64 1.45 1.62 0.83 1.06 0.90 0.68 1.08 0.76 1.08 0.83 0.76 0.95 0.84 1.29 421

3.38 1.21 0.31 3.63 0.33 4.39 1.03 0.80 3.63 0.28 3.75 0.89 0.45 3.61 0.25 3.21 3.51 0.82 0.50 13.22 0.06 10.79 P56856 CLD18_HUMANreviewed Claudin-18 CLDN18 UNQ778/PRO1572261 Homo sapiens (Human) 0.45 0.45 1.19 0.55 0.27 -0.22 -0.45 -0.32 -0.21 -0.49 0.17 -0.05 -0.65 0.27 0.05 -0.10 -0.17 -0.18 -0.63 -0.66 -0.21 -0.09 -0.73 0.49 -0.52 -0.19 -0.64 1.36 2.28 1.46 1.21 0.86 0.73 0.80 0.87 0.71 1.13 0.96 0.64 1.21 0.93 1.03 0.89 0.94 0.60 1.41 0.70 0.82 422

2.10 0.92 0.41 1.30 0.71 1.20 0.95 0.53 1.29 0.74 1.22 1.25 0.31 1.79 0.70 2.25 0.99 1.04 0.65 1.28 0.81 1.33 P59998 ARPC4_HUMANreviewed Actin-related protein 2/3 complex subunit 4 (Arp2/3 complex 20 kDa subunit) (p20-ARC)ARPC4 ARC20 168 Homo sapiens (Human) 0.24 -0.21 0.15 -0.22 1.04 0.43 -0.35 0.00 -0.28 -0.61 -0.15 -0.37 0.14 -0.12 -0.08 -0.25 0.32 -0.16 -0.40 -0.67 -0.43 -0.64 -0.35 -0.37 -0.35 -0.23 -0.47 0.86 1.11 0.86 2.05 1.35 0.79 1.00 0.82 0.66 0.90 0.77 1.10 0.92 0.84 0.95 1.25 0.64 0.78 0.77 0.79 1.04 423

1.64 1.25 0.36 2.27 0.55 2.85 1.24 0.43 2.58 0.48 3.20 0.83 0.52 2.90 0.28 2.40 1.44 1.01 0.94 1.63 0.62 1.65 P60033 CD81_HUMAN reviewed CD81 antigen (26 kDa cell surface protein TAPA-1) (Target of the antiproliferative antibody 1) (Tetraspanin-28) (Tspan-28) (CD antigen CD81)CD81 TAPA1 TSPAN28 236 Homo sapiens (Human) 0.24 0.22 0.78 0.67 -0.11 -0.38 0.17 0.14 -0.02 0.25 0.26 0.01 0.20 0.33 0.31 0.30 -0.27 0.15 -0.08 0.17 0.41 0.41 0.17 0.63 0.43 0.22 -0.02 1.16 1.72 1.59 0.93 0.77 1.12 1.10 0.99 1.19 1.20 1.01 1.15 1.25 1.23 1.24 0.83 1.33 1.13 1.55 1.34 1.01 424

1.67 1.04 0.60 1.26 0.83 1.32 0.92 0.35 1.26 0.73 1.17 0.87 0.15 1.26 0.69 1.10 1.60 0.92 0.49 1.41 0.65 1.30 P60174 TPIS_HUMAN reviewed Triosephosphate isomerase (TIM) (EC 5.3.1.1) (Triose-phosphate isomerase)TPI1 TPI 286 Homo sapiens (Human) 0.08 0.35 -0.13 0.13 -0.17 0.25 0.26 0.39 -0.03 -0.40 -0.11 0.40 0.33 0.06 -0.12 -0.27 -0.20 0.03 -0.06 -0.19 -0.10 -0.16 0.01 -0.19 -0.07 -0.01 -0.09 1.28 0.91 1.09 0.89 1.19 1.19 1.31 0.98 0.76 0.93 1.32 1.26 1.04 0.83 0.92 0.87 0.90 1.01 0.88 0.95 0.92 425

1.29 0.62 0.02 1.40 0.44 0.86 0.67 0.00 1.21 0.55 0.81 0.99 0.93 1.36 0.73 1.35 4.56 1.00 1.00 1.40 0.71 1.40 P60228 EIF3E_HUMAN reviewed Eukaryotic translation initiation factor 3 subunit E (eIF3e) (Eukaryotic translation initiation factor 3 subunit 6) (Viral integration site protein INT-6 homolog) (eIF-3 p48)EIF3E EIF3S6 INT6 445 Homo sapiens (Human) 0.41 -0.33 0.75 -0.05 1.09 0.57 -0.42 -0.16 -0.39 -0.44 0.09 -0.03 -0.29 -0.70 -0.58 -0.69 -0.01 -0.33 -0.74 -0.73 -0.32 -0.50 -0.49 -0.14 -0.17 -0.33 -0.73 0.79 1.68 0.96 2.13 1.48 0.75 0.90 0.76 0.74 1.06 0.98 0.82 0.62 0.62 0.67 0.99 0.71 0.71 0.91 0.89 1.00 426

1.25 0.70 0.01 1.25 0.56 0.87 0.81 0.05 1.23 0.66 1.00 0.89 0.42 1.41 0.63 1.25 1.21 0.80 0.05 1.25 0.64 1.00 P60660 MYL6_HUMAN reviewed Myosin light polypeptide 6 (17 kDa myosin light chain) (LC17) (Myosin light chain 3) (MLC-3) (Myosin light chain alkali 3) (Myosin light chain A3) (Smooth muscle and nonmuscle myosin light chain alkali 6)MYL6 151 Homo sapiens (Human) 0.24 -0.35 -0.10 -0.32 1.08 0.90 0.17 -0.16 -0.11 -0.51 -0.22 -0.01 0.07 -0.52 -0.30 -0.42 -0.17 -0.20 -0.44 -0.40 -0.16 -0.26 0.27 -0.35 -0.29 -0.19 -0.43 0.79 0.93 0.80 2.11 1.87 1.12 0.89 0.93 0.70 0.86 0.99 1.05 0.70 0.75 0.81 0.89 0.83 1.20 0.79 0.82 0.80 427

2.08 0.92 0.18 1.14 0.81 1.05 1.10 0.30 1.22 0.90 1.35 1.49 0.00 1.16 1.28 1.73 1.57 1.06 0.49 1.21 0.88 1.28 P60842 IF4A1_HUMAN reviewed Eukaryotic initiation factor 4A-I (eIF-4A-I) (eIF4A-I) (EC 3.6.4.13) (ATP-dependent RNA helicase eIF4A-1)EIF4A1 DDX2A EIF4A 406 Homo sapiens (Human) -0.30 0.00 -0.94 0.01 -0.16 -0.41 0.09 0.54 0.24 -0.36 0.28 0.44 0.42 -0.12 0.14 -0.29 0.58 0.18 0.48 0.40 0.10 -0.01 0.45 -0.06 0.02 0.16 0.46 1.00 0.52 1.01 0.89 0.75 1.06 1.46 1.18 0.78 1.22 1.36 1.34 0.92 0.82 1.10 1.49 0.99 1.37 0.96 1.01 1.06 428

4.70 0.93 0.85 46.11 0.02 42.82 0.96 0.93 108.06 0.01 103.74 1.11 0.77 30.19 0.04 33.49 2.77 1.53 0.28 12.13 0.13 18.50 P60866 RS20_HUMAN reviewed 40S ribosomal protein S20RPS20 119 Homo sapiens (Human) 0.29 0.12 -0.16 0.36 0.94 0.16 -0.01 -0.02 -0.40 -0.33 -0.10 -0.34 -0.05 -0.11 -0.06 -0.04 0.15 -0.12 -0.40 -0.44 -0.15 -0.43 -0.23 -0.11 0.15 -0.13 -0.41 1.09 0.90 1.29 1.92 1.12 0.99 0.99 0.76 0.79 0.93 0.79 0.96 0.93 0.97 0.96 1.11 0.74 0.85 0.93 1.11 1.53 429

0.94 0.56 0.02 1.53 0.36 0.85 0.49 0.00 1.20 0.41 0.59 0.91 0.21 1.20 0.76 1.09 0.80 1.07 0.33 1.20 0.90 1.29 P60900 PSA6_HUMAN reviewed Proteasome subunit alpha type-6 (EC 3.4.25.1) (27 kDa prosomal protein) (PROS-27) (p27K) (Macropain iota chain) (Multicatalytic endopeptidase complex iota chain) (Proteasome iota chain)PSMA6 PROS27 246 Homo sapiens (Human) 0.27 -1.17 0.99 -0.58 1.43 0.70 -0.91 -0.45 -0.62 -0.99 -0.72 -0.54 -0.57 -0.84 -1.03 -0.81 -0.14 -0.69 -0.97 -1.15 -0.88 -1.09 -0.85 -0.66 -0.92 -0.74 -1.02 0.45 1.98 0.67 2.69 1.63 0.53 0.73 0.65 0.50 0.61 0.69 0.67 0.56 0.57 0.49 0.91 0.47 0.56 0.63 0.53 1.07 430

0.92 1.00 0.95 1.27 0.78 1.26 1.26 0.06 1.27 0.99 1.60 0.69 0.02 1.27 0.54 0.87 1.40 1.11 0.27 1.27 0.87 1.41 P60903 S10AA_HUMANreviewed Protein S100-A10 (Calpactin I light chain) (Calpactin-1 light chain) (Cellular ligand of annexin II) (S100 calcium-binding protein A10) (p10 protein) (p11)S100A10 ANX2LG CAL1L CLP1197 Homo sapiens (Human) 0.30 0.41 0.41 0.84 -0.41 0.23 -0.04 -0.25 -0.13 -0.05 0.31 0.15 -0.50 -0.01 0.33 -0.28 -0.54 -0.09 -0.39 -0.34 -0.04 0.16 -0.31 0.14 -0.16 -0.08 -0.38 1.33 1.33 1.80 0.75 1.18 0.98 0.84 0.91 0.97 1.24 1.11 0.71 1.00 0.83 1.26 0.69 1.12 0.81 1.10 0.90 1.11 431

1.28 1.13 0.24 1.30 0.87 1.47 1.21 0.10 1.30 0.93 1.57 0.94 0.51 1.30 0.72 1.22 1.67 0.86 0.16 1.30 0.66 1.12 P60953 CDC42_HUMANreviewed Cell division control protein 42 homolog (G25K GTP-binding protein)CDC42 191 Homo sapiens (Human) 0.14 -0.01 0.29 0.21 0.08 0.14 0.10 0.28 0.18 -0.09 0.28 0.29 -0.02 0.17 0.28 -0.27 -0.09 0.10 -0.04 -0.05 0.09 0.08 0.15 0.21 -0.06 0.10 -0.04 0.99 1.22 1.16 1.06 1.10 1.07 1.21 1.14 0.94 1.21 1.23 0.98 1.13 0.83 1.21 0.94 1.05 1.11 1.16 0.96 0.86 432

0.97 1.43 0.00 1.17 1.22 1.68 1.03 0.77 1.27 0.81 1.31 0.84 0.19 1.35 0.62 1.13 1.57 1.05 0.79 1.50 0.70 1.57 P60981 DEST_HUMAN reviewed Destrin (Actin-depolymerizing factor) (ADF)DSTN ACTDP DSN 165 Homo sapiens (Human) 0.23 0.58 -0.01 0.52 -0.11 0.16 -0.20 0.20 -0.49 -0.53 0.37 0.40 -0.31 0.51 0.04 -0.59 -0.26 -0.08 -0.31 -0.34 -0.11 -0.14 0.15 -0.04 -0.41 -0.09 -0.32 1.50 0.99 1.43 0.93 1.12 0.87 1.15 0.71 0.69 1.29 1.32 0.81 1.43 0.66 1.03 0.84 0.91 1.11 0.97 0.75 1.05 433

2.82 1.42 0.05 1.44 0.99 2.04 1.14 0.26 1.44 0.79 1.65 1.13 0.28 1.44 0.79 1.63 4.10 1.26 0.67 7.35 0.17 9.24 P61006 RAB8A_HUMANreviewed Ras-related protein Rab-8A (Oncogene c-mel)RAB8A MEL RAB8 207 Homo sapiens (Human) 0.08 -0.15 0.50 0.36 -0.02 -0.27 -0.31 -0.41 -0.01 -0.17 0.20 0.08 -0.19 0.51 0.19 0.14 0.18 0.02 -0.06 -0.04 0.04 0.10 -0.28 0.16 0.19 0.03 -0.06 0.90 1.41 1.29 0.98 0.83 0.80 0.75 0.99 0.89 1.15 1.06 0.88 1.42 1.10 1.14 1.13 1.07 0.82 1.12 1.14 1.26 434

14.96 0.81 0.71 231.63 0.00 188.11 0.64 0.51 362.07 0.00 232.40 0.63 0.22 8.64 0.07 5.41 9.48 0.48 0.17 11.99 0.04 5.74 P61020 RAB5B_HUMANreviewed Ras-related protein Rab-5BRAB5B 215 Homo sapiens (Human) 0.19 0.33 0.38 0.38 0.20 -0.34 -0.04 -0.02 -0.15 0.10 0.26 -0.08 -0.83 -0.30 -0.64 0.65 -0.68 -0.16 -0.35 -0.40 -0.21 -0.09 -0.14 0.08 -0.70 -0.17 -0.36 1.25 1.30 1.30 1.15 0.79 0.98 0.98 0.90 1.07 1.20 0.94 0.56 0.81 1.57 0.64 0.63 0.94 0.91 1.05 0.61 0.48 435

1.81 1.40 0.07 1.52 0.92 2.13 0.86 0.24 1.50 0.57 1.28 0.71 0.29 2.76 0.26 1.97 4.03 0.72 0.15 1.83 0.40 1.32 P61026 RAB10_HUMANreviewed Ras-related protein Rab-10RAB10 200 Homo sapiens (Human) 0.40 0.36 0.85 0.29 0.27 0.23 -0.41 0.20 -0.15 -0.35 0.04 0.18 -0.37 0.49 -0.22 -0.25 -0.49 -0.12 -0.52 -0.48 -0.09 -0.02 -0.05 -0.24 -0.05 -0.11 -0.51 1.28 1.81 1.22 1.20 1.17 0.75 1.15 0.90 0.78 1.03 1.13 0.77 1.40 0.84 0.86 0.71 0.99 0.97 0.85 0.97 0.72 436

1.53 1.03 0.76 1.42 0.72 1.46 0.95 0.63 1.42 0.67 1.36 1.16 0.22 1.42 0.81 1.65 1.31 1.04 0.67 1.42 0.73 1.48 P61088 UBE2N_HUMANreviewed Ubiquitin-conjugating enzyme E2 N (EC 6.3.2.19) (Bendless-like ubiquitin-conjugating enzyme) (Ubc13) (UbcH13) (Ubiquitin carrier protein N) (Ubiquitin-protein ligase N)UBE2N BLU 152 Homo sapiens (Human) 0.00 0.34 -0.33 0.22 -0.28 0.04 0.09 0.24 -0.28 -0.21 -0.05 0.01 -0.02 0.04 -0.07 -0.20 0.21 -0.02 -0.02 -0.01 -0.01 -0.05 0.02 -0.07 0.04 -0.02 -0.02 1.27 0.79 1.17 0.83 1.03 1.06 1.18 0.82 0.86 0.97 1.01 0.99 1.03 0.87 0.95 1.16 0.97 1.02 0.95 1.03 1.04 437

1.50 0.85 0.00 1.10 0.77 0.93 0.94 0.40 1.16 0.82 1.09 1.33 0.00 1.15 1.16 1.53 0.90 0.97 0.59 1.12 0.87 1.09 P61158 ARP3_HUMAN reviewed Actin-related protein 3 (Actin-like protein 3)ACTR3 ARP3 418 Homo sapiens (Human) 0.15 -0.21 -0.01 -0.25 0.80 0.40 -0.09 0.04 -0.03 -0.22 -0.18 -0.30 0.31 -0.24 -0.08 0.02 0.41 -0.03 -0.18 -0.32 -0.17 -0.09 -0.21 -0.08 -0.30 -0.07 -0.21 0.87 0.99 0.84 1.74 1.32 0.94 1.03 0.98 0.86 0.88 0.81 1.24 0.85 1.02 0.94 1.33 0.94 0.86 0.95 0.82 0.97 438

1.23 0.95 0.51 1.22 0.78 1.16 1.18 0.20 1.35 0.88 1.59 1.22 0.09 1.28 0.95 1.56 1.03 1.11 0.32 1.30 0.86 1.44 P61160 ARP2_HUMAN reviewed Actin-related protein 2 (Actin-like protein 2)ACTR2 ARP2 394 Homo sapiens (Human) 0.01 -0.57 -0.18 -0.20 0.67 0.31 -0.47 -0.11 -0.24 0.02 -0.29 -0.24 -0.20 -0.08 0.24 0.23 0.29 -0.08 -0.08 -0.24 -0.23 -0.51 -0.36 -0.16 0.10 -0.12 -0.13 0.67 0.88 0.87 1.59 1.24 0.72 0.93 0.84 1.01 0.82 0.84 0.87 0.95 1.17 1.18 1.22 0.70 0.78 0.90 1.07 1.11 439

3.61 1.11 0.31 1.42 0.79 1.58 1.17 0.20 1.42 0.82 1.65 0.82 0.23 1.65 0.50 1.35 3.53 0.82 0.14 1.42 0.58 1.16 P61225 RAP2B_HUMANreviewed Ras-related protein Rap-2bRAP2B 183 Homo sapiens (Human) 0.20 0.20 0.18 0.13 0.56 -0.06 -0.40 -0.31 -0.58 0.98 0.18 -0.14 0.29 0.16 0.22 -0.08 -0.29 0.00 -0.20 -0.25 -0.05 -0.09 -0.46 0.38 -0.02 -0.01 -0.21 1.15 1.13 1.09 1.48 0.96 0.76 0.81 0.67 1.98 1.13 0.91 1.23 1.11 0.95 1.17 0.82 0.94 0.73 1.30 0.99 0.82 440

1.30 0.61 0.03 1.50 0.40 0.91 0.60 0.06 1.74 0.34 1.04 0.77 0.54 4.78 0.16 3.67 1.08 1.26 0.14 1.53 0.82 1.93 P61247 RS3A_HUMAN reviewed 40S ribosomal protein S3a (v-fos transformation effector protein) (Fte-1)RPS3A FTE1 MFTL 264 Homo sapiens (Human) 0.09 -0.83 0.12 -0.22 1.02 0.37 -0.12 -0.25 -0.63 -0.14 -0.19 -0.19 -0.29 -0.72 -0.75 -0.19 -0.38 -0.35 -0.44 -0.34 -0.25 -0.49 0.06 -0.25 -0.34 -0.32 -0.42 0.56 1.09 0.86 2.02 1.29 0.92 0.84 0.64 0.91 0.88 0.88 0.82 0.61 0.87 0.60 0.77 0.71 1.05 0.84 0.79 1.26 441

1.63 0.60 0.10 2.09 0.29 1.25 0.68 0.17 2.19 0.31 1.48 1.10 0.59 1.92 0.57 2.11 4.17 1.26 0.22 1.75 0.72 2.19 P61313 RL15_HUMAN reviewed 60S ribosomal protein L15RPL15 EC45 TCBAP0781 204 Homo sapiens (Human) 0.03 -0.63 -0.38 -0.73 1.32 0.60 -0.71 -0.50 -0.26 -0.68 -0.09 0.24 -0.41 -0.74 -0.56 -0.46 0.14 -0.37 -0.40 -0.41 -0.38 -0.76 0.07 -0.58 -0.24 -0.37 -0.40 0.65 0.77 0.60 2.50 1.52 0.61 0.71 0.83 0.62 0.94 1.18 0.75 0.60 0.72 0.68 1.10 0.59 1.05 0.67 0.85 1.26 442

1.21 1.12 0.11 1.16 0.97 1.29 1.14 0.04 1.14 1.01 1.30 0.82 0.09 1.26 0.65 1.04 1.35 0.87 0.13 1.21 0.72 1.05 P61586 RHOA_HUMANreviewed Transforming protein RhoA (Rho cDNA clone 12) (h12)RHOA ARH12 ARHA RHO12193 Homo sapiens (Human) 0.21 0.17 0.37 0.30 0.06 0.16 -0.09 0.24 -0.04 -0.10 0.36 0.27 -0.04 0.16 0.19 -0.11 -0.28 0.05 -0.16 -0.23 -0.02 0.09 0.05 0.11 -0.33 0.03 -0.18 1.12 1.29 1.23 1.04 1.12 0.94 1.18 0.98 0.94 1.29 1.21 0.98 1.12 0.93 1.14 0.82 1.06 1.03 1.08 0.79 0.87 443

1.65 1.27 0.11 1.40 0.91 1.77 1.47 0.04 1.41 1.04 2.07 1.00 1.00 1.31 0.76 1.31 0.87 1.26 0.17 1.50 0.83 1.89 P61626 LYSC_HUMAN reviewed Lysozyme C (EC 3.2.1.17) (1,4-beta-N-acetylmuramidase C)LYZ LZM 148 Homo sapiens (Human) -0.23 -1.19 0.12 0.24 -0.44 0.14 -0.05 0.44 -0.05 0.62 0.12 -0.41 0.19 0.35 0.56 0.38 0.00 0.20 0.42 0.08 -0.15 0.14 -0.65 0.02 -0.10 0.10 0.33 0.44 1.09 1.18 0.74 1.10 0.97 1.36 0.97 1.54 1.09 0.75 1.14 1.27 1.30 1.47 1.00 1.10 0.64 1.01 0.94 1.26 444

1.32 1.19 0.05 1.19 1.00 1.42 0.99 0.88 1.19 0.83 1.18 0.79 0.02 1.19 0.67 0.95 1.52 0.80 0.04 1.24 0.64 0.99 P61764 STXB1_HUMANreviewed Syntaxin-binding protein 1 (MUNC18-1) (N-Sec1) (Protein unc-18 homolog 1) (Unc18-1) (Protein unc-18 homolog A) (Unc-18A) (p67)STXBP1 UNC18A 594 Homo sapiens (Human) 0.16 0.51 0.14 0.34 -0.06 -0.10 0.32 0.10 0.05 -0.20 0.45 0.10 -0.25 0.25 -0.01 -0.19 -0.33 0.03 -0.14 -0.07 0.09 0.30 0.12 0.02 -0.07 0.04 -0.12 1.42 1.10 1.26 0.96 0.93 1.25 1.07 1.04 0.87 1.37 1.07 0.84 1.19 0.88 0.99 0.79 1.23 1.09 1.01 0.95 0.80 445

1.35 1.01 0.96 1.45 0.69 1.46 1.33 0.13 1.63 0.81 2.17 1.23 0.14 1.46 0.84 1.79 1.44 1.11 0.36 1.45 0.76 1.61 P61769 B2MG_HUMANreviewed Beta-2-microglobulin [Cleaved into: Beta-2-microglobulin form pI 5.3]B2M CDABP0092 HDCMA22P119 Homo sapiens (Human) -0.12 -0.62 -0.06 0.26 -0.29 0.12 0.33 0.50 0.21 0.50 -0.11 -0.04 -0.13 0.01 0.41 0.17 0.30 0.19 0.31 0.52 0.41 0.89 0.35 0.21 0.17 0.25 0.37 0.65 0.96 1.20 0.82 1.09 1.26 1.41 1.16 1.42 0.93 0.97 0.92 1.01 1.12 1.33 1.23 1.86 1.28 1.15 1.12 1.11 803

NA 0.93 NA NA NA NA 0.78 NA NA NA NA 0.66 NA NA NA NA 3.25 1.06 NA NA NA NA P61916 NPC2_HUMAN reviewed Epididymal secretory protein E1 (Human epididymis-specific protein 1) (He1) (Niemann-Pick disease type C2 protein)NPC2 HE1 151 Homo sapiens (Human) -0.04 -0.35 0.25 0.36 0.09 -0.55 0.02 0.28 0.22 0.02 0.53 -0.16 -1.03 -0.10 -0.35 0.51 -0.60 -0.06 -0.02 0.21 0.17 0.88 0.09 0.15 -0.46 0.00 0.04 0.78 1.19 1.28 1.07 0.68 1.02 1.21 1.16 1.01 1.44 0.90 0.49 0.93 1.43 0.78 0.66 1.84 1.07 1.11 0.73 1.06 721

3.26 1.03 0.86 4.04 0.25 4.14 0.87 0.41 3.63 0.24 3.17 1.16 0.43 4.47 0.26 5.18 3.91 0.99 0.91 3.75 0.26 3.69 P61960 UFM1_HUMANreviewed Ubiquitin-fold modifier 1UFM1 C13orf20 BM-002 85 Homo sapiens (Human) 0.22 0.33 0.32 0.39 0.13 -0.05 0.52 -0.01 0.14 -0.47 0.14 0.05 -0.17 0.04 -0.20 -0.37 0.21 -0.01 -0.23 0.14 0.36 0.02 0.10 1.24 0.10 0.09 -0.13 1.26 1.24 1.31 1.09 0.96 1.43 0.99 1.10 0.72 1.10 1.04 0.89 1.03 0.77 0.87 1.16 1.01 1.07 2.35 1.07 0.99 446

1.40 0.86 0.18 1.28 0.67 1.10 1.04 0.48 1.15 0.91 1.20 1.49 0.01 1.27 1.18 1.89 1.82 1.50 0.01 1.31 1.14 1.97 P61978 HNRPK_HUMANreviewed Heterogeneous nuclear ribonucleoprotein K (hnRNP K) (Transformation up-regulated nuclear protein) (TUNP)HNRNPK HNRPK 463 Homo sapiens (Human) -0.25 -0.20 -0.71 0.00 0.13 -0.47 0.10 -0.09 -0.25 -0.29 0.00 0.68 0.08 -0.22 0.06 -0.21 0.58 0.04 0.29 0.09 -0.16 -0.32 0.10 -0.04 -0.37 -0.01 0.24 0.87 0.61 1.00 1.09 0.72 1.07 0.94 0.84 0.82 1.00 1.60 1.06 0.86 0.86 1.04 1.49 0.80 1.07 0.97 0.77 1.50 447

6.05 0.89 0.72 21.71 0.04 19.33 0.90 0.72 17.37 0.05 15.65 0.72 0.39 18.78 0.04 13.58 1.56 0.96 0.84 7.16 0.13 6.89 P61981 1433G_HUMANreviewed 14-3-3 protein gamma (Protein kinase C inhibitor protein 1) (KCIP-1) [Cleaved into: 14-3-3 protein gamma, N-terminally processed]YWHAG 247 Homo sapiens (Human) -0.04 0.52 -0.17 0.22 -0.58 -0.20 -0.02 0.35 -0.03 0.70 0.23 -0.22 -0.64 -0.17 -0.15 0.45 -0.47 0.00 0.05 0.07 0.03 -0.05 -0.15 0.22 0.10 0.01 0.05 1.44 0.89 1.16 0.67 0.87 0.98 1.28 0.98 1.63 1.17 0.86 0.64 0.89 1.37 0.90 0.72 0.97 0.90 1.16 1.07 0.96 448

1.36 1.05 0.63 1.31 0.80 1.38 1.01 0.91 1.23 0.82 1.24 1.07 0.43 1.23 0.87 1.31 1.85 0.95 0.52 1.22 0.78 1.16 P62140 PP1B_HUMAN reviewed Serine/threonine-protein phosphatase PP1-beta catalytic subunit (PP-1B) (PPP1CD) (EC 3.1.3.16) (EC 3.1.3.53)PPP1CB 327 Homo sapiens (Human) 0.04 0.05 -0.03 0.13 -0.04 0.11 -0.15 0.11 -0.05 0.06 0.37 0.29 0.01 0.07 0.01 -0.05 0.09 0.07 0.02 -0.12 -0.08 -0.11 0.21 -0.24 -0.18 0.03 -0.02 1.04 0.98 1.09 0.97 1.08 0.90 1.08 0.96 1.04 1.29 1.22 1.00 1.05 0.96 1.01 1.07 0.93 1.16 0.85 0.88 0.95 449

1.43 1.15 0.06 1.16 1.00 1.33 1.21 0.02 1.16 1.04 1.40 1.05 0.44 1.16 0.91 1.21 1.56 0.99 0.92 1.24 0.80 1.23 P62158 CALM_HUMANreviewed Calmodulin (CaM)CALM1 CALM CAM CAM1; CALM2 CAM2 CAMB; CALM3 CALML2 CAM3 CAMC CAMIII149 Homo sapiens (Human) 0.12 0.03 0.13 0.34 -0.05 0.17 -0.74 0.16 -0.13 -0.22 0.09 0.33 -0.17 0.20 0.27 -0.09 0.07 -0.02 -0.15 -0.24 -0.12 -0.16 -0.04 0.15 -0.42 -0.05 -0.17 1.02 1.10 1.27 0.96 1.12 0.60 1.12 0.91 0.86 1.07 1.25 0.89 1.15 0.94 1.21 1.05 0.90 0.97 1.11 0.75 0.99 450

1.21 0.67 0.05 1.47 0.46 0.99 0.75 0.00 1.15 0.65 0.86 0.98 0.76 1.17 0.83 1.15 0.88 1.10 0.25 1.19 0.92 1.31 P62191 PRS4_HUMAN reviewed 26S protease regulatory subunit 4 (P26s4) (26S proteasome AAA-ATPase subunit RPT2) (Proteasome 26S subunit ATPase 1)PSMC1 440 Homo sapiens (Human) 0.33 0.06 0.35 -0.55 1.22 0.57 -0.24 -0.10 -0.05 -0.27 -0.34 -0.38 -0.24 -0.57 -0.42 -0.29 -0.03 -0.27 -0.59 -0.77 -0.45 -0.69 -0.39 -0.56 -0.14 -0.31 -0.64 1.04 1.27 0.68 2.32 1.48 0.85 0.93 0.96 0.83 0.79 0.77 0.85 0.67 0.82 0.75 0.98 0.62 0.76 0.68 0.91 1.10 451

1.65 0.53 0.12 2.78 0.19 1.48 0.67 0.14 2.09 0.32 1.40 0.99 0.92 1.64 0.60 1.62 0.97 1.08 0.76 2.57 0.42 2.77 P62195 PRS8_HUMAN reviewed 26S protease regulatory subunit 8 (26S proteasome AAA-ATPase subunit RPT6) (Proteasome 26S subunit ATPase 5) (Proteasome subunit p45) (Thyroid hormone receptor-interacting protein 1) (TRIP1) (p45/SUG)PSMC5 SUG1 406 Homo sapiens (Human) 0.24 -0.25 0.18 -0.53 0.93 0.86 -0.24 -0.14 -0.43 -0.14 -0.23 -0.26 -0.20 -0.91 -0.58 -0.11 -0.02 -0.30 -0.53 -0.80 -0.56 -0.75 -0.50 -0.61 -0.38 -0.37 -0.60 0.84 1.13 0.69 1.91 1.81 0.84 0.91 0.74 0.91 0.86 0.83 0.87 0.53 0.93 0.67 0.99 0.59 0.71 0.66 0.77 1.08 452

NA 0.84 NA NA NA NA 0.89 NA NA NA NA 1.14 NA NA NA NA 1.12 1.11 NA NA NA NA P62241 RS8_HUMAN reviewed 40S ribosomal protein S8RPS8 OK/SW-cl.83 208 Homo sapiens (Human) -0.06 -0.59 -0.28 -0.30 0.92 -0.07 -0.18 -0.11 -0.12 -0.13 -0.16 -0.19 -0.34 -0.25 -0.16 -0.02 0.19 -0.14 -0.07 -0.01 -0.07 -0.53 0.44 -0.08 -0.11 -0.12 -0.06 0.67 0.82 0.81 1.90 0.95 0.88 0.92 0.92 0.91 0.89 0.88 0.79 0.84 0.98 0.89 1.14 0.69 1.35 0.94 0.92 1.11 722

0.97 0.63 0.01 1.27 0.50 0.80 0.56 0.01 1.38 0.40 0.77 0.95 0.55 1.27 0.75 1.20 1.21 1.40 0.03 1.31 1.07 1.82 P62249 RS16_HUMAN reviewed 40S ribosomal protein S16RPS16 146 Homo sapiens (Human) 0.24 -0.67 -0.20 0.60 1.19 0.26 -0.45 -0.25 -0.71 -0.51 0.05 0.06 -0.54 -0.66 -0.84 -0.28 -0.07 -0.38 -0.62 -0.56 -0.32 -0.76 -0.12 -0.24 -0.16 -0.37 -0.60 0.63 0.87 1.52 2.28 1.20 0.73 0.84 0.61 0.70 1.04 1.04 0.69 0.63 0.83 0.56 0.95 0.59 0.92 0.85 0.89 1.40 453

1.12 1.14 0.07 1.15 0.99 1.31 1.07 0.30 1.15 0.93 1.23 0.99 0.88 1.15 0.86 1.14 1.25 1.12 0.27 1.25 0.90 1.39 P62258 1433E_HUMANreviewed 14-3-3 protein epsilon (14-3-3E)YWHAE 255 Homo sapiens (Human) 0.15 0.49 0.07 0.43 -0.24 -0.02 -0.19 0.41 -0.17 0.10 0.26 0.07 -0.03 0.18 0.09 0.19 -0.01 0.08 -0.07 -0.16 -0.02 -0.11 -0.13 0.20 -0.02 0.05 -0.09 1.41 1.05 1.35 0.85 0.98 0.87 1.33 0.89 1.07 1.19 1.05 0.98 1.14 1.14 1.07 0.99 0.93 0.91 1.15 0.99 1.12 454

0.99 0.77 0.04 1.27 0.61 0.97 0.77 0.06 1.34 0.57 1.02 1.24 0.19 1.48 0.83 1.83 1.09 1.24 0.27 1.65 0.75 2.04 P62269 RS18_HUMAN reviewed 40S ribosomal protein S18 (Ke-3) (Ke3)RPS18 D6S218E 152 Homo sapiens (Human) -0.11 -0.62 -1.06 -0.52 1.29 0.36 -0.65 0.13 -0.34 -0.43 -0.04 -0.14 -0.43 -0.38 -0.38 -0.33 0.31 -0.24 -0.13 -0.03 -0.14 -0.48 0.04 -0.15 0.04 -0.22 -0.11 0.65 0.48 0.70 2.44 1.28 0.64 1.10 0.79 0.74 0.98 0.91 0.74 0.77 0.80 0.77 1.24 0.71 1.03 0.90 1.03 1.24 455

1.36 0.77 0.04 1.28 0.60 0.99 0.79 0.06 1.28 0.62 1.01 1.02 0.76 1.20 0.85 1.22 1.27 1.19 0.31 1.53 0.78 1.82 P62280 RS11_HUMAN reviewed 40S ribosomal protein S11RPS11 158 Homo sapiens (Human) 0.01 -0.69 -0.24 -0.38 1.17 0.21 -0.25 -0.31 -0.32 -0.84 -0.09 0.01 -0.20 -0.37 -0.34 -0.40 0.03 -0.28 -0.29 -0.30 -0.28 -0.41 0.05 -0.41 -0.37 -0.28 -0.29 0.62 0.84 0.77 2.25 1.16 0.84 0.80 0.80 0.56 0.94 1.01 0.87 0.77 0.76 0.79 1.02 0.75 1.03 0.75 0.78 1.19 456

4.79 0.70 0.27 7.99 0.09 5.59 1.22 0.32 3.95 0.31 4.83 0.95 0.88 21.74 0.04 20.72 5.18 1.23 0.31 3.94 0.31 4.83 P62318 SMD3_HUMANreviewed Small nuclear ribonucleoprotein Sm D3 (Sm-D3) (snRNP core protein D3)SNRPD3 126 Homo sapiens (Human) 0.15 -0.39 0.44 -0.30 0.80 0.22 -0.10 -0.31 -0.45 -0.33 -0.36 0.19 0.16 -0.51 0.29 -0.31 -0.07 -0.16 -0.32 -0.59 -0.43 -0.30 -0.44 -0.68 -0.32 -0.24 -0.39 0.76 1.36 0.81 1.74 1.16 0.93 0.81 0.73 0.80 0.78 1.14 1.12 0.70 0.81 1.22 0.95 0.82 0.74 0.62 0.80 1.23 804

1.45 1.10 0.49 1.63 0.67 1.80 1.16 0.55 2.46 0.47 2.86 0.82 0.54 3.19 0.26 2.62 1.79 0.98 0.95 4.55 0.21 4.44 P62330 ARF6_HUMAN reviewed ADP-ribosylation factor 6ARF6 175 Homo sapiens (Human) 0.19 0.26 0.13 0.28 0.16 0.13 -0.13 0.04 0.03 0.00 0.32 0.34 -0.20 0.14 0.21 0.13 -0.29 0.05 -0.14 -0.25 -0.06 -0.12 0.08 0.12 -0.33 0.02 -0.17 1.19 1.10 1.22 1.11 1.09 0.91 1.03 1.02 1.00 1.25 1.26 0.87 1.10 1.10 1.16 0.82 0.92 1.06 1.09 0.79 0.98 457

1.01 0.80 0.10 1.33 0.60 1.06 0.93 0.45 1.24 0.75 1.15 1.19 0.02 1.15 1.03 1.37 1.25 1.10 0.16 1.15 0.95 1.27 P62333 PRS10_HUMANreviewed 26S protease regulatory subunit 10B (26S proteasome AAA-ATPase subunit RPT4) (Proteasome 26S subunit ATPase 6) (Proteasome subunit p42)PSMC6 SUG2 389 Homo sapiens (Human) 0.26 -0.22 0.25 -0.12 0.98 0.38 -0.33 -0.21 -0.36 0.18 -0.10 -0.02 -0.18 -0.32 -0.10 0.09 0.25 -0.10 -0.36 -0.67 -0.41 -0.70 -0.53 -0.13 -0.29 -0.18 -0.44 0.86 1.19 0.92 1.97 1.30 0.80 0.86 0.78 1.13 0.93 0.98 0.88 0.80 1.06 0.93 1.19 0.62 0.69 0.91 0.82 1.10 458

22.38 0.58 0.38 121.51 0.00 70.15 0.46 0.12 6.96 0.07 3.18 0.64 0.46 149.18 0.00 96.05 1.08 1.07 0.60 3.52 0.31 3.79 P62424 RL7A_HUMAN reviewed 60S ribosomal protein L7a (PLA-X polypeptide) (Surfeit locus protein 3)RPL7A SURF-3 SURF3 266 Homo sapiens (Human) 0.04 -0.64 -0.53 -0.24 1.39 0.24 -0.73 -0.11 -0.96 -0.30 -0.05 -0.23 -0.88 -0.79 -1.13 -0.24 -0.64 -0.55 -0.60 -0.41 -0.37 -0.65 -0.33 -0.14 -0.36 -0.50 -0.55 0.64 0.69 0.85 2.63 1.18 0.60 0.93 0.51 0.81 0.96 0.85 0.54 0.58 0.85 0.46 0.64 0.64 0.80 0.91 0.78 1.07 459

1.43 0.70 0.39 2.47 0.28 1.74 0.77 0.12 1.42 0.55 1.09 0.83 0.24 1.41 0.59 1.17 1.47 1.22 0.44 1.76 0.69 2.14 P62701 RS4X_HUMAN reviewed 40S ribosomal protein S4, X isoform (SCR10) (Single copy abundant mRNA protein)RPS4X CCG2 RPS4 SCAR 263 Homo sapiens (Human) 0.16 -0.34 -0.12 -0.13 0.95 0.42 -0.26 0.07 -0.35 -0.09 -0.27 -0.28 -0.08 -0.51 -0.37 0.22 -0.27 -0.20 -0.36 -0.32 -0.16 -0.19 -0.14 -0.03 -0.28 -0.19 -0.35 0.79 0.92 0.92 1.94 1.34 0.84 1.05 0.78 0.94 0.83 0.83 0.95 0.70 1.16 0.77 0.83 0.87 0.91 0.98 0.83 1.22 460

17.93 0.50 0.26 4.38 0.11 2.18 0.67 0.17 1.92 0.35 1.30 1.05 0.78 1.55 0.68 1.62 0.95 0.48 0.50 15.99 0.03 7.59 P62805 H4_HUMAN reviewed Histone H4 HIST1H4A H4/A H4FA; HIST1H4B H4/I H4FI; HIST1H4C H4/G H4FG; HIST1H4D H4/B H4FB; HIST1H4E H4/J H4FJ; HIST1H4F H4/C H4FC; HIST1H4H H4/H H4FH; HIST1H4I H4/M H4FM; HIST1H4J H4/E H4FE; HIST1H4K H4/D H4FD; HIST1H4L H4/K H4FK; HIST2H4A H4/N H4F2 H4FN HIST2H4; HIST2H4B H4/O H4FO; HIST4H4103 Homo sapiens (Human) -0.81 -2.39 0.12 -1.67 -0.68 0.56 -1.64 -1.42 -1.58 -1.71 -2.07 -1.83 3.12 -1.01 -0.57 -1.67 0.07 -0.94 -0.13 -0.59 -1.40 -2.12 -1.16 -1.53 -0.78 -1.06 -0.25 0.19 1.09 0.31 0.63 1.47 0.32 0.37 0.33 0.30 0.24 0.28 8.68 0.50 0.31 0.67 1.05 0.23 0.45 0.35 0.58 0.48 461

8.49 0.95 0.70 3.51 0.27 3.34 1.26 0.33 5.36 0.23 6.73 1.53 0.17 4.16 0.37 6.35 NA 0.93 0.59 3.52 0.26 3.26 P62826 RAN_HUMAN reviewed GTP-binding nuclear protein Ran (Androgen receptor-associated protein 24) (GTPase Ran) (Ras-like protein TC4) (Ras-related nuclear protein)RAN ARA24 OK/SW-cl.81 216 Homo sapiens (Human) -0.23 0.03 -0.59 -0.07 -0.23 -0.29 0.53 0.40 0.25 0.11 0.12 0.34 0.99 -0.07 0.33 0.08 0.61 0.34 0.57 -0.03 -0.26 0.14 0.31 -1.25 -0.23 0.18 0.41 1.02 0.66 0.95 0.85 0.82 1.45 1.32 1.19 1.08 1.08 1.27 1.99 0.95 1.06 1.26 1.53 1.10 1.24 0.42 0.85 0.93 805

1.26 0.83 0.17 1.45 0.57 1.21 0.58 0.06 1.82 0.32 1.05 0.81 0.14 1.45 0.56 1.18 1.15 1.25 0.17 1.60 0.78 2.00 P62829 RL23_HUMAN reviewed 60S ribosomal protein L23 (60S ribosomal protein L17)RPL23 140 Homo sapiens (Human) 0.12 -0.58 0.14 -0.23 1.12 0.15 -0.39 -0.17 -0.54 -0.62 0.01 -0.13 -0.49 -0.27 -0.79 -0.28 -0.30 -0.36 -0.48 -0.44 -0.32 -0.58 0.05 -0.36 -0.39 -0.35 -0.47 0.67 1.10 0.85 2.17 1.11 0.76 0.89 0.69 0.65 1.01 0.92 0.71 0.83 0.83 0.58 0.81 0.67 1.03 0.78 0.76 1.25 462

3.59 0.57 0.11 3.55 0.16 2.04 0.49 0.16 10.82 0.04 5.27 0.51 0.18 11.33 0.05 5.82 1.09 1.18 0.39 4.49 0.26 5.30 P62851 RS25_HUMAN reviewed 40S ribosomal protein S25RPS25 125 Homo sapiens (Human) 0.42 -0.32 0.92 -0.64 1.26 0.86 -0.36 0.06 -1.06 -0.12 -0.38 -0.38 0.01 -0.80 -1.04 0.24 -0.96 -0.44 -0.85 -0.88 -0.46 -1.08 -0.51 -0.11 -0.16 -0.44 -0.86 0.80 1.89 0.64 2.39 1.81 0.78 1.04 0.48 0.92 0.77 0.77 1.01 0.57 1.18 0.49 0.51 0.47 0.70 0.93 0.89 1.18 463

2.71 0.57 0.23 15.80 0.04 8.98 0.59 0.27 19.97 0.03 11.74 0.98 0.93 14.28 0.07 13.95 5.43 1.45 0.26 7.67 0.19 11.10 P62854 RS26_HUMAN reviewed 40S ribosomal protein S26RPS26 115 Homo sapiens (Human) -0.05 -0.91 -0.38 -0.55 1.17 0.41 -0.52 -0.31 -0.75 -0.53 -0.01 0.24 -0.76 -0.82 -0.77 -0.19 -0.03 -0.40 -0.35 -0.20 -0.25 -0.66 0.20 -0.21 -0.33 -0.36 -0.31 0.53 0.77 0.68 2.25 1.33 0.70 0.81 0.60 0.69 0.99 1.18 0.59 0.57 0.88 0.59 0.98 0.63 1.15 0.86 0.80 1.45 464

1.21 1.26 0.01 1.17 1.07 1.47 1.16 0.06 1.17 0.99 1.35 0.99 0.93 1.48 0.67 1.46 1.35 0.93 0.31 1.17 0.80 1.09 P62873 GBB1_HUMAN reviewed Guanine nucleotide-binding protein G(I)/G(S)/G(T) subunit beta-1 (Transducin beta chain 1)GNB1 340 Homo sapiens (Human) -0.01 -0.22 0.27 0.36 -0.23 -0.24 0.22 0.04 0.09 0.16 0.26 -0.08 0.05 0.33 0.21 0.30 -0.02 0.14 0.15 0.13 0.12 0.18 0.03 0.04 0.22 0.13 0.14 0.86 1.21 1.28 0.85 0.85 1.16 1.02 1.06 1.12 1.19 0.95 1.03 1.26 1.23 1.16 0.99 1.13 1.02 1.03 1.17 0.93 465

2.50 1.18 0.12 1.27 0.93 1.50 1.07 0.43 1.27 0.84 1.36 0.82 0.09 1.30 0.63 1.07 1.69 0.87 0.37 1.51 0.58 1.32 P62879 GBB2_HUMAN reviewed Guanine nucleotide-binding protein G(I)/G(S)/G(T) subunit beta-2 (G protein subunit beta-2) (Transducin beta chain 2)GNB2 340 Homo sapiens (Human) 0.12 -0.05 0.14 0.31 -0.01 0.19 -0.07 -0.04 -0.25 -0.07 0.42 0.24 0.20 0.24 0.10 0.20 -0.29 0.06 -0.05 -0.30 -0.18 -0.11 -0.29 0.06 -0.40 0.00 -0.12 0.97 1.11 1.24 0.99 1.14 0.95 0.97 0.84 0.95 1.34 1.18 1.15 1.18 1.15 1.07 0.82 0.93 0.82 1.04 0.76 0.87 466

1.29 0.54 0.02 1.44 0.37 0.78 0.43 0.03 1.86 0.23 0.80 0.52 0.02 1.50 0.35 0.79 23.54 1.60 0.03 1.44 1.11 2.31 P62917 RL8_HUMAN reviewed 60S ribosomal protein L8RPL8 257 Homo sapiens (Human) 0.00 -0.99 -0.12 -0.42 1.17 0.39 -0.96 -0.35 -0.53 -0.44 -0.06 0.16 -0.68 -0.89 -1.23 -0.18 -0.94 -0.55 -0.56 -0.32 -0.32 -0.63 0.13 -0.33 -0.45 -0.49 -0.49 0.50 0.92 0.75 2.25 1.31 0.51 0.79 0.69 0.74 0.96 1.12 0.62 0.54 0.88 0.43 0.52 0.65 1.10 0.79 0.73 1.60 467

0.91 1.12 0.19 1.22 0.92 1.36 1.10 0.26 1.22 0.90 1.34 0.82 0.30 1.57 0.52 1.30 1.29 1.11 0.21 1.22 0.91 1.35 P62937 PPIA_HUMAN reviewed Peptidyl-prolyl cis-trans isomerase A (PPIase A) (EC 5.2.1.8) (Cyclophilin A) (Cyclosporin A-binding protein) (Rotamase A) [Cleaved into: Peptidyl-prolyl cis-trans isomerase A, N-terminally processed]PPIA CYPA 165 Homo sapiens (Human) 0.19 0.45 0.08 0.83 -0.29 -0.13 -0.20 0.21 0.10 -0.38 0.27 0.15 -0.72 0.16 0.13 -0.17 -0.28 -0.07 -0.25 -0.20 -0.01 0.08 -0.12 0.19 -0.20 -0.05 -0.24 1.36 1.06 1.78 0.82 0.91 0.87 1.16 1.07 0.77 1.21 1.11 0.61 1.12 0.89 1.10 0.82 1.05 0.92 1.14 0.87 1.11 468

560.79 1.08 0.82 26.69 0.04 28.73 1.13 0.49 4.56 0.25 5.17 0.73 0.44 30.27 0.02 21.95 1.81 0.69 0.23 5.92 0.12 4.10 P63000 RAC1_HUMAN reviewed Ras-related C3 botulinum toxin substrate 1 (Cell migration-inducing gene 5 protein) (Ras-like protein TC25) (p21-Rac1)RAC1 TC25 MIG5 192 Homo sapiens (Human) 0.20 0.15 0.45 0.48 0.08 -0.14 0.03 0.14 0.06 0.28 0.30 0.28 -0.80 0.11 0.18 0.24 -0.46 0.03 -0.17 -0.05 0.15 0.22 0.09 0.39 -0.11 0.06 -0.14 1.11 1.36 1.40 1.05 0.91 1.02 1.10 1.04 1.21 1.24 1.21 0.57 1.08 1.18 1.13 0.73 1.16 1.07 1.31 0.93 0.69 469

3.83 1.44 0.17 3.55 0.40 5.09 0.91 0.60 4.96 0.18 4.52 0.97 0.94 116.24 0.01 112.40 1.56 0.89 0.45 3.58 0.25 3.18 P63096 GNAI1_HUMANreviewed Guanine nucleotide-binding protein G(i) subunit alpha-1 (Adenylate cyclase-inhibiting G alpha protein)GNAI1 354 Homo sapiens (Human) 0.26 0.19 0.49 0.60 -0.03 0.07 0.17 0.34 -0.18 0.03 0.25 0.08 0.11 0.52 -0.13 0.00 -0.05 0.10 -0.16 -0.37 -0.11 -0.34 -0.12 0.00 0.04 0.05 -0.22 1.14 1.40 1.51 0.98 1.05 1.12 1.27 0.88 1.02 1.19 1.06 1.08 1.44 1.00 0.91 0.97 0.79 0.92 1.00 1.03 0.89 806

1.18 1.09 0.40 1.25 0.87 1.36 1.02 0.80 1.24 0.83 1.27 0.95 0.57 1.26 0.75 1.19 1.39 1.07 0.32 1.17 0.92 1.25 P63104 1433Z_HUMANreviewed 14-3-3 protein zeta/delta (Protein kinase C inhibitor protein 1) (KCIP-1)YWHAZ 245 Homo sapiens (Human) 0.07 0.39 -0.08 0.29 -0.19 -0.04 -0.12 0.55 -0.08 -0.06 0.22 0.28 0.00 0.12 0.03 0.03 -0.08 0.08 0.01 -0.08 -0.01 -0.11 -0.02 0.05 0.03 0.06 -0.02 1.31 0.94 1.22 0.87 0.98 0.92 1.47 0.95 0.96 1.17 1.22 1.00 1.09 1.02 1.02 0.95 0.93 0.99 1.03 1.02 1.07 470

2.88 0.95 0.65 1.55 0.61 1.47 0.88 0.30 1.46 0.61 1.29 1.10 0.52 1.74 0.64 1.92 NA 1.17 0.21 1.46 0.80 1.71 P63167 DYL1_HUMAN reviewed Dynein light chain 1, cytoplasmic (8 kDa dynein light chain) (DLC8) (Dynein light chain LC8-type 1) (Protein inhibitor of neuronal nitric oxide synthase) (PIN)DYNLL1 DLC1 DNCL1 DNCLC1 HDLC189 Homo sapiens (Human) 0.19 0.53 -0.02 -0.37 0.68 0.14 0.07 0.15 -0.18 -0.03 0.03 0.31 0.08 -0.08 -0.18 -0.08 0.14 0.02 -0.17 -0.46 -0.27 -0.49 -0.17 -0.35 -0.06 -0.06 -0.25 1.44 0.99 0.77 1.60 1.10 1.05 1.11 0.88 0.98 1.02 1.24 1.06 0.95 0.94 0.88 1.10 0.71 0.89 0.78 0.96 1.17 807

NA 1.29 NA NA NA NA 1.20 NA NA NA NA 0.85 NA NA NA NA 5.72 0.91 NA NA NA NA P63218 GBG5_HUMAN reviewed Guanine nucleotide-binding protein G(I)/G(S)/G(O) subunit gamma-5GNG5 GNGT5 68 Homo sapiens (Human) 0.20 0.48 0.54 0.01 -0.11 0.08 0.10 0.34 -0.35 -0.35 0.32 0.27 0.36 0.37 0.27 -0.34 -0.23 0.07 -0.13 0.00 0.20 0.32 0.26 0.23 0.00 0.10 -0.09 1.40 1.45 1.01 0.92 1.06 1.08 1.27 0.79 0.78 1.25 1.20 1.28 1.29 0.79 1.20 0.85 1.25 1.20 1.17 1.00 0.91 723

9.09 1.38 0.21 3.90 0.35 5.37 1.17 0.39 3.87 0.30 4.51 0.98 0.91 5.51 0.18 5.40 1.51 0.97 0.84 5.16 0.19 5.00 P63244 GBLP_HUMAN reviewed Guanine nucleotide-binding protein subunit beta-2-like 1 (Cell proliferation-inducing gene 21 protein) (Guanine nucleotide-binding protein subunit beta-like protein 12.3) (Human lung cancer oncogene 7 protein) (HLC-7) (Receptor for activated C kinase) (Receptor of activated protein kinase C 1) (RACK1) [Cleaved into: Guanine nucleotide-binding protein subunit beta-2-like 1, N-terminally processed]GNB2L1 HLC7 PIG21 317 Homo sapiens (Human) -0.43 0.20 -0.87 0.22 -0.96 -0.74 0.44 0.16 0.32 0.44 -0.10 0.19 0.04 0.46 0.22 0.37 -0.03 0.23 0.66 0.52 0.09 -0.08 0.27 0.20 -0.04 0.19 0.62 1.14 0.55 1.16 0.51 0.60 1.36 1.12 1.24 1.36 0.93 1.14 1.02 1.38 1.29 1.17 0.98 0.95 1.21 1.15 0.97 0.97 471

1.72 0.99 0.76 1.10 0.90 1.08 1.03 0.46 1.10 0.94 1.14 1.24 0.00 1.10 1.12 1.36 1.05 0.97 0.61 1.13 0.86 1.10 P63261 ACTG_HUMAN reviewed Actin, cytoplasmic 2 (Gamma-actin) [Cleaved into: Actin, cytoplasmic 2, N-terminally processed]ACTG1 ACTB ACTG 375 Homo sapiens (Human) 0.07 0.04 -0.17 0.05 0.22 0.23 -0.17 0.29 -0.11 -0.42 -0.11 -0.07 0.39 -0.02 0.05 -0.21 0.30 -0.01 -0.08 -0.25 -0.17 -0.33 -0.12 -0.17 -0.07 -0.05 -0.13 1.03 0.89 1.04 1.17 1.17 0.89 1.22 0.93 0.75 0.93 0.95 1.31 0.99 0.86 1.03 1.24 0.79 0.92 0.89 0.96 0.97 472

1.71 1.09 0.44 1.50 0.73 1.64 1.05 0.61 1.45 0.73 1.52 1.00 0.98 1.45 0.69 1.45 13.09 1.08 0.50 1.54 0.70 1.67 P68036 UB2L3_HUMANreviewed Ubiquitin-conjugating enzyme E2 L3 (EC 6.3.2.19) (L-UBC) (UbcH7) (Ubiquitin carrier protein L3) (Ubiquitin-conjugating enzyme E2-F1) (Ubiquitin-protein ligase L3)UBE2L3 UBCE7 UBCH7 154 Homo sapiens (Human) 0.07 0.72 -0.33 0.29 -0.28 -0.03 0.20 0.13 0.24 0.54 0.26 0.13 0.25 0.13 0.07 0.32 0.00 0.21 0.13 0.11 0.18 0.04 0.19 0.25 0.26 0.20 0.13 1.65 0.79 1.23 0.83 0.98 1.15 1.09 1.18 1.45 1.20 1.09 1.19 1.09 1.24 1.05 1.00 1.02 1.14 1.19 1.20 1.08 808

1884.00 0.98 0.92 11.40 0.09 11.13 1.41 0.21 4.34 0.32 6.11 2.23 0.17 17.35 0.13 38.74 1.90 0.95 0.75 4.32 0.22 4.12 P68366 TBA4A_HUMANreviewed Tubulin alpha-4A chain (Alpha-tubulin 1) (Testis-specific alpha-tubulin) (Tubulin H2-alpha) (Tubulin alpha-1 chain)TUBA4A TUBA1 448 Homo sapiens (Human) -0.34 -0.48 -0.99 -0.15 -0.41 0.35 0.04 -0.09 0.13 0.06 -0.17 0.39 0.96 -0.03 0.49 0.10 1.16 0.28 0.62 0.25 -0.09 -0.64 0.25 -0.08 0.11 0.18 0.52 0.71 0.50 0.90 0.75 1.27 1.03 0.94 1.09 1.04 0.89 1.31 1.95 0.98 1.07 1.41 2.23 0.64 1.19 0.94 1.08 0.95 473

2.85 0.96 0.69 1.42 0.68 1.37 0.90 0.41 1.56 0.58 1.40 1.09 0.41 1.42 0.77 1.55 2.18 1.65 0.04 1.54 1.07 2.53 P68371 TBB4B_HUMANreviewed Tubulin beta-4B chain (Tubulin beta-2 chain) (Tubulin beta-2C chain)TUBB4B TUBB2C 445 Homo sapiens (Human) -0.45 0.01 -1.14 0.00 -0.55 -0.58 0.53 0.21 -0.04 -0.05 0.09 0.84 -0.24 -0.06 -0.16 -0.23 0.12 0.09 0.55 0.84 0.39 0.14 0.81 0.36 0.24 0.17 0.62 1.01 0.45 1.00 0.68 0.67 1.45 1.15 0.98 0.97 1.06 1.79 0.85 0.96 0.85 0.90 1.09 1.10 1.76 1.28 1.18 1.65 474

3.29 0.31 0.03 2.83 0.11 0.88 1.69 0.02 1.46 1.15 2.47 2.13 0.00 1.44 1.48 3.06 1.38 1.51 0.03 1.42 1.06 2.14 P68871 HBB_HUMAN reviewed Hemoglobin subunit beta (Beta-globin) (Hemoglobin beta chain) [Cleaved into: LVV-hemorphin-7; Spinorphin]HBB 147 Homo sapiens (Human) -0.92 -2.15 -0.12 -1.22 0.73 -1.84 0.34 -3.00 1.60 1.93 -2.34 0.24 0.90 -1.68 0.75 -1.03 1.09 -0.11 0.81 -0.21 -1.13 -1.72 -1.50 -1.19 -0.12 -0.38 0.54 0.22 0.92 0.43 1.66 0.28 1.27 0.13 3.04 3.80 0.20 1.18 1.86 0.31 0.49 1.69 2.13 0.30 0.35 0.44 0.92 1.51 475

2.20 0.35 0.01 2.01 0.17 0.70 1.84 0.00 1.26 1.45 2.32 2.14 0.00 1.37 1.56 2.93 1.34 1.60 0.00 1.31 1.22 2.10 P69905 HBA_HUMAN reviewed Hemoglobin subunit alpha (Alpha-globin) (Hemoglobin alpha chain)HBA1; HBA2 142 Homo sapiens (Human) -0.76 -1.62 -0.04 -0.86 0.60 -1.88 0.49 -2.29 1.51 1.39 -1.74 0.03 0.66 -1.52 0.88 -1.00 1.10 -0.04 0.71 -0.18 -0.94 -1.50 -1.32 -1.02 0.09 -0.28 0.48 0.33 0.97 0.55 1.52 0.27 1.40 0.21 2.85 2.61 0.30 1.02 1.59 0.35 0.50 1.84 2.14 0.35 0.40 0.49 1.06 1.60 476

5532.72 0.88 0.71 25.51 0.03 22.54 0.70 0.19 3.90 0.18 2.73 0.73 0.47 37.89 0.02 27.56 2.09 0.95 0.91 70.72 0.01 67.47 P78324 SHPS1_HUMANreviewed Tyrosine-protein phosphatase non-receptor type substrate 1 (SHP substrate 1) (SHPS-1) (Brain Ig-like molecule with tyrosine-based activation motifs) (Bit) (CD172 antigen-like family member A) (Inhibitory receptor SHPS-1) (Macrophage fusion receptor) (MyD-1 antigen) (Signal-regulatory protein alpha-1) (Sirp-alpha-1) (Signal-regulatory protein alpha-2) (Sirp-alpha-2) (Signal-regulatory protein alpha-3) (Sirp-alpha-3) (p84) (CD antigen CD172a)SIRPA BIT MFR MYD1 PTPNS1 SHPS1 SIRP504 Homo sapiens (Human) 0.07 -0.59 0.73 0.41 -0.15 -0.06 0.02 -0.71 -0.50 -0.41 0.06 -0.80 0.32 -0.18 -0.51 -0.20 -0.46 -0.31 -0.37 0.22 0.29 0.26 0.72 -0.06 0.23 -0.15 -0.22 0.66 1.65 1.33 0.90 0.96 1.01 0.61 0.71 0.75 1.04 0.58 1.24 0.88 0.87 0.70 0.73 1.20 1.65 0.96 1.17 0.95 809

1.12 0.70 0.00 1.21 0.58 0.84 0.86 0.24 1.31 0.66 1.13 0.96 0.62 1.23 0.78 1.17 0.90 1.06 0.28 1.13 0.94 1.20 P78371 TCPB_HUMAN reviewed T-complex protein 1 subunit beta (TCP-1-beta) (CCT-beta)CCT2 99D8.1 CCTB 535 Homo sapiens (Human) 0.34 0.39 0.10 -0.38 0.73 0.88 -0.13 -0.01 -0.25 -0.39 -0.30 -0.34 -0.10 -0.51 -0.21 -0.33 -0.06 -0.24 -0.58 -0.57 -0.22 -0.40 -0.19 -0.28 -0.02 -0.24 -0.58 1.31 1.07 0.77 1.66 1.84 0.91 0.99 0.84 0.76 0.81 0.79 0.93 0.70 0.79 0.86 0.96 0.76 0.87 0.82 0.98 1.06 477

1.32 1.03 0.65 1.21 0.86 1.25 1.05 0.52 1.21 0.87 1.27 1.01 0.88 1.21 0.84 1.22 1.41 1.41 0.02 1.27 1.11 1.80 P78417 GSTO1_HUMANreviewed Glutathione S-transferase omega-1 (GSTO-1) (EC 2.5.1.18) (Glutathione S-transferase omega 1-1) (GSTO 1-1) (Glutathione-dependent dehydroascorbate reductase) (EC 1.8.5.1) (Monomethylarsonic acid reductase) (MMA(V) reductase) (EC 1.20.4.2) (S-(Phenacyl)glutathione reductase) (SPG-R)GSTO1 GSTTLP28 241 Homo sapiens (Human) 0.09 0.17 0.02 0.09 0.21 -0.02 -0.06 0.55 -0.21 -0.21 0.06 -0.01 0.04 0.05 0.07 -0.20 0.02 0.01 -0.09 -0.16 -0.07 0.06 0.00 -0.16 -0.17 -0.01 -0.11 1.12 1.01 1.06 1.16 0.98 0.96 1.47 0.87 0.86 1.04 0.99 1.03 1.03 0.87 1.05 1.01 1.04 1.00 0.90 0.89 1.41 478

1.25 0.83 0.01 1.15 0.73 0.95 0.95 0.33 1.12 0.84 1.06 1.37 0.00 1.16 1.18 1.59 1.54 1.17 0.27 1.33 0.88 1.55 P78527 PRKDC_HUMANreviewed DNA-dependent protein kinase catalytic subunit (DNA-PK catalytic subunit) (DNA-PKcs) (EC 2.7.11.1) (DNPK1) (p460)PRKDC HYRC HYRC1 4128 Homo sapiens (Human) 0.13 -0.56 0.61 -0.18 0.27 0.49 -0.26 -0.45 -0.32 0.04 0.11 0.50 0.13 -0.27 -0.08 -0.20 0.45 -0.03 -0.16 -0.25 -0.12 -0.33 0.02 -0.19 0.01 -0.06 -0.18 0.68 1.53 0.88 1.21 1.41 0.83 0.73 0.80 1.03 1.08 1.41 1.09 0.83 0.87 0.95 1.37 0.79 1.01 0.87 1.01 1.17 479

NA 0.43 NA NA NA NA 2.36 NA NA NA NA 0.66 NA NA NA NA 27717.63 2.95 NA NA NA NA P79483 DRB3_HUMAN reviewed HLA class II histocompatibility antigen, DR beta 3 chain (MHC class II antigen DRB3)HLA-DRB3 266 Homo sapiens (Human) -0.22 -0.65 1.21 1.11 -1.75 -1.01 0.56 1.07 -0.57 -1.30 -1.82 0.12 -0.01 -1.20 1.24 -1.30 -0.59 -0.35 -0.13 1.06 0.84 1.19 0.31 1.18 0.70 -0.03 0.19 0.64 2.32 2.16 0.30 0.50 1.48 2.10 0.67 0.41 0.28 1.08 0.99 0.43 0.41 2.36 0.66 2.28 1.24 2.26 1.63 2.95 724

2.71 1.10 0.30 1.26 0.87 1.38 1.00 0.96 1.31 0.76 1.30 1.18 0.12 1.27 0.93 1.50 3.60 0.67 0.04 1.42 0.47 0.96 P80188 NGAL_HUMAN reviewed Neutrophil gelatinase-associated lipocalin (NGAL) (25 kDa alpha-2-microglobulin-related subunit of MMP-9) (Lipocalin-2) (Oncogene 24p3) (Siderocalin LCN2) (p25)LCN2 HNL NGAL 198 Homo sapiens (Human) -0.41 -0.55 -0.78 -0.45 -0.37 0.09 0.01 0.72 0.74 -0.78 0.04 0.01 1.09 0.13 -0.01 -0.12 0.24 0.19 0.60 -0.16 -0.57 -1.14 -0.71 -0.19 -0.25 -0.01 0.40 0.68 0.58 0.73 0.78 1.06 1.01 1.65 1.67 0.58 1.03 1.01 2.12 1.10 0.92 1.00 1.18 0.45 0.61 0.88 0.84 0.67 480

1.33 1.33 0.00 1.14 1.17 1.51 1.13 0.01 1.10 1.03 1.24 0.74 0.01 1.22 0.61 0.90 1.50 0.58 0.00 1.31 0.44 0.76 P80723 BASP1_HUMANreviewed Brain acid soluble protein 1 (22 kDa neuronal tissue-enriched acidic protein) (Neuronal axonal membrane protein NAP-22)BASP1 NAP22 227 Homo sapiens (Human) 0.16 0.04 0.04 0.21 0.03 0.48 -0.55 0.21 -1.08 -0.67 0.27 0.38 0.28 0.41 0.18 -0.27 -0.44 -0.12 -0.27 -0.46 -0.31 -1.21 -0.18 0.05 0.11 -0.17 -0.32 1.03 1.03 1.15 1.02 1.39 0.68 1.16 0.47 0.63 1.21 1.30 1.21 1.33 0.83 1.13 0.74 0.43 0.88 1.04 1.08 0.58 481

1.73 2.28 0.22 7.35 0.31 16.76 1.24 0.12 1.43 0.87 1.78 1.35 0.07 1.43 0.94 1.93 1.48 1.23 0.13 1.43 0.86 1.77 P80748 LV302_HUMANreviewed Ig lambda chain V-III region LOI 111 Homo sapiens (Human) -0.20 -0.40 -0.38 0.82 -0.62 -0.43 0.43 -0.59 0.69 0.43 -0.29 -0.84 0.24 1.19 0.31 0.76 0.43 0.25 0.46 0.65 0.45 -0.05 0.51 0.51 0.83 0.30 0.51 0.76 0.77 1.76 0.65 0.74 1.34 0.67 1.61 1.35 0.82 0.56 1.18 2.28 1.69 1.24 1.35 0.96 1.42 1.43 1.77 1.23 482

1.27 1.35 0.08 1.48 0.91 2.00 1.27 0.16 1.60 0.79 2.04 0.80 0.20 1.69 0.47 1.34 8.16 1.53 0.06 1.58 0.97 2.43 P81605 DCD_HUMAN reviewed Dermcidin (EC 3.4.-.-) (Preproteolysin) [Cleaved into: Survival-promoting peptide; DCD-1]DCD AIDD DSEP 110 Homo sapiens (Human) -0.30 -0.57 1.06 -0.27 -1.10 -0.62 -0.35 -0.57 -0.03 0.42 0.28 -0.10 -0.20 0.43 0.35 1.27 -0.33 0.11 0.41 0.50 0.20 0.21 -0.01 0.44 0.15 0.13 0.43 0.67 2.09 0.83 0.47 0.65 0.79 0.67 0.98 1.34 1.21 0.94 0.87 1.35 2.40 1.27 0.80 1.15 1.00 1.36 1.11 1.53 483

1.81 1.02 0.80 1.30 0.78 1.34 1.21 0.11 1.31 0.92 1.58 0.94 0.65 1.49 0.63 1.40 5.26 0.91 0.57 1.60 0.57 1.45 P84095 RHOG_HUMANreviewed Rho-related GTP-binding protein RhoGRHOG ARHG 191 Homo sapiens (Human) 0.19 0.01 0.53 0.35 0.08 -0.04 -0.32 -0.14 -0.07 -0.09 0.06 0.25 -0.04 0.03 0.27 -0.20 -0.09 -0.03 -0.22 -0.03 0.16 0.08 0.25 0.20 0.13 0.02 -0.17 1.01 1.44 1.28 1.06 0.97 0.80 0.91 0.95 0.94 1.04 1.19 0.97 1.02 0.87 1.21 0.94 1.05 1.19 1.14 1.09 0.91 484

1.77 0.62 0.06 1.71 0.36 1.06 0.54 0.04 1.74 0.31 0.94 0.64 0.13 2.20 0.29 1.40 3.12 1.19 0.34 1.81 0.66 2.16 P84098 RL19_HUMAN reviewed 60S ribosomal protein L19RPL19 196 Homo sapiens (Human) 0.25 -0.16 -0.28 -0.07 1.59 0.15 0.21 0.01 -0.23 -0.85 -0.01 -0.28 -0.74 -0.69 -0.89 -0.30 -0.65 -0.40 -0.65 -0.43 -0.18 -0.27 -0.02 -0.08 -0.35 -0.34 -0.59 0.90 0.83 0.95 3.01 1.11 1.16 1.01 0.85 0.55 0.99 0.83 0.60 0.62 0.81 0.54 0.64 0.83 0.99 0.95 0.78 1.19 485

3.57 1.11 0.15 1.16 0.96 1.30 0.96 0.50 1.13 0.85 1.08 1.12 0.11 1.16 0.97 1.30 1.07 1.10 0.02 1.08 1.01 1.19 P98088 MUC5A_HUMANreviewed Mucin-5AC (MUC-5AC) (Gastric mucin) (Lewis B blood group antigen) (LeB) (Major airway glycoprotein) (Mucin-5 subtype AC, tracheobronchial) (Tracheobronchial mucin) (TBM) (Fragments)MUC5AC MUC5 5030 Homo sapiens (Human) -0.36 -0.56 0.05 -0.52 -0.90 0.14 0.48 1.17 -0.47 -0.22 -0.72 -0.51 1.51 0.16 -0.06 -0.50 0.17 0.09 0.45 -0.01 -0.37 -0.83 -0.07 -0.37 -0.22 -0.03 0.33 0.68 1.03 0.70 0.54 1.10 1.39 2.25 0.72 0.86 0.61 0.70 2.84 1.11 0.71 0.96 1.12 0.56 0.96 0.77 0.86 1.10 486

1.21 1.25 0.12 1.43 0.87 1.78 1.25 0.25 1.82 0.69 2.28 1.06 0.75 1.87 0.56 1.97 1.07 0.80 0.11 1.43 0.56 1.14 P98196 AT11A_HUMANreviewed Probable phospholipid-transporting ATPase IH (EC 3.6.3.1) (ATPase IS) (ATPase class VI type 11A)ATP11A ATPIH ATPIS KIAA10211134 Homo sapiens (Human) 0.45 0.55 0.65 0.94 0.39 -0.26 -0.24 -0.24 -0.17 -0.11 0.05 -0.18 -0.24 0.32 0.32 -0.02 0.08 -0.04 -0.49 -0.55 -0.10 0.04 -0.23 0.22 -0.41 -0.05 -0.51 1.47 1.57 1.92 1.31 0.84 0.85 0.85 0.89 0.93 1.04 0.88 0.84 1.25 0.99 1.25 1.06 1.03 0.85 1.16 0.75 0.80 487

1.19 0.83 0.00 1.10 0.76 0.92 0.90 0.01 1.08 0.83 0.97 1.21 0.00 1.06 1.14 1.29 1.56 1.22 0.00 1.09 1.12 1.33 Q00610 CLH1_HUMAN reviewed Clathrin heavy chain 1 (Clathrin heavy chain on chromosome 17) (CLH-17)CLTC CLH17 CLTCL2 KIAA00341675 Homo sapiens (Human) 0.08 -0.04 0.21 -0.17 0.42 -0.04 0.03 -0.09 -0.20 -0.13 0.21 0.51 0.15 -0.26 -0.15 -0.06 0.28 0.03 -0.05 -0.22 -0.15 -0.37 -0.07 -0.16 0.00 -0.02 -0.10 0.97 1.16 0.89 1.34 0.97 1.02 0.94 0.87 0.92 1.15 1.42 1.11 0.83 0.96 0.90 1.21 0.78 0.96 0.89 1.00 1.22 488

1.24 0.91 0.28 1.22 0.75 1.12 1.04 0.66 1.25 0.83 1.30 1.78 0.01 1.35 1.32 2.41 3.85 1.67 0.00 1.29 1.30 2.15 Q00796 DHSO_HUMAN reviewed Sorbitol dehydrogenase (EC 1.1.1.14) (L-iditol 2-dehydrogenase)SORD 357 Homo sapiens (Human) -0.26 0.22 -0.57 -0.08 -0.28 -0.57 0.56 0.09 0.29 -0.38 0.02 1.12 -0.20 -0.13 0.06 0.05 0.83 0.21 0.46 0.49 0.23 -0.68 -0.13 0.88 0.86 0.22 0.47 1.17 0.67 0.94 0.82 0.67 1.47 1.06 1.22 0.77 1.01 2.18 0.87 0.91 1.04 1.04 1.78 0.62 0.92 1.84 1.81 1.67 489

1.43 1.11 0.38 1.37 0.81 1.52 0.95 0.63 1.33 0.72 1.27 1.00 0.98 1.25 0.80 1.25 1.58 1.57 0.02 1.36 1.16 2.14 Q00839 HNRPU_HUMANreviewed Heterogeneous nuclear ribonucleoprotein U (hnRNP U) (Scaffold attachment factor A) (SAF-A) (p120) (pp120)HNRNPU HNRPU SAFA U21.1825 Homo sapiens (Human) -0.17 -0.80 -0.34 -0.13 1.02 -0.60 0.11 0.10 -0.07 -0.59 0.65 0.43 -0.34 0.15 -0.07 0.05 0.00 0.04 0.21 0.31 0.14 -0.04 0.34 0.15 0.13 0.07 0.24 0.57 0.79 0.91 2.03 0.66 1.08 1.07 0.95 0.67 1.57 1.35 0.79 1.11 1.03 0.95 1.00 0.98 1.26 1.11 1.09 1.57 490

1.64 0.79 0.53 3.92 0.20 3.08 0.77 0.43 3.18 0.24 2.44 0.77 0.33 2.34 0.33 1.81 1.48 1.19 0.52 2.62 0.45 3.12 Q01082 SPTB2_HUMANreviewed Spectrin beta chain, non-erythrocytic 1 (Beta-II spectrin) (Fodrin beta chain) (Spectrin, non-erythroid beta chain 1)SPTBN1 SPTB2 2364 Homo sapiens (Human) 0.35 -0.02 0.70 0.09 0.23 0.76 -0.13 -0.40 -0.35 -0.26 -0.10 0.18 0.02 -0.35 -0.38 -0.19 -0.37 -0.21 -0.57 -0.42 -0.07 -0.28 -0.26 -0.07 0.33 -0.17 -0.53 0.99 1.63 1.07 1.17 1.70 0.91 0.76 0.79 0.84 0.93 1.14 1.01 0.79 0.88 0.77 0.77 0.83 0.84 0.95 1.25 1.19 491

1.32 0.94 0.55 1.43 0.66 1.35 1.20 0.17 1.44 0.83 1.72 0.90 0.64 2.25 0.40 2.03 4.37 1.48 0.05 1.50 0.99 2.22 Q01469 FABP5_HUMANreviewed Fatty acid-binding protein, epidermal (Epidermal-type fatty acid-binding protein) (E-FABP) (Fatty acid-binding protein 5) (Psoriasis-associated fatty acid-binding protein homolog) (PA-FABP)FABP5 135 Homo sapiens (Human) 0.03 0.05 0.75 -0.58 -0.13 0.04 -0.14 1.00 -0.05 -0.82 -0.39 0.24 -0.12 -0.09 0.26 -0.35 -0.15 -0.05 -0.08 0.25 0.28 0.57 0.21 0.33 -0.01 0.03 0.01 1.04 1.68 0.67 0.92 1.03 0.91 2.00 0.96 0.57 0.76 1.18 0.92 0.94 0.79 1.20 0.90 1.49 1.16 1.26 0.99 1.48 492

1.25 0.65 0.00 1.23 0.53 0.80 0.70 0.00 1.20 0.59 0.85 1.44 0.00 1.15 1.25 1.66 0.93 1.53 0.00 1.18 1.29 1.81 Q01518 CAP1_HUMAN reviewed Adenylyl cyclase-associated protein 1 (CAP 1)CAP1 CAP 475 Homo sapiens (Human) 0.00 -0.74 0.09 -0.36 0.95 0.08 -0.41 0.13 -0.06 -0.45 -0.57 -0.27 0.04 -0.62 -0.51 -0.07 0.53 -0.21 -0.21 -0.50 -0.50 -0.79 -0.48 -0.31 -0.41 -0.28 -0.29 0.60 1.06 0.78 1.93 1.06 0.75 1.09 0.96 0.73 0.67 0.83 1.03 0.65 0.95 0.70 1.44 0.58 0.72 0.81 0.75 1.53 493

1.54 0.85 0.09 1.23 0.69 1.04 0.88 0.27 1.32 0.66 1.16 1.07 0.42 1.25 0.86 1.34 1.49 0.78 0.10 1.37 0.57 1.07 Q01813 K6PP_HUMAN reviewed 6-phosphofructokinase type C (EC 2.7.1.11) (6-phosphofructokinase, platelet type) (Phosphofructo-1-kinase isozyme C) (PFK-C) (Phosphofructokinase 1) (Phosphohexokinase)PFKP PFKF 784 Homo sapiens (Human) -0.15 -0.20 -0.47 -0.56 0.09 0.36 0.32 0.02 0.21 0.74 0.18 0.24 -0.09 -0.24 -0.18 0.09 0.10 0.13 0.28 0.11 -0.05 -0.12 0.17 -0.05 -0.19 0.08 0.23 0.87 0.72 0.68 1.06 1.28 1.25 1.01 1.16 1.67 1.13 1.18 0.94 0.85 1.06 0.88 1.07 0.92 1.12 0.97 0.88 0.78 494

2.22 0.64 0.14 2.06 0.31 1.31 0.75 0.12 1.53 0.49 1.14 1.11 0.25 1.26 0.88 1.40 1.07 1.18 0.12 1.26 0.93 1.48 Q02543 RL18A_HUMANreviewed 60S ribosomal protein L18aRPL18A 176 Homo sapiens (Human) 0.06 -0.70 -0.31 -0.57 1.36 0.50 -0.48 -0.60 -0.44 -0.54 -0.16 -0.13 0.43 -0.65 -0.42 -0.59 0.15 -0.31 -0.37 -0.41 -0.35 -0.71 0.01 -0.47 -0.23 -0.32 -0.38 0.62 0.80 0.67 2.57 1.42 0.72 0.66 0.74 0.69 0.90 0.91 1.35 0.64 0.67 0.75 1.11 0.61 1.01 0.72 0.85 1.18 495

0.75 0.49 0.03 1.86 0.27 0.92 0.52 0.02 1.61 0.32 0.83 0.61 0.01 1.37 0.45 0.84 0.98 1.15 0.09 1.18 0.97 1.36 Q02878 RL6_HUMAN reviewed 60S ribosomal protein L6 (Neoplasm-related protein C140) (Tax-responsive enhancer element-binding protein 107) (TaxREB107)RPL6 TXREB1 288 Homo sapiens (Human) -0.09 -1.09 -0.64 -1.18 1.90 0.57 -0.92 -0.66 -1.23 -1.27 -0.30 -0.35 -1.18 -1.02 -0.96 -0.88 -0.71 -0.86 -0.77 -0.54 -0.63 -1.21 -0.26 -0.65 -0.41 -0.80 -0.71 0.47 0.64 0.44 3.74 1.48 0.53 0.63 0.43 0.42 0.81 0.78 0.44 0.49 0.54 0.52 0.61 0.43 0.84 0.64 0.75 1.15 496

0.80 1.18 0.21 1.47 0.80 1.73 0.89 0.31 1.47 0.60 1.30 0.87 0.48 1.96 0.45 1.72 0.87 0.69 0.05 1.47 0.47 1.02 Q03135 CAV1_HUMAN reviewed Caveolin-1 CAV1 CAV 178 Homo sapiens (Human) 0.70 0.30 1.08 1.39 0.71 0.01 -1.34 -0.85 -0.79 -0.32 0.26 -0.60 -1.22 0.23 -0.17 -0.28 -0.19 -0.48 -1.18 -1.34 -0.64 -0.25 -1.51 -0.22 -0.58 -0.52 -1.22 1.23 2.12 2.62 1.64 1.01 0.40 0.56 0.58 0.80 1.20 0.66 0.43 1.18 0.83 0.89 0.87 0.84 0.35 0.86 0.67 0.69 497

1.67 1.12 0.40 1.60 0.70 1.80 1.17 0.56 2.69 0.44 3.16 0.89 0.73 3.45 0.26 3.08 NA 0.87 0.57 2.46 0.35 2.14 Q03169 TNAP2_HUMANreviewed Tumor necrosis factor alpha-induced protein 2 (TNF alpha-induced protein 2) (Primary response gene B94 protein)TNFAIP2 654 Homo sapiens (Human) -0.18 -0.87 -0.37 -0.29 0.69 -0.09 0.08 0.20 0.22 0.57 0.13 0.33 0.16 0.17 0.23 0.40 -0.16 0.21 0.39 0.52 0.33 -0.31 0.79 0.12 0.72 0.24 0.43 0.55 0.77 0.82 1.62 0.94 1.05 1.15 1.17 1.48 1.09 1.26 1.12 1.12 1.32 1.17 0.89 0.81 1.73 1.09 1.65 0.87 810

NA 1.21 NA NA NA NA 0.75 NA NA NA NA 0.98 NA NA NA NA 1.03 0.63 NA NA NA NA Q04695 K1C17_HUMANreviewed Keratin, type I cytoskeletal 17 (39.1) (Cytokeratin-17) (CK-17) (Keratin-17) (K17)KRT17 432 Homo sapiens (Human) -0.52 -1.08 0.56 -0.85 -0.88 -0.37 -0.18 -0.79 0.14 0.63 -0.32 -0.25 0.13 0.28 -0.42 1.04 -0.03 0.02 0.54 0.99 0.47 -0.21 0.02 2.35 -0.27 0.14 0.66 0.47 1.48 0.56 0.54 0.78 0.88 0.58 1.10 1.55 0.80 0.84 1.09 1.21 2.06 0.75 0.98 0.87 1.01 5.09 0.83 0.63 725

0.73 0.98 0.70 1.14 0.86 1.11 0.72 0.00 1.19 0.61 0.85 1.33 0.00 1.12 1.19 1.49 1.59 2.20 0.00 1.21 1.81 2.67 Q04828 AK1C1_HUMANreviewed Aldo-keto reductase family 1 member C1 (EC 1.1.1.-) (20-alpha-hydroxysteroid dehydrogenase) (20-alpha-HSD) (EC 1.1.1.149) (Chlordecone reductase homolog HAKRC) (Dihydrodiol dehydrogenase 1/2) (DD1/DD2) (High-affinity hepatic bile acid-binding protein) (HBAB) (Indanol dehydrogenase) (EC 1.1.1.112) (Trans-1,2-dihydrobenzene-1,2-diol dehydrogenase) (EC 1.3.1.20)AKR1C1 DDH DDH1 323 Homo sapiens (Human) -0.25 0.41 -0.76 -0.15 -0.33 -0.40 0.11 0.61 0.37 -1.04 0.17 0.48 -0.79 -0.03 -0.48 -0.54 0.42 -0.07 0.18 0.00 -0.24 -0.95 0.48 -0.43 -0.07 -0.11 0.13 1.33 0.59 0.90 0.79 0.76 1.08 1.53 1.29 0.49 1.13 1.39 0.58 0.98 0.69 0.72 1.33 0.52 1.40 0.74 0.95 2.20 498

7.31 1.22 0.48 10.20 0.12 12.43 1.16 0.40 3.83 0.30 4.44 1.06 0.67 3.85 0.28 4.09 NA 1.04 0.77 3.91 0.27 4.07 Q04917 1433F_HUMANreviewed 14-3-3 protein eta (Protein AS1)YWHAH YWHA1 246 Homo sapiens (Human) 0.14 0.36 -0.10 0.72 -0.22 -0.05 -0.11 0.27 0.15 0.55 0.22 0.15 0.18 0.28 0.21 1.05 0.09 0.28 0.14 0.03 0.17 -0.05 0.04 0.40 0.29 0.25 0.11 1.28 0.93 1.65 0.86 0.97 0.93 1.21 1.11 1.46 1.17 1.11 1.13 1.22 2.07 1.16 1.06 0.96 1.03 1.32 1.23 1.04 811

NA 1.36 NA NA NA NA 1.04 NA NA NA NA 0.91 NA NA NA NA 109.50 0.91 NA NA NA NA Q05655 KPCD_HUMAN reviewed Protein kinase C delta type (EC 2.7.11.13) (Tyrosine-protein kinase PRKCD) (EC 2.7.10.2) (nPKC-delta) [Cleaved into: Protein kinase C delta type regulatory subunit; Protein kinase C delta type catalytic subunit (Sphingosine-dependent protein kinase-1) (SDK1)]PRKCD 676 Homo sapiens (Human) 0.15 0.38 0.19 0.13 -0.02 0.09 0.23 0.08 0.05 -0.15 0.27 0.37 0.31 0.44 0.06 -0.11 -0.14 0.13 -0.03 -0.13 0.02 -0.06 0.03 -0.05 0.17 0.10 -0.06 1.30 1.14 1.09 0.98 1.07 1.17 1.06 1.03 0.90 1.21 1.29 1.24 1.36 0.93 1.04 0.91 0.96 1.02 0.97 1.13 0.91 726

7.44 1.05 0.70 3.52 0.30 3.71 1.28 0.24 3.52 0.36 4.52 2.62 0.18 33.42 0.08 87.66 NA 1.01 0.95 4.64 0.22 4.69 Q06033 ITIH3_HUMAN reviewed Inter-alpha-trypsin inhibitor heavy chain H3 (ITI heavy chain H3) (ITI-HC3) (Inter-alpha-inhibitor heavy chain 3) (Serum-derived hyaluronan-associated protein) (SHAP)ITIH3 890 Homo sapiens (Human) -0.50 -0.38 -0.38 -0.33 -0.91 -0.51 0.23 -0.72 0.32 0.52 -0.61 -0.73 0.51 0.07 0.36 0.97 1.39 0.21 0.71 0.91 0.41 0.56 0.67 -0.01 0.41 0.26 0.77 0.77 0.77 0.79 0.53 0.70 1.17 0.61 1.24 1.44 0.65 0.60 1.42 1.05 1.95 1.28 2.62 1.48 1.59 0.99 1.33 1.01 812

1.21 0.88 0.11 1.19 0.74 1.04 0.80 0.10 1.33 0.60 1.06 1.31 0.06 1.34 0.98 1.76 2.02 1.24 0.01 1.14 1.08 1.42 Q06210 GFPT1_HUMANreviewed Glutamine--fructose-6-phosphate aminotransferase [isomerizing] 1 (EC 2.6.1.16) (D-fructose-6-phosphate amidotransferase 1) (Glutamine:fructose-6-phosphate amidotransferase 1) (GFAT 1) (GFAT1) (Hexosephosphate aminotransferase 1)GFPT1 GFAT GFPT 699 Homo sapiens (Human) 0.05 -0.01 -0.25 0.01 0.22 0.27 0.09 0.06 0.07 0.13 0.19 0.27 0.01 -0.19 -0.32 -0.21 0.39 0.04 0.00 -0.02 0.03 -0.09 0.06 -0.02 0.17 0.04 -0.01 0.99 0.84 1.00 1.16 1.21 1.06 1.04 1.05 1.09 1.14 1.20 1.01 0.88 0.87 0.80 1.31 0.94 1.04 0.99 1.12 1.24 499

1.23 0.95 0.46 1.20 0.79 1.14 0.97 0.82 1.46 0.66 1.41 1.38 0.08 1.48 0.94 2.04 4.36 0.95 0.44 1.20 0.79 1.14 Q06323 PSME1_HUMANreviewed Proteasome activator complex subunit 1 (11S regulator complex subunit alpha) (REG-alpha) (Activator of multicatalytic protease subunit 1) (Interferon gamma up-regulated I-5111 protein) (IGUP I-5111) (Proteasome activator 28 subunit alpha) (PA28a) (PA28alpha)PSME1 IFI5111 249 Homo sapiens (Human) -0.33 0.06 -1.06 -0.60 0.22 -0.27 0.15 0.36 0.28 -0.36 0.05 0.29 0.04 -0.08 -0.05 0.07 0.46 0.11 0.44 0.39 0.07 0.02 0.29 -0.19 0.13 0.10 0.43 1.05 0.48 0.66 1.17 0.83 1.11 1.28 1.21 0.78 1.04 1.22 1.03 0.95 1.05 0.97 1.38 1.02 1.23 0.88 1.10 0.95 500

1.12 1.07 0.29 1.14 0.94 1.21 0.92 0.20 1.14 0.81 1.05 1.19 0.14 1.28 0.93 1.53 1.51 1.65 0.00 1.14 1.45 1.88 Q06830 PRDX1_HUMANreviewed Peroxiredoxin-1 (EC 1.11.1.15) (Natural killer cell-enhancing factor A) (NKEF-A) (Proliferation-associated gene protein) (PAG) (Thioredoxin peroxidase 2) (Thioredoxin-dependent peroxide reductase 2)PRDX1 PAGA PAGB TDPX2199 Homo sapiens (Human) -0.12 0.17 -0.69 0.04 -0.09 -0.05 -0.05 0.28 -0.27 -0.24 0.29 0.40 -0.09 0.09 -0.12 -0.14 0.26 0.04 0.16 0.17 0.04 -0.31 0.28 0.20 0.00 0.04 0.16 1.12 0.62 1.03 0.94 0.96 0.97 1.21 0.83 0.85 1.22 1.32 0.94 1.07 0.91 0.92 1.19 0.81 1.21 1.15 1.00 1.65 501

1.82 0.51 0.09 2.53 0.20 1.28 0.59 0.15 2.78 0.21 1.63 0.93 0.69 2.02 0.46 1.87 1.13 0.89 0.33 1.46 0.61 1.31 Q07020 RL18_HUMAN reviewed 60S ribosomal protein L18RPL18 188 Homo sapiens (Human) 0.04 -0.81 -0.53 -0.20 1.27 0.45 -0.43 -0.46 -0.49 -0.89 -0.25 -0.08 -0.69 -0.98 -0.77 -0.68 -0.11 -0.53 -0.57 -0.52 -0.49 -0.55 -0.22 -0.55 -0.63 -0.52 -0.55 0.57 0.69 0.87 2.41 1.37 0.74 0.73 0.71 0.54 0.84 0.95 0.62 0.51 0.63 0.59 0.93 0.68 0.86 0.68 0.65 0.89 502

0.93 0.96 0.36 1.11 0.87 1.06 1.07 0.15 1.10 0.97 1.19 1.00 0.98 1.18 0.85 1.18 0.91 1.91 0.00 1.21 1.58 2.30 Q07954 LRP1_HUMAN reviewed Prolow-density lipoprotein receptor-related protein 1 (LRP-1) (Alpha-2-macroglobulin receptor) (A2MR) (Apolipoprotein E receptor) (APOER) (CD antigen CD91) [Cleaved into: Low-density lipoprotein receptor-related protein 1 85 kDa subunit (LRP-85); Low-density lipoprotein receptor-related protein 1 515 kDa subunit (LRP-515); Low-density lipoprotein receptor-related protein 1 intracellular domain (LRPICD)]LRP1 A2MR APR 4544 Homo sapiens (Human) -0.12 -0.03 0.12 -0.12 -0.24 -0.30 0.39 -0.07 0.00 0.89 0.03 -0.25 -0.25 -0.06 0.10 0.58 0.00 0.12 0.24 0.32 0.21 0.39 0.06 0.32 0.06 0.15 0.26 0.98 1.08 0.92 0.85 0.81 1.31 0.95 1.00 1.85 1.02 0.84 0.84 0.96 1.49 1.07 1.00 1.31 1.04 1.25 1.04 1.91 503

4.06 1.11 0.41 1.57 0.71 1.75 1.02 0.86 1.58 0.65 1.61 1.12 0.41 1.62 0.69 1.82 7.28 1.19 0.34 1.81 0.66 2.15 Q08211 DHX9_HUMAN reviewed ATP-dependent RNA helicase A (RHA) (EC 3.6.4.13) (DEAH box protein 9) (Leukophysin) (LKP) (Nuclear DNA helicase II) (NDH II)DHX9 DDX9 LKP NDH2 1270 Homo sapiens (Human) -0.44 -0.65 -0.65 -0.17 0.09 -0.84 -0.10 -0.17 -0.02 0.65 -0.29 0.07 0.62 0.16 0.03 0.59 0.17 0.16 0.60 0.38 -0.06 -0.19 -0.05 0.03 -0.04 0.10 0.54 0.64 0.64 0.89 1.07 0.56 0.94 0.89 0.99 1.57 0.82 1.05 1.54 1.11 1.51 1.02 1.12 0.88 0.96 1.02 0.97 1.19 504

0.96 1.11 0.01 1.08 1.03 1.20 1.12 0.00 1.07 1.05 1.21 0.88 0.00 1.08 0.81 0.95 0.88 0.78 0.00 1.14 0.68 0.89 Q08380 LG3BP_HUMANreviewed Galectin-3-binding protein (Basement membrane autoantigen p105) (Lectin galactoside-binding soluble 3-binding protein) (Mac-2-binding protein) (MAC2BP) (Mac-2 BP) (Tumor-associated antigen 90K)LGALS3BP M2BP 585 Homo sapiens (Human) 0.42 0.36 0.83 0.40 0.56 -0.06 -1.57 -0.19 0.01 0.30 0.22 -0.31 -0.19 0.15 0.17 -0.08 -0.18 -0.15 -0.57 -0.38 0.04 0.44 -0.68 0.47 -0.07 -0.10 -0.52 1.29 1.78 1.32 1.47 0.96 0.34 0.87 1.00 1.23 1.16 0.81 0.88 1.11 0.95 1.12 0.88 1.36 0.62 1.39 0.96 0.78 505

1.45 1.33 0.08 1.43 0.93 1.89 1.30 0.09 1.42 0.91 1.85 0.86 0.28 1.53 0.56 1.32 1.89 0.76 0.08 1.42 0.53 1.08 Q08722 CD47_HUMAN reviewed Leukocyte surface antigen CD47 (Antigenic surface determinant protein OA3) (Integrin-associated protein) (IAP) (Protein MER6) (CD antigen CD47)CD47 MER6 323 Homo sapiens (Human) 0.23 0.22 0.53 0.39 0.06 -0.06 -0.17 -0.31 -0.30 -0.06 0.34 0.42 0.03 0.41 0.38 -0.18 -0.21 0.03 -0.20 -0.33 -0.11 -0.03 -0.12 0.29 -0.56 -0.01 -0.23 1.16 1.44 1.31 1.04 0.96 0.89 0.80 0.81 0.96 1.27 1.34 1.02 1.33 0.88 1.30 0.86 0.98 0.92 1.22 0.68 0.76 506

0.74 1.09 0.02 1.08 1.02 1.18 1.17 0.00 1.06 1.10 1.25 0.82 0.00 1.09 0.75 0.89 1.18 0.93 0.02 1.06 0.88 0.99 Q09666 AHNK_HUMAN reviewed Neuroblast differentiation-associated protein AHNAK (Desmoyokin)AHNAK PM227 5890 Homo sapiens (Human) 0.22 -0.01 0.18 0.63 0.11 0.17 0.09 -0.19 -0.11 0.24 0.07 0.13 -0.64 0.13 0.23 0.09 -0.29 -0.02 -0.24 -0.10 0.11 -0.06 0.35 0.24 -0.09 0.01 -0.20 1.00 1.13 1.55 1.08 1.13 1.06 0.88 0.93 1.18 1.05 1.09 0.64 1.09 1.07 1.17 0.82 0.96 1.28 1.18 0.94 0.93 507

1.32 1.08 0.68 1.60 0.68 1.72 1.09 0.61 1.55 0.71 1.69 1.25 0.16 1.44 0.87 1.79 NA 0.90 0.60 1.67 0.54 1.50 Q10567 AP1B1_HUMANreviewed AP-1 complex subunit beta-1 (Adapter-related protein complex 1 subunit beta-1) (Adaptor protein complex AP-1 subunit beta-1) (Beta-1-adaptin) (Beta-adaptin 1) (Clathrin assembly protein complex 1 beta large chain) (Golgi adaptor HA1/AP1 adaptin beta subunit)AP1B1 ADTB1 BAM22 CLAPB2949 Homo sapiens (Human) -0.09 0.24 0.17 -0.35 -0.53 0.03 -0.06 0.16 -0.03 0.10 -0.39 -0.45 0.11 0.11 0.13 -0.13 0.32 -0.01 0.08 0.13 0.05 0.04 -0.05 -0.18 0.37 0.00 0.09 1.18 1.13 0.78 0.69 1.02 0.96 1.12 0.98 1.07 0.76 0.73 1.08 1.08 0.92 1.09 1.25 1.03 0.96 0.88 1.29 0.90 813

30.18 1.22 0.30 3.74 0.33 4.57 1.69 0.25 16.27 0.10 27.46 1.05 0.72 3.79 0.28 3.98 NA 1.10 0.52 3.81 0.29 4.20 Q10588 BST1_HUMAN reviewed ADP-ribosyl cyclase 2 (EC 3.2.2.5) (Bone marrow stromal antigen 1) (BST-1) (Cyclic ADP-ribose hydrolase 2) (cADPr hydrolase 2) (CD antigen CD157)BST1 318 Homo sapiens (Human) -0.08 -1.09 0.69 0.22 -0.14 -0.09 -0.02 -0.22 -0.32 0.38 0.14 -0.27 0.98 0.29 0.75 0.12 0.07 0.17 0.26 0.17 0.09 -0.08 0.42 -0.08 0.11 0.15 0.23 0.47 1.62 1.17 0.91 0.94 0.99 0.86 0.80 1.30 1.10 0.83 1.98 1.22 1.09 1.69 1.05 0.95 1.34 0.94 1.08 1.10 814

NA 0.64 NA NA NA NA 0.55 NA NA NA NA 0.51 NA NA NA NA 1.32 0.82 NA NA NA NA Q12768 STRUM_HUMANreviewed WASH complex subunit strumpellinKIAA0196 1159 Homo sapiens (Human) 0.03 -0.06 0.16 -0.16 0.77 -0.57 -0.34 0.12 -0.31 -0.15 -0.08 -0.14 -0.69 -0.65 -0.87 -0.10 -0.97 -0.38 -0.41 -0.27 -0.24 -0.03 -0.13 -0.24 -0.55 -0.34 -0.37 0.96 1.12 0.89 1.70 0.67 0.79 1.08 0.81 0.90 0.95 0.91 0.62 0.64 0.93 0.55 0.51 0.98 0.91 0.85 0.69 0.82 727

31.58 1.43 0.31 10.81 0.13 15.45 1.15 0.66 17.86 0.06 20.47 1.72 0.12 3.69 0.46 6.34 0.84 0.75 0.45 20.80 0.04 15.69 Q12805 FBLN3_HUMANreviewed EGF-containing fibulin-like extracellular matrix protein 1 (Extracellular protein S1-5) (Fibrillin-like protein) (Fibulin-3) (FIBL-3)EFEMP1 FBLN3 FBNL 493 Homo sapiens (Human) -0.41 -0.41 -1.13 -0.09 0.41 -0.84 -0.15 0.07 0.06 0.47 0.29 -0.59 -0.06 0.51 0.20 -0.01 0.78 0.14 0.55 0.39 -0.02 0.27 0.11 0.02 -0.49 0.10 0.51 0.75 0.46 0.94 1.33 0.56 0.90 1.05 1.04 1.39 1.23 0.66 0.96 1.43 0.99 1.15 1.72 1.20 1.08 1.02 0.71 0.75 508

1.93 0.63 0.26 3.58 0.18 2.27 0.68 0.10 1.77 0.39 1.21 1.06 0.85 3.19 0.33 3.37 1.62 1.41 0.18 2.08 0.68 2.94 Q12904 AIMP1_HUMANreviewed Aminoacyl tRNA synthase complex-interacting multifunctional protein 1 (Multisynthase complex auxiliary component p43) [Cleaved into: Endothelial monocyte-activating polypeptide 2 (EMAP-2) (Endothelial monocyte-activating polypeptide II) (EMAP-II) (Small inducible cytokine subfamily E member 1)]AIMP1 EMAP2 SCYE1 312 Homo sapiens (Human) 0.31 -0.27 0.64 -0.31 0.88 0.61 -0.57 -0.20 -0.71 -0.22 -0.29 0.17 -0.16 -0.66 -0.55 -0.27 0.08 -0.31 -0.62 -0.61 -0.30 -0.54 -0.28 -0.17 -0.21 -0.30 -0.61 0.83 1.56 0.81 1.83 1.53 0.68 0.87 0.61 0.86 0.82 1.13 0.89 0.63 0.83 0.68 1.06 0.69 0.83 0.89 0.87 1.41 509

5.03 0.79 0.51 23.19 0.03 18.26 0.86 0.57 9.78 0.09 8.45 1.29 0.38 9.25 0.14 11.95 3.50 1.05 0.74 3.85 0.27 4.03 Q12905 ILF2_HUMAN reviewed Interleukin enhancer-binding factor 2 (Nuclear factor of activated T-cells 45 kDa)ILF2 NF45 PRO3063 390 Homo sapiens (Human) -0.27 -0.40 -0.87 -0.65 0.89 -0.29 0.40 0.48 -0.13 0.00 0.10 -0.01 0.37 -0.34 -0.21 -0.24 0.37 0.07 0.34 0.09 -0.17 -0.75 -0.05 -0.06 0.17 0.01 0.27 0.76 0.55 0.64 1.85 0.82 1.32 1.40 0.91 1.00 1.07 0.99 1.29 0.79 0.85 0.86 1.29 0.60 0.96 0.96 1.13 1.05 815

2.55 1.09 0.45 1.48 0.74 1.61 1.09 0.46 1.48 0.73 1.61 0.77 0.10 1.48 0.52 1.14 0.97 0.65 0.30 3.85 0.17 2.49 Q12913 PTPRJ_HUMANreviewed Receptor-type tyrosine-protein phosphatase eta (Protein-tyrosine phosphatase eta) (R-PTP-eta) (EC 3.1.3.48) (Density-enhanced phosphatase 1) (DEP-1) (HPTP eta) (Protein-tyrosine phosphatase receptor type J) (R-PTP-J) (CD antigen CD148)PTPRJ DEP1 1337 Homo sapiens (Human) 0.55 0.81 0.64 0.77 0.27 0.24 -0.45 -0.23 -0.20 -0.08 -0.07 -0.26 0.08 0.12 0.12 -0.02 -0.38 -0.12 -0.67 -0.61 -0.06 0.11 -0.21 0.10 -0.25 -0.11 -0.65 1.75 1.56 1.71 1.21 1.18 0.73 0.86 0.87 0.95 0.95 0.83 1.06 1.09 0.99 1.09 0.77 1.08 0.87 1.07 0.84 0.65 510

0.93 0.73 0.00 1.16 0.62 0.84 1.01 0.94 1.28 0.79 1.29 0.85 0.04 1.16 0.73 0.99 3.31 1.66 0.00 1.25 1.33 2.09 Q12923 PTN13_HUMANreviewed Tyrosine-protein phosphatase non-receptor type 13 (EC 3.1.3.48) (Fas-associated protein-tyrosine phosphatase 1) (FAP-1) (PTP-BAS) (Protein-tyrosine phosphatase 1E) (PTP-E1) (hPTPE1) (Protein-tyrosine phosphatase PTPL1)PTPN13 PNP1 PTP1E PTPL12485 Homo sapiens (Human) 0.02 0.68 -0.04 -0.80 0.15 0.09 -0.18 0.50 -0.14 -0.77 0.23 -0.11 -0.54 -0.46 0.01 -0.96 -0.23 -0.24 -0.26 0.03 0.05 0.83 -0.23 -0.34 -0.07 -0.16 -0.18 1.61 0.97 0.58 1.11 1.07 0.88 1.42 0.91 0.58 1.18 0.93 0.69 0.73 0.51 1.01 0.85 1.78 0.85 0.79 0.95 1.66 511

1.37 1.06 0.46 1.18 0.89 1.25 0.95 0.59 1.22 0.78 1.16 0.88 0.14 1.19 0.74 1.05 1.31 0.89 0.18 1.19 0.75 1.07 Q12929 EPS8_HUMAN reviewed Epidermal growth factor receptor kinase substrate 8EPS8 822 Homo sapiens (Human) -0.11 -0.15 0.25 -0.28 -0.28 -0.09 -0.20 0.67 -0.27 -0.19 0.30 0.17 0.01 0.08 -0.07 0.08 -0.18 0.04 0.15 0.40 0.29 0.22 0.30 0.54 0.09 0.10 0.21 0.90 1.19 0.82 0.82 0.94 0.87 1.59 0.83 0.88 1.23 1.12 1.00 1.06 1.06 0.95 0.88 1.17 1.23 1.45 1.07 0.89 512

14.74 0.67 0.37 28.63 0.02 19.05 0.77 0.24 3.73 0.21 2.89 0.71 0.19 3.85 0.18 2.74 1.64 0.96 0.92 44.29 0.02 42.56 Q13045 FLII_HUMAN reviewed Protein flightless-1 homologFLII FLIL 1269 Homo sapiens (Human) 0.01 -0.25 -0.32 -0.03 0.62 0.02 0.01 0.15 0.06 -0.43 -0.22 0.14 -0.04 -0.59 -0.37 -0.27 -0.49 -0.19 -0.19 -0.19 -0.19 -0.18 0.05 -0.11 -0.50 -0.19 -0.19 0.84 0.80 0.98 1.54 1.01 1.01 1.11 1.05 0.74 0.86 1.10 0.97 0.67 0.83 0.77 0.71 0.88 1.04 0.93 0.71 0.96 513

1.51 0.69 0.23 2.55 0.27 1.76 0.76 0.27 2.14 0.36 1.64 0.99 0.95 1.71 0.58 1.69 2.03 1.05 0.76 1.78 0.59 1.87 Q13155 AIMP2_HUMANreviewed Aminoacyl tRNA synthase complex-interacting multifunctional protein 2 (Multisynthase complex auxiliary component p38) (Protein JTV-1)AIMP2 JTV1 PRO0992 320 Homo sapiens (Human) 0.28 -0.03 0.64 -0.28 0.58 0.49 -0.33 -0.06 -0.29 0.04 -0.04 0.12 0.05 -0.53 -0.39 0.38 -0.01 -0.10 -0.38 -0.48 -0.20 -0.50 -0.07 0.07 -0.30 -0.12 -0.40 0.98 1.56 0.82 1.49 1.40 0.79 0.96 0.82 1.03 0.97 1.09 1.04 0.69 1.30 0.76 0.99 0.71 0.95 1.05 0.81 1.05 514

1.37 0.59 0.18 2.26 0.26 1.33 0.76 0.04 1.29 0.59 0.99 1.04 0.80 1.36 0.76 1.41 1.01 0.99 0.93 1.24 0.80 1.23 Q13200 PSMD2_HUMANreviewed 26S proteasome non-ATPase regulatory subunit 2 (26S proteasome regulatory subunit RPN1) (26S proteasome regulatory subunit S2) (26S proteasome subunit p97) (Protein 55.11) (Tumor necrosis factor type 1 receptor-associated protein 2)PSMD2 TRAP2 908 Homo sapiens (Human) 0.22 -0.08 0.29 -0.45 0.96 0.38 -0.15 -0.18 -0.25 0.06 -0.30 -0.20 -0.15 -0.77 -0.39 -0.06 0.05 -0.21 -0.43 -0.61 -0.39 -0.59 -0.47 -0.29 -0.21 -0.26 -0.48 0.94 1.22 0.73 1.95 1.30 0.90 0.88 0.84 1.04 0.81 0.87 0.90 0.59 0.96 0.76 1.04 0.66 0.72 0.82 0.87 0.99 515

0.98 0.98 0.75 1.17 0.83 1.14 1.04 0.36 1.11 0.94 1.16 0.80 0.00 1.13 0.71 0.90 1.36 0.98 0.83 1.22 0.80 1.20 Q13228 SBP1_HUMAN reviewed Selenium-binding protein 1 (56 kDa selenium-binding protein) (SBP56) (SP56)SELENBP1 SBP 472 Homo sapiens (Human) 0.12 0.48 0.11 0.01 -0.30 0.28 0.06 0.43 -0.08 -0.31 0.11 0.23 -0.21 -0.03 0.06 -0.29 -0.32 -0.03 -0.15 -0.12 0.00 0.08 0.07 -0.11 -0.06 -0.02 -0.14 1.40 1.08 1.01 0.81 1.21 1.04 1.35 0.95 0.80 1.08 1.17 0.86 0.98 0.82 1.04 0.80 1.06 1.05 0.93 0.96 0.98 516

1.63 1.14 0.27 1.46 0.78 1.67 0.96 0.67 1.46 0.66 1.40 0.88 0.28 1.46 0.60 1.29 3.44 0.84 0.18 1.46 0.57 1.22 Q13277 STX3_HUMAN reviewed Syntaxin-3 STX3 STX3A 289 Homo sapiens (Human) 0.07 0.36 0.00 0.13 -0.35 0.20 0.01 0.02 0.04 -0.08 0.00 -0.20 0.15 0.19 -0.06 0.00 -0.18 -0.01 -0.08 0.03 0.10 0.33 -0.20 0.18 0.09 0.02 -0.05 1.28 1.00 1.09 0.79 1.15 1.01 1.01 1.03 0.95 1.00 0.87 1.11 1.14 1.00 0.96 0.88 1.25 0.87 1.14 1.06 0.84 816

NA 0.98 NA NA NA NA 0.79 NA NA NA NA 1.16 NA NA NA NA 3.59 1.25 NA NA NA NA Q13347 EIF3I_HUMAN reviewed Eukaryotic translation initiation factor 3 subunit I (eIF3i) (Eukaryotic translation initiation factor 3 subunit 2) (TGF-beta receptor-interacting protein 1) (TRIP-1) (eIF-3-beta) (eIF3 p36)EIF3I EIF3S2 TRIP1 325 Homo sapiens (Human) 0.24 -0.59 0.94 -0.23 0.83 0.28 -0.53 -0.28 -0.57 -0.37 -0.42 -0.22 -0.11 -0.03 -0.34 0.60 0.22 -0.18 -0.43 -0.70 -0.46 -0.79 -0.62 0.03 -0.45 -0.26 -0.50 0.66 1.91 0.85 1.77 1.22 0.69 0.83 0.68 0.78 0.75 0.86 0.93 0.98 1.52 0.79 1.16 0.58 0.65 1.02 0.73 1.25 728

0.98 0.53 0.02 1.59 0.33 0.84 0.66 0.04 1.44 0.46 0.95 0.95 0.59 1.29 0.74 1.23 3.65 1.26 0.10 1.37 0.92 1.72 Q13409 DC1I2_HUMANreviewed Cytoplasmic dynein 1 intermediate chain 2 (Cytoplasmic dynein intermediate chain 2) (Dynein intermediate chain 2, cytosolic) (DH IC-2)DYNC1I2 DNCI2 DNCIC2 638 Homo sapiens (Human) 0.22 -0.23 0.29 0.12 0.54 0.38 -0.70 -0.16 -0.41 -0.64 -0.50 -0.27 -0.52 -0.92 -0.60 0.55 -0.07 -0.39 -0.60 -0.57 -0.35 -0.59 -0.26 -0.19 -0.35 -0.38 -0.59 0.85 1.22 1.08 1.45 1.30 0.62 0.90 0.75 0.64 0.71 0.83 0.70 0.53 1.47 0.66 0.95 0.67 0.83 0.88 0.78 1.26 517

NA 1.00 NA NA NA NA 1.07 NA NA NA NA 1.17 NA NA NA NA 10.88 1.02 NA NA NA NA Q13418 ILK_HUMAN reviewed Integrin-linked protein kinase (EC 2.7.11.1) (59 kDa serine/threonine-protein kinase) (ILK-1) (ILK-2) (p59ILK)ILK ILK1 ILK2 452 Homo sapiens (Human) -0.19 -0.15 -0.10 -0.12 -0.45 -0.13 0.18 0.28 0.37 0.29 0.20 0.37 -0.23 0.00 0.09 -0.19 0.23 0.15 0.34 0.56 0.37 0.23 0.82 0.27 0.14 0.20 0.39 0.90 0.93 0.92 0.73 0.92 1.13 1.22 1.30 1.22 1.15 1.29 0.86 1.00 0.87 1.07 1.17 1.18 1.77 1.21 1.10 1.02 729

1.79 1.30 0.07 1.36 0.96 1.77 2.13 0.05 2.11 1.01 4.50 1.66 0.17 2.47 0.67 4.09 NA 0.83 0.08 1.26 0.66 1.04 Q13421 MSLN_HUMANreviewed Mesothelin (CAK1 antigen) (Pre-pro-megakaryocyte-potentiating factor) [Cleaved into: Megakaryocyte-potentiating factor (MPF); Mesothelin, cleaved form]MSLN MPF 630 Homo sapiens (Human) 0.20 0.36 -0.01 -0.57 0.66 0.59 0.62 0.01 0.03 0.94 -0.34 -1.28 -0.36 0.38 1.09 -0.78 0.73 0.10 -0.11 -0.14 0.07 0.76 -0.84 0.21 0.13 0.09 -0.12 1.28 0.99 0.67 1.58 1.50 1.54 1.01 1.02 1.92 0.79 0.41 0.78 1.30 0.58 2.13 1.66 1.69 0.56 1.16 1.10 0.83 817

0.96 0.87 0.35 1.49 0.59 1.30 0.62 0.01 1.33 0.47 0.83 0.86 0.29 1.44 0.60 1.25 0.79 1.15 0.21 1.31 0.87 1.51 Q13510 ASAH1_HUMANreviewed Acid ceramidase (AC) (ACDase) (Acid CDase) (EC 3.5.1.23) (Acylsphingosine deacylase) (N-acylsphingosine amidohydrolase) (Putative 32 kDa heart protein) (PHP32) [Cleaved into: Acid ceramidase subunit alpha; Acid ceramidase subunit beta]ASAH1 ASAH HSD-33 HSD33395 Homo sapiens (Human) 0.23 -0.04 0.04 -0.39 1.19 0.35 -0.35 0.58 -0.75 -0.67 -0.62 -0.60 -0.86 -0.20 -0.68 -0.81 -0.21 -0.47 -0.70 -0.64 -0.41 -0.69 -0.37 -0.43 -0.14 -0.45 -0.69 0.98 1.03 0.76 2.28 1.28 0.78 1.50 0.60 0.63 0.65 0.66 0.55 0.87 0.57 0.62 0.86 0.62 0.77 0.74 0.91 1.15 518

1.05 0.74 0.02 1.25 0.59 0.93 0.87 0.16 1.25 0.69 1.09 0.97 0.86 1.54 0.63 1.50 NA 1.20 0.09 1.26 0.96 1.51 Q13557 KCC2D_HUMANreviewed Calcium/calmodulin-dependent protein kinase type II subunit delta (CaM kinase II subunit delta) (CaMK-II subunit delta) (EC 2.7.11.17)CAMK2D CAMKD 499 Homo sapiens (Human) 0.11 0.17 -0.10 0.10 0.47 -0.07 0.36 0.12 0.01 0.63 0.05 0.15 -0.34 -0.43 -0.20 0.09 -0.04 0.04 -0.08 -0.14 -0.03 -0.02 -0.11 -0.01 0.03 0.02 -0.10 1.12 0.93 1.07 1.38 0.96 1.29 1.08 1.01 1.55 1.03 1.11 0.79 0.74 1.06 0.87 0.97 0.98 0.93 0.99 1.02 1.20 818

1.48 0.58 0.07 1.83 0.32 1.06 0.56 0.07 1.93 0.29 1.07 0.60 0.06 1.71 0.35 1.03 0.68 0.65 0.12 1.78 0.37 1.17 Q13561 DCTN2_HUMANreviewed Dynactin subunit 2 (50 kDa dynein-associated polypeptide) (Dynactin complex 50 kDa subunit) (DCTN-50) (p50 dynamitin)DCTN2 DCTN50 401 Homo sapiens (Human) 0.40 -0.68 0.96 -0.73 1.60 0.85 -0.43 -0.82 0.12 -0.34 -0.64 -0.86 -0.76 -0.79 -0.85 -0.20 -0.73 -0.57 -0.97 -0.85 -0.45 -0.32 -0.33 -0.47 -0.68 -0.54 -0.94 0.63 1.95 0.60 3.04 1.81 0.74 0.56 1.08 0.79 0.64 0.55 0.59 0.58 0.87 0.56 0.60 0.80 0.80 0.72 0.62 0.65 519

3.91 1.09 0.58 4.05 0.27 4.42 0.95 0.70 3.78 0.25 3.59 1.13 0.44 3.76 0.30 4.26 8.59 0.93 0.64 4.57 0.20 4.24 Q13618 CUL3_HUMAN reviewed Cullin-3 (CUL-3)CUL3 KIAA0617 768 Homo sapiens (Human) -0.04 -0.10 -0.30 0.24 -0.05 0.01 0.23 -0.20 0.85 0.02 0.15 0.11 0.06 0.12 -0.08 -0.04 0.18 0.13 0.17 0.12 0.08 0.22 -0.22 0.65 -0.30 0.12 0.15 0.94 0.81 1.18 0.97 1.01 1.17 0.87 1.80 1.01 1.11 1.08 1.04 1.09 0.97 0.95 1.13 1.16 0.86 1.57 0.81 0.93 520

1.30 0.75 0.00 1.17 0.64 0.87 0.87 0.15 1.22 0.71 1.06 1.09 0.50 1.32 0.83 1.44 1.37 1.17 0.08 1.20 0.98 1.40 Q13813 SPTN1_HUMANreviewed Spectrin alpha chain, non-erythrocytic 1 (Alpha-II spectrin) (Fodrin alpha chain) (Spectrin, non-erythroid alpha subunit)SPTAN1 NEAS SPTA2 2472 Homo sapiens (Human) 0.17 -0.04 0.49 -0.09 0.06 0.41 0.15 -0.22 0.04 -0.06 0.02 0.27 0.11 -0.42 -0.21 -0.01 0.13 -0.02 -0.19 -0.18 -0.02 -0.18 -0.06 0.29 -0.12 -0.02 -0.19 0.97 1.40 0.94 1.05 1.33 1.11 0.86 1.03 0.96 1.01 1.20 1.08 0.75 0.99 0.87 1.09 0.88 0.96 1.22 0.92 1.17 521

1.62 0.94 0.48 1.30 0.72 1.22 1.10 0.33 1.30 0.84 1.44 1.59 0.04 1.51 1.05 2.40 2.14 1.00 1.00 1.98 0.50 1.98 Q13838 DX39B_HUMANreviewed Spliceosome RNA helicase DDX39B (EC 3.6.4.13) (56 kDa U2AF65-associated protein) (ATP-dependent RNA helicase p47) (DEAD box protein UAP56) (HLA-B-associated transcript 1 protein)DDX39B BAT1 UAP56 428 Homo sapiens (Human) -0.24 0.64 -1.19 -0.08 -0.24 -0.34 0.13 0.13 0.09 -0.64 0.39 0.60 0.31 -0.10 0.14 -0.48 0.67 0.11 0.36 0.36 0.11 -0.01 0.40 0.01 0.06 0.11 0.36 1.56 0.44 0.95 0.84 0.79 1.10 1.09 1.06 0.64 1.31 1.51 1.24 0.94 0.72 1.10 1.59 0.99 1.32 1.01 1.04 1.00 522

0.83 1.38 0.00 1.14 1.21 1.58 0.71 0.00 1.14 0.62 0.81 0.59 0.00 1.16 0.51 0.68 1.27 1.24 0.01 1.14 1.08 1.41 Q13938 CAYP1_HUMANreviewed Calcyphosin (Calcyphosine)CAPS 189 Homo sapiens (Human) 0.11 1.32 -0.26 0.32 -0.38 -0.45 0.05 1.25 -0.66 -0.52 0.67 0.15 -0.46 0.46 -0.49 -0.20 -0.77 -0.05 -0.16 -0.24 -0.13 -0.29 -0.04 0.04 -0.22 -0.07 -0.18 2.50 0.83 1.25 0.77 0.73 1.03 2.38 0.63 0.70 1.59 1.11 0.73 1.38 0.87 0.71 0.59 0.82 0.97 1.03 0.86 1.24 523

NA 1.03 NA NA NA NA 1.00 NA NA NA NA 0.96 NA NA NA NA 1.20 0.85 NA NA NA NA Q14019 COTL1_HUMANreviewed Coactosin-like proteinCOTL1 CLP 142 Homo sapiens (Human) 0.17 0.14 -0.20 0.23 0.90 -0.21 -0.44 -0.20 -0.36 0.01 -0.15 -0.04 -0.05 0.05 0.00 0.08 -0.06 -0.11 -0.28 -0.08 0.09 -0.19 0.09 -0.14 0.61 -0.05 -0.22 1.10 0.87 1.17 1.87 0.86 0.73 0.87 0.78 1.01 0.90 0.97 0.97 1.03 1.05 1.00 0.96 0.88 1.06 0.91 1.52 0.85 730

1.33 0.74 0.06 1.38 0.53 1.02 0.72 0.00 1.14 0.63 0.82 0.94 0.44 1.19 0.79 1.12 1.28 1.04 0.65 1.25 0.84 1.30 Q14152 EIF3A_HUMAN reviewed Eukaryotic translation initiation factor 3 subunit A (eIF3a) (Eukaryotic translation initiation factor 3 subunit 10) (eIF-3-theta) (eIF3 p167) (eIF3 p180) (eIF3 p185)EIF3A EIF3S10 KIAA01391382 Homo sapiens (Human) 0.22 -0.30 0.53 0.13 0.61 0.15 -0.10 -0.21 -0.04 -0.47 0.13 0.12 -0.18 -0.44 -0.47 -0.23 -0.09 -0.18 -0.40 -0.38 -0.16 -0.05 -0.25 -0.20 -0.13 -0.17 -0.39 0.81 1.44 1.10 1.52 1.11 0.93 0.87 0.97 0.72 1.10 1.09 0.89 0.74 0.85 0.72 0.94 0.97 0.84 0.87 0.91 1.04 524

1.15 0.62 0.06 1.68 0.37 1.04 0.73 0.17 1.70 0.43 1.24 0.80 0.23 1.55 0.52 1.24 0.96 0.70 0.18 1.86 0.38 1.30 Q14203 DCTN1_HUMANreviewed Dynactin subunit 1 (150 kDa dynein-associated polypeptide) (DAP-150) (DP-150) (p135) (p150-glued)DCTN1 1278 Homo sapiens (Human) 0.35 -0.70 0.86 -0.74 1.60 0.70 -0.38 -0.50 -0.47 -0.75 -0.38 -0.28 -0.30 -0.69 -0.46 -0.59 -0.32 -0.46 -0.81 -0.88 -0.53 -0.53 -0.58 -0.59 -0.42 -0.48 -0.83 0.62 1.81 0.60 3.04 1.63 0.77 0.71 0.72 0.59 0.77 0.82 0.81 0.62 0.66 0.73 0.80 0.69 0.67 0.67 0.75 0.70 525

0.92 0.72 0.00 1.08 0.66 0.77 0.82 0.00 1.06 0.78 0.87 1.09 0.01 1.07 1.02 1.17 1.13 1.34 0.00 1.06 1.27 1.43 Q14204 DYHC1_HUMANreviewed Cytoplasmic dynein 1 heavy chain 1 (Cytoplasmic dynein heavy chain 1) (Dynein heavy chain, cytosolic)DYNC1H1 DHC1 DNCH1 DNCL DNECL DYHC KIAA03254646 Homo sapiens (Human) 0.16 -0.18 0.25 -0.20 0.64 0.29 -0.20 0.00 -0.26 -0.05 -0.10 0.10 -0.23 -0.48 -0.28 -0.06 0.13 -0.13 -0.29 -0.35 -0.19 -0.35 -0.09 -0.13 -0.17 -0.15 -0.30 0.88 1.19 0.87 1.55 1.22 0.87 1.00 0.83 0.96 0.93 1.07 0.86 0.72 0.96 0.82 1.09 0.78 0.94 0.91 0.89 1.34 526

1.60 1.08 0.63 1.59 0.68 1.72 0.90 0.26 1.28 0.70 1.15 0.87 0.18 1.28 0.68 1.12 1.70 1.10 0.43 1.40 0.79 1.54 Q14254 FLOT2_HUMANreviewed Flotillin-2 (Epidermal surface antigen) (ESA) (Membrane component chromosome 17 surface marker 1)FLOT2 ESA1 M17S1 428 Homo sapiens (Human) 0.22 0.51 0.37 -0.07 0.06 0.24 0.01 0.00 -0.15 -0.56 0.13 0.25 0.22 0.11 -0.15 0.08 -0.19 -0.02 -0.24 -0.19 0.03 -0.21 0.03 0.06 0.22 -0.01 -0.23 1.42 1.29 0.95 1.04 1.18 1.01 1.00 0.90 0.68 1.10 1.19 1.17 1.08 1.06 0.90 0.87 0.87 1.02 1.04 1.17 1.10 527

1.75 0.89 0.32 1.47 0.61 1.31 1.07 0.54 1.48 0.72 1.58 0.84 0.30 1.72 0.49 1.44 4.59 1.00 0.99 1.88 0.53 1.88 Q14258 TRI25_HUMAN reviewed E3 ubiquitin/ISG15 ligase TRIM25 (EC 6.3.2.19) (EC 6.3.2.n3) (Estrogen-responsive finger protein) (RING finger protein 147) (Tripartite motif-containing protein 25) (Ubiquitin/ISG15-conjugating enzyme TRIM25) (Zinc finger protein 147)TRIM25 EFP RNF147 ZNF147630 Homo sapiens (Human) 0.10 0.70 -0.45 0.45 0.01 -0.20 0.38 0.06 0.19 -0.15 0.00 0.37 0.00 -0.17 0.10 -0.40 -0.25 0.01 -0.09 0.05 0.15 0.39 -0.01 -0.18 0.40 0.05 -0.05 1.62 0.73 1.37 1.01 0.87 1.30 1.04 1.14 0.90 1.00 1.29 1.00 0.89 0.76 1.07 0.84 1.31 0.99 0.88 1.32 1.00 819

5.08 1.18 0.38 4.30 0.27 5.09 1.15 0.44 4.28 0.27 4.92 0.64 0.26 11.84 0.05 7.57 1.31 0.69 0.19 4.23 0.16 2.91 Q14344 GNA13_HUMANreviewed Guanine nucleotide-binding protein subunit alpha-13 (G alpha-13) (G-protein subunit alpha-13)GNA13 377 Homo sapiens (Human) 0.13 0.31 0.29 0.03 -0.32 0.35 0.07 0.29 -0.09 0.18 0.03 0.10 0.26 0.24 0.20 0.00 -0.65 0.06 -0.07 0.09 0.22 0.14 0.24 0.22 0.28 0.10 -0.03 1.24 1.22 1.02 0.80 1.28 1.05 1.22 0.94 1.13 1.02 1.07 1.20 1.18 1.00 1.15 0.64 1.10 1.18 1.16 1.21 0.69 528

1.50 1.07 0.61 1.61 0.66 1.72 1.03 0.80 1.47 0.70 1.51 1.39 0.13 1.75 0.79 2.44 NA 1.75 0.02 1.47 1.19 2.56 Q14376 GALE_HUMAN reviewed UDP-glucose 4-epimerase (EC 5.1.3.2) (Galactowaldenase) (UDP-galactose 4-epimerase)GALE 348 Homo sapiens (Human) -0.28 -0.10 -0.47 -0.32 -0.57 0.07 0.15 0.53 -0.06 0.97 0.06 0.77 0.03 0.10 0.04 0.07 0.48 0.28 0.56 0.05 -0.23 -0.55 0.16 -0.43 -0.09 0.15 0.43 0.94 0.72 0.80 0.67 1.05 1.11 1.45 0.96 1.97 1.04 1.70 1.02 1.07 1.05 1.03 1.39 0.68 1.12 0.74 0.94 1.75 820

1.35 0.94 0.44 1.18 0.80 1.11 1.28 0.01 1.17 1.09 1.50 2.28 0.00 1.32 1.72 3.02 0.82 0.92 0.39 1.21 0.76 1.12 Q14624 ITIH4_HUMAN reviewed Inter-alpha-trypsin inhibitor heavy chain H4 (ITI heavy chain H4) (ITI-HC4) (Inter-alpha-inhibitor heavy chain 4) (Inter-alpha-trypsin inhibitor family heavy chain-related protein) (IHRP) (Plasma kallikrein sensitive glycoprotein 120) (Gp120) (PK-120) [Cleaved into: 70 kDa inter-alpha-trypsin inhibitor heavy chain H4; 35 kDa inter-alpha-trypsin inhibitor heavy chain H4]ITIH4 IHRP ITIHL1 PK120 PRO1851930 Homo sapiens (Human) -1.01 -1.13 -1.10 -1.28 -0.79 -0.73 0.80 -0.57 0.22 1.15 -1.09 -0.46 0.27 -0.08 0.35 1.13 1.19 0.26 1.27 1.68 0.67 1.07 1.10 0.33 0.17 0.37 1.38 0.46 0.47 0.41 0.58 0.60 1.74 0.67 1.16 2.22 0.47 0.73 1.21 0.94 2.19 1.28 2.28 2.10 2.14 1.26 1.13 0.92 529

0.94 0.72 0.00 1.10 0.66 0.80 0.93 0.04 1.07 0.87 0.99 1.16 0.00 1.06 1.10 1.23 1.41 1.18 0.00 1.07 1.10 1.26 Q14764 MVP_HUMAN reviewed Major vault protein (MVP) (Lung resistance-related protein)MVP LRP 893 Homo sapiens (Human) 0.35 -0.10 0.44 0.04 0.62 0.74 -0.43 -0.76 -0.42 0.00 -0.28 0.41 -0.26 -0.47 -0.10 -0.06 0.22 -0.20 -0.55 -0.73 -0.38 -0.59 -0.27 -0.26 -0.39 -0.24 -0.59 0.93 1.36 1.03 1.54 1.67 0.74 0.59 0.75 1.00 0.82 1.33 0.84 0.72 0.96 0.93 1.16 0.67 0.83 0.84 0.76 1.18 530

1.73 1.09 0.58 1.56 0.70 1.70 1.13 0.22 1.28 0.88 1.44 1.29 0.11 1.43 0.90 1.84 4.59 1.25 0.06 1.27 0.99 1.59 Q14847 LASP1_HUMANreviewed LIM and SH3 domain protein 1 (LASP-1) (Metastatic lymph node gene 50 protein) (MLN 50)LASP1 MLN50 261 Homo sapiens (Human) 0.10 0.31 0.00 0.24 -0.11 0.06 -0.29 -0.10 -0.12 -0.44 -0.02 0.38 -0.04 0.12 0.17 -0.12 0.36 -0.01 -0.11 0.03 0.13 -0.02 0.08 0.04 0.40 0.03 -0.07 1.24 1.00 1.18 0.93 1.04 0.82 0.93 0.92 0.73 0.99 1.30 0.97 1.09 0.92 1.13 1.29 0.99 1.06 1.03 1.32 1.25 531

2.11 1.41 0.05 1.42 0.99 2.00 0.93 0.45 1.42 0.65 1.32 1.13 0.52 1.95 0.58 2.20 2.46 0.99 0.92 1.64 0.60 1.62 Q14894 CRYM_HUMANreviewed Ketimine reductase mu-crystallin (EC 1.5.1.25) (NADP-regulated thyroid-hormone-binding protein)CRYM THBP 314 Homo sapiens (Human) -0.06 0.27 -0.47 0.42 -0.09 -0.42 0.49 0.35 0.32 0.23 0.21 0.67 -0.95 0.49 -0.11 -0.03 0.17 0.17 0.22 0.11 0.06 -0.07 0.15 0.25 -0.10 0.14 0.19 1.20 0.72 1.34 0.94 0.75 1.40 1.28 1.24 1.17 1.15 1.59 0.52 1.41 0.98 0.93 1.13 0.95 1.11 1.19 0.93 0.99 532

2.48 0.94 0.55 1.48 0.63 1.39 1.08 0.47 1.47 0.74 1.59 1.50 0.04 1.42 1.06 2.13 4.39 1.00 0.98 1.42 0.70 1.42 Q14974 IMB1_HUMAN reviewed Importin subunit beta-1 (Importin-90) (Karyopherin subunit beta-1) (Nuclear factor p97) (Pore targeting complex 97 kDa subunit) (PTAC97)KPNB1 NTF97 876 Homo sapiens (Human) 0.18 -0.12 0.98 -0.10 0.23 -0.09 -0.03 -0.16 0.00 -0.10 -0.08 0.32 0.52 -0.09 0.11 -0.03 0.59 0.09 -0.09 -0.34 -0.16 -0.18 -0.22 -0.35 0.13 0.03 -0.15 0.92 1.97 0.93 1.17 0.94 0.98 0.89 1.00 0.94 0.95 1.25 1.43 0.94 0.98 1.08 1.50 0.88 0.86 0.78 1.09 1.00 533

1.22 0.68 0.03 1.37 0.49 0.93 0.75 0.33 2.03 0.37 1.53 1.10 0.79 2.50 0.44 2.75 0.97 0.91 0.32 1.25 0.73 1.14 Q15008 PSMD6_HUMANreviewed 26S proteasome non-ATPase regulatory subunit 6 (26S proteasome regulatory subunit RPN7) (26S proteasome regulatory subunit S10) (Breast cancer-associated protein SGA-113M) (Phosphonoformate immuno-associated protein 4) (Proteasome regulatory particle subunit p44S10) (p42A)PSMD6 KIAA0107 PFAAP4389 Homo sapiens (Human) 0.30 -0.01 0.49 -0.69 1.12 0.61 -0.37 -0.14 -0.44 -0.13 -0.40 -0.32 -0.15 -0.56 -0.41 -0.19 0.14 -0.27 -0.57 -0.87 -0.57 -0.78 -0.39 -0.56 -0.54 -0.35 -0.65 0.99 1.40 0.62 2.17 1.53 0.78 0.91 0.74 0.91 0.76 0.80 0.90 0.68 0.88 0.75 1.10 0.58 0.76 0.68 0.69 0.91 534

0.80 1.16 0.01 1.10 1.05 1.27 1.19 0.00 1.10 1.08 1.31 3.06 0.00 1.35 2.28 4.13 1.03 1.77 0.00 1.19 1.49 2.12 Q15063 POSTN_HUMANreviewed Periostin (PN) (Osteoblast-specific factor 2) (OSF-2)POSTN OSF2 836 Homo sapiens (Human) -1.54 -1.98 -1.52 -1.19 -1.92 -1.11 0.55 -1.28 0.91 0.11 -0.41 -0.12 -0.76 0.21 0.25 1.43 1.62 0.23 1.77 1.86 0.32 -0.46 0.49 0.99 0.26 0.25 1.79 0.25 0.35 0.44 0.26 0.46 1.46 0.41 1.88 1.08 0.75 0.92 0.59 1.16 2.70 1.19 3.06 0.73 1.41 1.98 1.19 1.77 535

1.11 0.87 0.17 1.22 0.72 1.07 1.04 0.56 1.17 0.89 1.22 1.09 0.21 1.16 0.94 1.27 1.12 1.04 0.52 1.15 0.91 1.19 Q15149 PLEC_HUMAN reviewed Plectin (PCN) (PLTN) (Hemidesmosomal protein 1) (HD1) (Plectin-1)PLEC PLEC1 4684 Homo sapiens (Human) 0.17 -0.28 0.11 0.12 0.96 -0.07 0.10 -0.20 0.02 -0.15 -0.52 -0.01 0.02 -0.19 0.06 -0.15 0.13 -0.08 -0.25 -0.11 0.06 -0.35 0.31 -0.07 0.36 -0.04 -0.21 0.82 1.08 1.09 1.95 0.96 1.07 0.87 1.01 0.90 0.70 0.99 1.01 0.87 0.90 1.04 1.09 0.78 1.24 0.95 1.29 1.04 536

1.31 0.94 0.52 1.28 0.73 1.20 1.08 0.32 1.22 0.89 1.32 1.27 0.03 1.22 1.04 1.54 1.53 1.04 0.63 1.22 0.85 1.26 Q15365 PCBP1_HUMANreviewed Poly(rC)-binding protein 1 (Alpha-CP1) (Heterogeneous nuclear ribonucleoprotein E1) (hnRNP E1) (Nucleic acid-binding protein SUB2.3)PCBP1 356 Homo sapiens (Human) 0.04 0.35 -0.21 0.15 -0.10 0.01 0.37 0.15 0.13 0.12 -0.13 0.09 0.11 -0.09 0.12 0.18 0.34 0.13 0.08 0.03 0.07 0.05 0.33 -0.03 -0.05 0.11 0.07 1.28 0.87 1.11 0.93 1.01 1.29 1.11 1.09 1.09 0.91 1.07 1.08 0.94 1.13 1.08 1.27 1.03 1.25 0.98 0.97 1.04 537

1.15 1.04 0.70 1.28 0.82 1.33 1.05 0.60 1.22 0.86 1.28 0.93 0.71 1.50 0.62 1.40 1.11 0.93 0.44 1.21 0.77 1.13 Q15582 BGH3_HUMAN reviewed Transforming growth factor-beta-induced protein ig-h3 (Beta ig-h3) (Kerato-epithelin) (RGD-containing collagen-associated protein) (RGD-CAP)TGFBI BIGH3 683 Homo sapiens (Human) -0.49 -0.59 -1.35 0.14 -0.36 -0.30 0.95 -0.46 0.62 0.37 -0.13 -0.11 -0.14 0.06 0.07 0.63 -0.10 0.16 0.65 0.90 0.41 0.31 0.43 0.78 0.12 0.23 0.72 0.66 0.39 1.10 0.78 0.81 1.94 0.73 1.54 1.30 0.91 0.93 0.91 1.04 1.55 1.05 0.93 1.24 1.35 1.71 1.09 0.93 538

1.05 1.07 0.33 1.16 0.91 1.24 1.06 0.37 1.17 0.91 1.24 0.93 0.30 1.18 0.78 1.10 1.20 0.92 0.54 1.36 0.68 1.25 Q15599 NHRF2_HUMANreviewed Na(+)/H(+) exchange regulatory cofactor NHE-RF2 (NHERF-2) (NHE3 kinase A regulatory protein E3KARP) (SRY-interacting protein 1) (SIP-1) (Sodium-hydrogen exchanger regulatory factor 2) (Solute carrier family 9 isoform A3 regulatory factor 2) (Tyrosine kinase activator protein 1) (TKA-1)SLC9A3R2 NHERF2 337 Homo sapiens (Human) 0.37 0.37 0.63 0.85 -0.18 0.17 -0.43 0.09 -0.14 -0.51 0.16 -0.07 -0.17 0.09 0.08 -0.19 -0.11 -0.11 -0.48 -0.27 0.10 -0.06 0.06 0.45 -0.04 -0.05 -0.42 1.30 1.55 1.80 0.89 1.12 0.74 1.06 0.91 0.70 1.12 0.95 0.89 1.07 0.88 1.06 0.93 0.96 1.04 1.37 0.97 0.92 539

1.21 1.44 0.01 1.27 1.13 1.83 1.20 0.00 1.10 1.09 1.32 0.91 0.43 1.29 0.70 1.18 1.24 0.76 0.00 1.18 0.64 0.90 Q15833 STXB2_HUMANreviewed Syntaxin-binding protein 2 (Protein unc-18 homolog 2) (Unc18-2) (Protein unc-18 homolog B) (Unc-18B)STXBP2 UNC18B 593 Homo sapiens (Human) 0.15 0.20 0.17 0.72 -0.30 -0.06 -0.15 0.04 -0.08 -0.09 -0.05 0.03 0.03 0.52 0.26 -0.14 -0.14 0.02 -0.12 -0.11 0.04 0.05 0.00 0.18 -0.09 0.03 -0.12 1.15 1.12 1.64 0.81 0.96 0.90 1.03 0.95 0.94 0.96 1.02 1.02 1.44 0.91 1.20 0.91 1.04 1.00 1.14 0.94 0.76 540

1.23 1.05 0.52 1.22 0.87 1.28 0.99 0.95 1.30 0.76 1.29 1.08 0.40 1.25 0.87 1.35 1.23 0.80 0.02 1.20 0.67 0.95 Q15907 RB11B_HUMANreviewed Ras-related protein Rab-11B (GTP-binding protein YPT3)RAB11B YPT3 218 Homo sapiens (Human) 0.27 0.24 0.26 0.17 0.21 0.45 -0.32 0.01 -0.19 -0.23 0.02 0.07 0.05 0.08 -0.01 -0.09 0.11 -0.05 -0.31 -0.37 -0.10 -0.13 -0.06 -0.05 -0.17 -0.06 -0.33 1.18 1.20 1.13 1.16 1.37 0.80 1.01 0.87 0.85 1.01 1.05 1.04 1.05 0.94 0.99 1.08 0.91 0.96 0.97 0.89 0.80 541

100.76 0.96 0.90 23.49 0.04 22.60 1.14 0.59 9.50 0.12 10.87 1.03 0.91 19.60 0.05 20.27 5.53 0.74 0.27 5.80 0.13 4.29 Q16181 SEPT7_HUMANreviewed Septin-7 (CDC10 protein homolog)SEPT7 CDC10 437 Homo sapiens (Human) -0.13 0.00 -0.33 0.20 -0.20 -0.36 -0.02 -0.13 -0.37 -0.12 -0.20 -0.03 -0.04 -0.06 0.19 0.08 0.05 -0.06 0.08 0.09 -0.04 -0.15 -0.16 0.11 0.05 -0.05 0.08 1.00 0.80 1.15 0.87 0.78 0.99 0.91 0.78 0.92 0.87 0.98 0.97 0.96 1.06 1.14 1.03 0.90 0.89 1.08 1.03 0.74 542

2.94 1.62 0.01 1.28 1.27 2.08 1.20 0.20 1.42 0.85 1.70 0.97 0.72 1.28 0.76 1.24 1.36 0.75 0.09 1.45 0.52 1.09 Q16348 S15A2_HUMANreviewed Solute carrier family 15 member 2 (Kidney H(+)/peptide cotransporter) (Oligopeptide transporter, kidney isoform) (Peptide transporter 2)SLC15A2 PEPT2 729 Homo sapiens (Human) 0.38 0.66 0.54 0.73 0.08 -0.12 0.27 -0.02 -0.07 -0.22 0.52 0.23 0.21 0.70 0.26 -0.16 -0.04 0.15 -0.22 -0.43 -0.05 0.12 -0.43 0.20 -0.09 0.10 -0.28 1.58 1.45 1.65 1.06 0.92 1.21 0.99 0.95 0.86 1.43 1.18 1.16 1.62 0.89 1.20 0.97 1.08 0.74 1.15 0.94 0.75 543

1.13 1.06 0.48 1.23 0.87 1.30 1.11 0.16 1.18 0.95 1.31 0.67 0.01 1.25 0.54 0.84 1.02 1.01 0.91 1.32 0.77 1.33 Q16555 DPYL2_HUMANreviewed Dihydropyrimidinase-related protein 2 (DRP-2) (Collapsin response mediator protein 2) (CRMP-2) (N2A3) (Unc-33-like phosphoprotein 2) (ULIP-2)DPYSL2 CRMP2 ULIP2 572 Homo sapiens (Human) 0.25 0.04 0.09 -0.04 0.84 0.33 0.05 0.03 0.13 -0.27 0.14 -0.20 -0.13 0.09 0.15 -0.24 -0.57 -0.08 -0.33 -0.29 -0.04 -0.19 -0.12 0.33 -0.17 -0.07 -0.32 1.03 1.06 0.98 1.79 1.25 1.04 1.02 1.09 0.83 1.10 0.87 0.91 1.06 0.85 1.11 0.67 0.88 0.92 1.26 0.89 1.01 544

4.75 0.97 0.85 4.10 0.24 3.99 0.83 0.34 4.07 0.20 3.38 1.17 0.39 4.10 0.29 4.79 3.43 0.83 0.34 4.12 0.20 3.42 Q16719 KYNU_HUMAN reviewed Kynureninase (EC 3.7.1.3) (L-kynurenine hydrolase)KYNU 465 Homo sapiens (Human) 0.00 -0.14 0.18 -0.19 0.07 0.06 0.03 0.32 0.40 0.35 -0.05 -0.09 0.17 -0.04 -0.27 -0.04 0.23 0.09 0.10 0.03 0.03 -0.22 0.13 0.25 -0.05 0.07 0.08 0.90 1.13 0.88 1.05 1.04 1.02 1.25 1.32 1.28 0.97 0.94 1.12 0.97 0.97 0.83 1.17 0.86 1.09 1.19 0.97 0.83 821

1.25 0.81 0.00 1.12 0.73 0.91 0.83 0.01 1.14 0.72 0.95 1.19 0.02 1.16 1.03 1.38 1.51 1.14 0.06 1.15 0.99 1.31 Q16851 UGPA_HUMAN reviewed UTP--glucose-1-phosphate uridylyltransferase (EC 2.7.7.9) (UDP-glucose pyrophosphorylase) (UDPGP) (UGPase)UGP2 UGP1 508 Homo sapiens (Human) -0.04 -0.29 -0.13 -0.31 0.33 0.20 0.06 -0.12 -0.04 -0.28 -0.37 -0.17 0.16 -0.30 -0.27 -0.30 0.25 -0.13 -0.09 -0.23 -0.27 -0.34 -0.18 -0.31 -0.24 -0.16 -0.12 0.82 0.91 0.81 1.26 1.15 1.04 0.92 0.97 0.82 0.77 0.89 1.12 0.81 0.81 0.83 1.19 0.79 0.88 0.81 0.85 1.14 545

4.90 1.01 0.96 3.51 0.29 3.53 1.17 0.35 3.51 0.33 4.12 1.24 0.32 4.42 0.28 5.46 NA 0.93 0.61 3.51 0.27 3.28 Q27J81 INF2_HUMAN reviewed Inverted formin-2 (HBEBP2-binding protein C)INF2 C14orf151 C14orf1731249 Homo sapiens (Human) -0.02 -0.53 0.32 0.08 0.10 -0.05 -0.29 -0.19 -0.18 0.86 -0.39 -0.39 0.08 0.01 0.23 0.18 0.31 0.02 0.04 0.15 0.13 -0.38 -0.13 -0.21 1.26 0.05 0.07 0.69 1.25 1.05 1.07 0.97 0.82 0.87 0.88 1.82 0.76 0.76 1.06 1.01 1.13 1.17 1.24 0.77 0.91 0.87 2.39 0.93 822

248266.75 1.06 0.95 18422.44 0.00 19608.67 0.72 0.19 3.79 0.19 2.72 1.30 0.48 23.22 0.06 30.19 2.88 0.69 0.17 3.62 0.19 2.49 Q32P44 EMAL3_HUMANreviewed Echinoderm microtubule-associated protein-like 3 (EMAP-3)EML3 896 Homo sapiens (Human) 0.27 0.22 0.45 0.13 0.45 0.09 0.11 -0.17 0.01 0.42 0.07 -0.29 1.79 0.09 -0.48 0.35 0.38 0.21 -0.06 -0.39 -0.12 0.07 -0.21 0.25 -0.58 0.12 -0.15 1.17 1.37 1.10 1.37 1.06 1.08 0.89 1.01 1.34 1.05 0.82 3.46 1.06 1.28 0.72 1.30 1.05 0.86 1.19 0.67 0.69 546

1.49 1.12 0.17 1.21 0.93 1.35 0.92 0.28 1.19 0.78 1.09 1.03 0.66 1.19 0.87 1.23 1.66 1.04 0.60 1.19 0.87 1.24 Q3LXA3 DHAK_HUMAN reviewed Bifunctional ATP-dependent dihydroxyacetone kinase/FAD-AMP lyase (cyclizing) [Includes: ATP-dependent dihydroxyacetone kinase (DHA kinase) (EC 2.7.1.28) (EC 2.7.1.29) (Glycerone kinase) (Triokinase) (Triose kinase); FAD-AMP lyase (cyclizing) (EC 4.6.1.15) (FAD-AMP lyase (cyclic FMN forming)) (FMN cyclase)]DAK 575 Homo sapiens (Human) -0.05 0.58 -0.50 0.09 -0.21 -0.21 0.38 0.17 0.32 0.08 0.37 0.41 0.17 0.17 -0.12 -0.19 0.05 0.16 0.22 0.35 0.30 0.35 0.21 0.24 0.39 0.20 0.25 1.49 0.71 1.06 0.86 0.87 1.30 1.13 1.25 1.06 1.29 1.33 1.12 1.12 0.88 0.92 1.03 1.28 1.16 1.18 1.31 1.04 547

2.64 1.22 0.30 3.58 0.34 4.38 1.26 0.26 3.58 0.35 4.51 0.95 0.67 3.57 0.26 3.37 NA 0.86 0.38 3.58 0.24 3.09 Q4KMQ2 ANO6_HUMANreviewed Anoctamin-6 (Small-conductance calcium-activated nonselective cation channel) (SCAN channel) (Transmembrane protein 16F)ANO6 TMEM16F 910 Homo sapiens (Human) 0.45 0.14 1.07 0.94 0.30 -0.19 -0.11 -0.52 -0.15 -0.19 0.25 -0.17 -0.43 0.29 0.33 0.31 -0.08 -0.04 -0.49 -0.82 -0.37 -0.22 -0.55 -0.35 -0.36 -0.13 -0.58 1.10 2.10 1.91 1.23 0.88 0.92 0.70 0.90 0.88 1.19 0.89 0.74 1.22 1.24 1.26 0.95 0.86 0.69 0.78 0.78 0.86 823

0.73 1.31 0.02 1.21 1.08 1.58 1.05 0.50 1.21 0.87 1.27 0.80 0.03 1.21 0.66 0.97 1.10 0.67 0.01 1.24 0.54 0.83 Q4VNC1 AT134_HUMANreviewed Probable cation-transporting ATPase 13A4 (EC 3.6.3.-) (P5-ATPase isoform 4)ATP13A4 UNQ3052/PRO98711196 Homo sapiens (Human) 0.37 0.06 0.70 0.78 0.45 -0.15 -0.19 -0.79 -0.12 -0.08 0.11 -0.22 -0.83 0.39 0.07 0.17 -0.33 -0.17 -0.53 -0.64 -0.27 0.21 -0.55 -0.12 -0.61 -0.19 -0.56 1.04 1.62 1.72 1.37 0.90 0.88 0.58 0.92 0.95 1.08 0.86 0.56 1.31 1.12 1.05 0.80 1.16 0.68 0.92 0.66 0.67 548

1.76 1.48 0.00 1.18 1.25 1.74 0.92 0.22 1.17 0.79 1.07 0.63 0.02 1.44 0.44 0.91 1.62 0.77 0.13 1.44 0.54 1.11 Q53GD3 CTL4_HUMAN reviewed Choline transporter-like protein 4 (Solute carrier family 44 member 4)SLC44A4 C6orf29 CTL4 NG22 UNQ441/PRO874710 Homo sapiens (Human) 0.28 0.64 0.56 0.11 -0.04 0.13 -0.07 0.48 -0.60 -0.54 0.42 0.12 0.16 0.56 -0.13 -0.32 -0.67 -0.05 -0.33 -0.35 -0.07 -0.07 -0.19 0.01 -0.03 -0.06 -0.34 1.56 1.47 1.08 0.97 1.09 0.96 1.39 0.66 0.69 1.34 1.09 1.11 1.48 0.80 0.92 0.63 0.95 0.87 1.00 0.98 0.77 549

2.52 0.73 0.93 2410000000000000.00 0.00 1760000000000000.00 1.41 0.24 5.77 0.24 8.16 0.51 0.78 25915787264.00 0.00 13149425780.00 19802.87 0.61 0.88 453000000000000.00 0.00 274000000000000.00 Q53TN4 CYBR1_HUMANreviewed Cytochrome b reductase 1 (EC 1.-.-.-) (Duodenal cytochrome b) (Ferric-chelate reductase 3)CYBRD1 DCYTB FRRS3 286 Homo sapiens (Human) 0.80 1.63 0.07 2.08 0.18 0.02 -0.15 -0.91 0.16 0.01 -1.07 -1.69 -0.75 -0.45 0.50 -0.36 -0.98 -0.52 -1.31 -1.23 -0.44 0.35 -1.31 -0.22 -0.57 -0.50 -1.29 3.10 1.05 4.23 1.14 1.02 0.90 0.53 1.12 1.01 0.48 0.31 0.59 0.73 0.78 1.41 0.51 1.28 0.40 0.86 0.67 0.61 550

1.36 1.16 0.07 1.18 0.99 1.37 1.09 0.25 1.18 0.92 1.28 0.72 0.01 1.26 0.58 0.91 1.61 0.88 0.20 1.26 0.70 1.10 Q5JWF2 GNAS1_HUMANreviewed Guanine nucleotide-binding protein G(s) subunit alpha isoforms XLas (Adenylate cyclase-stimulating G alpha protein) (Extra large alphas protein) (XLalphas)GNAS GNAS1 1037 Homo sapiens (Human) 0.25 0.53 0.41 0.20 -0.12 0.22 -0.06 0.37 -0.22 -0.15 0.42 0.43 0.07 0.21 0.12 -0.47 -0.47 0.02 -0.23 -0.15 0.10 0.30 0.03 0.15 -0.10 0.04 -0.21 1.45 1.33 1.15 0.92 1.17 0.96 1.29 0.86 0.90 1.34 1.35 1.05 1.16 0.72 1.09 0.72 1.23 1.02 1.11 0.94 0.88 551

1.05 0.81 0.02 1.19 0.68 0.96 0.75 0.00 1.14 0.66 0.86 0.91 0.13 1.14 0.79 1.03 1.13 1.06 0.29 1.12 0.95 1.18 Q5T4S7 UBR4_HUMAN reviewed E3 ubiquitin-protein ligase UBR4 (EC 6.3.2.-) (600 kDa retinoblastoma protein-associated factor) (N-recognin-4) (Retinoblastoma-associated factor of 600 kDa) (RBAF600) (p600) (Zinc finger UBR1-type protein 1)UBR4 KIAA0462 KIAA1307 RBAF600 ZUBR15183 Homo sapiens (Human) 0.27 0.00 0.35 -0.07 0.77 0.30 -0.25 -0.26 -0.22 0.01 -0.15 0.00 -0.18 -0.31 -0.41 0.23 -0.14 -0.15 -0.43 -0.42 -0.15 -0.19 -0.21 -0.22 -0.01 -0.15 -0.43 1.00 1.28 0.95 1.70 1.23 0.84 0.84 0.86 1.00 0.90 1.00 0.88 0.81 1.17 0.75 0.91 0.88 0.87 0.86 1.00 1.06 552

4.15 0.90 0.56 1.69 0.53 1.52 0.77 0.30 1.98 0.39 1.52 0.88 0.40 1.51 0.58 1.33 90.07 0.89 0.53 1.70 0.52 1.51 Q5TD94 RSH4A_HUMANreviewed Radial spoke head protein 4 homolog A (Radial spoke head-like protein 3)RSPH4A RSHL3 716 Homo sapiens (Human) 0.02 -0.11 -0.56 0.25 0.29 0.21 -0.61 -0.47 -0.34 -0.99 0.26 0.35 0.35 -0.16 -0.38 -0.20 -0.18 -0.21 -0.23 0.03 0.05 0.15 -0.11 -0.19 0.35 -0.14 -0.16 0.93 0.68 1.19 1.22 1.16 0.65 0.72 0.79 0.50 1.19 1.28 1.27 0.90 0.87 0.77 0.88 1.11 0.92 0.87 1.28 0.89 553

0.99 1.08 0.27 1.17 0.93 1.26 1.08 0.31 1.19 0.91 1.28 0.76 0.20 1.59 0.48 1.21 0.86 0.65 0.01 1.33 0.49 0.87 Q5VW32 BROX_HUMAN reviewed BRO1 domain-containing protein BROX (BRO1 domain- and CAAX motif-containing protein)BROX BROFTI C1orf58 411 Homo sapiens (Human) 0.55 0.97 0.71 1.19 0.19 -0.31 -0.70 -0.39 -0.21 -0.38 -0.01 -0.42 -0.57 0.11 0.11 0.06 -0.39 -0.25 -0.80 -0.86 -0.31 -0.06 -0.88 0.06 -0.36 -0.27 -0.82 1.95 1.63 2.28 1.14 0.81 0.62 0.76 0.86 0.77 0.99 0.75 0.67 1.08 1.04 1.08 0.76 0.96 0.55 1.04 0.78 0.65 554

1.37 0.86 0.09 1.21 0.72 1.04 0.86 0.16 1.28 0.67 1.10 1.01 0.95 1.52 0.66 1.54 19.09 0.80 0.24 1.54 0.52 1.24 Q5VYK3 ECM29_HUMANreviewed Proteasome-associated protein ECM29 homolog (Ecm29)ECM29 KIAA0368 1845 Homo sapiens (Human) 0.03 0.04 -0.21 -0.34 0.27 0.37 0.19 0.20 0.06 0.81 -0.07 -0.14 0.02 -0.21 -0.22 0.47 0.01 0.10 0.07 -0.19 -0.16 -0.20 -0.10 -0.45 0.10 0.03 0.00 1.03 0.86 0.79 1.21 1.29 1.14 1.15 1.04 1.76 0.95 0.91 1.01 0.86 1.38 0.86 1.01 0.87 0.93 0.73 1.07 0.80 555

1.24 0.74 0.01 1.24 0.60 0.91 0.92 0.18 1.15 0.80 1.05 1.42 0.00 1.18 1.20 1.68 0.90 1.03 0.61 1.15 0.90 1.18 Q63HN8 RN213_HUMANreviewed E3 ubiquitin-protein ligase RNF213 (EC 6.3.2.-) (ALK lymphoma oligomerization partner on chromosome 17) (Mysterin) (RING finger protein 213)RNF213 ALO17 C17orf27 KIAA1554 KIAA1618 MYSTR5207 Homo sapiens (Human) -0.02 -0.48 0.28 -0.34 0.61 -0.15 -0.64 0.23 -0.07 0.00 -0.41 -0.33 0.11 -0.44 -0.12 0.23 0.51 -0.09 -0.07 -0.31 -0.33 -0.56 -0.20 -0.56 0.02 -0.15 -0.13 0.72 1.22 0.79 1.53 0.90 0.64 1.17 0.95 1.00 0.75 0.79 1.08 0.74 1.18 0.92 1.42 0.68 0.87 0.68 1.01 1.03 556

1.49 1.29 0.06 1.30 0.99 1.68 0.75 0.06 1.35 0.56 1.02 0.61 0.07 1.79 0.34 1.09 2.06 0.75 0.21 1.76 0.43 1.32 Q687X5 STEA4_HUMANreviewed Metalloreductase STEAP4 (EC 1.16.1.-) (Six-transmembrane epithelial antigen of prostate 4) (SixTransMembrane protein of prostate 2) (Tumor necrosis factor, alpha-induced protein 9)STEAP4 STAMP2 TNFAIP9459 Homo sapiens (Human) 0.31 0.51 0.64 0.18 0.34 -0.14 0.43 0.68 -0.19 -0.63 0.41 -0.17 -0.38 0.36 -0.41 -0.58 -0.71 -0.11 -0.41 -0.42 -0.11 0.22 -0.24 -0.13 -0.30 -0.11 -0.42 1.43 1.56 1.13 1.26 0.91 1.35 1.60 0.87 0.65 1.33 0.89 0.77 1.29 0.67 0.75 0.61 1.16 0.85 0.91 0.81 0.75 557

1.33 1.39 0.03 1.31 1.06 1.83 1.08 0.42 1.28 0.84 1.37 0.79 0.19 1.59 0.50 1.25 2.35 0.82 0.08 1.27 0.64 1.05 Q6P6B1 CH047_HUMANreviewed Uncharacterized protein C8orf47C8orf47 374 Homo sapiens (Human) 0.36 0.85 0.11 0.45 0.06 0.34 -0.01 0.00 -0.49 -0.99 0.24 0.70 0.05 0.48 0.10 0.09 -0.35 -0.02 -0.38 -0.53 -0.17 -0.51 -0.15 -0.07 0.03 -0.06 -0.42 1.81 1.08 1.37 1.04 1.26 0.99 1.00 0.71 0.50 1.18 1.62 1.04 1.39 1.06 1.08 0.79 0.70 0.90 0.95 1.02 0.82 558

NA 1.23 NA NA NA NA 0.93 NA NA NA NA 0.76 NA NA NA NA 18.18 1.20 NA NA NA NA Q6PCE3 PGM2L_HUMANreviewed Glucose 1,6-bisphosphate synthase (EC 2.7.1.106) (PMMLP) (Phosphoglucomutase-2-like 1)PGM2L1 BM32A 622 Homo sapiens (Human) 0.63 1.18 0.18 1.31 0.34 0.13 0.12 0.86 0.00 -0.28 0.50 0.44 0.43 0.30 -0.10 -0.13 -0.39 0.16 -0.47 -0.53 0.10 -0.06 0.43 0.13 -0.09 0.14 -0.49 2.27 1.13 2.48 1.27 1.09 1.08 1.81 1.00 0.82 1.41 1.35 1.35 1.23 0.92 0.93 0.76 0.96 1.35 1.09 0.94 1.20 731

7.15 1.11 0.50 3.51 0.31 3.89 1.18 0.34 3.51 0.34 4.15 0.99 0.97 28.11 0.04 27.80 1.11 0.81 0.28 3.51 0.23 2.86 Q6UX73 CP089_HUMANreviewed UPF0764 protein C16orf89C16orf89 UNQ904/PRO1925402 Homo sapiens (Human) -0.14 0.13 -0.35 -0.09 -0.11 -0.27 0.49 0.16 0.40 0.47 0.22 -0.42 0.61 0.14 0.24 0.05 -0.02 0.21 0.35 0.30 0.16 0.70 0.08 0.33 -0.47 0.20 0.34 1.09 0.78 0.94 0.93 0.83 1.41 1.12 1.32 1.39 1.16 0.75 1.53 1.11 1.04 1.18 0.99 1.62 1.06 1.25 0.72 0.81 559

1.67 1.45 0.00 1.13 1.28 1.63 1.23 0.00 1.13 1.09 1.38 0.81 0.01 1.15 0.70 0.93 1.21 0.89 0.63 1.67 0.53 1.49 Q6UXY8 TMC5_HUMANreviewed Transmembrane channel-like protein 5TMC5 UNQ8238/PRO336041006 Homo sapiens (Human) 0.23 0.32 0.35 0.23 -0.11 0.37 0.11 0.23 0.12 -0.74 -0.03 0.09 0.40 0.53 0.30 -0.39 -0.31 0.03 -0.20 -0.38 -0.15 -0.19 -0.24 -0.14 -0.04 -0.02 -0.25 1.25 1.27 1.17 0.93 1.29 1.08 1.17 1.09 0.60 0.98 1.07 1.32 1.45 0.76 1.23 0.81 0.88 0.85 0.91 0.97 0.89 560

6.13 1.31 0.30 2.33 0.56 3.06 1.28 0.12 1.52 0.85 1.95 0.80 0.43 2.68 0.30 2.14 3.63 0.56 0.12 2.60 0.22 1.46 Q6ZTQ4 CDHR3_HUMANreviewed Cadherin-related family member 3 (Cadherin-like protein 28)CDHR3 CDH28 885 Homo sapiens (Human) 0.34 0.18 0.62 0.49 -0.07 0.49 0.22 0.35 -0.01 0.08 -0.14 -0.09 0.92 0.39 0.36 0.24 -0.32 0.18 -0.16 -0.62 -0.27 -0.52 -0.22 -0.07 -0.28 0.06 -0.28 1.13 1.54 1.41 0.95 1.40 1.17 1.28 0.99 1.06 0.91 0.94 1.90 1.31 1.18 1.28 0.80 0.70 0.86 0.95 0.82 0.56 561

1.08 0.83 0.45 2.31 0.36 1.92 0.69 0.06 1.49 0.46 1.02 0.64 0.06 1.67 0.38 1.07 0.92 0.64 0.07 1.69 0.38 1.09 Q709C8 VP13C_HUMANreviewed Vacuolar protein sorting-associated protein 13CVPS13C KIAA1421 3753 Homo sapiens (Human) 0.19 -0.01 0.04 -0.31 0.72 0.53 -0.21 -0.47 -0.33 -0.29 -0.30 -0.36 -0.39 -0.27 -0.54 -0.11 -0.64 -0.35 -0.55 -0.58 -0.39 -0.51 -0.24 -0.42 -0.39 -0.36 -0.56 0.99 1.03 0.81 1.65 1.44 0.86 0.72 0.80 0.82 0.81 0.78 0.76 0.83 0.93 0.69 0.64 0.70 0.85 0.75 0.76 0.64 562

1.28 0.61 0.04 1.56 0.39 0.95 0.67 0.05 1.50 0.45 1.00 0.99 0.97 1.84 0.54 1.83 1.57 1.04 0.75 1.53 0.68 1.58 Q7L2H7 EIF3M_HUMANreviewed Eukaryotic translation initiation factor 3 subunit M (eIF3m) (Fetal lung protein B5) (hFL-B5) (PCI domain-containing protein 1)EIF3M HFLB5 PCID1 GA17 PNAS-125374 Homo sapiens (Human) 0.31 -0.58 1.17 -0.79 1.33 0.42 -0.83 -0.10 -0.43 -0.40 -0.14 0.08 -0.24 -0.72 -0.58 -0.32 -0.01 -0.34 -0.64 -0.85 -0.54 -0.77 -0.36 -0.67 -0.35 -0.39 -0.70 0.67 2.25 0.58 2.51 1.34 0.56 0.93 0.74 0.76 0.91 1.06 0.85 0.61 0.80 0.67 0.99 0.59 0.78 0.63 0.78 1.04 563

1.10 0.99 0.85 1.08 0.92 1.07 1.19 0.00 1.08 1.10 1.28 1.00 0.99 1.17 0.85 1.17 1.27 1.11 0.09 1.13 0.98 1.24 Q7L576 CYFP1_HUMANreviewed Cytoplasmic FMR1-interacting protein 1 (Specifically Rac1-associated protein 1) (Sra-1) (p140sra-1)CYFIP1 KIAA0068 1253 Homo sapiens (Human) 0.08 -0.11 0.29 0.16 0.03 0.01 0.15 -0.08 0.02 0.21 0.18 0.14 -0.04 -0.01 0.25 0.14 0.00 0.09 0.01 0.16 0.24 0.17 0.35 0.20 0.23 0.13 0.05 0.93 1.22 1.12 1.02 1.01 1.11 0.94 1.01 1.16 1.13 1.11 0.97 0.99 1.10 1.19 1.00 1.12 1.27 1.15 1.17 1.11 564

5.33 0.87 0.77 120.12 0.01 104.07 0.92 0.87 231.91 0.00 212.66 0.65 0.53 471.09 0.00 304.19 1.21 0.89 0.84 227.43 0.00 203.32 Q7L7X3 TAOK1_HUMANreviewed Serine/threonine-protein kinase TAO1 (EC 2.7.11.1) (Kinase from chicken homolog B) (hKFC-B) (MARK Kinase) (MARKK) (Prostate-derived sterile 20-like kinase 2) (PSK-2) (PSK2) (Prostate-derived STE20-like kinase 2) (Thousand and one amino acid protein kinase 1) (TAOK1) (hTAOK1)TAOK1 KIAA1361 MAP3K16 MARKK1001 Homo sapiens (Human) 0.26 0.43 0.35 0.51 -0.08 0.08 -0.10 0.37 -0.23 0.07 0.31 0.04 -0.72 -0.21 -0.13 0.06 -0.63 -0.11 -0.36 -0.21 0.05 0.32 -0.27 0.11 0.03 -0.07 -0.32 1.35 1.27 1.42 0.94 1.06 0.93 1.30 0.85 1.05 1.24 1.03 0.61 0.87 1.04 0.92 0.65 1.25 0.83 1.08 1.02 0.89 565

1.75 1.16 0.08 1.20 0.97 1.39 0.93 0.33 1.20 0.78 1.11 0.72 0.01 1.22 0.59 0.89 0.86 0.52 0.00 1.22 0.43 0.64 Q7LBR1 CHM1B_HUMANreviewed Charged multivesicular body protein 1b (CHMP1.5) (Chromatin-modifying protein 1b) (CHMP1b) (Vacuolar protein sorting-associated protein 46-2) (Vps46-2) (hVps46-2)CHMP1B C18orf2 199 Homo sapiens (Human) 0.67 1.14 0.71 1.36 0.39 -0.23 -0.63 -0.44 -0.06 -0.85 0.09 -0.48 -0.77 0.22 -0.10 -0.17 -0.46 -0.33 -1.00 -0.87 -0.20 0.18 -0.60 0.04 -0.41 -0.30 -0.97 2.21 1.63 2.57 1.31 0.85 0.65 0.74 0.96 0.56 1.06 0.72 0.59 1.16 0.89 0.93 0.72 1.14 0.66 1.03 0.75 0.52 566

3.51 0.97 0.79 3.58 0.27 3.46 0.99 0.95 3.57 0.28 3.54 1.09 0.56 3.63 0.30 3.94 4.79 1.08 0.58 3.60 0.30 3.89 Q7Z3J2 CP062_HUMANreviewed UPF0505 protein C16orf62 (Esophageal cancer-associated protein)C16orf62 101F10.2 963 Homo sapiens (Human) 0.03 -0.41 -0.12 -0.21 0.81 0.09 -0.37 0.17 -0.25 -0.05 0.08 0.28 -0.03 -0.05 -0.01 -0.86 0.12 -0.09 -0.12 0.01 0.04 -0.01 0.11 -0.52 0.59 -0.05 -0.08 0.75 0.92 0.86 1.76 1.06 0.78 1.12 0.84 0.97 1.05 1.21 0.98 0.97 0.55 0.99 1.09 0.99 1.08 0.70 1.51 1.08 824

2.02 1.62 0.00 1.15 1.41 1.87 1.14 0.06 1.15 0.99 1.32 0.78 0.01 1.15 0.68 0.90 1.36 0.65 0.00 1.27 0.51 0.83 Q7Z404 TMC4_HUMANreviewed Transmembrane channel-like protein 4TMC4 712 Homo sapiens (Human) 0.15 0.09 0.44 -0.05 0.14 0.16 -0.34 0.34 -0.48 -0.58 0.35 0.20 0.45 0.70 0.20 -0.37 -0.36 0.01 -0.14 -0.53 -0.37 -0.65 -0.51 -0.07 -0.25 -0.09 -0.25 1.07 1.35 0.96 1.10 1.11 0.79 1.26 0.72 0.67 1.28 1.15 1.37 1.62 0.77 1.14 0.78 0.64 0.70 0.95 0.84 0.65 567

1.39 1.03 0.76 1.29 0.80 1.33 0.88 0.16 1.23 0.72 1.08 1.16 0.08 1.20 0.97 1.39 2.11 1.07 0.48 1.26 0.85 1.35 Q7Z406 MYH14_HUMANreviewed Myosin-14 (Myosin heavy chain 14) (Myosin heavy chain, non-muscle IIc) (Non-muscle myosin heavy chain IIc) (NMHC II-C)MYH14 KIAA2034 FP174251995 Homo sapiens (Human) -0.13 -0.26 -0.21 -0.25 -0.18 0.25 0.09 -0.11 -0.10 0.10 0.03 0.78 0.06 0.04 -0.19 -0.12 0.21 0.07 0.20 0.05 -0.08 -0.26 0.01 -0.15 0.08 0.03 0.16 0.83 0.87 0.84 0.88 1.19 1.06 0.93 0.93 1.07 1.02 1.72 1.04 1.03 0.92 0.88 1.16 0.84 1.01 0.90 1.06 1.07 568

1.10 0.92 0.44 1.36 0.67 1.25 0.82 0.08 1.27 0.64 1.04 0.88 0.33 1.42 0.62 1.25 1.17 1.21 0.28 1.59 0.76 1.92 Q7Z6Z7 HUWE1_HUMANreviewed E3 ubiquitin-protein ligase HUWE1 (EC 6.3.2.-) (ARF-binding protein 1) (ARF-BP1) (HECT, UBA and WWE domain-containing protein 1) (Homologous to E6AP carboxyl terminus homologous protein 9) (HectH9) (Large structure of UREB1) (LASU1) (Mcl-1 ubiquitin ligase E3) (Mule) (Upstream regulatory element-binding protein 1) (URE-B1) (URE-binding protein 1)HUWE1 KIAA0312 KIAA1578 UREB1 HSPC2724374 Homo sapiens (Human) 0.11 -0.21 0.55 -0.31 0.45 0.08 -0.15 0.14 -0.16 0.08 -0.05 -0.07 -0.23 -0.12 -0.29 -0.06 -0.19 -0.10 -0.21 -0.11 0.00 0.04 0.02 -0.05 0.00 -0.07 -0.18 0.87 1.46 0.81 1.36 1.05 0.90 1.10 0.90 1.06 0.96 0.95 0.86 0.92 0.96 0.82 0.88 1.03 1.02 0.97 1.00 1.21 569

1.58 1.14 0.04 1.12 1.01 1.28 1.51 0.00 1.13 1.34 1.69 1.15 0.04 1.13 1.01 1.30 1.09 0.91 0.16 1.14 0.80 1.04 Q86UX7 URP2_HUMAN reviewed Fermitin family homolog 3 (Kindlin-3) (MIG2-like protein) (Unc-112-related protein 2)FERMT3 KIND3 MIG2B URP2667 Homo sapiens (Human) -0.49 -0.39 -0.68 -0.29 -0.45 -0.64 0.42 -0.02 0.27 0.44 -0.15 -0.08 0.32 0.18 0.59 0.19 0.20 0.21 0.70 0.88 0.40 0.47 0.59 0.31 0.22 0.26 0.75 0.76 0.62 0.82 0.73 0.64 1.34 0.99 1.20 1.35 0.90 0.95 1.24 1.14 1.14 1.51 1.15 1.38 1.51 1.24 1.16 0.91 570

NA 0.96 NA NA NA NA 1.27 NA NA NA NA 0.92 NA NA NA NA 3.95 1.51 NA NA NA NA Q86VB7 C163A_HUMANreviewed Scavenger receptor cysteine-rich type 1 protein M130 (Hemoglobin scavenger receptor) (CD antigen CD163) [Cleaved into: Soluble CD163 (sCD163)]CD163 M130 1156 Homo sapiens (Human) -0.06 0.00 0.29 -0.19 0.00 -0.42 -0.08 0.04 -0.04 0.06 0.31 0.17 0.16 -0.05 0.34 0.00 -0.12 0.07 0.14 0.13 0.07 0.39 -0.07 0.41 -0.46 0.07 0.14 1.00 1.22 0.88 1.00 0.75 0.94 1.03 0.97 1.04 1.24 1.12 1.12 0.96 1.00 1.27 0.92 1.31 0.95 1.33 0.73 1.51 732

NA 1.13 NA NA NA NA 1.67 NA NA NA NA 0.65 NA NA NA NA 3.10 0.62 NA NA NA NA Q86VE9 SERC5_HUMANreviewed Serine incorporator 5SERINC5 C5orf12 423 Homo sapiens (Human) 0.61 0.42 1.26 1.05 0.21 0.09 -0.44 -0.55 -0.57 -1.01 0.16 -0.19 -1.23 0.18 0.74 -0.67 -0.62 -0.38 -0.99 -1.11 -0.51 -0.15 -0.67 -0.29 -0.92 -0.42 -1.02 1.34 2.40 2.07 1.15 1.06 0.74 0.68 0.67 0.50 1.11 0.87 0.43 1.13 0.63 1.67 0.65 0.90 0.63 0.82 0.53 0.62 733

1.44 0.94 0.41 1.17 0.80 1.10 0.97 0.75 1.23 0.79 1.19 1.11 0.18 1.17 0.94 1.30 1.33 0.92 0.35 1.22 0.75 1.12 Q86VP6 CAND1_HUMANreviewed Cullin-associated NEDD8-dissociated protein 1 (Cullin-associated and neddylation-dissociated protein 1) (TBP-interacting protein of 120 kDa A) (TBP-interacting protein 120A) (p120 CAND1)CAND1 KIAA0829 TIP120 TIP120A1230 Homo sapiens (Human) -0.04 0.29 -0.65 0.01 0.05 0.08 0.13 0.12 0.04 -0.16 0.19 0.23 0.21 -0.09 -0.04 -0.31 0.15 0.04 0.09 0.00 -0.04 -0.17 0.05 -0.13 0.07 0.02 0.06 1.22 0.64 1.01 1.03 1.06 1.10 1.08 1.03 0.89 1.14 1.17 1.16 0.94 0.81 0.97 1.11 0.89 1.04 0.92 1.05 0.92 571

3.02 0.99 0.93 3.53 0.28 3.49 1.25 0.35 5.48 0.23 6.84 1.01 0.97 7.11 0.14 7.16 3.77 1.24 0.32 4.40 0.28 5.44 Q86X29 LSR_HUMAN reviewed Lipolysis-stimulated lipoprotein receptorLSR LISCH 649 Homo sapiens (Human) 0.14 0.16 0.34 0.14 0.03 0.02 -0.22 0.40 0.01 0.00 0.17 0.10 -0.23 -0.02 0.32 0.49 0.01 0.09 -0.04 -0.03 0.11 0.06 -0.06 0.21 0.24 0.10 -0.04 1.12 1.27 1.10 1.02 1.02 0.86 1.32 1.00 1.00 1.12 1.07 0.85 0.99 1.41 1.25 1.01 1.04 0.96 1.16 1.18 1.24 572

4.33 0.76 0.24 3.94 0.19 2.99 0.71 0.22 4.77 0.15 3.38 0.87 0.42 3.91 0.22 3.41 2.56 0.86 0.40 3.93 0.22 3.39 Q86Y56 HEAT2_HUMANreviewed HEAT repeat-containing protein 2HEATR2 855 Homo sapiens (Human) 0.07 0.44 -0.68 -0.08 -0.10 0.78 -0.04 -0.17 0.52 -0.55 0.15 0.66 0.14 -0.40 -0.50 -0.82 -0.20 -0.11 -0.18 -0.07 0.00 0.01 0.36 -0.24 -0.12 -0.08 -0.15 1.35 0.62 0.95 0.93 1.71 0.97 0.89 1.43 0.68 1.11 1.58 1.10 0.76 0.57 0.71 0.87 1.00 1.29 0.85 0.92 0.86 573

11.93 1.28 0.26 3.84 0.33 4.93 0.82 0.32 3.81 0.22 3.14 0.78 0.26 3.78 0.21 2.96 6.04 1.03 0.84 4.59 0.22 4.74 Q86YQ8 CPNE8_HUMANreviewed Copine-8 (Copine VIII)CPNE8 564 Homo sapiens (Human) 0.24 0.35 0.32 0.37 0.16 0.01 0.50 0.31 -0.12 0.13 0.34 0.12 0.04 0.36 -0.28 0.12 -0.35 0.11 -0.14 -0.19 0.06 0.41 -0.26 0.00 0.07 0.09 -0.15 1.28 1.25 1.29 1.12 1.01 1.41 1.24 0.92 1.10 1.27 1.08 1.03 1.28 1.09 0.82 0.78 1.33 0.83 1.00 1.05 1.03 574

3.74 0.80 0.30 4.38 0.18 3.50 1.08 0.64 4.41 0.24 4.75 0.95 0.95 1824.17 0.00 1738.71 NA 2.03 0.19 16.52 0.12 33.58 Q8IV08 PLD3_HUMAN reviewed Phospholipase D3 (PLD 3) (EC 3.1.4.4) (Choline phosphatase 3) (HindIII K4L homolog) (Hu-K4) (Phosphatidylcholine-hydrolyzing phospholipase D3)PLD3 490 Homo sapiens (Human) 0.18 0.01 0.11 0.69 0.00 0.10 0.03 0.27 0.48 0.20 0.05 -0.15 -0.23 -0.32 0.11 0.26 -0.07 0.06 -0.13 0.00 0.18 0.40 -0.26 0.43 0.17 0.09 -0.09 1.01 1.08 1.61 1.00 1.07 1.02 1.20 1.39 1.15 1.04 0.90 0.85 0.80 1.20 1.08 0.95 1.32 0.83 1.35 1.12 2.03 825
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0.91 1.50 0.00 1.21 1.25 1.81 1.26 0.07 1.29 0.98 1.62 0.76 0.03 1.27 0.60 0.97 1.58 0.67 0.01 1.32 0.51 0.88 Q8IWA5 CTL2_HUMAN reviewed Choline transporter-like protein 2 (Solute carrier family 44 member 2)SLC44A2 CTL2 PSEC0210 706 Homo sapiens (Human) 0.63 0.63 1.24 1.32 0.06 -0.08 -0.54 -0.48 -0.42 -0.12 0.53 -0.07 -0.40 0.59 0.33 -0.08 -0.39 -0.10 -0.73 -0.77 -0.14 0.18 -0.74 0.30 -0.30 -0.11 -0.74 1.55 2.37 2.49 1.04 0.95 0.69 0.72 0.75 0.92 1.44 0.96 0.76 1.50 0.94 1.26 0.76 1.13 0.60 1.23 0.81 0.67 575

2.70 1.30 0.04 1.28 1.02 1.67 1.05 0.70 1.42 0.74 1.49 0.83 0.38 1.76 0.47 1.47 1.12 0.60 0.04 1.59 0.38 0.95 Q8IX04 UEVLD_HUMANreviewed Ubiquitin-conjugating enzyme E2 variant 3 (UEV-3) (EV and lactate/malate dehydrogenase domain-containing protein)UEVLD UEV3 471 Homo sapiens (Human) 0.60 1.08 0.51 1.39 0.34 -0.32 -0.90 -0.61 -0.15 -0.39 0.00 -0.21 -0.27 0.38 0.07 -0.12 -0.26 -0.22 -0.82 -0.82 -0.22 0.08 -0.82 0.23 -0.38 -0.22 -0.82 2.11 1.43 2.62 1.27 0.80 0.54 0.66 0.90 0.76 1.00 0.87 0.83 1.30 0.92 1.05 0.83 1.06 0.57 1.17 0.77 0.60 576

5.02 0.67 0.16 3.56 0.19 2.40 1.28 0.25 3.59 0.36 4.59 0.65 0.68 23897.37 0.00 15499.14 9.38 0.88 0.66 15.05 0.06 13.29 Q8IX19 MCEM1_HUMANreviewed Mast cell-expressed membrane protein 1MCEMP1 C19orf59 187 Homo sapiens (Human) -0.21 -0.87 0.38 0.21 -0.21 -0.59 0.43 0.36 0.05 0.34 0.15 0.22 0.50 -0.57 0.36 -0.43 -0.62 0.07 0.28 0.86 0.64 0.75 1.08 0.58 0.17 0.22 0.44 0.55 1.30 1.16 0.87 0.66 1.34 1.29 1.04 1.26 1.11 1.17 1.41 0.67 0.74 1.28 0.65 1.68 2.11 1.49 1.13 0.88 577

2.68 1.09 0.48 1.51 0.72 1.63 1.02 0.88 1.51 0.67 1.54 1.27 0.48 3.27 0.39 4.15 4.70 1.34 0.09 1.50 0.89 2.02 Q8IXQ6 PARP9_HUMANreviewed Poly [ADP-ribose] polymerase 9 (PARP-9) (EC 2.4.2.30) (ADP-ribosyltransferase diphtheria toxin-like 9) (ARTD9) (B aggressive lymphoma protein)PARP9 BAL BAL1 854 Homo sapiens (Human) 0.06 -0.42 0.18 -0.06 0.57 0.04 -0.78 0.08 -0.21 -0.46 -0.05 0.20 0.06 0.12 0.02 0.06 0.34 -0.06 -0.12 -0.41 -0.34 -0.14 -0.58 -0.35 -0.30 -0.13 -0.20 0.75 1.13 0.96 1.49 1.03 0.58 1.06 0.86 0.73 0.97 1.15 1.04 1.09 1.04 1.02 1.27 0.91 0.67 0.79 0.81 1.34 578

1.52 0.87 0.72 3.14 0.28 2.73 0.88 0.70 2.55 0.35 2.25 0.98 0.94 2.54 0.39 2.48 0.92 0.92 0.83 3.40 0.27 3.11 Q8IZ83 A16A1_HUMANreviewed Aldehyde dehydrogenase family 16 member A1ALDH16A1 802 Homo sapiens (Human) 0.31 -0.40 0.80 -0.69 1.19 0.63 -0.19 -0.59 0.16 0.17 -0.55 -0.51 0.18 -0.20 -0.18 -0.35 -0.03 -0.19 -0.50 -0.43 -0.12 -0.03 -0.17 -0.50 0.20 -0.17 -0.48 0.76 1.74 0.62 2.29 1.54 0.88 0.66 1.12 1.12 0.68 0.70 1.13 0.87 0.79 0.88 0.98 0.98 0.89 0.71 1.15 0.92 579

1.12 1.21 0.20 1.41 0.86 1.70 0.96 0.58 1.21 0.79 1.16 1.00 0.97 1.34 0.75 1.34 1.42 0.83 0.10 1.28 0.64 1.06 Q8N392 RHG18_HUMANreviewed Rho GTPase-activating protein 18 (MacGAP) (Rho-type GTPase-activating protein 18)ARHGAP18 663 Homo sapiens (Human) -0.09 0.45 -0.83 0.08 -0.06 -0.08 0.45 0.58 -0.02 -0.09 0.25 0.31 -0.12 0.27 -0.06 -0.01 0.01 0.14 0.23 0.25 0.16 0.08 0.38 0.19 -0.02 0.15 0.24 1.37 0.56 1.05 0.96 0.95 1.37 1.49 0.99 0.94 1.19 1.24 0.92 1.21 0.99 0.96 1.00 1.06 1.30 1.14 0.99 0.83 580

25.88 0.99 0.93 4.72 0.21 4.66 1.95 0.12 4.73 0.41 9.23 1.31 0.27 4.75 0.28 6.24 0.92 0.59 0.39 105.83 0.01 62.25 Q8N4F0 BPIB2_HUMAN reviewed BPI fold-containing family B member 2 (Bactericidal/permeability-increasing protein-like 1) (BPI-like 1) (Long palate, lung and nasal epithelium carcinoma-associated protein 2) (RYSR)BPIFB2 BPIL1 C20orf184 LPLUNC2 UNQ2489/PRO5776458 Homo sapiens (Human) -1.27 -1.60 -1.50 -1.36 -1.79 -0.10 -1.06 1.95 0.62 -0.40 -0.28 -1.10 0.93 -0.02 0.96 -1.40 0.39 0.05 1.32 0.84 -0.43 -1.29 -0.52 0.05 0.03 -0.08 1.20 0.33 0.35 0.39 0.29 0.93 0.48 3.88 1.53 0.76 0.82 0.47 1.91 0.99 0.38 1.95 1.31 0.41 0.70 1.04 1.02 0.59 581

1.21 1.20 0.05 1.21 1.00 1.45 1.08 0.31 1.21 0.90 1.30 0.83 0.29 1.52 0.55 1.26 1.23 0.82 0.25 1.50 0.55 1.24 Q8N5I2 ARRD1_HUMANreviewed Arrestin domain-containing protein 1ARRDC1 433 Homo sapiens (Human) 0.36 0.69 0.37 0.65 -0.08 0.16 -0.20 0.16 -0.22 -0.42 0.46 -0.06 0.01 0.27 0.11 -0.18 -0.27 -0.03 -0.39 -0.32 0.04 0.34 -0.40 0.17 0.03 -0.01 -0.37 1.62 1.29 1.57 0.95 1.12 0.87 1.12 0.86 0.75 1.37 0.96 1.01 1.20 0.88 1.08 0.83 1.27 0.76 1.12 1.02 0.82 582

4.95 1.04 0.91 26.22 0.04 27.24 0.94 0.78 9.30 0.10 8.74 0.66 0.48 127.32 0.01 84.33 4.12 0.68 0.43 48.12 0.01 32.79 Q8N9N7 LRC57_HUMANreviewed Leucine-rich repeat-containing protein 57LRRC57 239 Homo sapiens (Human) 0.07 0.14 0.03 0.29 -0.09 -0.03 -0.29 0.16 -0.17 -0.59 0.30 0.21 -0.45 0.05 -0.09 0.04 -0.59 -0.13 -0.20 -0.25 -0.19 -0.03 -0.11 -0.16 -0.45 -0.14 -0.21 1.11 1.02 1.22 0.94 0.98 0.82 1.11 0.89 0.67 1.23 1.16 0.73 1.04 1.03 0.94 0.66 0.98 0.93 0.90 0.73 0.68 583

1.95 0.97 0.75 1.23 0.79 1.20 0.79 0.18 1.47 0.54 1.16 0.90 0.42 1.36 0.66 1.23 1.54 0.99 0.93 1.18 0.85 1.17 Q8NCM8 DYHC2_HUMANreviewed Cytoplasmic dynein 2 heavy chain 1 (Cytoplasmic dynein 2 heavy chain) (Dynein cytoplasmic heavy chain 2) (Dynein heavy chain 11) (hDHC11) (Dynein heavy chain isotype 1B)DYNC2H1 DHC1B DHC2 DNCH2 DYH1B KIAA19974307 Homo sapiens (Human) 0.12 0.34 -0.18 -0.01 0.08 0.39 -0.13 -0.05 -0.29 0.38 0.25 0.15 0.19 -0.04 -0.34 0.05 -0.15 0.00 -0.12 -0.03 0.09 -0.15 0.15 0.19 0.16 0.03 -0.10 1.26 0.88 0.99 1.05 1.31 0.91 0.97 0.82 1.30 1.19 1.11 1.14 0.97 1.04 0.79 0.90 0.90 1.11 1.14 1.12 0.99 584

0.62 0.96 0.55 1.17 0.82 1.12 0.98 0.86 1.32 0.74 1.29 0.66 0.05 1.52 0.43 1.00 0.89 0.48 0.00 1.51 0.32 0.73 Q8NFJ5 RAI3_HUMAN reviewed Retinoic acid-induced protein 3 (G-protein coupled receptor family C group 5 member A) (Orphan G-protein-coupling receptor PEIG-1) (Retinoic acid-induced gene 1 protein) (RAIG-1)GPRC5A GPCR5A RAI3 RAIG1357 Homo sapiens (Human) 0.43 0.75 0.71 1.10 -0.04 -0.35 -0.60 -0.67 -0.12 -0.48 0.35 -0.47 -1.34 -0.06 -0.03 -0.08 -0.61 -0.37 -0.81 -0.70 -0.27 0.11 -0.83 0.10 -0.46 -0.35 -0.78 1.68 1.63 2.15 0.97 0.79 0.66 0.63 0.92 0.72 1.28 0.72 0.39 0.96 0.95 0.98 0.66 1.08 0.56 1.07 0.73 0.48 585

1.88 1.25 0.07 1.29 0.97 1.61 1.02 0.91 1.71 0.60 1.74 1.05 0.85 2.02 0.52 2.12 3.87 1.07 0.47 1.27 0.84 1.35 Q8NFJ9 BBS1_HUMAN reviewed Bardet-Biedl syndrome 1 protein (BBS2-like protein 2)BBS1 BBS2L2 593 Homo sapiens (Human) 0.28 0.07 -0.01 0.94 0.07 0.33 0.42 0.15 0.38 0.35 0.29 0.07 0.16 0.32 0.03 0.61 0.07 0.26 -0.02 -0.09 0.19 0.06 0.20 0.21 0.27 0.24 -0.04 1.05 0.99 1.92 1.05 1.26 1.34 1.11 1.30 1.28 1.22 1.05 1.12 1.25 1.53 1.02 1.05 1.05 1.15 1.16 1.21 1.07 586

NA 0.87 NA NA NA NA 0.92 NA NA NA NA 0.96 NA NA NA NA 2.58 0.80 NA NA NA NA Q8TBF2 PGFS_HUMAN reviewed Prostamide/prostaglandin F synthase (Prostamide/PG F synthase) (Prostamide/PGF synthase) (EC 1.11.1.20) (Protein FAM213B)FAM213B C1orf93 198 Homo sapiens (Human) -0.01 0.28 0.06 0.05 -0.22 -0.20 0.18 0.01 0.12 -0.10 -0.10 -0.03 0.14 -0.21 -0.11 -0.12 -0.06 -0.03 -0.02 0.05 0.04 0.11 -0.07 0.00 0.14 -0.01 0.00 1.21 1.04 1.03 0.86 0.87 1.13 1.01 1.08 0.93 0.93 0.98 1.11 0.87 0.92 0.92 0.96 1.08 0.95 1.00 1.10 0.80 734

1.38 1.39 0.12 1.75 0.80 2.44 0.86 0.46 2.00 0.43 1.73 0.81 0.24 1.72 0.47 1.40 2.90 0.43 0.22 7.78 0.05 3.31 Q8TDB8 GTR14_HUMANreviewed Solute carrier family 2, facilitated glucose transporter member 14 (Glucose transporter type 14) (GLUT-14)SLC2A14 GLUT14 GLUT3 520 Homo sapiens (Human) 0.84 0.60 1.39 1.94 0.58 -0.32 -0.23 -0.71 -0.52 -1.07 0.27 -0.56 -0.23 0.48 -0.21 -0.67 -0.30 -0.34 -1.18 -1.40 -0.56 -0.34 -0.81 -0.50 -0.58 -0.40 -1.24 1.52 2.63 3.85 1.50 0.80 0.85 0.61 0.70 0.48 1.21 0.68 0.86 1.39 0.63 0.86 0.81 0.79 0.57 0.71 0.67 0.43 587

2.14 1.05 0.14 1.07 0.98 1.13 1.44 0.00 1.08 1.34 1.56 1.19 0.00 1.08 1.10 1.29 0.91 0.71 0.00 1.17 0.61 0.83 Q8TDL5 BPIB1_HUMAN reviewed BPI fold-containing family B member 1 (Long palate, lung and nasal epithelium carcinoma-associated protein 1) (Von Ebner minor salivary gland protein) (VEMSGP)BPIFB1 C20orf114 LPLUNC1 UNQ706/PRO1357484 Homo sapiens (Human) -0.45 -0.59 -0.73 -1.32 0.13 0.28 0.36 1.18 0.39 -0.62 -0.35 -0.32 0.87 0.08 0.53 -0.62 0.25 0.16 0.60 0.06 -0.39 -1.12 -0.10 -0.24 -0.09 0.01 0.46 0.66 0.60 0.40 1.09 1.22 1.28 2.27 1.31 0.65 0.78 0.80 1.82 1.05 0.65 1.44 1.19 0.46 0.94 0.85 0.94 0.71 588

2.26 1.13 0.73 31.28 0.04 35.31 0.50 0.23 25.52 0.02 12.79 0.67 0.21 5.93 0.11 3.96 4.65 1.57 0.36 36.53 0.04 57.31 Q8TDR0 MIPT3_HUMANreviewed TRAF3-interacting protein 1 (Interleukin-13 receptor alpha 1-binding protein 1) (Microtubule-interacting protein associated with TRAF3) (MIP-T3)TRAF3IP1 MIPT3 691 Homo sapiens (Human) 0.29 0.68 -0.42 -0.15 0.35 0.96 -0.10 0.24 -0.33 -0.65 0.40 0.40 -0.64 0.17 -1.00 -0.13 -0.58 -0.20 -0.49 -0.06 0.23 0.20 0.31 -0.12 0.53 -0.09 -0.37 1.60 0.75 0.90 1.27 1.95 0.93 1.18 0.80 0.64 1.32 1.32 0.64 1.13 0.92 0.50 0.67 1.15 1.24 0.92 1.44 1.57 589

1.54 1.24 0.03 1.21 1.02 1.50 1.26 0.07 1.28 0.98 1.61 0.91 0.46 1.30 0.70 1.19 1.18 0.91 0.77 2.00 0.46 1.83 Q8TE68 ES8L1_HUMANreviewed Epidermal growth factor receptor kinase substrate 8-like protein 1 (EPS8-like protein 1) (Epidermal growth factor receptor pathway substrate 8-related protein 1) (EPS8-related protein 1)EPS8L1 DRC3 EPS8R1 PP10566723 Homo sapiens (Human) 0.31 -0.03 0.19 0.78 0.12 0.50 -0.26 0.17 0.09 -0.46 0.15 0.01 0.37 0.31 0.33 -0.51 -0.13 0.01 -0.31 -0.33 -0.02 -0.19 -0.12 0.05 0.18 0.00 -0.32 0.98 1.14 1.72 1.09 1.41 0.84 1.12 1.06 0.73 1.11 1.00 1.29 1.24 0.70 1.26 0.91 0.88 0.92 1.03 1.14 0.91 590

2.06 0.83 0.14 1.34 0.62 1.11 0.85 0.14 1.28 0.67 1.09 1.09 0.51 1.44 0.75 1.57 6.19 0.89 0.55 1.75 0.51 1.55 Q8TEX9 IPO4_HUMAN reviewed Importin-4 (Imp4) (Importin-4b) (Imp4b) (Ran-binding protein 4) (RanBP4)IPO4 IMP4B RANBP4 1081 Homo sapiens (Human) 0.09 0.19 -0.58 0.01 0.33 0.48 0.26 0.36 -0.08 -0.22 0.20 0.69 0.49 -0.27 -0.23 -0.90 0.12 0.04 -0.05 -0.10 -0.02 -0.23 0.41 -0.41 0.17 0.02 -0.06 1.14 0.67 1.01 1.26 1.40 1.20 1.29 0.95 0.86 1.15 1.62 1.40 0.83 0.54 0.85 1.09 0.85 1.33 0.75 1.12 0.89 591

0.88 1.16 0.00 1.06 1.09 1.23 1.11 0.00 1.06 1.05 1.18 0.73 0.00 1.08 0.67 0.78 1.06 0.59 0.00 1.09 0.54 0.64 Q8WUM4 PDC6I_HUMANreviewed Programmed cell death 6-interacting protein (PDCD6-interacting protein) (ALG-2-interacting protein 1) (ALG-2-interacting protein X) (Hp95)PDCD6IP AIP1 ALIX KIAA1375868 Homo sapiens (Human) 0.55 0.82 0.52 1.08 0.23 0.09 -0.53 -0.09 -0.42 -0.51 0.08 -0.04 -0.36 0.21 0.15 -0.29 -0.46 -0.21 -0.76 -0.74 -0.19 0.23 -0.77 0.13 -0.38 -0.20 -0.75 1.77 1.43 2.12 1.17 1.07 0.69 0.94 0.75 0.70 1.06 0.97 0.78 1.16 0.82 1.11 0.73 1.18 0.59 1.10 0.77 0.59 592

2.52 1.10 0.43 1.28 0.86 1.41 1.06 0.45 1.18 0.90 1.25 0.90 0.20 1.17 0.77 1.06 1.09 0.53 0.00 1.50 0.35 0.80 Q8WXI7 MUC16_HUMANreviewed Mucin-16 (MUC-16) (Ovarian cancer-related tumor marker CA125) (CA-125) (Ovarian carcinoma antigen CA125)MUC16 CA125 22152 Homo sapiens (Human) -0.22 -0.62 -0.30 -0.38 0.02 0.17 0.15 1.33 -0.40 -0.76 0.41 -0.24 1.07 0.14 0.09 -0.60 -0.14 0.10 0.32 0.08 -0.14 -0.80 -0.07 0.20 0.09 0.03 0.25 0.65 0.81 0.77 1.01 1.13 1.11 2.52 0.76 0.59 1.33 0.85 2.10 1.10 0.66 1.06 0.90 0.57 0.96 1.15 1.07 0.53 593

1.30 1.11 0.27 1.27 0.87 1.40 1.52 0.01 1.27 1.20 1.93 0.89 0.33 1.37 0.65 1.22 1.33 0.92 0.35 1.27 0.73 1.17 Q92485 ASM3B_HUMANreviewed Acid sphingomyelinase-like phosphodiesterase 3b (ASM-like phosphodiesterase 3b) (EC 3.1.4.-)SMPDL3B ASML3B 455 Homo sapiens (Human) 0.27 0.55 0.37 0.73 0.01 -0.28 -0.37 -0.31 -0.42 0.00 0.36 0.13 0.03 0.14 0.60 0.57 -0.17 0.05 -0.22 -0.32 -0.04 0.33 -0.19 -0.05 -0.26 0.03 -0.25 1.46 1.29 1.66 1.01 0.82 0.77 0.80 0.75 1.00 1.28 1.09 1.02 1.11 1.48 1.52 0.89 1.26 0.88 0.97 0.84 0.92 594

1.33 0.92 0.53 1.41 0.65 1.30 0.85 0.23 1.37 0.62 1.16 0.94 0.60 1.35 0.69 1.27 1.26 1.00 0.97 1.23 0.82 1.23 Q92499 DDX1_HUMAN reviewed ATP-dependent RNA helicase DDX1 (EC 3.6.4.13) (DEAD box protein 1) (DEAD box protein retinoblastoma) (DBP-RB)DDX1 740 Homo sapiens (Human) -0.06 -0.07 -0.77 0.05 0.51 -0.01 -0.12 -0.10 -0.41 0.12 0.00 0.09 -0.17 -0.12 -0.23 0.20 -0.09 -0.08 -0.02 0.08 0.02 -0.50 0.52 0.23 -0.16 -0.05 0.01 0.95 0.59 1.04 1.42 0.99 0.92 0.94 0.75 1.08 1.00 1.07 0.89 0.92 1.15 0.85 0.94 0.71 1.43 1.17 0.89 1.00 595

1.35 0.98 0.87 1.44 0.68 1.42 1.08 0.44 1.44 0.75 1.55 0.80 0.55 3.89 0.21 3.12 1.77 0.89 0.39 1.60 0.56 1.42 Q92542 NICA_HUMAN reviewed Nicastrin NCSTN KIAA0253 UNQ1874/PRO4317709 Homo sapiens (Human) 0.04 -0.06 0.30 0.11 -0.20 0.06 -0.03 0.04 -0.03 -0.20 0.00 0.39 -0.09 -0.02 0.11 0.13 -0.32 0.00 -0.05 0.16 0.20 0.36 0.13 0.18 0.15 0.05 0.01 0.96 1.23 1.08 0.87 1.04 0.98 1.02 0.98 0.87 1.00 1.31 0.94 0.98 1.09 1.08 0.80 1.28 1.09 1.13 1.11 0.89 596

1.68 0.92 0.85 2.57 0.36 2.37 0.89 0.20 1.22 0.73 1.08 0.89 0.80 2.70 0.33 2.41 1.48 1.22 0.03 1.19 1.02 1.46 Q92598 HS105_HUMANreviewed Heat shock protein 105 kDa (Antigen NY-CO-25) (Heat shock 110 kDa protein)HSPH1 HSP105 HSP110 KIAA0201858 Homo sapiens (Human) 0.01 0.74 -0.49 0.13 -0.39 0.08 0.04 0.29 -0.02 -0.14 0.30 0.38 0.51 -0.12 -0.17 0.08 -0.16 0.09 0.08 -0.02 0.00 -0.09 0.09 0.03 -0.05 0.06 0.05 1.67 0.71 1.09 0.76 1.06 1.03 1.22 0.99 0.91 1.23 1.31 1.42 0.92 1.06 0.89 0.89 0.94 1.07 1.02 0.97 1.22 597

3.05 1.01 0.93 1.46 0.69 1.47 1.00 0.97 1.47 0.68 1.46 0.86 0.38 1.82 0.47 1.56 1.04 0.87 0.39 1.75 0.49 1.52 Q92608 DOCK2_HUMANreviewed Dedicator of cytokinesis protein 2DOCK2 KIAA0209 1830 Homo sapiens (Human) -0.17 -0.68 -0.26 -0.32 0.67 -0.24 -0.21 0.02 -0.07 -0.03 -0.28 -0.41 0.07 0.01 -0.01 0.15 -0.22 -0.09 0.08 0.13 -0.03 -0.18 -0.05 -0.18 0.28 -0.07 0.09 0.62 0.84 0.80 1.59 0.85 0.87 1.01 0.95 0.98 0.82 0.75 1.05 1.01 1.11 1.00 0.86 0.88 0.97 0.88 1.21 0.87 598

1.15 0.96 0.54 1.18 0.81 1.13 0.98 0.75 1.17 0.84 1.14 1.01 0.86 1.13 0.90 1.14 1.59 0.96 0.41 1.13 0.85 1.08 Q92616 GCN1L_HUMANreviewed Translational activator GCN1 (HsGCN1) (GCN1-like protein 1)GCN1L1 KIAA0219 2671 Homo sapiens (Human) -0.05 -0.28 -0.26 -0.07 0.11 0.27 0.40 -0.08 0.44 0.50 0.04 0.11 0.04 -0.07 -0.03 0.29 0.01 0.15 0.20 0.22 0.17 0.13 0.29 0.13 0.13 0.16 0.20 0.82 0.84 0.95 1.08 1.20 1.32 0.95 1.35 1.42 1.03 1.08 1.03 0.96 1.22 0.98 1.01 1.09 1.22 1.10 1.10 0.96 599

0.96 0.97 0.68 1.15 0.85 1.12 1.11 0.02 1.10 1.02 1.22 1.09 0.07 1.10 0.99 1.19 1.17 1.21 0.00 1.13 1.07 1.36 Q92817 EVPL_HUMAN reviewed Envoplakin (210 kDa cornified envelope precursor protein) (210 kDa paraneoplastic pemphigus antigen) (p210)EVPL 2033 Homo sapiens (Human) 0.08 0.35 0.17 0.09 -0.32 0.09 -0.18 0.12 -0.11 -0.55 0.33 0.00 -0.21 -0.04 0.16 -0.52 0.12 -0.08 -0.16 0.15 0.23 0.60 0.12 -0.08 0.30 0.00 -0.07 1.28 1.13 1.07 0.80 1.07 0.88 1.09 0.93 0.68 1.26 1.00 0.87 0.97 0.70 1.11 1.09 1.52 1.08 0.94 1.23 1.21 600

NA 0.64 NA NA NA NA 1.45 NA NA NA NA 0.91 NA NA NA NA 3.42 0.72 NA NA NA NA Q92905 CSN5_HUMAN reviewed COP9 signalosome complex subunit 5 (SGN5) (Signalosome subunit 5) (EC 3.4.-.-) (Jun activation domain-binding protein 1)COPS5 CSN5 JAB1 334 Homo sapiens (Human) -0.30 -0.35 -0.57 -0.12 0.18 -0.64 0.46 -0.35 -0.25 -0.10 0.76 -0.30 0.01 -0.65 0.53 0.30 -0.14 0.02 0.32 0.51 0.21 0.20 0.62 0.15 -0.13 0.07 0.37 0.78 0.68 0.92 1.14 0.64 1.38 0.78 0.84 0.93 1.69 0.81 1.01 0.64 1.23 1.45 0.91 1.15 1.54 1.11 0.91 0.72 735

3.39 0.96 0.74 3.51 0.27 3.37 0.93 0.68 5.73 0.16 5.32 1.06 0.79 9.82 0.11 10.45 1.72 0.99 0.99 35.36 0.03 35.15 Q92973 TNPO1_HUMANreviewed Transportin-1 (Importin beta-2) (Karyopherin beta-2) (M9 region interaction protein) (MIP)TNPO1 KPNB2 MIP1 TRN 898 Homo sapiens (Human) -0.23 0.03 -0.66 -0.09 -0.02 -0.39 0.02 0.25 -0.16 0.25 0.17 0.12 -0.05 -0.06 -0.11 0.34 0.09 0.08 0.30 0.20 -0.03 -0.16 0.06 -0.01 -0.01 0.05 0.27 1.02 0.63 0.94 0.99 0.76 1.01 1.19 0.89 1.19 1.12 1.08 0.96 0.96 1.26 0.93 1.06 0.89 1.04 0.99 0.99 0.99 601

2.95 0.64 0.17 4.64 0.14 2.99 0.69 0.35 16.78 0.04 11.64 0.70 0.18 3.73 0.19 2.61 1.01 0.98 0.90 3.70 0.27 3.64 Q96AX1 VP33A_HUMANreviewed Vacuolar protein sorting-associated protein 33A (hVPS33A)VPS33A 596 Homo sapiens (Human) -0.08 -0.38 -0.35 -0.40 0.75 -0.03 -0.66 0.00 -0.60 0.46 -0.39 -0.47 -0.33 -0.64 -0.53 0.11 -0.51 -0.32 -0.24 -0.26 -0.34 -0.58 -0.48 -0.15 -0.14 -0.33 -0.25 0.77 0.78 0.76 1.68 0.98 0.63 1.00 0.66 1.38 0.76 0.72 0.79 0.64 1.08 0.69 0.70 0.67 0.72 0.90 0.91 0.98 602

NA 1.76 NA NA NA NA 1.11 NA NA NA NA 0.79 NA NA NA NA 45.55 1.07 NA NA NA NA Q96C23 GALM_HUMANreviewed Aldose 1-epimerase (EC 5.1.3.3) (Galactose mutarotase)GALM BLOCK25 342 Homo sapiens (Human) -0.43 0.33 -1.92 0.48 -0.91 -0.11 0.35 0.14 -0.04 -0.21 -0.15 -0.09 0.26 0.82 0.15 0.16 -0.35 0.09 0.52 0.58 0.15 -0.61 0.07 0.77 0.38 0.11 0.54 1.26 0.26 1.40 0.53 0.92 1.28 1.10 0.97 0.86 0.90 0.94 1.19 1.76 1.11 1.11 0.79 0.66 1.05 1.70 1.30 1.07 736

NA 1.28 NA NA NA NA 0.63 NA NA NA NA 0.75 NA NA NA NA 1.67 0.65 NA NA NA NA Q96CF2 CHM4C_HUMANreviewed Charged multivesicular body protein 4c (Chromatin-modifying protein 4c) (CHMP4c) (SNF7 homolog associated with Alix 3) (SNF7-3) (hSnf7-3) (Vacuolar protein sorting-associated protein 32-3) (Vps32-3) (hVps32-3)CHMP4C SHAX3 233 Homo sapiens (Human) 0.63 1.08 0.58 1.19 -0.02 0.31 -0.88 -0.18 -0.19 -0.55 0.47 -0.21 -1.21 0.35 -0.66 -0.05 -0.41 -0.32 -0.95 -0.46 0.17 0.81 -0.77 0.35 0.28 -0.19 -0.82 2.12 1.50 2.29 0.98 1.24 0.54 0.88 0.88 0.68 1.38 0.86 0.43 1.28 0.97 0.63 0.75 1.76 0.59 1.28 1.21 0.65 737

1.22 1.04 0.63 1.20 0.86 1.24 0.83 0.06 1.22 0.68 1.02 0.91 0.38 1.30 0.70 1.18 1.19 0.89 0.36 1.38 0.64 1.22 Q96CX2 KCD12_HUMANreviewed BTB/POZ domain-containing protein KCTD12 (Pfetin) (Predominantly fetal expressed T1 domain)KCTD12 C13orf2 KIAA1778 PFET1325 Homo sapiens (Human) 0.17 0.43 -0.36 0.26 0.21 0.30 0.24 0.02 0.18 -0.27 0.37 0.04 -0.11 0.05 -0.26 -0.10 -0.14 0.00 -0.17 0.01 0.18 0.25 0.18 0.30 -0.02 0.05 -0.12 1.35 0.78 1.19 1.16 1.23 1.18 1.01 1.13 0.83 1.29 1.03 0.92 1.04 0.94 0.83 0.91 1.19 1.13 1.23 0.99 0.89 603

4.60 0.98 0.99 52.63 0.02 51.84 0.81 0.84 21.33 0.04 17.30 1.30 0.79 19.01 0.07 24.78 4.27 0.49 0.52 21.13 0.02 10.45 Q96DA0 ZG16B_HUMANreviewed Zymogen granule protein 16 homolog BZG16B UNQ773/PRO1567208 Homo sapiens (Human) -0.34 -1.13 -1.09 -0.22 0.37 0.37 0.03 0.29 -0.03 0.38 -0.29 -0.76 -0.17 -0.02 -0.30 -0.14 0.38 -0.06 0.28 0.03 -0.31 -0.57 -0.31 0.00 -0.35 -0.12 0.22 0.46 0.47 0.86 1.30 1.29 1.02 1.23 0.98 1.30 0.82 0.59 0.89 0.98 0.91 0.81 1.30 0.67 0.80 1.00 0.79 0.49 826

1.31 1.02 0.84 1.29 0.79 1.32 0.77 0.19 1.64 0.47 1.26 0.85 0.16 1.32 0.64 1.12 1.94 0.73 0.03 1.29 0.57 0.94 Q96FN4 CPNE2_HUMANreviewed Copine-2 (Copine II)CPNE2 548 Homo sapiens (Human) 0.23 0.59 0.61 0.07 -0.04 -0.08 0.36 0.10 0.29 -0.76 0.09 0.36 0.02 0.03 -0.38 -0.09 -0.23 -0.02 -0.25 -0.21 0.02 0.16 -0.08 0.13 -0.14 -0.01 -0.24 1.50 1.52 1.05 0.97 0.95 1.28 1.08 1.22 0.59 1.06 1.28 1.01 1.02 0.94 0.77 0.85 1.12 0.95 1.10 0.91 0.73 604

1.47 1.04 0.67 1.32 0.79 1.38 0.98 0.85 1.27 0.78 1.25 1.13 0.21 1.27 0.89 1.43 1.61 1.13 0.26 1.32 0.86 1.48 Q96FW1 OTUB1_HUMANreviewed Ubiquitin thioesterase OTUB1 (EC 3.4.19.12) (Deubiquitinating enzyme OTUB1) (OTU domain-containing ubiquitin aldehyde-binding protein 1) (Otubain-1) (hOTU1) (Ubiquitin-specific-processing protease OTUB1)OTUB1 OTB1 OTU1 HSPC263271 Homo sapiens (Human) -0.26 0.44 -1.00 0.04 -0.33 -0.42 -0.12 0.44 -0.07 -0.08 0.04 0.36 -0.08 0.06 -0.02 -0.08 0.17 0.06 0.31 0.39 0.14 0.02 0.47 -0.10 0.15 0.08 0.33 1.36 0.50 1.03 0.79 0.75 0.92 1.36 0.95 0.94 1.03 1.28 0.95 1.04 0.95 0.98 1.13 1.01 1.39 0.93 1.11 1.13 605

3.91 0.90 0.53 4.26 0.21 3.84 0.92 0.74 10.92 0.08 10.07 0.94 0.86 25.55 0.04 24.08 2.05 1.43 0.20 4.28 0.33 6.12 Q96IU4 ABHEB_HUMANreviewed Alpha/beta hydrolase domain-containing protein 14B (Abhydrolase domain-containing protein 14B) (EC 3.-.-.-) (CCG1-interacting factor B)ABHD14B CIB 210 Homo sapiens (Human) 0.03 0.87 -0.46 0.13 -0.06 -0.34 0.06 0.58 -0.08 -0.60 -0.08 0.49 -0.09 -0.15 -0.12 -0.81 -0.09 -0.08 -0.11 0.01 0.04 -0.03 0.55 -0.26 -0.12 -0.05 -0.08 1.83 0.73 1.10 0.96 0.79 1.04 1.50 0.95 0.66 0.94 1.41 0.94 0.90 0.57 0.92 0.94 0.98 1.46 0.84 0.92 1.43 606

NA 1.11 NA NA NA NA 0.97 NA NA NA NA 0.99 NA NA NA NA 4.92 0.84 NA NA NA NA Q96J02 ITCH_HUMAN reviewed E3 ubiquitin-protein ligase Itchy homolog (Itch) (EC 6.3.2.-) (Atrophin-1-interacting protein 4) (AIP4) (NFE2-associated polypeptide 1) (NAPP1)ITCH 903 Homo sapiens (Human) 0.03 0.10 0.16 0.16 -0.33 0.05 0.11 -0.01 0.41 0.11 0.34 -0.15 -0.02 0.15 -0.04 -0.04 -0.01 0.08 0.05 -0.03 0.00 0.11 -0.03 -0.03 -0.05 0.06 0.03 1.07 1.12 1.12 0.80 1.04 1.08 0.99 1.33 1.08 1.27 0.90 0.99 1.11 0.97 0.97 0.99 1.08 0.98 0.98 0.97 0.84 738

1.32 0.77 0.09 1.42 0.55 1.10 0.71 0.05 1.42 0.50 1.01 0.66 0.34 4.33 0.15 2.85 NA 1.16 0.21 1.42 0.82 1.65 Q96JC1 VPS39_HUMANreviewed Vam6/Vps39-like protein (TRAP1-like protein) (hVam6p)VPS39 KIAA0770 TLP VAM6886 Homo sapiens (Human) 0.10 -0.11 0.07 -0.76 1.04 0.28 -0.25 0.17 -0.42 -1.55 -0.17 -0.21 -0.10 -0.37 -0.49 -0.59 -0.60 -0.42 -0.52 -0.27 -0.17 0.01 -0.03 -0.29 -0.36 -0.35 -0.45 0.93 1.05 0.59 2.06 1.21 0.84 1.13 0.75 0.34 0.89 0.86 0.93 0.77 0.67 0.71 0.66 1.00 0.98 0.82 0.78 1.16 827

1.21 1.03 0.59 1.13 0.91 1.16 0.94 0.51 1.22 0.77 1.15 1.19 0.01 1.13 1.05 1.34 1.33 1.20 0.01 1.13 1.06 1.36 Q96KP4 CNDP2_HUMANreviewed Cytosolic non-specific dipeptidase (EC 3.4.13.18) (CNDP dipeptidase 2) (Glutamate carboxypeptidase-like protein 1) (Peptidase A)CNDP2 CN2 CPGL PEPA 475 Homo sapiens (Human) 0.00 0.29 -0.05 0.17 -0.63 0.22 0.24 0.43 0.30 -0.39 0.18 0.16 -0.05 0.04 -0.09 -0.08 0.25 0.09 0.09 0.10 0.10 0.14 0.02 0.21 0.02 0.09 0.09 1.22 0.97 1.13 0.64 1.17 1.18 1.35 1.23 0.77 1.14 1.12 0.97 1.03 0.94 0.94 1.19 1.11 1.01 1.16 1.01 1.20 607

1.29 1.46 0.00 1.14 1.28 1.66 0.87 0.17 1.24 0.70 1.08 1.03 0.64 1.15 0.89 1.19 1.39 0.71 0.05 1.41 0.50 1.00 Q96NY7 CLIC6_HUMAN reviewed Chloride intracellular channel protein 6 (Parchorin)CLIC6 CLIC1L 704 Homo sapiens (Human) 0.09 0.31 -0.05 0.15 -0.38 0.39 -0.19 0.54 -0.36 -0.63 0.52 0.30 0.16 0.54 -0.20 -0.06 0.04 0.06 -0.02 -0.19 -0.11 -0.35 -0.04 -0.05 0.01 0.02 -0.07 1.24 0.97 1.11 0.77 1.31 0.88 1.46 0.78 0.65 1.44 1.24 1.12 1.46 0.96 0.87 1.03 0.79 0.97 0.97 1.01 0.71 608

1.35 1.32 0.01 1.19 1.10 1.57 1.70 0.00 1.20 1.42 2.03 1.79 0.00 1.19 1.50 2.14 1.23 0.65 0.01 1.27 0.51 0.82 Q96PD5 PGRP2_HUMANreviewed N-acetylmuramoyl-L-alanine amidase (EC 3.5.1.28) (Peptidoglycan recognition protein 2) (Peptidoglycan recognition protein long) (PGRP-L)PGLYRP2 PGLYRPL PGRPL UNQ3103/PRO10102576 Homo sapiens (Human) -1.11 -1.44 -1.14 -0.65 -1.18 -1.16 0.77 -0.50 0.06 1.37 -0.12 0.08 0.18 0.40 0.77 0.57 0.84 0.40 1.51 1.60 0.49 0.83 0.57 0.54 0.02 0.42 1.54 0.37 0.45 0.64 0.44 0.45 1.70 0.71 1.04 2.59 0.92 1.05 1.13 1.32 1.48 1.70 1.79 1.77 1.48 1.45 1.01 0.65 609

7817.45 1.15 0.39 3.51 0.33 4.05 0.67 0.15 3.51 0.19 2.34 0.42 0.08 3.81 0.11 1.60 3.54 0.61 0.18 6.23 0.10 3.79 Q96PL1 SG3A2_HUMANreviewed Secretoglobin family 3A member 2 (Pneumo secretory protein 1) (PnSP-1) (Uteroglobin-related protein 1)SCGB3A2 PNSP1 UGRP1 UNQ566/PRO112893 Homo sapiens (Human) 0.27 0.20 -0.12 -0.36 0.73 0.93 0.49 0.06 0.23 -0.59 0.72 -0.86 0.26 0.20 -0.59 -0.88 -1.25 -0.20 -0.47 -0.55 -0.28 0.28 -0.59 -0.36 -0.43 -0.22 -0.49 1.15 0.92 0.78 1.65 1.90 1.41 1.04 1.17 0.67 1.64 0.55 1.20 1.15 0.54 0.67 0.42 1.21 0.66 0.78 0.74 0.61 828

1.73 0.96 0.76 1.40 0.68 1.34 1.07 0.48 1.26 0.85 1.35 0.99 0.92 1.26 0.79 1.24 1.23 0.88 0.38 1.38 0.64 1.21 Q96QK1 VPS35_HUMANreviewed Vacuolar protein sorting-associated protein 35 (hVPS35) (Maternal-embryonic 3) (Vesicle protein sorting 35)VPS35 MEM3 TCCCTA00141796 Homo sapiens (Human) -0.16 0.48 -0.85 0.00 -0.35 -0.11 0.29 0.47 0.04 0.01 0.26 0.01 0.31 -0.06 0.10 0.17 -0.01 0.14 0.31 0.33 0.16 0.08 0.12 -0.03 0.47 0.15 0.31 1.39 0.56 1.00 0.79 0.93 1.23 1.39 1.03 1.01 1.19 1.01 1.24 0.96 1.13 1.07 0.99 1.06 1.09 0.98 1.39 0.88 610

6.34 0.53 0.10 3.68 0.14 1.94 0.57 0.12 3.84 0.15 2.20 0.51 0.11 4.41 0.12 2.23 2.19 0.50 0.15 8.34 0.06 4.17 Q96QR1 SG3A1_HUMANreviewed Secretoglobin family 3A member 1 (Cytokine HIN-1) (High in normal 1) (Pneumo secretory protein 2) (PnSP-2) (Uteroglobin-related protein 2)SCGB3A1 HIN1 PNSP2 UGRP2 UNQ629/PRO1245104 Homo sapiens (Human) -0.20 -0.71 -0.43 -1.18 0.77 0.57 0.51 1.29 1.51 -1.70 -1.10 -0.79 -0.04 -0.92 -0.81 -1.38 -0.98 -0.40 -0.20 -0.48 -0.68 -0.78 -0.47 -1.01 -0.46 -0.47 -0.28 0.61 0.74 0.44 1.70 1.48 1.42 2.45 2.86 0.31 0.47 0.58 0.97 0.53 0.38 0.57 0.51 0.58 0.72 0.50 0.72 0.50 611

1.30 0.92 0.19 1.16 0.79 1.07 0.67 0.13 1.77 0.38 1.19 0.75 0.52 2.95 0.25 2.21 1.28 1.12 0.20 1.22 0.92 1.36 Q96RY7 IF140_HUMAN reviewed Intraflagellar transport protein 140 homolog (WD and tetratricopeptide repeats protein 2)IFT140 KIAA0590 WDTC21462 Homo sapiens (Human) 0.15 0.44 -0.10 0.10 -0.21 0.54 0.27 0.06 0.10 -0.09 0.33 0.11 0.16 -0.13 -0.58 -0.26 -0.42 -0.04 -0.19 -0.08 0.07 0.38 0.24 -0.16 -0.16 -0.01 -0.16 1.36 0.93 1.07 0.86 1.45 1.20 1.04 1.07 0.94 1.26 1.08 1.12 0.92 0.84 0.67 0.75 1.30 1.18 0.90 0.89 1.12 612

4.06 0.85 0.35 3.63 0.23 3.08 0.87 0.41 3.65 0.24 3.19 0.91 0.64 7.24 0.13 6.57 3.55 0.88 0.76 48.58 0.02 42.94 Q96T76 MMS19_HUMANreviewed MMS19 nucleotide excision repair protein homolog (hMMS19) (MET18 homolog) (MMS19-like protein)MMS19 MMS19L 1030 Homo sapiens (Human) 0.13 0.13 -0.17 0.05 0.07 0.56 0.12 0.26 0.27 0.23 -0.06 0.01 0.13 -0.24 -0.19 -0.16 -0.14 0.02 -0.11 -0.12 0.01 0.07 0.25 -0.31 0.01 0.02 -0.11 1.10 0.89 1.03 1.05 1.47 1.09 1.20 1.20 1.17 0.96 1.01 1.10 0.85 0.90 0.87 0.91 1.05 1.19 0.81 1.01 0.88 613

1.19 1.02 0.70 1.15 0.89 1.18 1.09 0.18 1.14 0.95 1.24 0.90 0.14 1.15 0.78 1.04 1.39 0.83 0.04 1.20 0.69 0.99 Q96TA1 NIBL1_HUMAN reviewed Niban-like protein 1 (Meg-3) (Melanoma invasion by ERK) (MINERVA) (Protein FAM129B)FAM129B C9orf88 746 Homo sapiens (Human) 0.11 0.33 -0.01 0.30 -0.22 0.15 -0.03 0.10 0.16 -0.02 0.17 0.24 -0.02 0.03 0.12 0.08 -0.15 0.06 -0.05 0.06 0.17 0.28 0.13 0.23 0.05 0.09 -0.02 1.26 0.99 1.23 0.86 1.11 0.98 1.07 1.12 0.98 1.13 1.18 0.98 1.02 1.06 1.09 0.90 1.21 1.09 1.17 1.03 0.83 614

3.50 1.57 0.00 1.20 1.31 1.88 1.05 0.58 1.22 0.86 1.28 1.57 0.21 2.13 0.74 3.34 1.05 0.49 0.00 1.25 0.39 0.61 Q99102 MUC4_HUMANreviewed Mucin-4 (MUC-4) (Ascites sialoglycoprotein) (ASGP) (Pancreatic adenocarcinoma mucin) (Testis mucin) (Tracheobronchial mucin) [Cleaved into: Mucin-4 alpha chain (Ascites sialoglycoprotein 1) (ASGP-1); Mucin-4 beta chain (Ascites sialoglycoprotein 2) (ASGP-2)]MUC4 2169 Homo sapiens (Human) -0.53 -0.77 -0.27 -1.04 -0.77 0.21 0.11 1.09 -0.09 -1.06 -0.10 -0.11 1.31 0.65 0.07 -0.20 0.65 0.21 0.74 0.19 -0.34 -0.93 -0.15 -0.49 0.21 0.06 0.59 0.59 0.83 0.49 0.59 1.15 1.08 2.13 0.94 0.48 0.93 0.93 2.48 1.57 0.87 1.05 1.57 0.52 0.90 0.71 1.15 0.49 615

0.87 0.57 0.00 1.24 0.46 0.70 0.60 0.01 1.38 0.44 0.83 0.91 0.41 1.32 0.69 1.20 0.96 1.15 0.17 1.24 0.92 1.43 Q99460 PSMD1_HUMANreviewed 26S proteasome non-ATPase regulatory subunit 1 (26S proteasome regulatory subunit RPN2) (26S proteasome regulatory subunit S1) (26S proteasome subunit p112)PSMD1 953 Homo sapiens (Human) 0.23 -0.25 0.30 -0.79 1.33 0.56 -0.05 -0.26 -0.14 -0.36 -0.38 -0.31 -0.56 -0.81 -0.73 0.17 -0.14 -0.33 -0.56 -0.63 -0.40 -0.15 -0.32 -0.59 -0.52 -0.34 -0.57 0.84 1.24 0.58 2.51 1.47 0.97 0.83 0.91 0.78 0.77 0.81 0.68 0.57 1.12 0.60 0.91 0.90 0.80 0.66 0.70 1.15 616

1.53 1.35 0.00 1.17 1.15 1.58 0.93 0.43 1.24 0.74 1.15 0.85 0.11 1.23 0.69 1.05 1.27 1.16 0.05 1.17 1.00 1.36 Q99497 PARK7_HUMANreviewed Protein DJ-1 (EC 3.4.-.-) (Oncogene DJ1) (Parkinson disease protein 7)PARK7 189 Homo sapiens (Human) 0.08 0.40 -0.05 0.33 -0.39 0.12 0.10 0.60 -0.06 -0.33 0.24 0.13 0.19 0.43 -0.11 0.10 -0.23 0.10 0.02 -0.10 -0.02 0.09 0.10 0.01 -0.26 0.07 -0.01 1.32 0.96 1.25 0.76 1.09 1.08 1.52 0.96 0.79 1.18 1.09 1.14 1.35 1.08 0.93 0.85 1.06 1.07 1.01 0.83 1.16 617

0.86 0.75 0.02 1.25 0.60 0.94 0.89 0.26 1.25 0.71 1.11 0.96 0.65 1.24 0.78 1.18 0.94 0.72 0.03 1.33 0.54 0.95 Q99536 VAT1_HUMAN reviewed Synaptic vesicle membrane protein VAT-1 homolog (EC 1.-.-.-)VAT1 393 Homo sapiens (Human) -0.07 -0.70 -0.41 -0.42 1.11 0.09 -0.08 -0.04 -0.63 0.01 -0.39 -0.46 -0.56 -0.41 -0.17 0.02 -0.06 -0.25 -0.18 -0.19 -0.26 -0.65 -0.07 -0.14 -0.17 -0.25 -0.19 0.62 0.75 0.75 2.15 1.06 0.94 0.97 0.65 1.01 0.76 0.73 0.68 0.75 1.01 0.89 0.96 0.64 0.96 0.91 0.89 0.72 618

NA 1.08 NA NA NA NA 1.31 NA NA NA NA 1.17 NA NA NA NA 1.80 0.91 NA NA NA NA Q99613 EIF3C_HUMAN reviewed Eukaryotic translation initiation factor 3 subunit C (eIF3c) (Eukaryotic translation initiation factor 3 subunit 8) (eIF3 p110)EIF3C EIF3S8 913 Homo sapiens (Human) 0.31 -0.28 0.95 -0.09 0.96 0.01 -0.25 -0.51 -0.61 0.12 -0.14 0.18 -0.03 0.11 0.39 -0.02 0.23 -0.05 -0.35 -0.48 -0.18 -0.53 -0.31 -0.02 0.16 -0.08 -0.39 0.82 1.93 0.94 1.94 1.01 0.84 0.70 0.65 1.09 0.91 1.13 0.98 1.08 0.98 1.31 1.17 0.69 0.80 0.98 1.12 0.91 739

0.85 1.48 0.03 1.37 1.08 2.02 1.08 0.48 1.31 0.82 1.41 0.65 0.05 1.51 0.43 0.99 1.51 0.55 0.02 1.61 0.34 0.88 Q99685 MGLL_HUMAN reviewed Monoglyceride lipase (MGL) (EC 3.1.1.23) (HU-K5) (Lysophospholipase homolog) (Lysophospholipase-like) (Monoacylglycerol lipase) (MAGL)MGLL 303 Homo sapiens (Human) 0.62 0.42 1.03 0.99 0.48 0.17 -0.74 -0.51 -0.40 0.06 0.42 0.29 -0.94 0.57 0.11 0.00 -0.62 -0.16 -0.78 -0.95 -0.33 -0.30 -0.77 -0.18 -0.09 -0.21 -0.82 1.34 2.04 1.98 1.39 1.13 0.60 0.70 0.76 1.04 1.33 1.22 0.52 1.48 1.00 1.08 0.65 0.81 0.59 0.89 0.94 0.55 619

0.69 0.67 0.00 1.21 0.55 0.81 0.75 0.00 1.14 0.65 0.86 0.55 0.00 1.26 0.44 0.70 1.70 2.18 0.00 1.18 1.84 2.58 Q99758 ABCA3_HUMANreviewed ATP-binding cassette sub-family A member 3 (ABC-C transporter) (ATP-binding cassette transporter 3) (ATP-binding cassette 3)ABCA3 ABC3 1704 Homo sapiens (Human) -0.12 -0.21 0.13 0.40 -0.54 -0.40 0.17 0.81 0.24 0.05 -0.44 0.59 -0.86 -0.58 -0.42 0.08 -0.86 -0.11 0.01 0.49 0.36 0.08 0.06 1.09 0.22 0.01 0.14 0.86 1.09 1.32 0.69 0.76 1.12 1.75 1.18 1.03 0.74 1.50 0.55 0.67 1.06 0.75 0.55 1.05 1.04 2.13 1.16 2.18 620

0.88 1.20 0.01 1.14 1.05 1.36 1.09 0.16 1.14 0.96 1.24 0.82 0.01 1.14 0.72 0.94 3.36 0.74 0.01 1.20 0.61 0.88 Q99816 TS101_HUMANreviewed Tumor susceptibility gene 101 protein (ESCRT-I complex subunit TSG101)TSG101 390 Homo sapiens (Human) 0.57 0.74 0.73 1.15 0.27 -0.05 -0.52 -0.02 -0.24 -0.88 0.37 -0.07 -0.49 0.26 0.12 -0.22 -0.28 -0.18 -0.75 -0.73 -0.16 0.08 -0.51 0.03 -0.24 -0.17 -0.74 1.67 1.66 2.22 1.21 0.97 0.70 0.99 0.85 0.55 1.29 0.95 0.71 1.20 0.86 1.09 0.82 1.06 0.70 1.02 0.85 0.74 621

1.80 1.50 0.00 1.11 1.35 1.66 1.31 0.00 1.11 1.18 1.45 0.88 0.08 1.15 0.77 1.02 1.39 0.67 0.00 1.12 0.60 0.75 Q99828 CIB1_HUMAN reviewed Calcium and integrin-binding protein 1 (CIB) (Calcium- and integrin-binding protein) (CIBP) (Calmyrin) (DNA-PKcs-interacting protein) (Kinase-interacting protein) (KIP) (SNK-interacting protein 2-28) (SIP2-28)CIB1 CIB KIP PRKDCIP 191 Homo sapiens (Human) 0.18 0.20 0.50 0.10 -0.04 0.13 -0.23 0.43 -0.16 -0.69 0.13 0.28 0.58 0.59 0.38 -0.45 -0.18 0.06 -0.12 -0.37 -0.20 -0.48 -0.26 -0.15 0.10 -0.01 -0.18 1.15 1.41 1.07 0.98 1.09 0.85 1.35 0.89 0.62 1.09 1.21 1.49 1.50 0.73 1.31 0.88 0.72 0.84 0.90 1.07 0.67 622

1.18 0.81 0.03 1.18 0.69 0.96 0.91 0.32 1.25 0.72 1.13 1.04 0.51 1.15 0.90 1.20 1.00 1.17 0.07 1.19 0.98 1.40 Q99832 TCPH_HUMAN reviewed T-complex protein 1 subunit eta (TCP-1-eta) (CCT-eta) (HIV-1 Nef-interacting protein)CCT7 CCTH NIP7-1 543 Homo sapiens (Human) 0.28 0.18 -0.08 -0.31 0.86 0.74 -0.44 -0.17 -0.52 -0.42 -0.17 -0.28 -0.14 -0.30 -0.14 -0.36 0.06 -0.26 -0.54 -0.62 -0.34 -0.55 -0.42 -0.27 -0.11 -0.28 -0.56 1.13 0.95 0.81 1.81 1.67 0.73 0.89 0.70 0.75 0.89 0.82 0.91 0.81 0.78 0.91 1.04 0.68 0.75 0.83 0.93 1.17 623

3.59 1.28 0.25 3.59 0.36 4.59 1.07 0.63 3.74 0.29 4.01 1.20 0.32 3.57 0.33 4.27 17.45 1.04 0.75 3.61 0.29 3.77 Q99973 TEP1_HUMAN reviewed Telomerase protein component 1 (Telomerase-associated protein 1) (Telomerase protein 1) (p240) (p80 telomerase homolog)TEP1 TLP1 TP1 2627 Homo sapiens (Human) 0.52 1.90 0.37 0.00 -0.16 0.47 0.13 0.05 0.27 0.62 -0.14 -0.36 0.00 0.35 0.10 0.24 0.26 0.14 -0.38 -0.37 0.14 0.79 -0.13 -0.41 0.31 0.14 -0.38 3.72 1.29 1.00 0.89 1.39 1.09 1.04 1.20 1.54 0.91 0.78 1.00 1.28 1.18 1.07 1.20 1.73 0.92 0.75 1.24 1.04 829

1.63 0.91 0.37 1.42 0.64 1.29 0.95 0.57 1.42 0.67 1.34 1.09 0.40 1.42 0.77 1.54 4.58 1.86 0.10 2.55 0.73 4.75 Q9BR76 COR1B_HUMANreviewed Coronin-1B (Coronin-2)CORO1B 489 Homo sapiens (Human) 0.00 0.36 -0.43 0.14 0.02 -0.10 0.14 0.34 -0.25 -0.07 0.28 0.26 -0.50 -0.13 -0.08 0.28 0.12 0.04 0.03 0.25 0.25 -0.03 0.10 0.84 0.08 0.09 0.09 1.29 0.74 1.11 1.01 0.93 1.10 1.27 0.84 0.95 1.21 1.20 0.71 0.91 1.21 0.95 1.09 0.98 1.07 1.79 1.05 1.86 624

1.92 0.87 0.23 1.43 0.60 1.24 0.67 0.04 1.43 0.47 0.96 0.60 0.05 1.65 0.36 0.99 6.10 0.97 0.76 1.43 0.68 1.39 Q9BTW9 TBCD_HUMAN reviewed Tubulin-specific chaperone D (Beta-tubulin cofactor D) (tfcD) (SSD-1) (Tubulin-folding cofactor D)TBCD KIAA0988 SSD1 TFCD PP10961192 Homo sapiens (Human) 0.12 0.47 -0.07 -0.42 0.29 0.30 0.00 0.33 -0.24 -0.41 0.27 0.75 -0.01 -0.21 -0.57 -0.43 -0.74 -0.11 -0.23 -0.39 -0.28 -0.26 -0.30 -0.55 0.00 -0.16 -0.27 1.39 0.95 0.75 1.23 1.23 1.00 1.25 0.85 0.75 1.21 1.68 0.99 0.87 0.74 0.67 0.60 0.83 0.81 0.68 1.00 0.97 830

1.46 1.12 0.30 1.42 0.79 1.59 1.11 0.34 1.42 0.78 1.57 1.03 0.82 1.65 0.62 1.71 1.46 0.92 0.40 1.42 0.64 1.30 Q9BUL8 PDC10_HUMANreviewed Programmed cell death protein 10 (Cerebral cavernous malformations 3 protein) (TF-1 cell apoptosis-related protein 15)PDCD10 CCM3 TFAR15 212 Homo sapiens (Human) 0.12 0.16 0.09 0.26 -0.15 0.27 -0.42 0.32 -0.31 -0.45 0.02 0.01 -0.11 0.17 0.15 0.13 0.04 -0.04 -0.16 -0.17 -0.05 0.17 -0.16 -0.04 -0.15 -0.04 -0.17 1.11 1.06 1.20 0.90 1.20 0.75 1.25 0.81 0.73 1.01 1.01 0.93 1.12 1.09 1.11 1.03 1.12 0.90 0.97 0.90 0.92 625

0.87 1.14 0.13 1.19 0.96 1.35 1.31 0.01 1.21 1.08 1.58 0.96 0.66 1.24 0.77 1.19 0.92 0.94 0.61 1.29 0.73 1.21 Q9BW04 SARG_HUMAN reviewed Specifically androgen-regulated gene proteinSARG C1orf116 601 Homo sapiens (Human) 0.40 0.71 0.44 0.92 -0.27 0.18 -0.41 -0.11 -0.29 -0.28 0.30 -0.28 -0.52 0.18 0.38 -0.27 -0.06 -0.12 -0.52 -0.49 -0.10 0.15 -0.59 0.05 0.02 -0.12 -0.51 1.64 1.36 1.89 0.83 1.14 0.75 0.93 0.82 0.82 1.23 0.82 0.70 1.14 0.83 1.31 0.96 1.11 0.66 1.03 1.01 0.94 626

1.13 1.21 0.01 1.13 1.08 1.37 0.76 0.00 1.15 0.66 0.87 0.64 0.00 1.19 0.54 0.76 1.28 1.42 0.00 1.16 1.22 1.65 Q9BW30 TPPP3_HUMANreviewed Tubulin polymerization-promoting protein family member 3 (TPPP/p20)TPPP3 CGI-38 176 Homo sapiens (Human) -0.12 0.85 -0.77 0.08 -0.74 -0.01 0.29 0.74 -0.30 -1.05 0.50 0.02 -0.06 0.28 -0.40 -0.43 -0.65 -0.10 0.02 0.21 0.09 0.11 0.19 0.11 -0.02 -0.05 0.07 1.80 0.59 1.06 0.60 0.99 1.22 1.67 0.81 0.48 1.41 1.02 0.96 1.21 0.74 0.76 0.64 1.08 1.14 1.08 0.98 1.42 627

1.65 1.22 0.10 1.29 0.94 1.57 1.25 0.08 1.30 0.96 1.63 1.01 0.89 1.20 0.84 1.22 1.87 1.20 0.24 1.45 0.83 1.75 Q9BZQ8 NIBAN_HUMANreviewed Protein Niban (Cell growth-inhibiting gene 39 protein) (Protein FAM129A)FAM129A C1orf24 NIBAN GIG39928 Homo sapiens (Human) 0.04 0.10 0.07 0.23 -0.20 0.00 0.19 0.33 0.32 -0.04 0.09 0.35 -0.09 0.28 0.33 -0.50 0.01 0.12 0.07 0.01 0.05 0.13 0.10 -0.21 0.19 0.10 0.06 1.07 1.05 1.17 0.87 1.00 1.14 1.25 1.25 0.97 1.06 1.27 0.94 1.22 0.71 1.25 1.01 1.09 1.07 0.86 1.14 1.20 628

4.03 1.28 0.25 3.59 0.36 4.59 1.05 0.71 3.58 0.29 3.76 0.69 0.28 9.16 0.08 6.32 1.34 0.46 0.15 10.07 0.05 4.65 Q9C0K1 S39A8_HUMANreviewed Zinc transporter ZIP8 (BCG-induced integral membrane protein in monocyte clone 103 protein) (LIV-1 subfamily of ZIP zinc transporter 6) (LZT-Hs6) (Solute carrier family 39 member 8) (Zrt- and Irt-like protein 8) (ZIP-8)SLC39A8 BIGM103 ZIP8 PP3105460 Homo sapiens (Human) 0.59 0.48 1.30 0.94 0.08 0.17 -0.22 -0.19 -0.17 -0.36 0.39 -0.14 -0.72 0.36 0.07 -0.34 -0.53 -0.17 -0.76 -1.09 -0.50 0.08 -0.54 -0.67 -0.87 -0.26 -0.85 1.40 2.46 1.92 1.05 1.12 0.86 0.88 0.89 0.78 1.31 0.91 0.61 1.28 0.79 1.05 0.69 1.06 0.69 0.63 0.55 0.46 629

327.16 0.76 0.23 3.82 0.20 2.90 0.78 0.26 3.85 0.20 3.02 0.91 0.55 3.87 0.24 3.53 1607.10 1.03 0.90 10.63 0.10 10.93 Q9H0A8 COMD4_HUMANreviewed COMM domain-containing protein 4COMMD4 199 Homo sapiens (Human) 0.12 0.00 0.19 -0.56 0.62 0.34 -0.20 0.35 -0.13 -0.69 -0.20 -0.30 0.48 -0.40 -0.35 -0.69 -0.13 -0.21 -0.32 -0.44 -0.33 -0.41 -0.21 -0.76 0.07 -0.24 -0.36 1.00 1.14 0.68 1.53 1.27 0.87 1.27 0.91 0.62 0.87 0.81 1.39 0.76 0.62 0.78 0.91 0.75 0.86 0.59 1.05 1.03 630

NA 0.98 NA NA NA NA 0.98 NA NA NA NA 0.83 NA NA NA NA 1.08 0.89 NA NA NA NA Q9H0E2 TOLIP_HUMAN reviewed Toll-interacting proteinTOLLIP 274 Homo sapiens (Human) 0.22 0.23 0.31 0.49 0.10 -0.05 0.16 0.33 0.11 0.10 0.06 -0.15 -0.06 -0.02 -0.03 -0.03 -0.27 0.02 -0.20 -0.16 0.06 0.41 -0.03 -0.02 -0.13 0.03 -0.19 1.17 1.24 1.41 1.07 0.97 1.12 1.25 1.08 1.08 1.04 0.90 0.96 0.98 0.98 0.98 0.83 1.33 0.98 0.99 0.92 0.89 740

3.54 1.03 0.73 1.28 0.81 1.31 1.04 0.68 1.27 0.81 1.32 0.90 0.28 1.30 0.69 1.17 1.25 0.65 0.09 1.75 0.37 1.13 Q9H190 SDCB2_HUMANreviewed Syntenin-2 (Syndecan-binding protein 2)SDCBP2 SITAC18 292 Homo sapiens (Human) 0.78 0.96 1.17 1.09 0.60 0.10 -1.07 -1.40 -0.16 -0.31 0.24 -0.72 -0.09 0.04 0.05 -0.32 -0.15 -0.35 -1.14 -1.05 -0.27 0.29 -0.82 -0.31 -0.22 -0.33 -1.11 1.94 2.25 2.12 1.52 1.07 0.48 0.38 0.89 0.80 1.19 0.61 0.94 1.03 0.80 1.04 0.90 1.22 0.57 0.81 0.86 0.65 631

1.43 1.24 0.01 1.14 1.09 1.40 1.13 0.11 1.17 0.97 1.32 0.77 0.16 1.46 0.53 1.13 1.26 0.90 0.21 1.19 0.76 1.07 Q9H223 EHD4_HUMAN reviewed EH domain-containing protein 4 (Hepatocellular carcinoma-associated protein 10/11) (PAST homolog 4)EHD4 HCA10 HCA11 PAST4 FKSG7541 Homo sapiens (Human) 0.07 0.23 0.16 0.11 -0.34 0.17 -0.11 0.42 0.00 -0.08 0.23 0.18 0.20 0.31 0.18 -0.12 -0.37 0.07 0.01 0.07 0.14 0.21 0.11 0.08 0.15 0.09 0.02 1.17 1.12 1.08 0.79 1.13 0.92 1.34 1.00 0.94 1.17 1.13 1.15 1.24 0.92 1.13 0.77 1.16 1.08 1.05 1.11 0.90 632

3.11 0.78 0.25 3.73 0.21 2.91 0.88 0.43 3.77 0.23 3.32 0.83 0.33 3.76 0.22 3.14 3.39 1.33 0.22 3.75 0.35 4.97 Q9H269 VPS16_HUMANreviewed Vacuolar protein sorting-associated protein 16 homolog (hVPS16)VPS16 839 Homo sapiens (Human) 0.27 -0.11 0.06 -0.20 1.29 0.32 -0.33 0.09 -0.14 0.03 0.01 -0.07 -0.28 -0.36 -0.19 0.15 -0.26 -0.12 -0.39 -0.41 -0.14 -0.18 -0.09 -0.49 0.21 -0.13 -0.40 0.93 1.04 0.87 2.45 1.25 0.79 1.06 0.91 1.02 1.01 0.95 0.82 0.78 1.11 0.88 0.83 0.88 0.94 0.71 1.15 1.33 633

NA 1.15 NA NA NA NA 1.13 NA NA NA NA 0.67 NA NA NA NA 1.49 0.68 NA NA NA NA Q9H444 CHM4B_HUMANreviewed Charged multivesicular body protein 4b (Chromatin-modifying protein 4b) (CHMP4b) (SNF7 homolog associated with Alix 1) (SNF7-2) (hSnf7-2) (Vacuolar protein sorting-associated protein 32-2) (Vps32-2) (hVps32-2)CHMP4B C20orf178 SHAX1224 Homo sapiens (Human) 0.52 0.75 0.36 1.19 0.10 0.19 -0.15 -0.09 0.07 -0.69 0.35 0.07 -0.78 0.20 0.17 -0.52 -0.58 -0.18 -0.70 -0.49 0.03 0.28 -0.33 0.11 0.08 -0.12 -0.64 1.69 1.28 2.29 1.07 1.14 0.90 0.94 1.05 0.62 1.27 1.05 0.58 1.15 0.70 1.13 0.67 1.21 0.79 1.08 1.06 0.68 741

1.24 1.15 0.12 1.21 0.95 1.40 1.20 0.03 1.16 1.03 1.39 1.00 0.94 1.16 0.86 1.17 1.41 1.01 0.93 1.19 0.85 1.20 Q9H4A4 AMPB_HUMANreviewed Aminopeptidase B (AP-B) (EC 3.4.11.6) (Arginine aminopeptidase) (Arginyl aminopeptidase)RNPEP APB 650 Homo sapiens (Human) 0.00 0.40 -0.42 0.27 -0.22 -0.03 0.38 0.24 0.15 -0.07 0.19 0.12 0.10 0.21 0.26 -0.02 0.01 0.14 0.14 -0.07 -0.07 0.08 0.25 -0.45 -0.17 0.09 0.09 1.32 0.75 1.20 0.86 0.98 1.30 1.18 1.11 0.95 1.14 1.09 1.07 1.15 0.99 1.20 1.00 1.06 1.19 0.73 0.89 1.01 634

1.48 1.21 0.09 1.28 0.95 1.55 1.32 0.04 1.28 1.03 1.69 0.77 0.31 2.01 0.38 1.54 1.54 0.98 0.82 1.28 0.77 1.26 Q9H4G4 GAPR1_HUMANreviewed Golgi-associated plant pathogenesis-related protein 1 (GAPR-1) (Golgi-associated PR-1 protein) (Glioma pathogenesis-related protein 2) (GliPR 2)GLIPR2 C9orf19 GAPR1 154 Homo sapiens (Human) 0.03 -0.22 0.02 0.46 -0.02 -0.10 0.23 0.04 0.11 0.18 0.25 0.36 -0.08 0.28 0.40 0.15 -0.38 0.14 0.11 0.35 0.37 0.05 0.55 0.70 0.19 0.20 0.17 0.86 1.01 1.37 0.99 0.93 1.17 1.03 1.08 1.13 1.19 1.28 0.95 1.21 1.11 1.32 0.77 1.04 1.47 1.62 1.14 0.98 635

0.99 1.14 0.00 1.09 1.05 1.24 1.56 0.00 1.09 1.44 1.70 0.94 0.15 1.09 0.87 1.02 1.19 0.72 0.00 1.09 0.66 0.79 Q9H4M9 EHD1_HUMAN reviewed EH domain-containing protein 1 (PAST homolog 1) (hPAST1) (Testilin)EHD1 PAST PAST1 CDABP0131534 Homo sapiens (Human) 0.18 0.14 0.17 1.01 -0.42 -0.03 -0.23 -0.41 0.42 0.29 0.46 0.13 -0.38 0.19 0.64 0.08 -0.09 0.10 -0.07 -0.09 0.09 0.19 -0.35 0.51 0.00 0.10 -0.08 1.10 1.13 2.01 0.75 0.98 0.85 0.75 1.33 1.22 1.37 1.09 0.77 1.14 1.06 1.56 0.94 1.14 0.78 1.42 1.00 0.72 636

0.53 1.36 0.00 1.07 1.27 1.46 0.98 0.59 1.07 0.91 1.05 0.81 0.00 1.10 0.74 0.90 0.79 0.49 0.00 1.16 0.42 0.57 Q9H6S3 ES8L2_HUMANreviewed Epidermal growth factor receptor kinase substrate 8-like protein 2 (EPS8-like protein 2) (Epidermal growth factor receptor pathway substrate 8-related protein 2) (EPS8-related protein 2)EPS8L2 EPS8R2 PP13181 715 Homo sapiens (Human) 0.57 0.80 0.61 1.62 -0.08 -0.13 -0.63 -0.83 -0.29 -0.40 0.71 -0.42 -1.23 0.44 -0.03 -0.23 -0.30 -0.29 -0.86 -0.89 -0.33 -0.07 -0.92 0.11 -0.43 -0.30 -0.87 1.74 1.52 3.07 0.95 0.92 0.65 0.56 0.82 0.76 1.64 0.75 0.43 1.36 0.85 0.98 0.81 0.95 0.53 1.08 0.74 0.49 637

1.01 1.07 0.51 1.44 0.74 1.54 1.00 0.96 1.44 0.70 1.44 0.74 0.14 1.74 0.43 1.29 0.97 0.56 0.05 1.78 0.31 0.99 Q9H7P6 MB12B_HUMANreviewed Multivesicular body subunit 12B (ESCRT-I complex subunit MVB12B) (Protein FAM125B)MVB12B C9orf28 FAM125B319 Homo sapiens (Human) 0.69 0.57 0.58 1.36 0.61 0.34 -0.55 -0.48 -0.22 -0.80 0.24 -0.38 -0.83 0.10 0.01 -0.40 -0.43 -0.34 -1.03 -1.14 -0.45 -0.14 -0.57 -0.37 -0.72 -0.37 -1.06 1.48 1.50 2.57 1.52 1.26 0.68 0.72 0.86 0.57 1.18 0.77 0.56 1.07 0.76 1.00 0.74 0.91 0.67 0.77 0.61 0.56 638

1.67 1.10 0.26 1.25 0.88 1.38 1.08 0.47 1.34 0.80 1.45 1.03 0.84 1.46 0.70 1.50 1.04 0.88 0.36 1.48 0.59 1.30 Q9H9H4 VP37B_HUMANreviewed Vacuolar protein sorting-associated protein 37B (hVps37B) (ESCRT-I complex subunit VPS37B)VPS37B 285 Homo sapiens (Human) 0.33 0.49 0.46 0.67 -0.08 0.10 -0.22 0.09 -0.05 0.07 0.06 -0.26 0.06 0.14 0.11 0.20 0.04 0.02 -0.31 -0.33 0.00 0.22 -0.41 -0.01 0.20 0.02 -0.31 1.40 1.38 1.59 0.95 1.07 0.86 1.07 0.96 1.05 1.04 0.83 1.05 1.10 1.15 1.08 1.03 1.16 0.76 0.99 1.15 0.88 639

1.03 0.94 0.59 1.30 0.73 1.22 1.14 0.14 1.21 0.94 1.38 0.78 0.07 1.33 0.58 1.03 0.91 0.56 0.00 1.21 0.46 0.69 Q9HBH0 RHOF_HUMAN reviewed Rho-related GTP-binding protein RhoF (Rho family GTPase Rif) (Rho in filopodia)RHOF ARHF RIF 211 Homo sapiens (Human) 0.54 0.74 0.73 1.25 0.37 -0.40 -0.81 -0.64 -0.08 -0.02 0.17 -0.40 -0.62 -0.09 0.19 -0.06 -0.36 -0.25 -0.78 -0.86 -0.33 0.01 -1.05 0.10 -0.37 -0.27 -0.81 1.67 1.66 2.38 1.29 0.76 0.57 0.64 0.94 0.99 1.13 0.76 0.65 0.94 0.96 1.14 0.78 1.01 0.48 1.07 0.77 0.56 640

0.89 0.82 0.03 1.17 0.70 0.97 1.02 0.73 1.17 0.87 1.20 0.95 0.46 1.17 0.81 1.12 1.08 1.18 0.05 1.17 1.00 1.38 Q9HC35 EMAL4_HUMANreviewed Echinoderm microtubule-associated protein-like 4 (EMAP-4) (Restrictedly overexpressed proliferation-associated protein) (Ropp 120)EML4 C2orf2 EMAPL4 981 Homo sapiens (Human) 0.13 -0.17 0.00 0.28 0.76 -0.22 -0.19 0.40 -0.07 -0.17 -0.01 -0.13 -0.40 -0.28 0.03 0.45 -0.07 -0.04 -0.17 -0.33 -0.20 -0.16 -0.20 -0.22 -0.21 -0.08 -0.21 0.89 1.00 1.21 1.70 0.86 0.88 1.32 0.95 0.89 0.99 0.92 0.76 0.82 1.36 1.02 0.95 0.89 0.87 0.86 0.87 1.18 641

4.28 0.84 0.00 1.12 0.75 0.94 1.51 0.00 1.08 1.40 1.62 1.18 0.00 1.08 1.09 1.27 0.91 0.43 0.00 1.56 0.27 0.67 Q9HC84 MUC5B_HUMANreviewed Mucin-5B (MUC-5B) (Cervical mucin) (High molecular weight salivary mucin MG1) (Mucin-5 subtype B, tracheobronchial) (Sublingual gland mucin)MUC5B MUC5 5762 Homo sapiens (Human) -0.40 -0.82 -0.52 -0.50 -0.02 -0.16 -0.30 0.40 0.43 -0.84 -0.54 -0.28 1.83 -0.25 0.59 -0.27 0.24 0.09 0.50 0.20 -0.20 0.57 -0.81 -0.42 -0.16 0.01 0.42 0.57 0.70 0.71 0.99 0.89 0.81 1.32 1.35 0.56 0.69 0.83 3.56 0.84 0.83 1.51 1.18 1.49 0.57 0.75 0.89 0.43 642

2.49 0.52 0.32 5.73 0.09 2.97 1.17 0.18 1.33 0.88 1.56 1.25 0.15 1.45 0.87 1.81 1.54 0.31 0.09 4.53 0.07 1.42 Q9NP55 BPIA1_HUMANreviewed BPI fold-containing family A member 1 (Lung-specific protein X) (Nasopharyngeal carcinoma-related protein) (Palate lung and nasal epithelium clone protein) (Secretory protein in upper respiratory tracts) (Tracheal epithelium-enriched protein) (Von Ebner protein Hl)BPIFA1 LUNX NASG PLUNC SPURT UNQ787/PRO1606256 Homo sapiens (Human) -0.22 -0.70 -0.87 -0.49 -0.11 1.09 -0.21 0.59 -0.74 -1.03 -1.87 0.09 0.81 -0.95 0.23 -0.31 0.33 -0.28 -0.06 0.32 0.10 -0.74 0.35 1.08 -0.27 -0.18 0.04 0.62 0.55 0.71 0.93 2.13 0.87 1.51 0.60 0.49 0.27 1.06 1.75 0.52 0.81 1.17 1.25 0.60 1.27 2.11 0.83 0.31 643

6.41 1.12 0.46 3.51 0.32 3.93 0.96 0.86 8.65 0.11 8.33 0.83 0.40 5.34 0.16 4.45 3.42 0.69 0.24 6.68 0.10 4.60 Q9NP79 VTA1_HUMAN reviewed Vacuolar protein sorting-associated protein VTA1 homolog (Dopamine-responsive gene 1 protein) (DRG-1) (LYST-interacting protein 5) (LIP5) (SKD1-binding protein 1) (SBP1)VTA1 C6orf55 HSPC228 My012307 Homo sapiens (Human) 0.32 0.57 0.32 0.76 0.15 -0.20 -0.37 -0.31 -0.18 -0.16 -0.04 -0.10 -0.53 0.16 -0.05 -0.02 -0.26 -0.17 -0.49 -0.41 -0.09 0.19 -0.22 -0.02 -0.32 -0.15 -0.47 1.49 1.25 1.70 1.11 0.87 0.78 0.80 0.88 0.90 0.97 0.94 0.69 1.12 0.99 0.96 0.83 1.14 0.86 0.99 0.80 0.69 644

96.52 1.05 0.71 3.56 0.29 3.74 0.93 0.78 11.28 0.08 10.54 0.99 0.93 4.61 0.21 4.55 NA 0.70 0.38 20.58 0.03 14.49 Q9NPQ8 RIC8A_HUMANreviewed Synembryn-A (Protein Ric-8A)RIC8A 531 Homo sapiens (Human) 0.06 0.60 -0.04 -0.06 -0.26 0.09 0.75 0.22 0.68 0.70 0.55 0.09 0.65 0.07 -0.10 -0.05 -0.02 0.32 0.26 0.37 0.43 0.68 0.23 0.24 0.59 0.35 0.29 1.51 0.97 0.96 0.83 1.07 1.68 1.17 1.61 1.62 1.46 1.06 1.57 1.05 0.96 0.93 0.99 1.61 1.17 1.18 1.50 0.70 831

1.02 1.01 0.88 1.11 0.91 1.12 1.25 0.00 1.11 1.12 1.38 1.25 0.00 1.13 1.11 1.42 0.81 1.18 0.01 1.12 1.06 1.33 Q9NQ79 CRAC1_HUMANreviewed Cartilage acidic protein 1 (68 kDa chondrocyte-expressed protein) (CEP-68) (ASPIC)CRTAC1 ASPIC1 CEP68 661 Homo sapiens (Human) 0.03 0.56 0.00 0.41 -0.54 -0.27 -0.06 0.26 -0.43 0.22 0.65 -0.43 -0.14 0.01 0.32 -0.73 0.33 0.00 -0.03 0.14 0.17 0.92 -0.24 0.00 0.02 0.05 0.02 1.48 1.00 1.32 0.69 0.83 0.96 1.20 0.74 1.16 1.57 0.74 0.91 1.01 0.60 1.25 1.25 1.90 0.84 1.00 1.01 1.18 645

3.16 1.05 0.69 3.51 0.30 3.70 0.96 0.74 3.51 0.27 3.36 0.78 0.24 3.51 0.22 2.75 1.75 0.98 0.86 3.51 0.28 3.44 Q9NQ84 GPC5C_HUMANreviewed G-protein coupled receptor family C group 5 member C (Retinoic acid-induced gene 3 protein) (RAIG-3)GPRC5C RAIG3 PSEC0087 441 Homo sapiens (Human) 0.17 0.21 0.43 0.31 -0.13 0.00 -0.09 0.85 -0.27 -0.56 0.44 0.16 -0.15 0.08 -0.06 -0.63 -0.35 -0.05 -0.22 -0.09 0.07 0.19 -0.16 0.05 0.21 -0.02 -0.19 1.16 1.35 1.24 0.92 1.00 0.94 1.80 0.83 0.68 1.35 1.12 0.90 1.05 0.65 0.96 0.78 1.14 0.89 1.03 1.16 0.98 646

2.31 1.25 0.15 1.52 0.82 1.90 0.86 0.35 1.68 0.51 1.45 0.91 0.36 1.42 0.64 1.29 1.77 1.08 0.43 1.42 0.76 1.54 Q9NR45 SIAS_HUMAN reviewed Sialic acid synthase (N-acetylneuraminate synthase) (EC 2.5.1.56) (N-acetylneuraminate-9-phosphate synthase) (EC 2.5.1.57) (N-acetylneuraminic acid phosphate synthase) (N-acetylneuraminic acid synthase)NANS SAS 359 Homo sapiens (Human) -0.41 0.22 -1.32 0.07 -0.41 -0.62 0.17 0.49 -0.15 -0.09 0.43 0.33 -0.37 0.32 -0.21 0.06 -0.14 0.08 0.49 0.57 0.16 0.02 0.26 0.27 0.09 0.10 0.51 1.16 0.40 1.05 0.75 0.65 1.13 1.40 0.90 0.94 1.34 1.26 0.77 1.25 1.04 0.86 0.91 1.02 1.20 1.20 1.06 1.08 647

3.60 0.96 0.86 9.52 0.10 9.16 0.77 0.38 9.92 0.08 7.63 0.83 0.56 17.91 0.05 14.85 1.95 1.20 0.43 6.57 0.18 7.89 Q9NRD9 DUOX1_HUMANreviewed Dual oxidase 1 (EC 1.11.1.-) (EC 1.6.3.1) (Large NOX 1) (Long NOX 1) (NADPH thyroid oxidase 1) (Thyroid oxidase 1)DUOX1 DUOX LNOX1 THOX11551 Homo sapiens (Human) 0.27 1.08 0.04 -0.17 -0.27 0.66 -0.23 0.16 -0.50 -0.41 0.12 0.29 -0.08 -0.06 -0.38 0.09 -0.27 -0.12 -0.38 -0.56 -0.29 -0.44 -0.31 -0.39 -0.03 -0.16 -0.43 2.11 1.03 0.89 0.83 1.58 0.85 1.12 0.71 0.75 1.09 1.23 0.95 0.96 1.06 0.77 0.83 0.74 0.80 0.76 0.98 1.20 648

1.91 1.18 0.18 1.43 0.83 1.69 1.16 0.22 1.43 0.81 1.66 1.10 0.36 1.43 0.77 1.58 1.52 0.99 0.90 1.43 0.69 1.41 Q9NUQ9 FA49B_HUMANreviewed Protein FAM49B (L1)FAM49B BM-009 324 Homo sapiens (Human) -0.17 0.01 -0.20 0.05 -0.26 -0.43 -0.33 0.09 0.06 0.08 -0.06 0.04 0.34 0.24 0.21 0.18 0.14 0.09 0.26 0.38 0.21 0.14 0.17 0.27 0.28 0.12 0.29 1.01 0.87 1.04 0.83 0.74 0.80 1.06 1.04 1.06 0.96 1.03 1.27 1.18 1.13 1.16 1.10 1.10 1.12 1.21 1.21 0.99 649

NA 1.12 NA NA NA NA 0.84 NA NA NA NA 0.84 NA NA NA NA 3.04 0.66 NA NA NA NA Q9NV96 CC50A_HUMANreviewed Cell cycle control protein 50A (Transmembrane protein 30A)TMEM30A C6orf67 CDC50A361 Homo sapiens (Human) 0.31 0.09 0.33 1.06 0.18 -0.10 -0.58 -0.40 -0.70 -0.77 -0.09 -0.26 0.32 0.17 -0.26 -0.15 -0.25 -0.27 -0.58 -0.52 -0.20 -0.53 -0.39 -0.02 0.12 -0.25 -0.57 1.07 1.26 2.09 1.13 0.93 0.67 0.76 0.62 0.59 0.94 0.83 1.25 1.12 0.90 0.84 0.84 0.69 0.76 0.99 1.09 0.66 742

0.83 1.13 0.14 1.18 0.96 1.34 1.17 0.05 1.17 1.00 1.38 0.85 0.08 1.20 0.71 1.02 0.98 0.76 0.00 1.18 0.64 0.89 Q9NY47 CA2D2_HUMANreviewed Voltage-dependent calcium channel subunit alpha-2/delta-2 (Voltage-gated calcium channel subunit alpha-2/delta-2) [Cleaved into: Voltage-dependent calcium channel subunit alpha-2-2; Voltage-dependent calcium channel subunit delta-2]CACNA2D2 KIAA0558 1150 Homo sapiens (Human) 0.43 0.83 0.76 0.57 0.03 -0.02 -0.16 -0.10 0.01 -0.17 0.05 -0.22 -0.59 0.18 0.23 -0.15 -0.23 -0.11 -0.54 -0.44 -0.01 0.37 -0.38 0.27 -0.29 -0.08 -0.51 1.78 1.69 1.49 1.02 0.98 0.89 0.93 1.00 0.89 1.03 0.86 0.67 1.13 0.90 1.17 0.85 1.29 0.77 1.21 0.82 0.76 650

NA 0.59 NA NA NA NA 0.45 NA NA NA NA 0.55 NA NA NA NA 2.06 0.81 NA NA NA NA Q9NYC9 DYH9_HUMAN reviewed Dynein heavy chain 9, axonemal (Axonemal beta dynein heavy chain 9) (Ciliary dynein heavy chain 9)DNAH9 DNAH17L DNAL1 KIAA03574486 Homo sapiens (Human) 0.28 0.18 -0.07 -0.01 0.44 0.89 0.60 0.05 0.10 -0.18 0.03 0.65 -0.57 -0.76 -1.15 -0.06 -0.85 -0.19 -0.48 -0.23 0.05 -0.03 0.38 0.03 -0.17 -0.13 -0.41 1.13 0.95 0.99 1.35 1.86 1.51 1.04 1.07 0.88 1.02 1.57 0.67 0.59 0.96 0.45 0.55 0.98 1.30 1.02 0.89 0.81 743

1.12 0.95 0.65 1.27 0.75 1.20 0.88 0.26 1.26 0.70 1.11 0.80 0.11 1.31 0.61 1.06 1.13 0.83 0.02 1.17 0.71 0.97 Q9NZM1 MYOF_HUMANreviewed Myoferlin (Fer-1-like protein 3)MYOF FER1L3 KIAA12072061 Homo sapiens (Human) 0.39 0.61 0.33 0.71 0.20 0.10 0.03 -0.10 -0.03 0.05 -0.08 0.02 -0.19 -0.07 -0.18 0.04 -0.31 -0.08 -0.47 -0.54 -0.15 0.02 -0.38 -0.02 -0.22 -0.10 -0.49 1.53 1.26 1.63 1.15 1.07 1.02 0.93 0.98 1.03 0.95 1.01 0.87 0.95 1.03 0.88 0.80 1.02 0.77 0.99 0.86 0.83 651

0.73 0.82 0.04 1.21 0.68 0.99 1.36 0.00 1.21 1.13 1.64 0.78 0.02 1.21 0.64 0.95 1.19 0.83 0.21 1.35 0.62 1.12 Q9NZN4 EHD2_HUMAN reviewed EH domain-containing protein 2 (PAST homolog 2)EHD2 PAST2 543 Homo sapiens (Human) 0.24 0.23 0.14 1.18 -0.35 -0.01 -0.06 -0.28 0.53 0.16 0.63 0.12 -0.91 -0.29 0.45 -0.19 -0.36 -0.02 -0.26 -0.14 0.10 0.38 -0.31 0.43 -0.10 0.01 -0.22 1.17 1.10 2.27 0.79 0.99 0.96 0.82 1.44 1.12 1.55 1.09 0.53 0.82 0.88 1.36 0.78 1.30 0.81 1.35 0.94 0.83 652

1.30 0.96 0.62 1.26 0.77 1.21 1.20 0.08 1.26 0.96 1.51 2.15 0.00 1.26 1.71 2.70 2.75 0.97 0.70 1.28 0.75 1.24 Q9NZP8 C1RL_HUMAN reviewed Complement C1r subcomponent-like protein (C1r-LP) (C1r-like protein) (EC 3.4.21.-) (C1r-like serine protease analog protein) (CLSPa)C1RL C1RL1 C1RLP CLSPA 487 Homo sapiens (Human) -0.52 -0.42 -0.82 -0.40 -0.42 -0.53 0.26 -0.25 0.02 0.55 -0.20 -0.41 0.05 -0.06 0.27 0.34 1.10 0.15 0.67 0.89 0.38 0.38 0.46 0.24 0.43 0.21 0.73 0.75 0.57 0.76 0.75 0.69 1.19 0.84 1.01 1.47 0.87 0.75 1.04 0.96 1.27 1.20 2.15 1.30 1.37 1.18 1.35 0.97 653

2.10 2.57 0.07 3.78 0.68 9.73 0.41 0.07 3.74 0.11 1.52 1.50 0.16 3.79 0.40 5.69 2.19 0.49 0.14 7.35 0.07 3.63 Q9P121 NTRI_HUMAN reviewed Neurotrimin (hNT) (IgLON family member 2)NTM IGLON2 NT UNQ297/PRO337344 Homo sapiens (Human) -2.44 -4.21 -5.39 -0.43 -0.76 -1.42 1.11 0.71 -2.55 0.03 1.41 0.51 -0.86 1.36 -1.30 0.32 0.59 0.12 2.56 1.55 -0.89 -3.77 -0.67 0.80 0.09 -0.15 2.29 0.05 0.02 0.74 0.59 0.37 2.16 1.63 0.17 1.02 2.66 1.42 0.55 2.57 1.25 0.41 1.50 0.07 0.63 1.74 1.07 0.49 832

1.27 1.07 0.26 1.13 0.94 1.21 1.35 0.01 1.22 1.11 1.66 0.85 0.14 1.27 0.67 1.07 1.00 0.78 0.01 1.17 0.66 0.91 Q9P265 DIP2B_HUMANreviewed Disco-interacting protein 2 homolog B (DIP2 homolog B)DIP2B KIAA1463 1576 Homo sapiens (Human) 0.54 0.88 0.68 1.10 0.11 -0.08 -0.49 -0.69 0.01 -0.16 0.14 -0.30 -0.33 0.10 0.44 0.18 -0.24 -0.12 -0.66 -0.72 -0.18 -0.04 -0.60 0.10 -0.20 -0.14 -0.67 1.84 1.61 2.14 1.08 0.95 0.71 0.62 1.01 0.89 1.10 0.81 0.80 1.07 1.14 1.35 0.85 0.97 0.66 1.07 0.87 0.78 654

2.94 0.74 0.45 25.78 0.03 19.15 0.67 0.25 8.00 0.08 5.39 0.92 0.79 19.90 0.05 18.37 4.26 1.47 0.16 3.66 0.40 5.39 Q9P2J5 SYLC_HUMAN reviewed Leucine--tRNA ligase, cytoplasmic (EC 6.1.1.4) (Leucyl-tRNA synthetase) (LeuRS)LARS KIAA1352 1176 Homo sapiens (Human) 0.29 -0.02 0.35 -0.46 0.80 0.76 -0.17 0.12 -0.21 -0.74 0.01 0.21 -0.33 -0.43 -0.57 -0.81 -0.12 -0.28 -0.56 -0.44 -0.15 -0.20 0.09 -0.49 0.00 -0.24 -0.53 0.99 1.28 0.73 1.74 1.69 0.89 1.08 0.86 0.60 1.01 1.16 0.80 0.74 0.57 0.67 0.92 0.87 1.06 0.71 1.00 1.47 655

1.64 0.98 0.85 1.44 0.68 1.41 0.50 0.04 1.85 0.27 0.92 0.68 0.13 1.91 0.36 1.30 NA 1.31 0.09 1.45 0.90 1.90 Q9P2L0 WDR35_HUMANreviewed WD repeat-containing protein 35 (Intraflagellar transport protein 121 homolog)WDR35 IFT121 KIAA13361181 Homo sapiens (Human) 0.19 0.43 0.08 -0.01 0.03 0.44 0.11 0.18 -0.19 -0.73 0.58 0.69 -0.06 -0.03 -1.01 -0.62 -0.55 -0.15 -0.34 -0.06 0.13 0.35 0.09 0.06 0.04 -0.07 -0.27 1.34 1.06 0.99 1.02 1.36 1.08 1.13 0.87 0.60 1.50 1.61 0.96 0.98 0.65 0.50 0.68 1.27 1.07 1.04 1.03 1.31 833

5.31 0.85 0.38 4.19 0.20 3.54 0.85 0.45 6.06 0.14 5.12 1.19 0.37 4.25 0.28 5.06 1.43 1.62 0.15 4.22 0.38 6.84 Q9UBF2 COPG2_HUMANreviewed Coatomer subunit gamma-2 (Gamma-2-coat protein) (Gamma-2-COP)COPG2 871 Homo sapiens (Human) 0.10 -0.06 0.15 0.02 0.00 0.41 0.01 0.15 0.00 0.01 0.02 0.22 0.32 -0.24 -0.24 -0.31 0.25 0.02 -0.09 -0.22 -0.11 -0.26 0.02 -0.08 -0.12 -0.02 -0.12 0.96 1.11 1.02 1.00 1.32 1.01 1.11 1.00 1.01 1.02 1.17 1.25 0.85 0.80 0.85 1.19 0.83 1.01 0.95 0.92 1.62 656

2.73 1.36 0.20 3.57 0.38 4.87 1.02 0.90 3.56 0.29 3.62 0.71 0.18 3.56 0.20 2.52 1.57 0.78 0.54 37.57 0.02 29.22 Q9UBI6 GBG12_HUMANreviewed Guanine nucleotide-binding protein G(I)/G(S)/G(O) subunit gamma-12GNG12 72 Homo sapiens (Human) 0.21 0.14 0.40 0.52 -0.11 0.11 -0.16 0.07 -0.08 -0.11 0.38 -0.02 -0.86 0.45 0.02 -0.07 -0.50 -0.08 -0.29 -0.32 -0.11 -0.14 -0.08 0.22 -0.43 -0.09 -0.30 1.10 1.32 1.43 0.92 1.08 0.89 1.05 0.95 0.93 1.30 0.99 0.55 1.36 0.95 1.02 0.71 0.91 0.95 1.16 0.74 0.78 657

NA 1.10 NA NA NA NA 0.77 NA NA NA NA 0.59 NA NA NA NA 4.19 1.12 NA NA NA NA Q9UBV8 PEF1_HUMAN reviewed Peflin (PEF protein with a long N-terminal hydrophobic domain) (Penta-EF hand domain-containing protein 1)PEF1 ABP32 UNQ1845/PRO3573284 Homo sapiens (Human) 0.38 0.21 0.72 0.70 0.05 0.24 -0.01 0.18 -0.18 -0.18 0.13 0.23 -0.96 0.14 -0.38 0.19 -0.76 -0.15 -0.53 -0.16 0.23 0.55 0.15 0.25 -0.04 -0.05 -0.43 1.16 1.64 1.62 1.03 1.18 0.99 1.13 0.88 0.88 1.09 1.18 0.51 1.10 1.14 0.77 0.59 1.46 1.11 1.19 0.97 1.12 744

252.60 0.88 0.77 65.32 0.01 57.57 0.82 0.70 142.12 0.01 116.25 0.87 0.82 403.49 0.00 351.60 1.42 0.98 0.92 10.02 0.10 9.81 Q9UG01 IF172_HUMAN reviewed Intraflagellar transport protein 172 homologIFT172 KIAA1179 1749 Homo sapiens (Human) -0.02 0.31 -0.23 0.13 -0.06 -0.27 0.16 -0.10 -0.18 -0.23 0.21 0.29 -0.49 -0.18 -0.29 -0.10 -0.20 -0.10 -0.08 0.02 0.00 0.18 0.07 0.08 -0.33 -0.07 -0.05 1.24 0.86 1.09 0.96 0.83 1.12 0.94 0.88 0.86 1.15 1.22 0.71 0.88 0.93 0.82 0.87 1.14 1.05 1.05 0.79 0.98 658

1.47 1.53 0.00 1.09 1.41 1.66 1.26 0.00 1.09 1.16 1.37 0.96 0.41 1.12 0.85 1.07 0.92 0.65 0.00 1.17 0.55 0.76 Q9UGM3 DMBT1_HUMANreviewed Deleted in malignant brain tumors 1 protein (Glycoprotein 340) (Gp-340) (Hensin) (Salivary agglutinin) (SAG) (Surfactant pulmonary-associated D-binding protein)DMBT1 GP340 2413 Homo sapiens (Human) -0.39 -0.79 -0.22 -0.48 -0.48 0.01 0.50 0.35 0.18 0.92 -0.51 -0.24 0.40 0.62 0.33 0.71 -0.07 0.29 0.68 0.72 0.33 0.13 1.07 0.24 -0.10 0.30 0.69 0.58 0.86 0.72 0.72 1.01 1.41 1.27 1.13 1.89 0.70 0.85 1.32 1.53 1.64 1.26 0.96 1.10 2.10 1.18 0.93 0.65 659

0.80 1.04 0.38 1.11 0.94 1.16 1.18 0.00 1.10 1.08 1.30 0.90 0.04 1.11 0.81 1.00 0.77 0.89 0.07 1.14 0.78 1.01 Q9UGT4 SUSD2_HUMANreviewed Sushi domain-containing protein 2SUSD2 822 Homo sapiens (Human) 0.47 0.30 0.78 1.41 0.14 -0.30 -0.46 -0.52 0.07 0.16 0.29 -0.53 -0.75 0.06 0.24 0.04 -0.15 -0.14 -0.61 -0.59 -0.12 0.32 -0.71 0.15 -0.24 -0.14 -0.60 1.23 1.72 2.65 1.10 0.81 0.73 0.70 1.05 1.11 1.22 0.69 0.60 1.04 1.03 1.18 0.90 1.25 0.61 1.11 0.85 0.89 660

1.16 0.93 0.37 1.20 0.78 1.12 1.07 0.35 1.18 0.91 1.26 1.15 0.08 1.18 0.97 1.35 1.90 0.92 0.48 1.33 0.69 1.22 Q9UHD8 SEPT9_HUMANreviewed Septin-9 (MLL septin-like fusion protein MSF-A) (MLL septin-like fusion protein) (Ovarian/Breast septin) (Ov/Br septin) (Septin D1)SEPT9 KIAA0991 MSF 586 Homo sapiens (Human) 0.04 0.04 -0.05 -0.21 0.31 0.12 0.26 0.13 -0.03 -0.19 -0.08 0.38 -0.10 -0.10 0.09 0.07 0.20 0.06 0.01 -0.10 -0.06 -0.21 0.15 -0.24 0.04 0.03 -0.02 1.03 0.96 0.86 1.24 1.09 1.20 1.09 0.98 0.88 0.95 1.30 0.94 0.93 1.05 1.07 1.15 0.87 1.11 0.85 1.03 0.92 661

4.27 1.18 0.35 3.52 0.33 4.14 1.27 0.25 3.52 0.36 4.47 0.70 0.47 64.36 0.01 44.79 4.37 0.90 0.78 44.43 0.02 39.96 Q9UHR4 BI2L1_HUMAN reviewed Brain-specific angiogenesis inhibitor 1-associated protein 2-like protein 1 (BAI1-associated protein 2-like protein 1) (Insulin receptor tyrosine kinase substrate)BAIAP2L1 IRTKS 511 Homo sapiens (Human) 0.05 0.02 0.18 0.14 -0.26 0.20 -0.19 0.03 0.40 -0.23 0.33 0.31 0.28 0.24 0.34 -0.31 -0.52 0.06 0.01 0.11 0.16 -0.05 0.22 0.26 0.21 0.09 0.03 1.01 1.13 1.10 0.84 1.15 0.88 1.02 1.32 0.85 1.25 1.24 1.21 1.18 0.81 1.27 0.70 0.97 1.17 1.20 1.15 0.90 662

20.01 1.23 0.35 4.97 0.25 6.10 1.09 0.71 9.82 0.11 10.70 1.13 0.63 11.47 0.10 13.00 NA 1.08 0.66 4.95 0.22 5.33 Q9UI08 EVL_HUMAN reviewed Ena/VASP-like protein (Ena/vasodilator-stimulated phosphoprotein-like)EVL RNB6 416 Homo sapiens (Human) -0.43 -0.30 -0.63 -0.81 -0.13 -0.27 0.46 0.24 0.07 -1.18 0.06 -0.14 0.17 0.30 0.12 -0.55 0.18 -0.02 0.40 0.70 0.28 -0.02 0.60 -0.38 0.91 0.06 0.48 0.81 0.65 0.57 0.91 0.83 1.37 1.18 1.05 0.44 1.05 0.91 1.13 1.23 0.68 1.09 1.13 0.99 1.51 0.77 1.87 1.08 834

3.80 0.95 0.83 9.46 0.10 9.00 0.93 0.76 9.87 0.09 9.17 1.10 0.60 5.55 0.20 6.11 3.66 1.13 0.48 4.44 0.26 5.03 Q9UI12 VATH_HUMAN reviewed V-type proton ATPase subunit H (V-ATPase subunit H) (Nef-binding protein 1) (NBP1) (Protein VMA13 homolog) (V-ATPase 50/57 kDa subunits) (Vacuolar proton pump subunit H) (Vacuolar proton pump subunit SFD)ATP6V1H CGI-11 483 Homo sapiens (Human) 0.05 -0.43 0.01 -0.15 0.93 -0.10 -0.19 -0.02 -0.14 0.09 0.02 -0.16 -0.20 -0.07 -0.11 0.00 0.14 -0.06 -0.11 -0.13 -0.08 -0.25 -0.02 -0.31 0.27 -0.06 -0.12 0.74 1.01 0.90 1.91 0.93 0.88 0.99 0.91 1.06 1.01 0.89 0.87 0.95 1.00 0.93 1.10 0.84 0.98 0.81 1.20 1.13 835

1.98 1.01 0.91 1.19 0.85 1.20 1.10 0.23 1.19 0.92 1.30 1.20 0.04 1.19 1.01 1.42 1.23 0.90 0.27 1.23 0.73 1.12 Q9UJ70 NAGK_HUMAN reviewed N-acetyl-D-glucosamine kinase (N-acetylglucosamine kinase) (EC 2.7.1.59) (GlcNAc kinase)NAGK 344 Homo sapiens (Human) -0.04 0.32 -0.58 0.28 0.00 -0.23 0.01 0.38 -0.06 0.13 0.01 0.04 0.69 0.01 0.13 0.16 0.26 0.16 0.20 -0.05 -0.09 0.07 -0.06 -0.12 -0.26 0.09 0.14 1.25 0.67 1.21 1.00 0.85 1.01 1.30 0.96 1.09 1.01 1.03 1.62 1.01 1.12 1.10 1.20 1.05 0.96 0.92 0.83 0.90 663

NA 1.31 NA NA NA NA 1.37 NA NA NA NA 1.21 NA NA NA NA 1.06 1.12 NA NA NA NA Q9UK41 VPS28_HUMANreviewed Vacuolar protein sorting-associated protein 28 homolog (H-Vps28) (ESCRT-I complex subunit VPS28)VPS28 221 Homo sapiens (Human) 0.37 0.51 0.60 0.84 0.17 -0.29 -0.47 -0.13 -0.19 -0.25 0.30 -0.17 -0.41 0.39 0.45 0.17 0.27 0.00 -0.37 -0.58 -0.21 0.11 -0.65 0.40 -0.70 -0.06 -0.42 1.42 1.51 1.79 1.13 0.82 0.72 0.91 0.88 0.84 1.23 0.89 0.75 1.31 1.13 1.37 1.21 1.08 0.64 1.31 0.62 1.12 745

1.05 0.74 0.39 2.05 0.36 1.53 0.87 0.14 1.21 0.72 1.05 1.03 0.71 1.18 0.87 1.22 2.07 1.17 0.68 2.22 0.53 2.59 Q9UKK3 PARP4_HUMANreviewed Poly [ADP-ribose] polymerase 4 (PARP-4) (EC 2.4.2.30) (193 kDa vault protein) (ADP-ribosyltransferase diphtheria toxin-like 4) (ARTD4) (PARP-related/IalphaI-related H5/proline-rich) (PH5P) (Vault poly(ADP-ribose) polymerase) (VPARP)PARP4 ADPRTL1 KIAA0177 PARPL1724 Homo sapiens (Human) 0.35 -0.05 0.69 -0.09 0.62 0.58 -0.54 -0.57 -0.53 -0.18 -0.24 0.32 -0.22 -0.43 -0.20 -0.29 0.04 -0.26 -0.61 -0.66 -0.31 -0.53 -0.21 -0.44 -0.04 -0.27 -0.62 0.97 1.61 0.94 1.53 1.49 0.69 0.68 0.69 0.88 0.85 1.25 0.86 0.74 0.82 0.87 1.03 0.69 0.86 0.74 0.98 1.17 664

1.35 1.12 0.25 1.29 0.87 1.45 1.18 0.10 1.25 0.95 1.48 0.94 0.70 1.62 0.58 1.52 1.02 0.76 0.13 1.52 0.50 1.15 Q9UKS6 PACN3_HUMANreviewed Protein kinase C and casein kinase substrate in neurons protein 3 (SH3 domain-containing protein 6511)PACSIN3 424 Homo sapiens (Human) 0.39 0.69 0.43 0.94 -0.09 -0.02 -0.59 -0.41 0.16 0.14 0.07 -0.17 0.11 0.17 0.24 0.22 -0.09 -0.01 -0.40 -0.75 -0.36 -0.25 -1.00 -0.02 -0.17 -0.11 -0.50 1.61 1.35 1.92 0.94 0.99 0.66 0.75 1.12 1.10 1.05 0.89 1.08 1.12 1.16 1.18 0.94 0.84 0.50 0.99 0.89 0.76 665

1.49 1.03 0.66 1.19 0.87 1.23 1.05 0.52 1.19 0.88 1.25 1.92 0.02 1.65 1.16 3.18 1.54 0.91 0.30 1.24 0.73 1.12 Q9UL46 PSME2_HUMANreviewed Proteasome activator complex subunit 2 (11S regulator complex subunit beta) (REG-beta) (Activator of multicatalytic protease subunit 2) (Proteasome activator 28 subunit beta) (PA28b) (PA28beta)PSME2 239 Homo sapiens (Human) -0.31 -0.21 -0.79 -0.39 0.00 -0.18 -0.06 0.17 0.28 -0.15 -0.01 0.19 0.23 0.05 0.07 0.34 0.94 0.19 0.50 0.33 0.02 -0.26 0.16 0.02 0.15 0.14 0.45 0.86 0.58 0.77 1.00 0.88 0.96 1.13 1.21 0.90 0.99 1.14 1.17 1.03 1.27 1.05 1.92 0.83 1.12 1.02 1.11 0.91 666

1.18 0.67 0.03 1.40 0.48 0.94 0.67 0.03 1.42 0.47 0.95 1.00 0.98 1.28 0.78 1.29 0.96 1.23 0.07 1.26 0.98 1.54 Q9ULA0 DNPEP_HUMANreviewed Aspartyl aminopeptidase (EC 3.4.11.21)DNPEP ASPEP DAP 475 Homo sapiens (Human) 0.33 0.04 0.64 -0.24 0.87 0.33 -0.32 -0.13 -0.20 -0.08 -0.34 -0.30 -0.36 -0.57 -0.58 -0.16 0.00 -0.28 -0.60 -0.50 -0.17 -0.34 -0.10 -0.28 0.03 -0.25 -0.57 1.03 1.55 0.84 1.83 1.25 0.80 0.91 0.87 0.94 0.79 0.81 0.78 0.67 0.89 0.67 1.00 0.79 0.93 0.82 1.02 1.23 667

1.16 1.07 0.39 1.20 0.89 1.28 1.19 0.05 1.20 1.00 1.43 0.98 0.87 1.42 0.69 1.39 1.05 1.51 0.02 1.34 1.13 2.02 Q9ULV4 COR1C_HUMANreviewed Coronin-1C (Coronin-3) (hCRNN4)CORO1C CRN2 CRNN4 474 Homo sapiens (Human) -0.17 -0.09 -0.63 0.20 0.30 -0.64 0.01 0.62 0.08 -0.27 0.03 -0.16 -0.13 0.09 0.26 0.05 -0.03 0.05 0.22 0.11 -0.06 0.04 -0.06 -0.20 -0.03 0.02 0.19 0.94 0.65 1.15 1.23 0.64 1.01 1.54 1.06 0.83 1.02 0.89 0.91 1.07 1.03 1.19 0.98 1.03 0.96 0.87 0.98 1.51 668

3.85 1.21 0.33 3.93 0.31 4.76 1.13 0.46 4.01 0.28 4.53 0.86 0.41 4.18 0.21 3.59 NA 1.10 0.68 9.76 0.11 10.77 Q9ULZ3 ASC_HUMAN reviewed Apoptosis-associated speck-like protein containing a CARD (hASC) (Caspase recruitment domain-containing protein 5) (PYD and CARD domain-containing protein) (Target of methylation-induced silencing 1)PYCARD ASC CARD5 TMS1195 Homo sapiens (Human) -0.08 0.16 -0.60 0.22 -0.34 0.15 0.68 0.11 0.36 0.03 0.12 0.06 -0.02 0.28 0.18 0.60 -0.22 0.20 0.28 0.49 0.40 0.51 0.51 0.36 0.24 0.25 0.33 1.12 0.66 1.17 0.79 1.11 1.60 1.08 1.28 1.02 1.09 1.04 0.99 1.21 1.52 1.13 0.86 1.42 1.43 1.29 1.18 1.10 836

55.29 1.10 0.66 7.57 0.15 8.32 0.89 0.48 4.15 0.21 3.68 0.85 0.40 4.21 0.20 3.60 1.60 0.70 0.35 15.90 0.04 11.13 Q9UM54 MYO6_HUMANreviewed Unconventional myosin-VI (Unconventional myosin-6)MYO6 KIAA0389 1294 Homo sapiens (Human) 0.56 0.71 0.40 1.16 0.22 0.29 -0.30 -0.27 -0.29 -0.31 0.13 0.18 -0.75 0.14 -0.17 0.16 -0.23 -0.16 -0.71 -0.74 -0.19 -0.19 -0.36 -0.07 -0.13 -0.16 -0.72 1.63 1.32 2.24 1.17 1.22 0.81 0.83 0.82 0.81 1.10 1.13 0.60 1.10 1.11 0.89 0.85 0.88 0.78 0.95 0.92 0.70 669

0.94 1.20 0.05 1.20 1.00 1.45 0.95 0.51 1.20 0.79 1.15 0.74 0.14 1.56 0.48 1.16 0.87 0.65 0.03 1.41 0.46 0.92 Q9UN37 VPS4A_HUMANreviewed Vacuolar protein sorting-associated protein 4A (EC 3.6.4.6) (Protein SKD2) (VPS4-1) (hVPS4)VPS4A VPS4 437 Homo sapiens (Human) 0.51 0.98 0.46 1.30 0.20 -0.41 -0.70 -0.44 -0.03 -0.33 -0.18 -0.60 -0.85 0.27 -0.07 0.08 -0.43 -0.30 -0.80 -0.83 -0.33 -0.14 -0.81 0.06 -0.42 -0.31 -0.81 1.98 1.37 2.46 1.15 0.75 0.62 0.74 0.98 0.80 0.88 0.66 0.55 1.20 1.06 0.95 0.74 0.91 0.57 1.04 0.75 0.65 670

1.90 1.12 0.33 1.45 0.77 1.62 0.99 0.88 1.45 0.68 1.42 1.20 0.28 1.72 0.70 2.08 2.06 1.07 0.52 1.45 0.74 1.55 Q9UN76 S6A14_HUMANreviewed Sodium- and chloride-dependent neutral and basic amino acid transporter B(0+) (Amino acid transporter ATB0+) (Solute carrier family 6 member 14)SLC6A14 642 Homo sapiens (Human) 0.28 0.46 0.89 0.10 -0.02 -0.01 0.75 0.95 -0.42 0.12 -0.13 0.34 0.32 0.16 -0.02 0.09 0.27 0.22 -0.06 -0.06 0.22 0.61 -0.30 0.40 0.17 0.22 -0.06 1.37 1.85 1.07 0.98 0.99 1.69 1.94 0.75 1.08 0.92 1.26 1.25 1.12 1.06 0.99 1.20 1.53 0.81 1.32 1.12 1.07 671

1.12 0.80 0.30 1.64 0.49 1.32 0.80 0.15 1.39 0.58 1.12 1.07 0.57 1.32 0.81 1.41 0.97 1.04 0.72 1.30 0.80 1.35 Q9UNM6 PSD13_HUMANreviewed 26S proteasome non-ATPase regulatory subunit 13 (26S proteasome regulatory subunit RPN9) (26S proteasome regulatory subunit S11) (26S proteasome regulatory subunit p40.5)PSMD13 376 Homo sapiens (Human) 0.29 -0.18 0.30 -0.57 1.34 0.57 -0.63 -0.19 -0.73 -0.45 -0.23 -0.32 -0.11 -0.32 -0.32 -0.18 0.09 -0.31 -0.60 -0.84 -0.55 -0.90 -0.80 -0.33 -0.15 -0.37 -0.66 0.88 1.23 0.68 2.53 1.49 0.64 0.88 0.60 0.73 0.85 0.80 0.93 0.80 0.88 0.80 1.07 0.53 0.57 0.80 0.90 1.04 672

1.24 1.23 0.02 1.18 1.05 1.45 1.11 0.21 1.18 0.93 1.31 0.75 0.19 1.58 0.48 1.19 1.44 0.89 0.23 1.23 0.72 1.09 Q9UQB8 BAIP2_HUMANreviewed Brain-specific angiogenesis inhibitor 1-associated protein 2 (BAI-associated protein 2) (BAI1-associated protein 2) (Protein BAP2) (Fas ligand-associated factor 3) (FLAF3) (Insulin receptor substrate p53/p58) (IRS-58) (IRSp53/58) (Insulin receptor substrate protein of 53 kDa) (IRSp53) (Insulin receptor substrate p53)BAIAP2 552 Homo sapiens (Human) 0.15 0.15 0.30 0.20 -0.23 0.32 -0.02 0.31 -0.12 -0.14 0.22 0.23 0.04 0.30 0.14 0.02 -0.41 0.05 -0.09 -0.08 0.06 0.05 0.11 0.15 -0.06 0.06 -0.09 1.11 1.23 1.15 0.85 1.25 0.99 1.24 0.92 0.91 1.16 1.17 1.03 1.23 1.02 1.11 0.75 1.04 1.08 1.11 0.96 0.89 673

4.06 0.86 0.40 3.89 0.22 3.36 0.90 0.49 3.91 0.23 3.50 0.71 0.19 3.90 0.18 2.76 4.75 1.87 0.11 3.97 0.47 7.42 Q9UQV4 LAMP3_HUMANreviewed Lysosome-associated membrane glycoprotein 3 (LAMP-3) (Lysosomal-associated membrane protein 3) (DC-lysosome-associated membrane glycoprotein) (DC LAMP) (Protein TSC403) (CD antigen CD208)LAMP3 DCLAMP TSC403 416 Homo sapiens (Human) 0.16 0.10 0.69 0.49 -0.12 -0.36 -0.24 0.55 0.03 -0.55 -0.03 0.21 -0.77 -0.21 -0.16 -0.27 -0.50 -0.18 -0.33 0.02 0.18 0.22 0.01 0.44 0.06 -0.08 -0.24 1.07 1.61 1.40 0.92 0.78 0.85 1.46 1.02 0.68 0.98 1.15 0.59 0.86 0.83 0.90 0.71 1.17 1.00 1.36 1.04 1.87 837

2.85 0.82 0.33 4.07 0.20 3.35 0.91 0.69 9.92 0.09 9.03 0.91 0.84 110.40 0.01 100.15 5.16 1.26 0.28 4.13 0.31 5.21 Q9Y224 CN166_HUMANreviewed UPF0568 protein C14orf166 (CLE7 homolog) (CLE)C14orf166 CGI-99 244 Homo sapiens (Human) -0.24 -0.41 -0.66 -0.91 0.72 0.05 0.13 0.09 -0.35 -0.06 0.14 -0.06 -0.50 -0.28 -0.14 -0.22 -0.14 -0.13 0.12 0.16 -0.08 0.23 0.14 -0.40 -0.31 -0.11 0.13 0.75 0.63 0.53 1.64 1.04 1.10 1.06 0.79 0.96 1.10 0.96 0.71 0.82 0.86 0.91 0.91 1.17 1.10 0.76 0.81 1.26 674

1.24 0.83 0.05 1.20 0.70 1.00 0.65 0.00 1.30 0.50 0.84 0.95 0.48 1.16 0.82 1.10 1.60 1.37 0.00 1.21 1.13 1.65 Q9Y230 RUVB2_HUMANreviewed RuvB-like 2 (EC 3.6.4.12) (48 kDa TATA box-binding protein-interacting protein) (48 kDa TBP-interacting protein) (51 kDa erythrocyte cytosolic protein) (ECP-51) (INO80 complex subunit J) (Repressing pontin 52) (Reptin 52) (TIP49b) (TIP60-associated protein 54-beta) (TAP54-beta)RUVBL2 INO80J TIP48 TIP49B CGI-46463 Homo sapiens (Human) 0.22 0.38 0.06 -0.30 0.29 0.65 0.07 -0.06 -0.09 -0.48 0.08 0.47 -0.15 -0.26 -0.63 -0.70 -0.07 -0.17 -0.38 -0.39 -0.17 -0.20 -0.03 -0.33 -0.14 -0.17 -0.38 1.30 1.04 0.81 1.22 1.56 1.05 0.96 0.94 0.72 1.06 1.39 0.90 0.83 0.62 0.65 0.95 0.87 0.98 0.80 0.91 1.37 675

6.55 0.47 0.42 12.76 0.04 6.01 0.60 0.56 11.31 0.05 6.84 0.86 0.91 49.58 0.02 42.65 1.11 0.74 0.76 17.29 0.04 12.81 Q9Y262 EIF3L_HUMAN reviewed Eukaryotic translation initiation factor 3 subunit L (eIF3l) (Eukaryotic translation initiation factor 3 subunit 6-interacting protein) (Eukaryotic translation initiation factor 3 subunit E-interacting protein)EIF3L EIF3EIP EIF3S6IP HSPC021 HSPC025 MSTP005564 Homo sapiens (Human) 0.40 0.34 1.04 -0.57 0.95 0.25 0.15 0.12 0.26 -0.47 -0.32 -0.18 -0.54 -1.09 -0.73 -0.32 -0.22 -0.30 -0.71 -0.72 -0.32 0.03 0.13 -0.53 -0.90 -0.31 -0.71 1.27 2.06 0.67 1.94 1.19 1.11 1.09 1.19 0.72 0.80 0.88 0.69 0.47 0.80 0.60 0.86 1.02 1.10 0.69 0.54 0.74 838

1.21 0.77 0.00 1.12 0.69 0.86 0.67 0.00 1.10 0.61 0.74 0.94 0.23 1.11 0.85 1.05 1.66 1.36 0.00 1.13 1.21 1.54 Q9Y265 RUVB1_HUMANreviewed RuvB-like 1 (EC 3.6.4.12) (49 kDa TATA box-binding protein-interacting protein) (49 kDa TBP-interacting protein) (54 kDa erythrocyte cytosolic protein) (ECP-54) (INO80 complex subunit H) (Nuclear matrix protein 238) (NMP 238) (Pontin 52) (TIP49a) (TIP60-associated protein 54-alpha) (TAP54-alpha)RUVBL1 INO80H NMP238 TIP49 TIP49A456 Homo sapiens (Human) 0.20 0.31 0.04 -0.32 0.33 0.64 0.04 -0.14 -0.28 -0.48 0.13 0.53 0.04 -0.38 -0.58 -0.66 -0.09 -0.17 -0.37 -0.44 -0.24 -0.21 -0.09 -0.37 -0.27 -0.19 -0.39 1.24 1.03 0.80 1.26 1.56 1.03 0.91 0.83 0.71 1.09 1.44 1.03 0.77 0.63 0.67 0.94 0.86 0.94 0.77 0.83 1.36 676

2.68 0.98 0.88 1.51 0.65 1.48 1.01 0.92 1.42 0.71 1.43 1.33 0.28 2.28 0.58 3.03 NA 0.96 0.70 1.42 0.68 1.37 Q9Y266 NUDC_HUMANreviewed Nuclear migration protein nudC (Nuclear distribution protein C homolog)NUDC 331 Homo sapiens (Human) 0.09 0.36 -0.52 0.02 0.37 0.19 0.34 -0.02 -0.10 -0.79 0.26 0.74 0.27 -0.02 0.01 1.54 0.41 0.24 0.15 0.09 0.17 -0.47 0.19 0.89 0.08 0.22 0.14 1.28 0.70 1.02 1.29 1.14 1.27 0.98 0.93 0.58 1.20 1.67 1.21 0.98 2.90 1.01 1.33 0.72 1.14 1.85 1.06 0.96 839

6.72 0.79 0.42 10.80 0.07 8.51 0.98 0.96 27.33 0.04 26.91 0.76 0.27 4.77 0.16 3.62 4.59 1.25 0.54 25.55 0.05 31.88 Q9Y279 VSIG4_HUMANreviewed V-set and immunoglobulin domain-containing protein 4 (Protein Z39Ig)VSIG4 CRIg Z39IG UNQ317/PRO362399 Homo sapiens (Human) 0.01 -0.27 0.39 -0.10 0.23 -0.22 -0.32 0.32 -0.52 0.16 -1.07 0.30 -0.13 -0.34 -0.02 -0.39 -0.40 -0.22 -0.23 0.29 0.29 -0.10 0.67 0.06 0.54 -0.08 -0.09 0.83 1.31 0.94 1.17 0.86 0.80 1.25 0.70 1.11 0.48 1.23 0.92 0.79 0.76 0.98 0.76 0.94 1.59 1.05 1.45 1.25 840

6.45 1.11 0.57 5.23 0.21 5.82 1.15 0.42 3.98 0.29 4.57 1.02 0.88 4.01 0.25 4.10 1.65 1.06 0.86 23.49 0.05 24.86 Q9Y2A7 NCKP1_HUMANreviewed Nck-associated protein 1 (NAP 1) (Membrane-associated protein HEM-2) (p125Nap1)NCKAP1 HEM2 KIAA0587 NAP11128 Homo sapiens (Human) 0.07 0.00 0.02 0.17 -0.34 0.48 0.38 0.04 0.15 0.18 0.28 0.34 0.14 0.15 0.20 -0.07 0.03 0.17 0.10 0.05 0.11 0.09 -0.04 0.19 0.21 0.15 0.08 1.00 1.01 1.13 0.79 1.40 1.30 1.03 1.11 1.13 1.21 1.27 1.10 1.11 0.95 1.15 1.02 1.06 0.97 1.14 1.16 1.06 677

NA 0.69 NA NA NA NA 0.71 NA NA NA NA 0.98 NA NA NA NA 1.58 0.95 NA NA NA NA Q9Y315 DEOC_HUMAN reviewed Putative deoxyribose-phosphate aldolase (DERA) (EC 4.1.2.4) (2-deoxy-D-ribose 5-phosphate aldolase) (Phosphodeoxyriboaldolase) (Deoxyriboaldolase)DERA CGI-26 318 Homo sapiens (Human) 0.29 -0.38 0.76 -0.78 1.13 0.69 -0.58 -0.44 -0.68 -0.10 -0.35 -0.53 -0.51 -0.53 -0.50 -0.21 -0.03 -0.41 -0.69 -0.85 -0.57 -0.47 -0.60 -0.58 -0.61 -0.45 -0.73 0.77 1.70 0.58 2.19 1.62 0.67 0.74 0.62 0.93 0.78 0.69 0.70 0.69 0.87 0.71 0.98 0.72 0.66 0.67 0.65 0.95 746

NA 1.23 NA NA NA NA 1.17 NA NA NA NA 1.33 NA NA NA NA 4.54 1.29 NA NA NA NA Q9Y365 PCTL_HUMAN reviewed PCTP-like protein (PCTP-L) (Antigen NY-CO-28) (START domain-containing protein 10) (StARD10) (Serologically defined colon cancer antigen 28) (StAR-related lipid transfer protein 10)STARD10 SDCCAG28 CGI-52291 Homo sapiens (Human) 0.36 0.99 0.08 0.27 -0.06 0.51 0.22 0.77 -0.32 -0.63 0.23 0.32 0.33 0.30 0.22 -0.13 0.42 0.16 -0.20 -0.18 0.18 -0.10 0.10 -0.40 1.13 0.16 -0.19 1.99 1.06 1.21 0.96 1.43 1.16 1.71 0.80 0.65 1.18 1.25 1.26 1.23 0.91 1.17 1.33 0.93 1.07 0.76 2.19 1.29 747

196.89 1.36 0.20 3.51 0.39 4.78 0.98 0.89 3.52 0.28 3.46 0.75 0.68 838.94 0.00 629.54 1.34 1.00 0.99 3.51 0.28 3.51 Q9Y376 CAB39_HUMANreviewed Calcium-binding protein 39 (MO25alpha) (Protein Mo25)CAB39 MO25 CGI-66 341 Homo sapiens (Human) 0.27 0.56 0.15 0.38 -0.12 0.40 -0.34 0.39 -0.03 0.01 0.26 0.15 -0.30 0.45 -0.03 0.00 -0.41 0.01 -0.26 -0.13 0.14 0.23 0.06 0.08 0.21 0.05 -0.23 1.47 1.11 1.30 0.92 1.32 0.79 1.31 0.98 1.00 1.20 1.11 0.81 1.36 1.00 0.98 0.75 1.17 1.04 1.05 1.16 1.00 678

4.50 0.94 0.79 10.89 0.09 10.22 0.90 0.54 4.70 0.19 4.23 1.11 0.55 4.93 0.23 5.49 1.70 1.32 0.22 3.58 0.37 4.71 Q9Y3I0 RTCB_HUMAN reviewed tRNA-splicing ligase RtcB homolog (EC 6.5.1.3)RTCB C22orf28 HSPC117 505 Homo sapiens (Human) -0.10 -0.32 -0.94 -0.10 0.61 0.27 -0.10 -0.01 -0.50 -0.33 -0.10 0.10 0.03 -0.09 -0.15 -0.48 0.15 -0.13 -0.04 -0.11 -0.21 -0.63 0.00 -0.24 0.04 -0.15 -0.06 0.80 0.52 0.93 1.52 1.21 0.93 0.99 0.71 0.80 0.93 1.07 1.02 0.94 0.72 0.90 1.11 0.65 1.00 0.85 1.03 1.32 679

14.77 0.63 0.41 80.43 0.01 50.81 0.63 0.38 53.91 0.01 34.06 0.85 0.40 4.43 0.19 3.78 8.80 1.56 0.17 4.49 0.35 6.98 Q9Y3U8 RL36_HUMAN reviewed 60S ribosomal protein L36RPL36 105 Homo sapiens (Human) 0.04 -1.06 -0.37 -0.32 1.35 0.62 -0.92 -0.19 -0.87 -0.64 -0.20 -0.54 -0.37 -0.66 -0.66 -0.18 -0.23 -0.50 -0.54 -0.39 -0.35 -1.08 -0.07 0.22 -0.46 -0.46 -0.50 0.48 0.78 0.80 2.55 1.54 0.53 0.88 0.55 0.64 0.87 0.69 0.78 0.63 0.88 0.63 0.85 0.47 0.95 1.17 0.73 1.56 680

1.33 0.98 0.77 1.19 0.82 1.16 1.33 0.00 1.13 1.18 1.50 1.62 0.00 1.14 1.42 1.86 1.68 0.95 0.50 1.18 0.80 1.12 Q9Y3Z3 SAMH1_HUMANreviewed Deoxynucleoside triphosphate triphosphohydrolase SAMHD1 (dNTPase) (EC 3.1.5.-) (Dendritic cell-derived IFNG-induced protein) (DCIP) (Monocyte protein 5) (MOP-5) (SAM domain and HD domain-containing protein 1)SAMHD1 MOP5 626 Homo sapiens (Human) -0.27 -0.25 -1.01 0.06 -0.16 -0.01 0.11 0.06 0.00 0.09 0.12 0.54 0.08 -0.03 0.41 -0.01 0.70 0.19 0.46 0.30 0.03 -0.28 0.24 0.06 0.11 0.15 0.42 0.84 0.50 1.05 0.90 0.99 1.08 1.04 1.00 1.07 1.09 1.46 1.06 0.98 0.99 1.33 1.62 0.82 1.18 1.04 1.08 0.95 681

1.32 1.02 0.63 1.10 0.93 1.12 1.18 0.00 1.06 1.11 1.26 1.19 0.00 1.09 1.09 1.30 0.99 1.05 0.29 1.09 0.96 1.14 Q9Y490 TLN1_HUMAN reviewed Talin-1 TLN1 KIAA1027 TLN 2541 Homo sapiens (Human) -0.14 -0.27 -0.48 -0.19 0.30 -0.07 0.23 0.10 0.20 0.20 -0.02 -0.13 0.26 0.03 0.24 0.15 0.25 0.14 0.28 0.34 0.20 0.17 0.34 -0.03 0.34 0.15 0.30 0.83 0.72 0.88 1.23 0.95 1.17 1.07 1.15 1.15 0.98 0.91 1.19 1.02 1.11 1.18 1.19 1.12 1.27 0.98 1.26 1.05 682

16.22 1.14 0.43 3.67 0.31 4.17 0.99 0.94 3.69 0.27 3.65 0.71 0.18 3.64 0.19 2.57 5.06 0.63 0.14 3.70 0.17 2.34 Q9Y5K6 CD2AP_HUMANreviewed CD2-associated protein (Adapter protein CMS) (Cas ligand with multiple SH3 domains)CD2AP 639 Homo sapiens (Human) 0.43 0.38 0.54 0.86 0.34 0.04 -0.32 -0.43 -0.16 -0.01 0.17 0.10 -0.80 0.18 -0.01 0.38 -0.50 -0.13 -0.56 -0.64 -0.20 0.08 -0.58 0.36 -0.67 -0.15 -0.58 1.31 1.45 1.81 1.27 1.03 0.80 0.74 0.90 0.99 1.13 1.07 0.57 1.14 1.30 0.99 0.71 1.06 0.67 1.28 0.63 0.63 683

1.43 1.29 0.02 1.20 1.08 1.55 1.46 0.00 1.20 1.21 1.75 0.68 0.02 1.33 0.51 0.90 1.43 0.70 0.06 1.46 0.48 1.02 Q9Y624 JAM1_HUMAN reviewed Junctional adhesion molecule A (JAM-A) (Junctional adhesion molecule 1) (JAM-1) (Platelet F11 receptor) (Platelet adhesion molecule 1) (PAM-1) (CD antigen CD321)F11R JAM1 JCAM UNQ264/PRO301299 Homo sapiens (Human) 0.56 0.71 0.74 1.13 0.31 -0.10 -0.61 -0.57 -0.34 -0.65 -0.03 0.16 -0.38 0.37 0.54 -0.43 -0.56 -0.23 -0.78 -0.78 -0.23 0.10 -0.55 -0.05 -0.41 -0.23 -0.78 1.64 1.67 2.18 1.24 0.93 0.65 0.67 0.79 0.64 0.98 1.12 0.77 1.29 0.74 1.46 0.68 1.07 0.68 0.97 0.76 0.70 684

NA 1.14 NA NA NA NA 1.18 NA NA NA NA 0.81 NA NA NA NA 3.72 0.95 NA NA NA NA Q9Y639 NPTN_HUMAN reviewed Neuroplastin (Stromal cell-derived receptor 1) (SDR-1)NPTN SDFR1 SDR1 398 Homo sapiens (Human) 0.28 0.16 0.52 0.39 -0.11 0.44 -0.29 -0.50 -0.31 0.16 0.03 0.59 -0.22 0.18 0.24 0.04 -0.31 -0.04 -0.31 -0.20 0.08 -0.28 0.23 0.31 0.07 0.00 -0.28 1.12 1.44 1.31 0.92 1.35 0.82 0.71 0.81 1.12 1.02 1.51 0.86 1.14 1.03 1.18 0.81 0.82 1.18 1.24 1.05 0.95 748

1.15 0.76 0.07 1.37 0.55 1.04 0.81 0.09 1.31 0.61 1.06 0.94 0.80 1.85 0.51 1.75 0.95 1.23 0.20 1.46 0.84 1.79 Q9Y678 COPG1_HUMANreviewed Coatomer subunit gamma-1 (Gamma-1-coat protein) (Gamma-1-COP)COPG1 COPG 874 Homo sapiens (Human) 0.45 0.94 1.45 -0.47 0.31 0.03 0.18 0.00 0.09 0.55 -0.24 -0.43 -0.15 -0.40 -0.31 0.59 -0.09 -0.02 -0.47 -0.65 -0.21 0.07 -0.10 -0.51 -0.28 -0.07 -0.52 1.92 2.73 0.72 1.24 1.02 1.13 1.00 1.07 1.46 0.85 0.74 0.90 0.76 1.50 0.81 0.94 1.05 0.94 0.70 0.82 1.23 685

1.40 1.28 0.10 1.45 0.88 1.85 1.19 0.27 1.63 0.73 1.94 1.13 0.43 1.72 0.66 1.95 1.27 0.96 0.69 1.49 0.64 1.43 Q9Y6E0 STK24_HUMANreviewed Serine/threonine-protein kinase 24 (EC 2.7.11.1) (Mammalian STE20-like protein kinase 3) (MST-3) (STE20-like kinase MST3) [Cleaved into: Serine/threonine-protein kinase 24 36 kDa subunit (Mammalian STE20-like protein kinase 3 N-terminal) (MST3/N); Serine/threonine-protein kinase 24 12 kDa subunit (Mammalian STE20-like protein kinase 3 C-terminal) (MST3/C)]STK24 MST3 STK3 443 Homo sapiens (Human) 0.03 0.02 -0.06 0.32 -0.33 0.18 0.33 0.43 0.03 0.21 0.28 0.12 -0.05 0.35 0.25 0.21 0.18 0.21 0.19 0.09 0.11 0.01 0.17 0.05 0.22 0.19 0.16 1.01 0.96 1.25 0.80 1.13 1.26 1.34 1.02 1.16 1.22 1.08 0.96 1.28 1.16 1.19 1.13 1.01 1.12 1.03 1.17 0.96 686

1.42 1.01 0.94 1.63 0.62 1.65 1.02 0.89 1.79 0.57 1.83 1.04 0.86 2.19 0.47 2.27 1.28 2.40 0.31 16.49 0.15 39.62 Q9Y6G9 DC1L1_HUMANreviewed Cytoplasmic dynein 1 light intermediate chain 1 (LIC1) (Dynein light chain A) (DLC-A) (Dynein light intermediate chain 1, cytosolic)DYNC1LI1 DNCLI1 523 Homo sapiens (Human) 0.29 -0.51 -0.19 0.36 0.74 1.03 -0.08 -0.10 -0.37 0.11 -0.17 -0.19 0.00 0.01 0.03 0.34 0.05 -0.03 -0.32 -0.32 -0.04 -0.18 -0.17 -0.12 0.32 -0.03 -0.32 0.70 0.88 1.29 1.67 2.04 0.94 0.93 0.77 1.08 0.89 0.88 1.00 1.01 1.27 1.02 1.04 0.89 0.89 0.92 1.24 2.40 687

1.73 1.68 0.00 1.07 1.56 1.80 1.34 0.00 1.06 1.27 1.42 1.26 0.00 1.07 1.17 1.35 0.79 1.40 0.00 1.07 1.32 1.50 Q9Y6R7 FCGBP_HUMANreviewed IgGFc-binding protein (Fcgamma-binding protein antigen) (FcgammaBP)FCGBP 5405 Homo sapiens (Human) -0.12 -0.31 0.35 -0.33 0.00 -0.32 -0.18 0.27 0.51 0.29 -0.20 -0.44 0.68 0.75 0.43 0.33 0.33 0.25 0.37 -0.46 -0.59 -1.10 -0.64 -0.35 -0.25 0.03 0.15 0.81 1.27 0.79 1.00 0.80 0.88 1.21 1.42 1.22 0.87 0.74 1.60 1.68 1.25 1.34 1.26 0.47 0.64 0.78 0.84 1.40 688

1.27 1.24 0.15 1.48 0.83 1.83 1.04 0.72 1.48 0.70 1.54 0.81 0.24 1.70 0.48 1.38 3.91 0.80 0.17 1.58 0.51 1.26 Q9Y6W3 CAN7_HUMAN reviewed Calpain-7 (EC 3.4.22.-) (PalB homolog) (PalBH)CAPN7 PALBH 813 Homo sapiens (Human) 0.48 0.81 0.38 1.34 -0.06 -0.06 -0.23 -0.12 -0.11 -0.52 0.13 -0.22 -0.59 0.30 0.05 0.28 -0.30 -0.12 -0.60 -0.58 -0.10 -0.02 -0.38 0.08 -0.07 -0.11 -0.60 1.75 1.31 2.53 0.96 0.96 0.85 0.92 0.93 0.70 1.10 0.86 0.67 1.24 1.21 1.04 0.81 0.99 0.77 1.05 0.95 0.80 689

4.12 1.03 0.80 3.88 0.27 4.01 1.15 0.42 3.91 0.29 4.49 0.93 0.84 33.42 0.03 31.16 3.39 1.15 0.46 4.70 0.24 5.40 Q9Y6W5 WASF2_HUMANreviewed Wiskott-Aldrich syndrome protein family member 2 (WASP family protein member 2) (Protein WAVE-2) (Verprolin homology domain-containing protein 2)WASF2 WAVE2 498 Homo sapiens (Human) -0.08 -0.18 -0.04 -0.14 -0.19 0.14 0.06 -0.10 -0.14 0.22 -0.10 -0.15 0.08 0.05 0.20 -0.04 -0.10 0.00 0.08 0.14 0.06 0.05 0.28 -0.27 0.19 0.02 0.10 0.88 0.97 0.91 0.88 1.10 1.04 0.94 0.91 1.16 0.94 0.90 1.06 1.03 0.97 1.15 0.93 1.03 1.22 0.83 1.14 1.15 690

783 841 783 783 783 783 841 783 783 783 783 841 783 783 783 783 790 841 783 783 783 783 0 0 0 0 0 841 0 840 840 841 841 841 840 840 840 841 841 841 841 841 841 841 841 841 841 841 841 841 841 841 841 840 840 841 841 841 840 840 840 841 841 841 841 841 841.00 841 841 840 840 841 841 841

0.931034 1 0.931034 0.931034483 0.931034 0.931034483 1 0.931034 0.931034483 0.931034 0.931034483 1 0.931034 0.931034483 0.931034 0.931034483 0.939358 1 0.931034 0.931034483 0.931034 0.931034483 0 0 0 0 0 1 0 0.99881094 0.99881094 1 1 1 0.99881094 0.99881094 0.99881094 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 0.99881094 0.99881094 1 1 1 0.99881094 0.99881094 0.99881094 1 1 1 1 1 1.00 1 1 0.99881094 0.99881094 1 1 1

Exo5_1UpperCI.116.113Exo17116.113_3Exo171PVal.117.113Exo171EF.117.113 Exo171LowerCI.117.113Exo171UpperCI.117.113 Exo7_117.113_3Exo7_1PVal.118.113Exo7_1EF.118.113 Exo7_1LowerCI.118.113Exo7_1UpperCI.118.113 Exo16_121.113_3Exo16_PVal.121.113Exo16_EF.121.113 Exo16_LowerCI.121.113Exo16_UpperCI.121.113Exo4_1UpperCI.118.113X119iTRAQpool_119.113_3X119iTRPVal.115.113X119iTREF.115.113 X119iTRLowerCI.115.113X119iTRUpperCI.115.113 Entry Entry name Status Protein names Gene names Length Organism Exo26_ref_114.113_1Exo24_ref_115.113_1Exo23_ref_114.113_2Exo25_ref_115.113_2Exo22ref_114.113_3Exo15_116.113_1Exo10_118.113_1Exo11_119.113_1Exo19_116.113_2Exo13_117.113_2Exo4_118.113_2 Exo5_115.113_3 Exo17116.113_3 Exo1_121.113_2 Exo7_117.113_3 Exo16_121.113_3LöfExo6_117.113_1LöfExo3_121.113_1LöfExo9_119.113_2LöfExo18_118.113_3X119iTRAQpool_119.113_3

4.212511 0.893862 0.479355 3.804069519 0.234975 3.400313223 0.955992 0.749055 3.954189062 0.241767 3.78017328 0.895199 0.630078 8.516719818 0.105111 7.624155518 1.641399 1.022023 0.921725 9.391487122 0.108824 9.59831773 Q9P2R3 ANFY1_HUMANreviewed Ankyrin repeat and FYVE domain-containing protein 1 (Ankyrin repeats hooked to a zinc finger motif)ANKFY1 ANKHZN KIAA12551169 Homo sapiens (Human) 0 0 -0.0864685 0.13045053 0.11578189 0 0 0 0.30872661 0.01491658 0.1958807 0.13811349 -0.161876 -0.0649295 -0.1597203 0.94182539 1.09463549 1.08356214 1.23861396 1.01039302 1.14542317 1.10046518 0.89386201 1.15323424 0.95599204 0.89519858 0.89754868 0.89292729 1.0220232

NA 0.768403 NA NA NA NA 0.762331 NA NA NA NA 0.688165 NA NA NA NA NA 1.451033 NA NA NA NA O00625 PIR_HUMAN reviewed Pirin (EC 1.13.11.24) (Probable quercetin 2,3-dioxygenase PIR) (Probable quercetinase)PIR 290 Homo sapiens (Human) 1.59951568 0.97951418 0.85040462 0.51759732 1.05517328 0.86877751 1.75497901 0.86895645 0.50196028 1.16184962 1.60980761 0.60511953 0.76840335 0.62581539 0.76233131 0.68816507 0.9193455 2.10118413 0.76481676 1.20038712 1.45103264

NA 0.620107 NA NA NA NA 0.601768 NA NA NA NA 1.08242 NA NA NA NA NA 0.887624 NA NA NA NA O15511 ARPC5_HUMANreviewed Actin-related protein 2/3 complex subunit 5 (Arp2/3 complex 16 kDa subunit) (p16-ARC)ARPC5 ARC16 151 Homo sapiens (Human) 0.85184401 1.02539802 0.95805025 2.80174494 2.06166029 0.7201761 0.77590191 0.76844925 0.45662823 0.69608128 0.6597696 0.98824632 0.62010706 0.62398922 0.60176796 1.08241987 0.60775733 0.7309919 0.62025166 0.59352303 0.88762361

NA 1.248344 NA NA NA NA 0.941071 NA NA NA NA 0.886759 NA NA NA NA NA 0.952163 NA NA NA NA O60488 ACSL4_HUMANreviewed Long-chain-fatty-acid--CoA ligase 4 (EC 6.2.1.3) (Long-chain acyl-CoA synthetase 4) (LACS 4)ACSL4 ACS4 FACL4 LACS4 711 Homo sapiens (Human) 0.92719758 1.09884882 0.77843916 0.79519165 1.36253166 0.86694706 0.92740881 0.93127489 0.79838157 1.0388999 1.2329737 0.91846716 1.24834442 1.00067532 0.94107056 0.88675946 1.13595533 1.18118763 0.84449166 1.02922308 0.9521634

NA 1.157936 NA NA NA NA 0.920911 NA NA NA NA 1.133666 NA NA NA NA 4.055214 1.432601 NA NA NA NA O94903 PROSC_HUMANreviewed Proline synthase co-transcribed bacterial homolog proteinPROSC 275 Homo sapiens (Human) 1.64312661 1.39419794 1.76954353 0.97999847 1.16424859 0.82546431 0.96763152 0.88046533 0.75111383 0.98633981 1.12265492 0.80939943 1.1579355 0.59458858 0.92091078 1.13366616 1.09486294 0.98606747 1.00573802 1.43319511 1.43260062

NA 0.94988 NA NA NA NA 0.922942 NA NA NA NA 1.011711 NA NA NA NA 4.608938 1.937854 NA NA NA NA P00390 GSHR_HUMAN reviewed Glutathione reductase, mitochondrial (GR) (GRase) (EC 1.8.1.7)GSR GLUR GRD1 522 Homo sapiens (Human) 1.18161798 1.04357839 0.79130501 0.98166144 1.18695962 0.89458513 1.34339583 0.69401872 1.20782495 0.75636065 0.97068137 1.29477513 0.94987989 1.16236639 0.92294157 1.01171124 0.53549081 0.88712078 0.87137246 1.0467366 1.93785405

NA 1.590376 NA NA NA NA 1.087674 NA NA NA NA 1.361317 NA NA NA NA NA 1.240474 NA NA NA NA P01034 CYTC_HUMAN reviewed Cystatin-C (Cystatin-3) (Gamma-trace) (Neuroendocrine basic polypeptide) (Post-gamma-globulin)CST3 146 Homo sapiens (Human) 0.66230547 0.5766651 0.87076229 1.03930998 0.76417774 1.06623197 0.77528918 1.30983532 1.61062396 1.04488945 0.72161245 0.69680339 1.59037554 1.32325959 1.0876739 1.36131728 1.72645545 1.14697385 1.14851868 1.34200668 1.24047375

NA 0.639584 NA NA NA NA 1.541061 NA NA NA NA 0.572523 NA NA NA NA NA 1.112601 NA NA NA NA P01602 KV110_HUMANreviewed Ig kappa chain V-I region HK102 (Fragment)IGKV1-5 117 Homo sapiens (Human) 0.58466727 2.01352572 0.20102043 0.05726627 0.38211924 0.92029619 0.66885495 1.55938542 0.24837862 0.07683656 0.09754187 1.70369017 0.63958424 1.41948903 1.54106128 0.57252336 2.34708214 0.86904812 0.25468904 0.79065412 1.1126014

NA 1.634335 NA NA NA NA 1.443829 NA NA NA NA 0.931579 NA NA NA NA NA 1.053558 NA NA NA NA P01619 KV301_HUMANreviewed Ig kappa chain V-III region B6 108 Homo sapiens (Human) 0.59868276 0.80863726 1.38301814 0.43206585 0.52306581 1.55128515 0.66346425 1.96085811 2.42641592 0.69260311 0.65240616 1.10903144 1.63433528 1.89115441 1.44382882 0.93157941 0.96005166 1.52538741 2.82629633 1.36780405 1.05355775

NA 1.242866 NA NA NA NA 1.074321 NA NA NA NA 1.076716 NA NA NA NA NA 1.224762 NA NA NA NA P01773 HV312_HUMANreviewed Ig heavy chain V-III region BUR 119 Homo sapiens (Human) 0.46276745 0.4986358 0.93214232 0.35511726 0.65781033 1.9333508 0.78690904 1.04714584 3.06680846 0.81486285 0.74300861 1.82627428 1.24286628 1.28074718 1.07432067 1.07671559 1.0548352 1.01722479 1.22198653 0.88416725 1.22476172

NA 2.163522 NA NA NA NA 0.024148 NA NA NA NA 0.010918 NA NA NA NA NA 0.030363 NA NA NA NA P01909 DQA1_HUMAN reviewed HLA class II histocompatibility antigen, DQ alpha 1 chain (DC-1 alpha chain) (DC-alpha) (HLA-DCA) (MHC class II DQA1)HLA-DQA1 254 Homo sapiens (Human) 0.60570628 0.87228578 0.55212885 0.72916859 0.4893786 2.22343588 1.58832026 0.56366235 0.48392341 1.00021029 1.15986466 1.0907588 2.16352201 1.14125001 0.02414849 0.01091793 0.84626365 2.86503315 2.38192773 0.83241057 0.03036307

NA 0.289173 NA NA NA NA 0.599774 NA NA NA NA 1.091936 NA NA NA NA 2.60018 1.339129 NA NA NA NA P02656 APOC3_HUMANreviewed Apolipoprotein C-III (Apo-CIII) (ApoC-III) (Apolipoprotein C3)APOC3 99 Homo sapiens (Human) 0.35244826 0.34975877 0.52061808 2.59759951 0.51981443 0.69976121 0.17414737 2.33429885 1.18371439 0.65425921 0.69689035 0.60032857 0.28917253 0.39789644 0.59977388 1.09193611 1.05182385 1.50568795 0.71396178 0.79686761 1.33912885

NA 1.632852 NA NA NA NA 0.590572 NA NA NA NA 1.138856 NA NA NA NA 67.58514 0.718049 NA NA NA NA P04440 DPB1_HUMAN reviewed HLA class II histocompatibility antigen, DP beta 1 chain (HLA class II histocompatibility antigen, DP(W4) beta chain) (MHC class II antigen DPB1)HLA-DPB1 HLA-DP1B 258 Homo sapiens (Human) 0.2912862 0.65142912 0.6887573 1.09159958 0.65596247 1.04344451 0.73124254 1.03303075 1.90097117 1.16560721 1.23704827 1.37535834 1.63285196 1.67894757 0.59057182 1.13885641 0.89464629 1.70021844 1.26948905 1.60970986 0.71804935

NA 0.560098 NA NA NA NA 0.578667 NA NA NA NA 1.146618 NA NA NA NA NA 1.413124 NA NA NA NA P05198 IF2A_HUMAN reviewed Eukaryotic translation initiation factor 2 subunit 1 (Eukaryotic translation initiation factor 2 subunit alpha) (eIF-2-alpha) (eIF-2A) (eIF-2alpha)EIF2S1 EIF2A 315 Homo sapiens (Human) 1.00467968 1.1703769 0.68231851 1.85138941 0.95417517 1.27275169 0.9659434 0.89967215 0.33184862 0.7586093 1.04552841 0.64976233 0.56009811 0.58235019 0.5786671 1.14661849 0.83728904 1.17490459 0.76671946 0.75725418 1.41312385

NA 1.247848 NA NA NA NA 1.557993 NA NA NA NA 1.412946 NA NA NA NA 1.251251 1.345848 NA NA NA NA P06311 KV311_HUMANreviewed Ig kappa chain V-III region IARC/BL41 128 Homo sapiens (Human) 0.48926482 0.64742702 1.64544916 0.52542555 0.61090761 1.10608649 0.63300365 1.5163815 1.78306997 0.67974424 0.74155533 1.16078115 1.24784792 1.9164952 1.55799341 1.41294622 1.92209566 1.20991254 1.90788949 1.16472697 1.3458482

NA 0.649206 NA NA NA NA 0.501798 NA NA NA NA 1.234679 NA NA NA NA 1.01918 0.395262 NA NA NA NA P08670 VIME_HUMAN reviewed Vimentin VIM 466 Homo sapiens (Human) 0.28424841 0.38090324 0.90488309 2.45435023 0.63244444 0.5800544 0.56662262 0.91061229 0.87528318 1.01831174 0.7869975 0.85089982 0.6492061 1.01044893 0.50179833 1.23467946 0.41012096 1.23500967 0.81557715 0.69601095 0.39526203

NA 0.949191 NA NA NA NA 0.961492 NA NA NA NA 1.096743 NA NA NA NA NA 1.394544 NA NA NA NA P08865 RSSA_HUMAN reviewed 40S ribosomal protein SA (37 kDa laminin receptor precursor) (37LRP) (37/67 kDa laminin receptor) (LRP/LR) (67 kDa laminin receptor) (67LR) (Colon carcinoma laminin-binding protein) (Laminin receptor 1) (LamR) (Laminin-binding protein precursor p40) (LBP/p40) (Multidrug resistance-associated protein MGr1-Ag) (NEM/1CHD4)RPSA LAMBR LAMR1 295 Homo sapiens (Human) 1.173334 0.40177551 1.1967963 0.83753765 0.87515044 0.95564008 0.75583071 0.89573443 0.9689095 1.2842834 1.44355249 1.22021496 0.94919092 0.87513208 0.96149176 1.09674335 0.78390342 0.87568504 1.1846329 1.20147204 1.39454424

NA 0.99906 NA NA NA NA 1.416165 NA NA NA NA 0.980565 NA NA NA NA 1.384895 1.588634 NA NA NA NA P09917 LOX5_HUMAN reviewed Arachidonate 5-lipoxygenase (5-LO) (5-lipoxygenase) (EC 1.13.11.34)ALOX5 LOG5 674 Homo sapiens (Human) 0.68042183 0.86006963 0.80904484 2.65271211 0.93835098 0.83338535 1.02749431 0.8725372 0.88859057 0.64050728 0.81484741 0.96994245 0.99905998 0.99837434 1.41616511 0.98056477 0.71650374 0.59228146 0.81497753 1.01384103 1.58863437

NA 1.00713 NA NA NA NA 1.17697 NA NA NA NA 1.429037 NA NA NA NA NA 0.953251 NA NA NA NA P11279 LAMP1_HUMANreviewed Lysosome-associated membrane glycoprotein 1 (LAMP-1) (Lysosome-associated membrane protein 1) (CD107 antigen-like family member A) (CD antigen CD107a)LAMP1 417 Homo sapiens (Human) 0.95094186 1.72274685 1.22901583 1.00874496 0.81374329 0.70303065 1.19063401 1.09475803 0.62743223 0.75674409 0.70297968 1.25613785 1.00712979 0.84796274 1.17697012 1.42903709 1.10571635 0.99949169 0.93143529 1.05453122 0.95325118

NA 1.021658 NA NA NA NA 1.191378 NA NA NA NA 0.767811 NA NA NA NA NA 0.83523 NA NA NA NA P12314 FCGR1_HUMANreviewed High affinity immunoglobulin gamma Fc receptor I (IgG Fc receptor I) (Fc-gamma RI) (FcRI) (Fc-gamma RIA) (FcgammaRIa) (CD antigen CD64)FCGR1A FCG1 FCGR1 IGFR1374 Homo sapiens (Human) 0.81380934 1.24989915 1.71436441 1.17405057 0.79529303 1.19125533 1.00315249 0.76707774 1.31842983 0.88579077 0.91549009 1.0610615 1.02165771 0.9377023 1.19137788 0.76781106 1.59360147 1.50068891 1.27249384 0.8241328 0.83523017

NA 1.161326 NA NA NA NA 1.039116 NA NA NA NA 1.170912 NA NA NA NA NA 1.111335 NA NA NA NA P15814 IGLL1_HUMAN reviewed Immunoglobulin lambda-like polypeptide 1 (CD179 antigen-like family member B) (Ig lambda-5) (Immunoglobulin omega polypeptide) (Immunoglobulin-related protein 14.1) (CD antigen CD179b)IGLL1 IGL1 213 Homo sapiens (Human) 0.62450141 0.50325471 0.86900735 0.80717194 0.59110224 2.28000689 0.54588121 1.86095917 1.90358555 1.16932166 0.78155309 1.09354758 1.16132605 1.57736993 1.03911567 1.17091215 1.23510814 1.41596293 1.46419048 0.83918518 1.11133492

NA 1.273553 NA NA NA NA 0.804256 NA NA NA NA 0.978614 NA NA NA NA NA 1.534053 NA NA NA NA P19075 TSN8_HUMAN reviewed Tetraspanin-8 (Tspan-8) (Transmembrane 4 superfamily member 3) (Tumor-associated antigen CO-029)TSPAN8 TM4SF3 237 Homo sapiens (Human) 1.20281112 1.57960105 0.77580822 0.77531582 0.91321886 1.58201075 1.55642986 1.1437614 1.11383164 1.05687618 1.3109231 0.83966905 1.2735529 0.92466611 0.80425632 0.97861439 0.67714143 0.98718172 0.86641717 0.99713224 1.53405321

NA 0.436124 NA NA NA NA 0.268607 NA NA NA NA 0.353207 NA NA NA NA 8.723835 0.534383 NA NA NA NA P20142 PEPC_HUMAN reviewed Gastricsin (EC 3.4.23.3) (Pepsinogen C)PGC 388 Homo sapiens (Human) 0.71053702 0.18230322 0.61332613 5.06669331 0.50091583 0.17461447 0.23236269 0.30012512 0.50243038 1.41443646 0.65668529 0.1585062 0.43612415 0.69165701 0.26860729 0.3532072 0.42445543 0.18464363 0.48285934 0.40077421 0.53438348

NA 0.694998 NA NA NA NA 0.584957 NA NA NA NA 0.581731 NA NA NA NA 23.23785 0.957158 NA NA NA NA P20839 IMDH1_HUMANreviewed Inosine-5'-monophosphate dehydrogenase 1 (IMP dehydrogenase 1) (IMPD 1) (IMPDH 1) (EC 1.1.1.205) (IMPDH-I)IMPDH1 IMPD1 514 Homo sapiens (Human) 0.69150889 1.22529066 0.79828852 2.05708075 1.31583929 1.15711093 0.99457973 1.14587176 0.6111027 0.83071601 0.73947591 1.16630554 0.69499761 0.69394404 0.58495659 0.5817306 0.7212342 0.69686401 0.66267228 0.98071545 0.95715791

NA 1.319027 NA NA NA NA 1.293487 NA NA NA NA 0.900706 NA NA NA NA 41.14049 1.030806 NA NA NA NA P23634 AT2B4_HUMANreviewed Plasma membrane calcium-transporting ATPase 4 (PMCA4) (EC 3.6.3.8) (Matrix-remodeling-associated protein 1) (Plasma membrane calcium ATPase isoform 4) (Plasma membrane calcium pump isoform 4)ATP2B4 ATP2B2 MXRA1 1241 Homo sapiens (Human) 1.72186911 1.86667061 1.06110883 0.85434032 0.67920351 1.07085669 0.77618581 1.1203723 1.21355915 1.16184008 0.94818282 0.63028389 1.31902671 1.21031964 1.29348731 0.90070641 1.25201869 1.21493697 1.14088988 0.96842557 1.03080559

NA 0.833518 NA NA NA NA 1.072973 NA NA NA NA 1.019017 NA NA NA NA NA 1.434733 NA NA NA NA P26639 SYTC_HUMAN reviewed Threonine--tRNA ligase, cytoplasmic (EC 6.1.1.3) (Threonyl-tRNA synthetase) (ThrRS)TARS 723 Homo sapiens (Human) 1.11898506 0.87937146 1.02635467 1.11905766 1.02784336 1.45840585 1.04773641 1.09814084 0.7824527 0.86477143 1.18622744 1.2561326 0.83351785 0.79956859 1.07297254 1.01901746 1.00597858 0.87369263 0.76438117 0.88851547 1.43473303

NA 0.826722 NA NA NA NA 0.626315 NA NA NA NA 0.372592 NA NA NA NA 6.775181 0.880925 NA NA NA NA P28072 PSB6_HUMAN reviewed Proteasome subunit beta type-6 (EC 3.4.25.1) (Macropain delta chain) (Multicatalytic endopeptidase complex delta chain) (Proteasome delta chain) (Proteasome subunit Y)PSMB6 LMPY Y 239 Homo sapiens (Human) 1.56049681 2.81414652 0.79255444 1.380669 1.64675629 0.8017177 0.85360444 0.64516395 0.62995493 0.74540591 0.84809101 0.92229402 0.82672221 0.70959342 0.62631464 0.37259239 0.73729253 0.68065858 0.72678679 0.91874594 0.8809247

NA 1.048136 NA NA NA NA 1.1853 NA NA NA NA 1.288697 NA NA NA NA 12.35212 1.266069 NA NA NA NA P31689 DNJA1_HUMANreviewed DnaJ homolog subfamily A member 1 (DnaJ protein homolog 2) (HSDJ) (Heat shock 40 kDa protein 4) (Heat shock protein J2) (HSJ-2) (Human DnaJ protein 2) (hDj-2)DNAJA1 DNAJ2 HDJ2 HSJ2 HSPF4397 Homo sapiens (Human) 1.24151957 1.25552452 1.32287061 1.09621942 1.14247978 0.98966718 0.94040424 1.04820681 0.91896445 1.00260842 1.13369012 1.19585884 1.04813647 1.04106736 1.18529975 1.28869653 1.08037663 1.03521431 1.02535176 1.14223266 1.26606941

NA 1.388339 NA NA NA NA 1.253853 NA NA NA NA 1.565795 NA NA NA NA NA 1.168281 NA NA NA NA P32455 GBP1_HUMAN reviewed Interferon-induced guanylate-binding protein 1 (GTP-binding protein 1) (GBP-1) (HuGBP-1) (Guanine nucleotide-binding protein 1)GBP1 592 Homo sapiens (Human) 1.09438944 0.82771277 0.91664171 0.8666324 0.41433123 0.93856823 1.05664837 1.17971206 0.71054125 0.88160902 1.27407122 1.64793992 1.38833904 0.95369852 1.25385344 1.56579471 1.27195633 1.10780585 0.87040013 1.38399565 1.16828072

NA 0.955585 NA NA NA NA 0.901993 NA NA NA NA 0.514699 NA NA NA NA NA 1.74329 NA NA NA NA P48163 MAOX_HUMANreviewed NADP-dependent malic enzyme (NADP-ME) (EC 1.1.1.40) (Malic enzyme 1)ME1 572 Homo sapiens (Human) 0.81355214 1.65724528 0.85036129 1.14586473 1.20947814 1.38234842 1.6321404 1.38264906 0.99667627 0.85950959 0.93140006 0.82192916 0.95558453 0.97357559 0.90199328 0.51469946 1.21893072 0.98440462 0.91558504 1.05409229 1.74328959

NA 0.687275 NA NA NA NA 0.686403 NA NA NA NA 0.81901 NA NA NA NA NA 1.098524 NA NA NA NA P49754 VPS41_HUMANreviewed Vacuolar protein sorting-associated protein 41 homolog (S53)VPS41 854 Homo sapiens (Human) 0.85877359 0.94867897 0.65127027 2.18539572 1.21539891 0.81327283 1.06204188 0.70272076 0.89656538 0.88277376 0.9299171 0.87537909 0.68727458 0.90256447 0.68640256 0.81900996 0.6208666 0.74408108 0.72843337 1.37149358 1.09852386

NA 1.002906 NA NA NA NA 0.915146 NA NA NA NA 1.102513 NA NA NA NA NA 1.175849 NA NA NA NA P50851 LRBA_HUMAN reviewed Lipopolysaccharide-responsive and beige-like anchor protein (Beige-like protein) (CDC4-like protein)LRBA BGL CDC4L LBA 2863 Homo sapiens (Human) 1.87184751 1.60258555 1.3263247 0.69363862 1.35800123 1.29485655 0.95093507 1.06496966 0.95320666 0.94380331 0.72813714 0.95596451 1.00290561 0.95834309 0.91514647 1.10251296 0.97159207 0.9864074 1.17912471 0.92264175 1.17584932

NA 1.317433 NA NA NA NA 1.233171 NA NA NA NA 1.012447 NA NA NA NA NA 0.896904 NA NA NA NA P53801 PTTG_HUMAN reviewed Pituitary tumor-transforming gene 1 protein-interacting protein (Pituitary tumor-transforming gene protein-binding factor) (PBF) (PTTG-binding factor)PTTG1IP C21orf1 C21orf3 180 Homo sapiens (Human) 0.50102955 1.74631178 1.64694476 0.81377298 1.09652472 1.04218876 1.35848475 1.14350534 1.1853987 1.33334816 1.10186875 1.08349145 1.317433 1.01530659 1.23317123 1.01244736 0.79710645 0.8227123 0.61560839 0.55632854 0.89690429

NA 1.06743 NA NA NA NA 0.820786 NA NA NA NA 0.73465 NA NA NA NA NA 1.276436 NA NA NA NA Q04760 LGUL_HUMAN reviewed Lactoylglutathione lyase (EC 4.4.1.5) (Aldoketomutase) (Glyoxalase I) (Glx I) (Ketone-aldehyde mutase) (Methylglyoxalase) (S-D-lactoylglutathione methylglyoxal lyase)GLO1 184 Homo sapiens (Human) 1.87066162 0.92145324 1.09324801 1.10078013 1.16509843 0.92952251 1.65782607 0.68938762 0.83705777 1.05535448 0.93039984 0.80602723 1.0674305 0.9910838 0.82078642 0.73464972 0.97720003 0.86923146 1.04863823 0.93242252 1.27643645

NA 0.9905 NA NA NA NA 0.984056 NA NA NA NA 0.93201 NA NA NA NA NA 0.857059 NA NA NA NA Q06124 PTN11_HUMANreviewed Tyrosine-protein phosphatase non-receptor type 11 (EC 3.1.3.48) (Protein-tyrosine phosphatase 1D) (PTP-1D) (Protein-tyrosine phosphatase 2C) (PTP-2C) (SH-PTP2) (SHP-2) (Shp2) (SH-PTP3)PTPN11 PTP2C SHPTP2 597 Homo sapiens (Human) 1.43762362 1.12671185 1.20818257 1.10073566 0.99489403 1.14896298 1.22521675 1.10687947 1.23784077 1.27595401 1.13728154 0.9521212 0.99050033 1.12753034 0.98405552 0.93200994 1.12470114 1.12088025 0.99312371 0.83758473 0.85705912

NA 1.05401 NA NA NA NA 1.19826 NA NA NA NA 1.320532 NA NA NA NA NA 0.905159 NA NA NA NA Q07960 RHG01_HUMANreviewed Rho GTPase-activating protein 1 (CDC42 GTPase-activating protein) (GTPase-activating protein rhoOGAP) (Rho-related small GTPase protein activator) (Rho-type GTPase-activating protein 1) (p50-RhoGAP)ARHGAP1 CDC42GAP RHOGAP1439 Homo sapiens (Human) 1.0289278 0.84766233 1.36299026 0.85588574 0.87869376 1.12090421 1.08246064 1.26919055 0.9183715 1.0300951 0.9362179 1.50840783 1.05401027 0.99280655 1.19825983 1.3205322 1.05987394 1.00459349 1.00066197 1.16375005 0.905159

NA 0.505084 NA NA NA NA 0.425285 NA NA NA NA 0.430559 NA NA NA NA NA 0.842857 NA NA NA NA Q13099 IFT88_HUMAN reviewed Intraflagellar transport protein 88 homolog (Recessive polycystic kidney disease protein Tg737 homolog) (Tetratricopeptide repeat protein 10) (TPR repeat protein 10)IFT88 TG737 TTC10 833 Homo sapiens (Human) 1.22595203 0.82839513 0.94483203 1.05460787 1.30722845 0.81625837 0.97111535 0.68180722 1.23497129 1.15663898 1.25812042 0.43179438 0.5050838 1.49331784 0.4252851 0.43055865 0.94553411 1.16770589 1.19167519 0.44153762 0.84285748

NA 0.956031 NA NA NA NA 1.137804 NA NA NA NA 1.118857 NA NA NA NA 3.522804 1.321021 NA NA NA NA Q53H96 P5CR3_HUMANreviewed Pyrroline-5-carboxylate reductase 3 (P5C reductase 3) (P5CR 3) (EC 1.5.1.2) (Pyrroline-5-carboxylate reductase-like protein)PYCRL 274 Homo sapiens (Human) 2.07161236 1.77293181 1.21988511 0.99902403 1.30362606 1.1830852 0.88556606 1.02834952 1.10875475 1.03314138 0.98059416 1.16836584 0.95603138 1.03151894 1.13780379 1.11885667 1.09315515 0.75553042 1.0782429 1.25994062 1.32102144

NA 1.303794 NA NA NA NA 0.918133 NA NA NA NA 0.95496 NA NA NA NA NA 0.989486 NA NA NA NA Q5T6V5 CI064_HUMAN reviewed UPF0553 protein C9orf64C9orf64 341 Homo sapiens (Human) 1.36374843 1.36032045 0.93652779 0.95465523 1.28846061 1.26397157 1.29232419 1.06999874 0.54921985 1.19528294 1.31787312 1.14217246 1.30379403 0.48429352 0.91813314 0.95496005 1.11047971 1.10688067 0.76876104 1.0078404 0.98948592

NA 1.101877 NA NA NA NA 1.054619 NA NA NA NA 1.157812 NA NA NA NA NA 1.312211 NA NA NA NA Q5VZK9 LR16A_HUMANreviewed Leucine-rich repeat-containing protein 16A (CARMIL homolog)LRRC16A CARMIL CARMIL1a LRRC161371 Homo sapiens (Human) 1.16580093 1.21634007 0.87724626 1.29521477 1.01404882 1.04015124 1.03806949 1.32916927 1.14292395 1.47647023 1.28486717 0.84439933 1.10187674 1.28750134 1.05461907 1.157812 1.17151761 0.93155897 1.0680033 0.87942284 1.3122108

NA 0.763214 NA NA NA NA 0.856373 NA NA NA NA 0.446245 NA NA NA NA NA 0.793803 NA NA NA NA Q6XQN6 PNCB_HUMAN reviewed Nicotinate phosphoribosyltransferase (NAPRTase) (EC 6.3.4.21) (FHA-HIT-interacting protein) (Nicotinate phosphoribosyltransferase domain-containing protein 1)NAPRT1 FHIP 538 Homo sapiens (Human) 1.63341117 0.91209877 1.59350979 1.18820059 0.74367821 0.76601195 0.94906509 0.83128876 0.91897452 1.22409856 0.79642069 0.62861002 0.76321381 0.0209219 0.85637337 0.44624549 0.98709405 0.58680624 1.00521958 0.75659388 0.7938031

NA 1.150359 NA NA NA NA 1.019741 NA NA NA NA 0.490605 NA NA NA NA 3.759382 0.503388 NA NA NA NA Q86UQ4 ABCAD_HUMANreviewed ATP-binding cassette sub-family A member 13ABCA13 5058 Homo sapiens (Human) 1.26042366 1.53937256 1.13037992 1.20602572 1.5809257 1.91671348 1.06114054 1.50596273 0.80648989 1.15615749 1.05119622 0.77183479 1.15035856 0.65498656 1.01974082 0.490605 1.27535534 0.78245986 0.89009607 1.07201898 0.50338799

NA 1.175999 NA NA NA NA 0.858149 NA NA NA NA 0.764237 NA NA NA NA 13.42678 1.280716 NA NA NA NA Q8IY21 DDX60_HUMANreviewed Probable ATP-dependent RNA helicase DDX60 (EC 3.6.4.13) (DEAD box protein 60)DDX60 1712 Homo sapiens (Human) 0.90287817 1.6250391 0.89919514 1.18766499 1.02803981 1.11149359 0.70182777 0.97467506 0.66095448 0.96789205 0.84220851 1.91726887 1.17599928 0.66303855 0.85814863 0.76423687 1.09387243 0.7141816 0.7608884 1.13002694 1.28071618

NA 1.144468 NA NA NA NA 1.295649 NA NA NA NA 0.72059 NA NA NA NA NA 0.985935 NA NA NA NA Q8N4C8 MINK1_HUMANreviewed Misshapen-like kinase 1 (EC 2.7.11.1) (GCK family kinase MiNK) (MAPK/ERK kinase kinase kinase 6) (MEK kinase kinase 6) (MEKKK 6) (Misshapen/NIK-related kinase) (Mitogen-activated protein kinase kinase kinase kinase 6)MINK1 B55 MAP4K6 MINK YSK2 ZC31332 Homo sapiens (Human) 1.18339849 1.25526309 1.94685149 1.28977394 0.88027036 0.80353385 0.77435851 0.84512872 0.79816514 1.18735087 1.18392324 0.757842 1.14446819 1.0231663 1.29564881 0.72058982 0.93354994 0.85100412 0.84007448 0.94439131 0.98593539

NA 1.265816 NA NA NA NA 0.971865 NA NA NA NA 0.878048 NA NA NA NA NA 1.206621 NA NA NA NA Q8NEZ3 WDR19_HUMANreviewed WD repeat-containing protein 19WDR19 KIAA1638 1342 Homo sapiens (Human) 1.62983346 1.09632683 1.36683762 0.94074374 1.4611423 1.29873645 1.03915954 1.0273248 0.50960499 1.43598759 1.43674457 1.07029188 1.26581562 0.89524794 0.9718647 0.87804776 1.44054914 1.18165767 1.06699681 1.05705547 1.20662141

NA 1.101237 NA NA NA NA 1.504345 NA NA NA NA 0.802373 NA NA NA NA NA 1.119212 NA NA NA NA Q8TD55 PKHO2_HUMANreviewed Pleckstrin homology domain-containing family O member 2 (PH domain-containing family O member 2) (Pleckstrin homology domain-containing family Q member 1) (PH domain-containing family Q member 1)PLEKHO2 PLEKHQ1 PP9099490 Homo sapiens (Human) 0.77135009 0.88229966 1.0098182 0.90314782 0.89736235 1.18141663 1.01247907 1.14707255 1.27157021 1.02238452 1.30815375 0.69835061 1.10123682 1.18524468 1.50434482 0.80237275 1.07075083 1.70168507 1.36672449 1.24698305 1.11921227

NA 0.843947 NA NA NA NA 0.44932 NA NA NA NA 0.58601 NA NA NA NA 4.786101 0.833521 NA NA NA NA Q8WYA0 IFT81_HUMAN reviewed Intraflagellar transport protein 81 homolog (Carnitine deficiency-associated protein expressed in ventricle 1) (CDV-1)IFT81 CDV1 676 Homo sapiens (Human) 1.70548642 0.92205077 0.90240753 1.12222827 1.63092458 1.44974744 0.96215874 0.97826284 0.69794476 1.32883787 1.35080457 1.02713835 0.84394717 0.73698741 0.44931999 0.58600974 1.3501569 1.24253428 1.11523676 1.55239213 0.83352131

NA 1.082454 NA NA NA NA 0.969015 NA NA NA NA 1.109982 NA NA NA NA NA 0.862422 NA NA NA NA Q8WYR4 RSPH1_HUMANreviewed Radial spoke head 1 homolog (Cancer/testis antigen 79) (CT79) (Male meiotic metaphase chromosome-associated acidic protein) (Meichroacidin) (Testis-specific gene A2 protein)RSPH1 TSA2 TSGA2 309 Homo sapiens (Human) 1.0518049 0.81661511 0.81155974 0.99673879 1.05426598 1.1245234 0.89550698 1.00142193 1.42074418 0.89157182 1.1553092 1.35563242 1.08245397 1.20578444 0.96901453 1.10998154 1.73283064 1.02961361 0.78463113 1.10811305 0.86242229

NA 0.769345 NA NA NA NA 0.927811 NA NA NA NA 0.974198 NA NA NA NA 7.040695 1.054791 NA NA NA NA Q96CW5 GCP3_HUMAN reviewed Gamma-tubulin complex component 3 (GCP-3) (hGCP3) (Gamma-ring complex protein 104 kDa) (h104p) (hGrip104) (Spindle pole body protein Spc98 homolog) (hSpc98)TUBGCP3 GCP3 907 Homo sapiens (Human) 1.12428069 1.39262056 0.96968269 1.51903617 1.22458816 0.80301583 0.84237951 0.87446868 0.93148369 0.89782566 1.03039169 1.16096318 0.76934499 1.23913121 0.92781103 0.97419781 1.09965742 0.87112826 0.94837993 0.88095748 1.05479145

NA 1.073308 NA NA NA NA 0.833049 NA NA NA NA 0.83463 NA NA NA NA NA 1.035889 NA NA NA NA Q96DG6 CMBL_HUMAN reviewed Carboxymethylenebutenolidase homolog (EC 3.1.-.-)CMBL 245 Homo sapiens (Human) 1.30041671 0.68836236 1.27333903 0.84272677 0.94181001 1.02518773 1.48043108 1.06995058 0.61173028 1.3927263 1.137851 0.94579184 1.07330823 0.87237722 0.83304912 0.83463013 1.32719743 1.08983588 0.99003762 0.95070928 1.03588927

NA 1.476878 NA NA NA NA 2.134428 NA NA NA NA 1.573881 NA NA NA NA NA 1.068858 NA NA NA NA Q96IY4 CBPB2_HUMANreviewed Carboxypeptidase B2 (EC 3.4.17.20) (Carboxypeptidase U) (CPU) (Plasma carboxypeptidase B) (pCPB) (Thrombin-activable fibrinolysis inhibitor) (TAFI)CPB2 423 Homo sapiens (Human) 0.91358185 0.77144784 0.97123283 0.43291372 0.76499552 1.03492546 0.99261683 1.19020212 2.79177618 0.8123523 0.91492212 1.3645879 1.47687829 2.0042727 2.13442826 1.57388127 1 0.8958618 1.37056232 1.25474393 1.06885755

NA 0.522036 NA NA NA NA 0.514492 NA NA NA NA 0.800262 NA NA NA NA 2.362135 0.799551 NA NA NA NA Q99436 PSB7_HUMAN reviewed Proteasome subunit beta type-7 (EC 3.4.25.1) (Macropain chain Z) (Multicatalytic endopeptidase complex chain Z) (Proteasome subunit Z)PSMB7 Z 277 Homo sapiens (Human) 0.84206289 2.12030578 0.80199766 2.98700619 1.65676093 0.77178168 0.84014744 0.60129291 0.56198567 0.59093261 0.60576469 0.95098883 0.52203637 0.55597371 0.51449215 0.80026168 0.62905967 0.58065087 0.6682629 1.13138855 0.79955071

NA 1.040461 NA NA NA NA 1.033042 NA NA NA NA 1.079812 NA NA NA NA 3.356856 1.456964 NA NA NA NA Q9C0H2 TTYH3_HUMANreviewed Protein tweety homolog 3 (hTTY3)TTYH3 KIAA1691 523 Homo sapiens (Human) 1.80772173 1.54821444 1.00454366 0.73883206 0.97662985 0.92559862 0.90371394 1.11431515 0.91166157 0.74946237 0.95603967 0.96250719 1.04046142 1.03473175 1.0330416 1.07981217 1.48713648 0.77797031 0.95565045 1.25097692 1.45696449

NA 1.325891 NA NA NA NA 0.947173 NA NA NA NA 0.851409 NA NA NA NA 1.001722 0.728937 NA NA NA NA Q9H3M7 TXNIP_HUMANreviewed Thioredoxin-interacting protein (Thioredoxin-binding protein 2) (Vitamin D3 up-regulated protein 1)TXNIP VDUP1 391 Homo sapiens (Human) 1.70804143 2.46313572 2.11803126 1.28470993 0.74579805 0.35756654 0.68842566 0.585383 0.79406732 1.0657109 0.68605256 0.88340205 1.32589126 0.83171397 0.947173 0.85140932 1.02264857 0.59378403 0.91187549 1.00661528 0.72893661

NA 0.99454 NA NA NA NA 0.732747 NA NA NA NA 0.867766 NA NA NA NA NA 1.234364 NA NA NA NA Q9H7X7 RABL5_HUMANreviewed Rab-like protein 5RABL5 185 Homo sapiens (Human) 1.12463594 1.00661695 1.01759148 1.16332948 1.43694675 1.28977084 0.94627899 0.92768985 0.88092637 1.20308065 1.20603097 0.87147927 0.99453956 0.92509604 0.7327475 0.86776584 1.09732688 1.78254294 1.08279145 1.1309793 1.23436379

NA 0.737154 NA NA NA NA 0.930136 NA NA NA NA 1.726748 NA NA NA NA NA 1.227969 NA NA NA NA Q63HN8 RN213_HUMANreviewed E3 ubiquitin-protein ligase RNF213 (EC 6.3.2.-) (ALK lymphoma oligomerization partner on chromosome 17) (Mysterin) (RING finger protein 213)RNF213 ALO17 C17orf27 KIAA1554 KIAA1618 MYSTR5207 Homo sapiens (Human) 0.70637035 1.13674378 0.82494426 2.09756494 0.93636793 0.80696029 1.05756664 0.86993355 0.67758668 0.93658674 1.04405832 1.2932868 0.73715407 0.93224293 0.93013597 1.72674811 0.7516135 1.31403256 0.63761014 0.83366501 1.22796893

NA 1.787408 NA NA NA NA 1.151902 NA NA NA NA 0.805488 NA NA NA NA NA 0.496293 NA NA NA NA Q9HD89 RETN_HUMAN reviewed Resistin (Adipose tissue-specific secretory factor) (ADSF) (C/EBP-epsilon-regulated myeloid-specific secreted cysteine-rich protein) (Cysteine-rich secreted protein A12-alpha-like 2) (Cysteine-rich secreted protein FIZZ3)RETN FIZZ3 HXCP1 RSTN UNQ407/PRO1199108 Homo sapiens (Human) 1.39368498 1.41881239 1.30402529 0.91162109 0.86485177 0.74296325 0.70130819 0.87740904 0.88556844 1.27169418 1.00480413 1.60080624 1.78740788 1.92469871 1.15190244 0.80548817 1.1550442 0.72220767 0.99308634 1.02453959 0.49629253

NA 0.938923 NA NA NA NA 0.79891 NA NA NA NA 1.134132 NA NA NA NA NA 1.088124 NA NA NA NA Q9NTK5 OLA1_HUMAN reviewed Obg-like ATPase 1 (DNA damage-regulated overexpressed in cancer 45) (DOC45) (GTP-binding protein 9)OLA1 GTPBP9 PRO2455 PTD004396 Homo sapiens (Human) 0.95181304 0.63998079 0.88675273 0.89129239 0.76980996 0.72876 1.04388809 0.73882985 1.67902231 0.95127475 1.31776643 0.94435316 0.9389227 1.02752888 0.79891014 1.13413227 1.14717782 1.01563072 0.89286292 1.49207449 1.08812416

NA 0.900376 NA NA NA NA 0.570121 NA NA NA NA 0.724086 NA NA NA NA NA 0.968225 NA NA NA NA Q9NWB7 IFT57_HUMAN reviewed Intraflagellar transport protein 57 homolog (Dermal papilla-derived protein 8) (Estrogen-related receptor beta-like protein 1) (HIP1-interacting protein) (MHS4R2)IFT57 DERP8 ESRRBL1 HIPPI429 Homo sapiens (Human) 1.36064804 0.78034449 0.71626496 0.99162471 1.4679693 0.98890621 0.95023924 0.76615989 0.65119582 1.13238692 1.31273782 0.61047608 0.90037644 0.71196741 0.57012111 0.72408623 1.11954033 1.2864275 0.98374832 0.93737143 0.96822536

NA 0.842254 NA NA NA NA 0.637741 NA NA NA NA 0.4779 NA NA NA NA 1.633828 1.799458 NA NA NA NA Q9NZB2 F120A_HUMANreviewed Constitutive coactivator of PPAR-gamma-like protein 1 (Oxidative stress-associated Src activator) (Protein FAM120A)FAM120A C9orf10 KIAA0183 OSSA1118 Homo sapiens (Human) 1.64622951 1.01358569 1.08650696 1.56141019 0.79367232 0.98439848 1.13934767 1.07017303 0.64520991 1.02196956 0.85089117 0.53052002 0.84225357 0.80636019 0.63774055 0.47789994 1.08232236 1.07551384 0.92049319 0.95809555 1.79945827

NA 1.231342 NA NA NA NA 1.115719 NA NA NA NA 0.779069 NA NA NA NA 0.837608 0.828392 NA NA NA NA Q9NZZ3 CHMP5_HUMANreviewed Charged multivesicular body protein 5 (Chromatin-modifying protein 5) (SNF7 domain-containing protein 2) (Vacuolar protein sorting-associated protein 60) (Vps60) (hVps60)CHMP5 C9orf83 SNF7DC2 CGI-34 HSPC177 PNAS-114 PNAS-2219 Homo sapiens (Human) 2.54856467 1.65101433 3.0910418 1.47302425 0.69152719 0.48011023 0.68730307 0.89487493 0.52681953 0.92012203 0.65789342 0.48868272 1.23134208 1.03881967 1.1157192 0.77906901 1.03111184 0.46234202 1.06595564 0.61905879 0.82839161

NA 0.900644 NA NA NA NA 1.263427 NA NA NA NA 1.190877 NA NA NA NA NA 1.19162 NA NA NA NA Q9UGI8 TES_HUMAN reviewed Testin (TESS) TES 421 Homo sapiens (Human) 0.9519062 1.02305079 1.27582324 0.89064282 1.14142132 1.34716392 0.92910999 1.26532567 0.64397943 0.9866482 1.49641812 1.1161114 0.90064365 0.77064198 1.26342654 1.19087708 1.19711304 1.15761948 0.88620782 0.92529494 1.19161999

NA 0.674582 NA NA NA NA 0.70481 NA NA NA NA 0.964973 NA NA NA NA NA 1.462202 NA NA NA NA Q9Y5P6 GMPPB_HUMANreviewed Mannose-1-phosphate guanyltransferase beta (EC 2.7.7.13) (GDP-mannose pyrophosphorylase B) (GTP-mannose-1-phosphate guanylyltransferase beta)GMPPB 360 Homo sapiens (Human) 1.19855213 0.95121247 1.11744845 1.00058067 1.0021199 0.87397623 0.97674674 0.94481331 1.00669444 0.89188802 0.71044517 0.96070349 0.67458212 0.88632011 0.7048102 0.96497268 0.79436362 0.93082923 1.08892059 1.22832668 1.46220183

NA 0.871093 NA NA NA NA 0.991892 NA NA NA NA 1.452864 NA NA NA NA 4.080367 1.170394 NA NA NA NA Q9Y6D5 BIG2_HUMAN reviewed Brefeldin A-inhibited guanine nucleotide-exchange protein 2 (Brefeldin A-inhibited GEP 2) (ADP-ribosylation factor guanine nucleotide-exchange factor 2)ARFGEF2 ARFGEP2 BIG21785 Homo sapiens (Human) 0.60813099 1.00169003 0.6918124 1.57582974 1.07446921 0.74847829 1.12154114 0.69414794 0.91053748 1.05572784 1.13153875 0.97656328 0.87109309 1.0556742 0.99189246 1.45286381 0.74190354 0.7072162 0.71447331 0.8953687 1.17039383

35.04723 1.037866 0.909664 27.26404762 0.038067 28.29641495 1.16006 0.424043 4.404344559 0.26339 5.109305211 0.867437 0.436708 4.389317989 0.197624 3.807455543 NA 1.005572 0.969992 4.466740608 0.225124 4.491628582 A0AVF1 TTC26_HUMANreviewed Tetratricopeptide repeat protein 26 (TPR repeat protein 26)TTC26 554 Homo sapiens (Human) 1.29834914 0.78902406 0.64742869 1.13696981 1.23683548 0.84900123 1.0364418 0.76226848 0.33110902 1.3639195 1.45545971 1.25059831 1.03786552 0.16781297 1.16006029 0.86743671 0.93515503 1.11978221 0.75978923 1.0809865 1.00557184

1.073947 0.787092 0.175921 1.540111899 0.511062 1.212209801 0.662802 0.011776 1.268145561 0.522654 0.840529163 0.690003 0.015657 1.268223405 0.544071 0.875078531 NA 0.716938 0.071973 1.473935962 0.486411 1.056721343 O14744 ANM5_HUMANreviewed Protein arginine N-methyltransferase 5 (EC 2.1.1.-) (72 kDa ICln-binding protein) (Histone-arginine N-methyltransferase PRMT5) (EC 2.1.1.125) (Jak-binding protein 1) (Shk1 kinase-binding protein 1 homolog) (SKB1 homolog) (SKB1Hs) [Cleaved into: Protein arginine N-methyltransferase 5, N-terminally processed]PRMT5 HRMT1L5 IBP72 JBP1 SKB1637 Homo sapiens (Human) 0.89958996 1.67226934 0.76203531 2.42515254 1.75144208 0.91561651 0.9294185 0.60619474 0.47401309 0.92187381 0.8238321 0.73328453 0.78709203 0.5118348 0.6628018 0.69000346 0.63454545 0.76538712 0.59265208 0.72408688 0.71693844

13.04188 0.950022 0.699531 3.583009958 0.265146 3.403937369 1.415709 0.461206 49.84889984 0.0284 70.57153114 1.495862 0.325389 17.63041878 0.084846 26.37267782 NA 1.230431 0.288487 3.607475758 0.341078 4.438750722 O43865 SAHH2_HUMANreviewed Putative adenosylhomocysteinase 2 (AdoHcyase 2) (EC 3.3.1.1) (DC-expressed AHCY-like molecule) (S-adenosyl-L-homocysteine hydrolase 2) (S-adenosylhomocysteine hydrolase-like protein 1)AHCYL1 DCAL XPVKONA 530 Homo sapiens (Human) 1.29702699 0.86515808 1.51558816 0.89558399 1.24398971 1.34927356 0.85156906 0.98187566 1.21977389 0.98170567 1.2667315 1.2944963 0.95002174 1.03719902 1.4157089 1.49586225 1.24578691 1.39358628 1.28272486 1.28772414 1.2304312

49.24138 0.978703 0.916449 7.941349506 0.123241 7.772226074 0.86393 0.381217 3.554404259 0.243059 3.070755154 0.964953 0.781271 3.550272703 0.271797 3.425845257 NA 1.070907 0.69533 5.353752136 0.200029 5.733373174 O75800 ZMY10_HUMANreviewed Zinc finger MYND domain-containing protein 10 (Protein BLu)ZMYND10 BLU LUCA12.4 440 Homo sapiens (Human) 1.58297074 0.7423594 2.55988932 8.0971117 1.79933965 0.98148221 0.9927702 0.80984205 1.04782271 1.22295976 1.48422861 1.26237321 0.97870344 1.03133321 0.86392963 0.96495271 0.80175 1.07805288 0.67560327 0.97168267 1.07090747

6.117575 1.603164 0.301151 21.52635574 0.074474 34.5102828 1.122626 0.529447 5.014712334 0.223866 5.629646183 1.077836 0.660224 5.011235714 0.215084 5.401289843 NA 1.196503 0.513233 10.7648468 0.111149 12.88017067 P01764 HV303_HUMANreviewed Ig heavy chain V-III region VH26 117 Homo sapiens (Human) 0.4410454 0.81670451 1.22824991 0.44322729 0.76119703 1.79101896 0.82997495 2.00372291 2.32411456 0.73741436 0.69282568 1.22442639 1.6031642 2.45064497 1.12262595 1.07783592 1.45486248 1.02369976 1.97775018 0.72269887 1.19650292

11.58834 1.763258 0.121807 4.038585186 0.436603 7.121066596 0.694102 0.467399 65.82623291 0.010544 45.69014275 0.801656 0.531065 22.1410656 0.036207 17.74950902 NA 0.822988 0.560927 20.10585785 0.040933 16.54688041 P04211 LV001_HUMANreviewed Ig lambda chain V region 4A 117 Homo sapiens (Human) 0.8208521 0.71998537 1.65736795 0.5318346 0.76217645 2.05553842 0.85016906 1.47299492 1.87762129 0.72694296 0.38706783 1.71884394 1.76325774 2.07472539 0.69410235 0.80165559 1.22352743 1.52384353 2.78262782 1.01486206 0.82298803

28.8817 0.825884 0.501946 2.755003214 0.299776 2.27531336 1.048399 0.662048 1.492569089 0.702413 1.564808254 1.500126 0.175736 2.334116936 0.642695 3.501469234 NA 0.555704 0.242328 4.663722038 0.119155 2.59164898 P08246 ELNE_HUMAN reviewed Neutrophil elastase (EC 3.4.21.37) (Bone marrow serine protease) (Elastase-2) (Human leukocyte elastase) (HLE) (Medullasin) (PMN elastase)ELANE ELA2 267 Homo sapiens (Human) 0.46587661 0.60888547 0.84674758 0.5895853 1.5564121 0.53236109 0.59954238 0.97742492 0.90583414 0.56682694 0.78494966 4.76985407 0.8258841 1.0565145 1.04839921 1.50012589 0.52671695 0.46805272 0.76568699 0.91476524 0.555704

49506.38 0.850477 0.750136 144.1798553 0.005899 122.6216652 0.798789 0.686099 202.805542 0.003939 161.9988773 0.673927 0.162909 3.713148117 0.181498 2.502392575 NA 3.82044 0.240679 866.0541992 0.004411 3308.707945 P11686 PSPC_HUMAN reviewed Pulmonary surfactant-associated protein C (SP-C) (Pulmonary surfactant-associated proteolipid SPL(Val)) (SP5)SFTPC SFTP2 197 Homo sapiens (Human) 0.6014505 1.74607003 1.27170765 0.78055555 0.83624876 1.51454496 1.1950289 1.33614552 1.52407992 0.73232704 0.73561597 0.85956919 0.8504771 1.43230403 0.7987892 0.67392749 1.56085002 1.46371651 1.5711844 1.20906675 3.82043982

280.6307 0.825816 0.328224 3.967148066 0.208164 3.276134487 0.898415 0.507272 4.025149822 0.2232 3.616254855 0.795569 0.28503 4.037126541 0.197063 3.211811292 NA 0.773403 0.253607 3.951417446 0.195728 3.05603877 P11908 PRPS2_HUMANreviewed Ribose-phosphate pyrophosphokinase 2 (EC 2.7.6.1) (PPRibP) (Phosphoribosyl pyrophosphate synthase II) (PRS-II)PRPS2 318 Homo sapiens (Human) 0.77930391 0.86127245 0.77827537 1.35974062 1.71298206 1.31704378 1.14235354 0.96806687 0.77319545 1.3102845 0.90884155 0.87377298 0.82581604 0.84402615 0.89841497 0.79556865 0.78367949 1.07709432 0.12994809 0.74053806 0.77340317

238.0574 0.764073 0.243693 3.961844206 0.192858 3.027137536 0.83271 0.335529 3.871647835 0.215079 3.22396136 1.063623 0.788303 9.672529221 0.109963 10.28792177 NA 0.240182 0.60596 1.12E+11 2.14E-12 26909188591 P24158 PRTN3_HUMANreviewed Myeloblastin (EC 3.4.21.76) (AGP7) (C-ANCA antigen) (Leukocyte proteinase 3) (PR-3) (PR3) (Neutrophil proteinase 4) (NP-4) (P29) (Wegener autoantigen)PRTN3 MBN 256 Homo sapiens (Human) 0.42205221 0.63781881 0.49996549 0.52547264 1.05494702 0.78261298 0.62399459 1.25603485 0.96486163 0.60101014 0.90601921 7.60815287 0.76407284 0.79015833 0.83271039 1.06362271 0.62598723 0.49611107 0.71089119 0.67771369 0.240182

8.571518 0.880783 0.233011 1.272038817 0.692419 1.120390496 0.952743 0.650755 1.29524219 0.735572 1.234033308 1.134258 0.386106 1.406668782 0.806343 1.595524861 NA 0.345657 0.09727 3.82267952 0.090423 1.321335786 P49913 CAMP_HUMANreviewed Cathelicidin antimicrobial peptide (18 kDa cationic antimicrobial protein) (CAP-18) (hCAP-18) [Cleaved into: Antibacterial protein FALL-39 (FALL-39 peptide antibiotic); Antibacterial protein LL-37]CAMP CAP18 FALL39 HSD26170 Homo sapiens (Human) 0.24696544 0.41286859 0.30994692 0.40071881 1.71519232 0.3753517 1.10832095 1.93701279 0.36928681 0.45191687 0.60846686 6.84244824 0.88078326 0.29384387 0.95274329 1.13425767 0.29115599 0.4289701 0.49639845 0.95115042 0.34565696

6.941175 1.524296 0.162611 4.049641132 0.376403 6.172850032 1.044075 0.762717 4.061699867 0.257054 4.240718854 1.156576 0.546655 8.509318352 0.135919 9.841675729 NA 1.096726 0.553743 4.014992714 0.273158 4.403347618 P54803 GALC_HUMAN reviewed Galactocerebrosidase (GALCERase) (EC 3.2.1.46) (Galactocerebroside beta-galactosidase) (Galactosylceramidase) (Galactosylceramide beta-galactosidase)GALC 685 Homo sapiens (Human) 0.48722974 0.36380142 1.903579 0.76746243 0.99964714 0.83576334 0.34703067 2.034693 1.05270302 1.13271952 0.91434932 1.22012329 1.52429557 1.29153156 1.04407489 1.15657628 1.66716802 0.83033913 1.05956793 1.59179306 1.09672618

1.642424 0.837018 0.166704 1.432076573 0.584478 1.198673717 0.820331 0.193056 1.554350615 0.527764 1.275081959 0.971626 0.870505 1.955487609 0.496871 1.900002455 NA 0.748883 0.165219 1.786599278 0.419167 1.337954376 P55060 XPO2_HUMAN reviewed Exportin-2 (Exp2) (Cellular apoptosis susceptibility protein) (Chromosome segregation 1-like protein) (Importin-alpha re-exporter)CSE1L CAS XPO2 971 Homo sapiens (Human) 1.17289329 0.45612294 0.72698319 0.82194555 1.26021171 0.8546527 1.05222237 0.88487667 0.75597018 1.00074875 1.05496919 1.14811838 0.83701789 0.35012698 0.82033098 0.97162592 0.9314335 1.05886936 0.78607649 0.73162121 0.74888331

7.507523 0.815845 0.291013 3.567996979 0.228656 2.91093254 0.843096 0.337412 3.563112736 0.236618 3.004044672 1.175361 0.388446 4.201250076 0.279765 4.937986148 NA 1.006535 0.977286 10.16337776 0.099036 10.2297984 P61353 RL27_HUMAN reviewed 60S ribosomal protein L27RPL27 136 Homo sapiens (Human) 0.52779013 1.14740968 0.39826119 2.65559506 1.41687381 0.61837357 0.66145974 0.50589776 1.11103392 0.72195143 0.80489904 0.95564842 0.81584501 0.89366919 0.8430956 1.17536116 0.43090817 0.75103349 0.36807469 0.75078434 1.00653529

5.925801 0.639526 0.196766 6.132947445 0.104277 3.922180868 0.588055 0.254679 17.33249283 0.033928 10.19245106 0.797973 0.388192 7.412570953 0.107651 5.915027777 NA 1.666282 0.125321 3.646847725 0.45691 6.076676931 P62753 RS6_HUMAN reviewed 40S ribosomal protein S6 (Phosphoprotein NP33)RPS6 OK/SW-cl.2 249 Homo sapiens (Human) 0.79565048 2.44474053 0.74141455 2.50912404 1.16513777 0.66510576 0.89438319 0.64180887 0.39718446 0.8926788 0.93237937 0.4824346 0.63952625 0.64309454 0.58805454 0.7979725 0.70710629 1.0172379 0.73742193 0.91436601 1.66628206

1.836838 0.985588 0.885181 1.465444803 0.672552 1.444324397 1.309383 0.095145 1.470904112 0.890189 1.925976714 1.488436 0.210001 2.557890415 0.5819 3.807255526 NA 1.013144 0.896539 1.465175986 0.691483 1.484434283 Q14697 GANAB_HUMANreviewed Neutral alpha-glucosidase AB (EC 3.2.1.84) (Alpha-glucosidase 2) (Glucosidase II subunit alpha)GANAB G2AN KIAA0088 944 Homo sapiens (Human) 2.41950607 0.99895233 0.49646023 1.08891285 1.05200505 1.32623231 1.09799755 1.6095407 2.43672371 0.99339312 1.02198815 1.2493608 0.98558772 1.61429775 1.30938292 1.48843575 1.70044649 1.06455827 0.93078655 1.34745884 1.01314402

51.53333 1.229337 0.285547 3.534403324 0.34782 4.344971434 1.219941 0.449421 8.614326477 0.141618 10.5089692 0.879535 0.419063 3.529910088 0.249166 3.104678065 NA 0.914261 0.684365 8.213892937 0.111307 7.509640855 Q6P9B6 TLDC1_HUMANreviewed TLD domain-containing protein 1 (TBC/LysM-associated domain-containing protein 1)TLDC1 KIAA1609 456 Homo sapiens (Human) 1.80776656 1.04982412 1.17545128 0.76570547 1.72038722 1.26213491 1.4906143 1.02742052 1.23276246 0.550641 1.08526075 0.99040443 1.22933662 0.95055664 1.2199409 0.8795346 0.27124852 1.30058241 1.05426598 2.37395334 0.91426086

4.861689 1.049797 0.747344 4.36356926 0.240582 4.580861131 1.02265 0.877719 4.32036829 0.236704 4.418226707 1.052437 0.735011 4.34459734 0.24224 4.57241321 NA 1.041702 0.785594 4.404651165 0.236501 4.588335119 Q8WUW1 BRK1_HUMAN reviewed Protein BRICK1 (BRK1)BRK1 C3orf10 HSPC300 MDS02775 Homo sapiens (Human) 1.02281165 1.09205318 0.88303238 1.16704691 0.89927751 1.45530117 1.20892215 1.2462616 1.75427496 1.28236663 1.42353272 1.11472583 1.04979682 0.95712233 1.02265048 1.05243659 1.31510365 1.59582377 1.18835807 0.80459362 1.04170227

3.626147 1.120235 0.504634 4.322243214 0.259179 4.841927465 1.086125 0.593851 4.119998455 0.263623 4.474832898 1.17088 0.405927 4.415063381 0.265201 5.169510814 NA 0.735125 0.39688 16.63464546 0.044192 12.22853788 Q8WVF1 OSCP1_HUMANreviewed Protein OSCP1 (hOSCP1) (Organic solute transport protein 1) (Oxidored-nitro domain-containing protein 1)OSCP1 C1orf102 NOR1 389 Homo sapiens (Human) 1.32585692 0.65188903 0.86424202 0.7935738 0.94468063 1.7079761 1.22533917 1.11337245 1.16921032 1.5412662 1.07259262 0.88884199 1.12023485 0.92940891 1.0861249 1.17088032 1.87863314 1.42823136 1.18766666 1.17165411 0.73512465

3.631373 1.033394 0.804563 3.730597258 0.277005 3.855175855 1.222387 0.305861 3.780092478 0.323375 4.62073709 1.242136 0.285181 3.758163214 0.330517 4.668150724 NA 1.023864 0.857805 3.740364075 0.273734 3.829623347 Q96BY6 DOC10_HUMANreviewed Dedicator of cytokinesis protein 10 (Zizimin-3)DOCK10 KIAA0694 ZIZ3 2186 Homo sapiens (Human) 0.62024266 1.33661234 1.27006006 1.75893545 0.79621983 0.75595915 0.97457242 0.91501451 1.2002399 1.05848062 0.8815859 0.96237743 1.03339374 1.45857787 1.22238731 1.24213624 1.17723751 0.9621374 1.1029141 1.04456425 1.02386379

4.333957 0.974006 0.874138 5.315277576 0.183246 5.177110018 1.131809 0.590586 8.160926819 0.138686 9.236611364 1.305593 0.660549 311.1651611 0.004196 406.2549492 NA 1.047624 0.88523 25.62073326 0.04089 26.84088875 Q99829 CPNE1_HUMANreviewed Copine-1 (Copine I)CPNE1 CPN1 537 Homo sapiens (Human) 1.26941311 0.9320693 1.3441968 0.87171084 0.81266457 1.04825509 1.00082731 0.94264805 0.75042796 1.21824622 1.38604438 0.97368646 0.97400558 0.81713396 1.13180912 1.30559266 0.93736315 0.99214441 1.06879008 1.12998354 1.04762375

4.88683 0.689193 0.325971 14.27042198 0.048295 9.835069981 0.906568 0.504733 3.543077469 0.25587 3.212039989 1.261067 0.258246 3.545796156 0.355651 4.47148706 NA 0.654579 0.280512 12.66663265 0.051677 8.291309265 Q9NQC3 RTN4_HUMAN reviewed Reticulon-4 (Foocen) (Neurite outgrowth inhibitor) (Nogo protein) (Neuroendocrine-specific protein) (NSP) (Neuroendocrine-specific protein C homolog) (RTN-x) (Reticulon-5)RTN4 KIAA0886 NOGO My043 SP15071192 Homo sapiens (Human) 0.45606715 1.35467553 0.72417277 2.75987315 0.881477 0.91969347 0.73310202 0.81849629 1.05260992 0.75319558 0.86820769 0.97760719 0.68919265 1.04432178 0.90656781 1.26106715 0.75451571 0.94402021 0.87450695 0.8888737 0.65457881

3.464544 0.993517 0.987815 5.072132111 0.195878 5.039251803 0.762357 0.159216 1.701644778 0.448012 1.297260904 0.755345 0.093401 1.487920046 0.507652 1.123893391 NA 1.242955 0.390201 2.363365412 0.525926 2.937556501 Q9NTJ4 MA2C1_HUMANreviewed Alpha-mannosidase 2C1 (EC 3.2.1.24) (Alpha mannosidase 6A8B) (Alpha-D-mannoside mannohydrolase) (Mannosidase alpha class 2C member 1)MAN2C1 MANA MANA11040 Homo sapiens (Human) 1.0820241 1.50621033 0.71378923 2.03973079 1.15429866 1.17064405 1.22589803 0.86939204 1.36770988 0.98754847 1.13101542 0.97594005 0.99351746 1.14863062 0.76235706 0.75534529 0.92016941 0.87839752 0.81582177 1.07605958 1.24295485

4.258169 0.959275 0.828675 6.789645195 0.141285 6.513138562 1.020849 0.920956 8.172157288 0.124918 8.342536561 1.112637 0.486663 3.671074867 0.303082 4.084574323 NA 1.375261 0.196971 3.648198366 0.37697 5.017226487 Q9NVR5 KTU_HUMAN reviewed Protein kintoun (Dynein assembly factor 2, axonemal)DNAAF2 C14orf104 KTU 837 Homo sapiens (Human) 1.25521743 2.12463141 1.33125579 0.95799327 1.23020256 1.12757742 0.69698006 1.34264815 1.31963182 1.07986581 0.93392777 1.16509605 0.95927525 1.36114383 1.02084875 1.11263716 1.57703471 1.1990881 1.83113897 1.53387249 1.37526143

5.360299 1.147844 0.430942 4.087179661 0.28084 4.691443987 0.985982 0.919333 4.087821484 0.2412 4.030518162 1.169186 0.443598 5.269844055 0.221864 6.161429755 NA 1.115663 0.50441 4.096214771 0.272364 4.569996448 Q9P1F3 ABRAL_HUMANreviewed Costars family protein ABRACL (ABRA C-terminal-like protein)ABRACL C6orf115 HSPC280 PRO201381 Homo sapiens (Human) 0.81670743 0.73212457 1.06904244 0.70573241 0.97523344 1.30045629 1.12992811 1.09257543 1.02585816 0.8861208 0.68018413 1.32038915 1.14784384 0.64171529 0.98598194 1.16918635 1.60689545 1.15661538 1.01290047 0.95705819 1.11566329

NA 1.130713 NA NA NA NA 0.89382 NA NA NA NA 0.758055 NA NA NA NA NA 0.961904 NA NA NA NA O00453 LST1_HUMAN reviewed Leukocyte-specific transcript 1 protein (Protein B144)LST1 B144 97 Homo sapiens (Human) 0.89884192 0.86487949 1.27760553 1.16413188 0.91378927 1.04310525 0.9602688 0.9401567 1.08894301 0.74836892 1.47513747 1.03734279 1.13071299 1.03335667 0.89381951 0.75805461 1.27110314 2.09528732 0.94061351 1.56582439 0.96190351

NA 0.884034 NA NA NA NA 0.872554 NA NA NA NA 1.385181 NA NA NA NA NA 1.680018 NA NA NA NA O00757 F16P2_HUMANreviewed Fructose-1,6-bisphosphatase isozyme 2 (FBPase 2) (EC 3.1.3.11) (D-fructose-1,6-bisphosphate 1-phosphohydrolase 2)FBP2 339 Homo sapiens (Human) 0.81671208 2.07106566 0.84186047 1.69018054 0.85836715 1.59017801 1.12514174 0.7581051 0.64413011 0.56319004 0.81516373 0.81647801 0.88403386 0.73783779 0.87255418 1.38518059 0.99433923 0.67621934 0.97138393 1.07778859 1.68001759

NA 0.598322 NA NA NA NA 0.928943 NA NA NA NA 2.391821 NA NA NA NA NA 1.457987 NA NA NA NA O14791 APOL1_HUMANreviewed Apolipoprotein L1 (Apolipoprotein L) (Apo-L) (ApoL) (Apolipoprotein L-I) (ApoL-I)APOL1 APOL 398 Homo sapiens (Human) 0.18007332 0.45407379 0.30202219 0.74421328 1.0482831 0.4946377 0.42697939 1.09403813 2.84305406 0.48140469 0.72602195 0.58187389 0.59832174 3.50167608 0.9289434 2.39182138 1.90158689 1.57120931 0.90181112 1.47359061 1.45798707

NA 2.656597 NA NA NA NA 1.630677 NA NA NA NA 0.618094 NA NA NA NA NA 1.21544 NA NA NA NA O43653 PSCA_HUMAN reviewed Prostate stem cell antigenPSCA UNQ206/PRO232 123 Homo sapiens (Human) 0.77305669 0.11700983 0.38756788 1.10385859 1.76318431 1.34446251 1.63159299 1.12544501 1.33955681 0.30641702 0.27391765 0.60939676 2.65659714 1.16072118 1.63067699 0.61809367 0.47810224 1.54361618 1.27652299 1.19024563 1.2154398

NA 0.797182 NA NA NA NA 1.345098 NA NA NA NA 0.653724 NA NA NA NA NA 1.162199 NA NA NA NA O43914 TYOBP_HUMANreviewed TYRO protein tyrosine kinase-binding protein (DNAX-activation protein 12) (Killer-activating receptor-associated protein) (KAR-associated protein)TYROBP DAP12 KARAP 113 Homo sapiens (Human) 1.05683625 1.80462587 1.21008754 1.13105238 0.80944395 1.06060016 1.182459 0.93380147 1.0704453 0.97305471 0.93538129 0.623725 0.79718167 1.08555043 1.34509802 0.65372384 1.27152836 1.86874986 1.30165565 1.59760881 1.16219878

NA 0.992596 NA NA NA NA 0.729302 NA NA NA NA 0.756899 NA NA NA NA NA 1.854518 NA NA NA NA O60637 TSN3_HUMAN reviewed Tetraspanin-3 (Tspan-3) (Tetraspanin TM4-A) (Transmembrane 4 superfamily member 8)TSPAN3 TM4SF8 253 Homo sapiens (Human) 0.96449179 1.51843917 1.30690348 0.98023796 0.93580651 0.91755223 1.28191769 1.29208946 0.79147786 0.92617273 1.11180055 0.65633225 0.99259627 1.17604911 0.72930169 0.75689882 0.8990466 0.96018946 1.40690506 1.12819552 1.8545177

NA 1.183376 NA NA NA NA 1.115621 NA NA NA NA 1.109596 NA NA NA NA NA 1.036845 NA NA NA NA O60739 EIF1B_HUMAN reviewed Eukaryotic translation initiation factor 1b (eIF1b) (Protein translation factor SUI1 homolog GC20)EIF1B 113 Homo sapiens (Human) 1.30025244 0.78704244 0.89663464 0.586954 0.69052303 1.219576 1.10609663 1.26251459 1.61941338 1.10275483 0.85601878 1.25487554 1.18337631 1.46403861 1.11562145 1.10959613 1.18496728 0.90207315 1.32906735 1.11886704 1.03684521

NA 1.033497 NA NA NA NA 0.736716 NA NA NA NA 0.677222 NA NA NA NA NA 0.924285 NA NA NA NA O75608 LYPA1_HUMANreviewed Acyl-protein thioesterase 1 (APT-1) (hAPT1) (EC 3.1.2.-) (Lysophospholipase 1) (Lysophospholipase I) (LPL-I) (LysoPLA I)LYPLA1 APT1 LPL1 230 Homo sapiens (Human) 1.26572311 0.65915811 1.14729869 0.72409636 1.00226939 0.95533216 1.15823269 0.90485442 0.9515124 0.86286658 0.81366593 1.35195959 1.0334971 0.89631361 0.73671627 0.67722154 1.01110315 1.32738102 1.01924872 1.14147782 0.92428541

NA 0.546883 NA NA NA NA 0.820772 NA NA NA NA 1.13471 NA NA NA NA NA 0.679967 NA NA NA NA O95197 RTN3_HUMAN reviewed Reticulon-3 (Homolog of ASY protein) (HAP) (Neuroendocrine-specific protein-like 2) (NSP-like protein 2) (Neuroendocrine-specific protein-like II) (NSP-like protein II) (NSPLII)RTN3 ASYIP NSPL2 1032 Homo sapiens (Human) 0.49458754 0.98954248 1.13819802 2.28627396 1.18461168 0.66686457 0.7095176 0.50198352 0.97606236 0.81967962 1.07436562 1.52195871 0.54688275 0.96350604 0.82077241 1.13470995 0.44007018 0.54340881 0.76367122 1.17828667 0.67996657

NA 0.768885 NA NA NA NA 0.961439 NA NA NA NA 1.345961 NA NA NA NA NA 1.19988 NA NA NA NA O95394 AGM1_HUMANreviewed Phosphoacetylglucosamine mutase (PAGM) (EC 5.4.2.3) (Acetylglucosamine phosphomutase) (N-acetylglucosamine-phosphate mutase) (Phosphoglucomutase-3) (PGM 3)PGM3 AGM1 542 Homo sapiens (Human) 1.35152221 0.77112091 1.50453961 0.98625004 0.95525342 1.02482355 1.51170135 0.98131645 0.74895519 1.04404891 1.2592473 0.88839907 0.76888472 0.97636402 0.96143925 1.34596109 0.76864398 1.41318536 0.99355024 1.2207861 1.19987977

NA 0.741092 NA NA NA NA 1.023197 NA NA NA NA 2.167647 NA NA NA NA NA 0.708786 NA NA NA NA P01594 KV102_HUMANreviewed Ig kappa chain V-I region AU 108 Homo sapiens (Human) 0.55298036 1.11069608 0.7750572 0.28879759 0.77131516 1.89144921 0.81391436 1.54100609 1.47108996 0.38601816 0.39997816 0.54713905 0.74109221 2.07676792 1.02319682 2.16764689 1.1994586 1.14651299 0.77678901 0.87484813 0.70878607

NA 1.086736 NA NA NA NA 1.027086 NA NA NA NA 1.090753 NA NA NA NA NA 1.73093 NA NA NA NA P01701 LV103_HUMANreviewed Ig lambda chain V-I region NEW 111 Homo sapiens (Human) 1.00332761 0.22025336 2.13873291 0.23539925 0.63814223 0.31039026 0.20689838 0.49006006 7.68655205 0.69921106 0.40303069 0.93842644 1.08673561 5.14951563 1.02708566 1.09075344 5.11463261 0.28696516 0.87401253 1.13922024 1.73092985

NA 6.220746 NA NA NA NA 0.45923 NA NA NA NA 0.398798 NA NA NA NA NA 0.552153 NA NA NA NA P01762 HV301_HUMANreviewed Ig heavy chain V-III region TRO 122 Homo sapiens (Human) 0.74140179 0.80724186 1.13506341 0.73933154 0.31125721 1.25204754 0.52928329 2.58734393 0.91311467 0.498283 0.18448256 0.53199148 6.22074556 0.84900522 0.45923039 0.39879835 0.99241978 0.83004087 8.99772453 0.49315435 0.55215257

NA 1.039106 NA NA NA NA 1.564741 NA NA NA NA 0.839469 NA NA NA NA NA 1.099127 NA NA NA NA P01770 HV309_HUMANreviewed Ig heavy chain V-III region NIE 119 Homo sapiens (Human) 0.44745144 0.63387716 1.74956667 0.56924731 0.69094074 1.89754629 0.75704777 1.9164927 1.665748 0.66476095 0.55642593 1.01706541 1.03910565 2.27539992 1.56474066 0.83946902 1.1043458 1.18290687 1.78089488 0.48713493 1.0991267

NA 1.250206 NA NA NA NA 1.328415 NA NA NA NA 1.108228 NA NA NA NA NA 1.311534 NA NA NA NA P01772 HV311_HUMANreviewed Ig heavy chain V-III region KOL 126 Homo sapiens (Human) 0.73148692 0.56160635 1.35149324 0.64105934 0.72069436 1.78111339 0.84989542 1.55061078 2.30166054 0.97907358 0.77870292 0.96191114 1.25020587 2.04690003 1.32841516 1.10822773 1.01379752 1.26966023 2.13518095 1.03193712 1.31153369

NA 0.614346 NA NA NA NA 0.793218 NA NA NA NA 1.132347 NA NA NA NA NA 0.599748 NA NA NA NA P01776 HV315_HUMANreviewed Ig heavy chain V-III region WAS 117 Homo sapiens (Human) 0.5553872 0.74877822 1.10110927 0.42244878 0.49594715 2.30878663 0.63263708 2.01487351 3.77457094 0.47805131 0.42873427 0.83741003 0.61434645 3.95403266 0.7932182 1.13234699 1.33098412 1.07785368 1.76437521 1.36522293 0.59974843

NA 4.30456 NA NA NA NA 1.156194 NA NA NA NA 1.053166 NA NA NA NA NA 1.024653 NA NA NA NA P01780 HV319_HUMANreviewed Ig heavy chain V-III region JON 115 Homo sapiens (Human) 0.61970514 0.49760768 1.22014237 0.3334682 0.41368324 1.71684206 0.9063924 1.56312406 1.72784698 0.48472565 0.46886954 1.3366977 4.30456018 2.22220516 1.15619445 1.05316591 1.11865842 1.77651417 1.39186609 1.03160679 1.02465296

NA 1.726939 NA NA NA NA 2.090554 NA NA NA NA 1.304716 NA NA NA NA NA 1.930009 NA NA NA NA P01906 DQA2_HUMAN reviewed HLA class II histocompatibility antigen, DQ alpha 2 chain (DX alpha chain) (HLA class II histocompatibility antigen, DQ(6) alpha chain) (HLA-DQA1) (MHC class II DQA2)HLA-DQA2 HLA-DXA 255 Homo sapiens (Human) 0.82427573 1.03568447 1.00716531 0.77133471 0.87755817 0.35433433 0.99173147 1.46183276 2.65576959 0.92228228 0.56311148 0.62467372 1.7269392 1.10826433 2.09055376 1.30471563 0.33982131 0.86462122 1.38720489 1.08708966 1.93000948

NA 1.161037 NA NA NA NA 1.092993 NA NA NA NA 0.944411 NA NA NA NA NA 1.004874 NA NA NA NA P02144 MYG_HUMAN reviewed Myoglobin MB 154 Homo sapiens (Human) 1.29457617 1.14032567 1.30973709 0.87006122 0.99121904 1.56951749 1.22479165 1.18289006 0.94479948 1.10368598 1.2678864 0.89784825 1.16103733 0.98599833 1.0929935 0.94441128 1.11065388 1.21741557 1.02083421 1.25476778 1.00487351

NA 1.483824 NA NA NA NA 0.687359 NA NA NA NA 0.793061 NA NA NA NA NA 0.767868 NA NA NA NA P04220 MUCB_HUMANreviewed Ig mu heavy chain disease protein (BOT) 391 Homo sapiens (Human) 0.38810045 0.90846032 0.69360262 0.59810227 1.07898688 1.62825096 0.38455069 1.77552545 5.11301327 0.62828159 0.61094338 1.26476502 1.48382378 3.27800918 0.68735945 0.79306138 1.17770529 1.02387679 0.97464949 1.50596082 0.76786768

NA 0.515576 NA NA NA NA 0.461358 NA NA NA NA 3.155085 NA NA NA NA NA 0.4121 NA NA NA NA P04229 2B11_HUMAN reviewed HLA class II histocompatibility antigen, DRB1-1 beta chain (MHC class II antigen DRB1*1) (DR-1) (DR1)HLA-DRB1 266 Homo sapiens (Human) 0.36651585 0.30037683 0.72247607 0.2691378 0.22575325 0.94232696 0.36019889 1.27822864 1.03196669 0.34657455 3.48240161 0.43055087 0.51557612 1.19748271 0.46135843 3.15508485 3.05976081 0.80407047 1.00361991 0.80604613 0.41210014

NA 0.880892 NA NA NA NA 0.833093 NA NA NA NA 1.152184 NA NA NA NA NA 0.533185 NA NA NA NA P05452 TETN_HUMAN reviewed Tetranectin (TN) (C-type lectin domain family 3 member B) (Plasminogen kringle 4-binding protein)CLEC3B TNA 202 Homo sapiens (Human) 0.55255234 1.29845321 0.7024222 0.36695692 0.88333988 1.78304601 0.63701659 1.354895 2.77952504 0.95883453 0.65768606 0.78203386 0.88089192 1.37441468 0.83309257 1.15218425 2.86147904 1.30350232 0.93685764 0.91974783 0.53318453

NA 0.818478 NA NA NA NA 1.085145 NA NA NA NA 2.665345 NA NA NA NA NA 1.519614 NA NA NA NA P08727 K1C19_HUMANreviewed Keratin, type I cytoskeletal 19 (Cytokeratin-19) (CK-19) (Keratin-19) (K19)KRT19 400 Homo sapiens (Human) 0.89199084 1.02378607 1.40341198 0.85363942 1.40406871 1.01789081 1.14735913 1.32117426 1.21745455 0.85603535 1.5471009 0.79699814 0.81847847 0.76013994 1.08514535 2.66534543 0.89714801 0.70819962 1.00909698 0.97975427 1.51961446

NA 1.078261 NA NA NA NA 0.996174 NA NA NA NA 0.939506 NA NA NA NA NA 0.867786 NA NA NA NA P09382 LEG1_HUMAN reviewed Galectin-1 (Gal-1) (14 kDa laminin-binding protein) (HLBP14) (14 kDa lectin) (Beta-galactoside-binding lectin L-14-I) (Galaptin) (HBL) (HPL) (Lactose-binding lectin 1) (Lectin galactoside-binding soluble 1) (Putative MAPK-activating protein PM12) (S-Lac lectin 1)LGALS1 135 Homo sapiens (Human) 0.54277903 0.65976596 1.16159678 0.94810849 0.98050249 1.01713669 1.14721119 1.09619403 1.20486057 0.98648727 0.90400499 1.25676131 1.0782615 1.05062735 0.99617374 0.93950605 1.11726952 1.48076546 1.13523555 0.82116914 0.86778563

NA 0.820602 NA NA NA NA 0.874568 NA NA NA NA 1.326602 NA NA NA NA NA 0.861358 NA NA NA NA P13727 PRG2_HUMAN reviewed Bone marrow proteoglycan (BMPG) (Proteoglycan 2) [Cleaved into: Eosinophil granule major basic protein (EMBP) (MBP) (Pregnancy-associated major basic protein)]PRG2 MBP 222 Homo sapiens (Human) 1.53324711 1.33871949 0.67872375 0.50349551 0.91117334 0.90730757 1.12838996 2.6732564 2.44219255 0.8513335 0.89034492 2.93291831 0.82060152 0.71192104 0.87456781 1.32660222 2.45891762 1.21589065 0.62370724 1.38308144 0.86135787

NA 1.086526 NA NA NA NA 1.047989 NA NA NA NA 1.184707 NA NA NA NA NA 1.546822 NA NA NA NA P15121 ALDR_HUMAN reviewed Aldose reductase (AR) (EC 1.1.1.21) (Aldehyde reductase) (Aldo-keto reductase family 1 member B1)AKR1B1 ALDR1 316 Homo sapiens (Human) 0.95168483 0.8943184 0.68454206 1.03800023 0.88704288 0.92154044 1.47501898 0.87595528 1.89942408 1.01972997 0.94763237 0.93623394 1.08652616 1.02602255 1.04798853 1.18470657 1.02967763 1.1916002 1.27177918 1.10238838 1.54682183

NA 0.885305 NA NA NA NA 1.063007 NA NA NA NA 1.293204 NA NA NA NA NA 0.964457 NA NA NA NA P19525 E2AK2_HUMANreviewed Interferon-induced, double-stranded RNA-activated protein kinase (EC 2.7.11.1) (Eukaryotic translation initiation factor 2-alpha kinase 2) (eIF-2A protein kinase 2) (Interferon-inducible RNA-dependent protein kinase) (P1/eIF-2A protein kinase) (Protein kinase RNA-activated) (PKR) (Tyrosine-protein kinase EIF2AK2) (EC 2.7.10.2) (p68 kinase)EIF2AK2 PKR PRKR 551 Homo sapiens (Human) 0.91740054 0.84444088 0.94744241 0.999138 1.02915478 0.88714683 1.04320538 0.94200474 0.89167702 0.93921077 1.33418238 1.45384431 0.88530541 0.3960343 1.06300747 1.29320395 1.02749956 1.20439506 0.64396083 1.10785103 0.96445733

NA 0.888822 NA NA NA NA 0.723447 NA NA NA NA 0.998172 NA NA NA NA NA 1.361265 NA NA NA NA P29218 IMPA1_HUMANreviewed Inositol monophosphatase 1 (IMP 1) (IMPase 1) (EC 3.1.3.25) (Inositol-1(or 4)-monophosphatase 1) (Lithium-sensitive myo-inositol monophosphatase A1)IMPA1 IMPA 277 Homo sapiens (Human) 0.78285748 0.56477648 0.98733324 1.1979667 0.76692504 1.08999527 0.7433635 4.47368288 0.45469073 1.22723115 1.6100812 1.21866584 0.88882244 0.31068954 0.7234472 0.99817246 0.6905731 1.10122049 0.84181333 0.91341925 1.3612653

NA 1.444147 NA NA NA NA 1.021545 NA NA NA NA 0.861157 NA NA NA NA NA 0.936555 NA NA NA NA P29972 AQP1_HUMAN reviewed Aquaporin-1 (AQP-1) (Aquaporin-CHIP) (Urine water channel) (Water channel protein for red blood cells and kidney proximal tubule)AQP1 CHIP28 269 Homo sapiens (Human) 4.7063818 0.81892836 1.24628878 0.96031135 0.71656853 0.47664958 0.73828137 2.17322397 1.03119612 1.02836108 0.71684325 0.76824254 1.44414675 1.70105934 1.02154493 0.86115694 2.58885217 0.7149775 1.29038584 1.07385016 0.93655503

NA 1.251606 NA NA NA NA 0.817021 NA NA NA NA 0.05636 NA NA NA NA NA 0.509011 NA NA NA NA P32856 STX2_HUMAN reviewed Syntaxin-2 (Epimorphin)STX2 EPIM STX2A STX2B STX2C288 Homo sapiens (Human) 1.72748911 1.40459549 1.30619383 1.15694249 1.41531277 0.90210176 1.45969904 0.93051416 1.24399865 1.07921922 1.08795726 0.83620346 1.25160635 0.0209219 0.81702089 0.0563603 1.2030592 0.79325706 1.13046587 0.95978731 0.50901109

NA 1.1234 NA NA NA NA 1.037297 NA NA NA NA 0.825936 NA NA NA NA NA 0.887751 NA NA NA NA P36405 ARL3_HUMAN reviewed ADP-ribosylation factor-like protein 3ARL3 ARFL3 182 Homo sapiens (Human) 1.27124691 0.86003369 0.93997294 0.76113904 1.05650783 1.13905251 1.35942257 0.91977054 0.71786922 1.13309872 1.27593803 1.16896451 1.12339973 0.71187753 1.03729749 0.82593566 1.02467549 0.93498159 0.84433156 1.0616113 0.88775128

NA 1.00079 NA NA NA NA 1.381811 NA NA NA NA 1.332527 NA NA NA NA NA 1.243636 NA NA NA NA P36969 GPX4_HUMAN reviewed Phospholipid hydroperoxide glutathione peroxidase, mitochondrial (PHGPx) (EC 1.11.1.12) (Glutathione peroxidase 4) (GPx-4) (GSHPx-4)GPX4 197 Homo sapiens (Human) 3.85755134 1.48974192 1.03736329 0.835271 0.95068264 1.2105701 0.83418667 1.29724681 1.51780534 0.83446926 1.02168202 1.23900271 1.00078952 1.42518735 1.38181078 1.3325268 1.25449145 1.00849044 1.3330735 1.29281068 1.24363625

NA 0.778087 NA NA NA NA 0.787919 NA NA NA NA 1.345894 NA NA NA NA NA 1.180261 NA NA NA NA P43243 MATR3_HUMANreviewed Matrin-3 MATR3 KIAA0723 847 Homo sapiens (Human) 0.75267118 0.96850997 0.83846957 1.49661315 0.79629797 1.04833257 1.1741339 0.80723834 1.37257075 1.17775786 1.6827929 0.57998353 0.77808678 1.01795244 0.78791899 1.3458935 0.66546488 1.22371459 0.89866656 0.93292445 1.18026114

NA 1.123742 NA NA NA NA 1.180148 NA NA NA NA 1.054513 NA NA NA NA NA 1.217778 NA NA NA NA P46109 CRKL_HUMAN reviewed Crk-like proteinCRKL 303 Homo sapiens (Human) 1.00924242 1.13780415 1.35424054 0.79328859 0.97843212 0.98493922 0.869708 0.91190863 1.49288857 1.04612362 0.96459311 0.93844402 1.12374163 1.44139886 1.18014777 1.05451286 0.87078583 1.3430419 1.40193081 1.52056038 1.21777761

NA 1.08695 NA NA NA NA 1.095055 NA NA NA NA 1.022618 NA NA NA NA NA 1.286092 NA NA NA NA P48960 CD97_HUMAN reviewed CD97 antigen (Leukocyte antigen CD97) (CD antigen CD97) [Cleaved into: CD97 antigen subunit alpha; CD97 antigen subunit beta]CD97 835 Homo sapiens (Human) 0.99103665 1.384812 1.25821161 0.87894666 1.21966136 1.45461941 0.91491777 1.33869886 1.9019469 1.1944567 1.12027752 1.40910673 1.08695018 1.50843191 1.09505546 1.02261841 1.12460876 1.08699668 1.07510519 2.37590885 1.28609216

NA 0.796325 NA NA NA NA 0.759855 NA NA NA NA 0.47207 NA NA NA NA NA 0.53677 NA NA NA NA P50151 GBG10_HUMANreviewed Guanine nucleotide-binding protein G(I)/G(S)/G(O) subunit gamma-10GNG10 GNGT10 68 Homo sapiens (Human) 0.50555325 0.73407716 0.41698992 0.43965587 0.49715045 0.53995609 0.60284406 0.50526351 0.49173924 0.47259763 0.50645679 0.56014216 0.79632509 0.47445035 0.75985539 0.47206992 0.63029927 0.69708502 0.67798227 0.60548097 0.53676963

NA 1.035181 NA NA NA NA 1.068251 NA NA NA NA 1.04216 NA NA NA NA NA 0.953709 NA NA NA NA P55196 AFAD_HUMAN reviewed Afadin (ALL1-fused gene from chromosome 6 protein) (Protein AF-6)MLLT4 AF6 1824 Homo sapiens (Human) 1.29345131 0.90259922 0.79108137 0.76052547 1.17713285 1.36308408 1.17126858 1.05130184 1.01580501 1.32713783 1.49292266 1.02939403 1.03518128 0.91458219 1.0682509 1.0421598 1.15636313 1.34044457 1.15655744 1.49302995 0.95370889

NA 1.203573 NA NA NA NA 1.306342 NA NA NA NA 1.044741 NA NA NA NA NA 0.984607 NA NA NA NA P62820 RAB1A_HUMANreviewed Ras-related protein Rab-1A (YPT1-related protein)RAB1A RAB1 205 Homo sapiens (Human) 0.94893581 1.07308722 0.83580828 1.89864779 0.93931675 0.75510907 1.03583646 0.87564099 0.55198711 0.82848573 0.99739707 1.05558384 1.20357275 0.59953535 1.30634153 1.0447408 0.91037881 0.99495179 0.84320957 0.8133772 0.98460662

NA 1.020271 NA NA NA NA 1.160206 NA NA NA NA 1.189987 NA NA NA NA NA 0.910403 NA NA NA NA P78344 IF4G2_HUMAN reviewed Eukaryotic translation initiation factor 4 gamma 2 (eIF-4-gamma 2) (eIF-4G 2) (eIF4G 2) (Death-associated protein 5) (DAP-5) (p97)EIF4G2 DAP5 OK/SW-cl.75907 Homo sapiens (Human) 0.95109791 0.54939014 0.72939849 0.92713094 1.16878629 0.8763054 1.30327952 0.83259314 0.68706727 0.99022192 1.00581586 1.18186832 1.02027082 0.11133719 1.16020608 1.1899873 0.79238755 1.12788332 0.71920264 1.07420325 0.91040295

NA 0.621931 NA NA NA NA 0.853004 NA NA NA NA 1.055927 NA NA NA NA NA 1.409212 NA NA NA NA P80303 NUCB2_HUMANreviewed Nucleobindin-2 (DNA-binding protein NEFA) (Gastric cancer antigen Zg4) (Prepronesfatin) [Cleaved into: Nesfatin-1]NUCB2 NEFA 420 Homo sapiens (Human) 0.50082344 1.24862337 1.31638229 0.72829807 0.8741535 0.97154951 2.69242764 0.85530078 0.89288336 0.78657734 1.28448939 0.72689629 0.62193084 0.5908466 0.85300392 1.05592716 0.43781561 0.87205845 2.53046823 0.96578163 1.40921176

NA 1.236826 NA NA NA NA 1.031113 NA NA NA NA 1.280614 NA NA NA NA NA 0.995081 NA NA NA NA Q01628 IFM3_HUMAN reviewed Interferon-induced transmembrane protein 3 (Dispanin subfamily A member 2b) (DSPA2b) (Interferon-inducible protein 1-8U)IFITM3 133 Homo sapiens (Human) 0.44396904 1.33890724 1.00358892 0.61064422 0.98876238 0.7902081 1.105093 1.18735385 1.27209032 0.75742006 0.92687857 1.60024786 1.23682618 2.06260157 1.03111255 1.28061354 1.0771054 0.9449783 1.08990634 0.99098969 0.99508083

NA 1.633396 NA NA NA NA 1.477124 NA NA NA NA 0.967443 NA NA NA NA NA 1.812461 NA NA NA NA Q07654 TFF3_HUMAN reviewed Trefoil factor 3 (Intestinal trefoil factor) (hITF) (Polypeptide P1.B) (hP1.B)TFF3 ITF TFI 80 Homo sapiens (Human) 0.90831214 1.0479207 0.81836987 1.1626277 0.81752116 1.3258599 1.37067962 1.39039695 1.21147585 0.78955728 0.66760451 1.53094316 1.63339615 0.74157512 1.4771241 0.96744305 1.34412015 1.06269574 0.83723527 0.79452342 1.81246078

NA 1.226842 NA NA NA NA 1.283574 NA NA NA NA 1.046365 NA NA NA NA NA 1.479215 NA NA NA NA Q08554 DSC1_HUMAN reviewed Desmocollin-1 (Cadherin family member 1) (Desmosomal glycoprotein 2/3) (DG2/DG3)DSC1 CDHF1 894 Homo sapiens (Human) 0.79812753 1.86294878 1.04019904 1.66474783 1.35978472 0.8657977 0.61447942 1.46271825 1.4820894 0.95871759 1.14038467 1.22628522 1.22684181 1.9283725 1.28357434 1.0463655 1.26657093 1.07911837 1.70036101 1.76966047 1.47921491

NA 0.801344 NA NA NA NA 1.340667 NA NA NA NA 1.615549 NA NA NA NA NA 0.629833 NA NA NA NA Q10589 BST2_HUMAN reviewed Bone marrow stromal antigen 2 (BST-2) (HM1.24 antigen) (Tetherin) (CD antigen CD317)BST2 180 Homo sapiens (Human) 0.43283775 1.56558299 1.82116795 0.83546269 0.67758495 0.66417259 0.82677865 1.25314307 1.02021205 0.61289191 1.22954035 1.9275521 0.80134404 1.63401294 1.34066749 1.61554909 0.85636258 0.71861726 1.47750843 0.90583479 0.62983304

NA 0.767949 NA NA NA NA 0.930101 NA NA NA NA 1.93029 NA NA NA NA NA 1.142998 NA NA NA NA Q12899 TRI26_HUMAN reviewed Tripartite motif-containing protein 26 (Acid finger protein) (AFP) (RING finger protein 95) (Zinc finger protein 173)TRIM26 RNF95 ZNF173 539 Homo sapiens (Human) 0.65647471 0.5937162 0.73920709 0.96739382 1.08240461 0.86328971 0.86879617 0.89652473 0.85829377 0.98152202 1.4987886 0.71080828 0.7679494 0.85462683 0.93010062 1.9302901 0.82077599 1.17125142 0.79599631 0.96874231 1.1429981

NA 1.132676 NA NA NA NA 1.028357 NA NA NA NA 1.085588 NA NA NA NA NA 0.817912 NA NA NA NA Q12965 MYO1E_HUMANreviewed Unconventional myosin-Ie (Myosin-Ic) (Unconventional myosin 1E)MYO1E MYO1C 1108 Homo sapiens (Human) 1.02350223 0.94982535 0.81345654 0.84844834 1.09855855 1.41990387 1.24603987 0.98825121 1.11885953 1.2507726 1.50826168 1.47771943 1.13267589 0.98748231 1.02835655 1.0855875 0.83769733 1.40393579 0.9435423 0.97136796 0.8179124

NA 0.622069 NA NA NA NA 0.964688 NA NA NA NA 1.501095 NA NA NA NA NA 0.738523 NA NA NA NA Q13231 CHIT1_HUMANreviewed Chitotriosidase-1 (EC 3.2.1.14) (Chitinase-1)CHIT1 466 Homo sapiens (Human) 0.3846935 0.45270932 0.51318836 0.21603042 0.38600725 1.83458185 0.68260819 1.82590985 8.48419666 0.48493719 0.50545347 1.39657724 0.62206924 4.34698725 0.96468771 1.50109482 1.32054281 1.27088058 1.65113652 3.30199575 0.73852289

NA 1.027016 NA NA NA NA 0.832527 NA NA NA NA 0.485638 NA NA NA NA NA 0.90298 NA NA NA NA Q14156 EFR3A_HUMANreviewed Protein EFR3 homolog A (Protein EFR3-like)EFR3A KIAA0143 821 Homo sapiens (Human) 0.8463825 1.18283141 0.91873568 0.86538142 1.12036598 0.86677527 1.2280432 0.95367491 0.97655213 1.11582089 1.27284801 1.09208298 1.02701616 0.96871263 0.83252657 0.4856382 1.0341897 1.06183898 1.05377102 1.10136795 0.90298003

NA 0.795077 NA NA NA NA 0.80913 NA NA NA NA 0.478849 NA NA NA NA NA 1.003696 NA NA NA NA Q15109 RAGE_HUMAN reviewed Advanced glycosylation end product-specific receptor (Receptor for advanced glycosylation end products)AGER RAGE 404 Homo sapiens (Human) 1.15840888 1.67191458 2.11924195 1.49770892 1.7194798 0.51019889 0.80247575 0.42820272 0.32328335 1.5903225 0.95970404 0.3307035 0.79507685 0.31374815 0.80913031 0.47884917 0.91800833 0.50588143 0.57146931 0.8000645 1.00369561

NA 0.848755 NA NA NA NA 0.795767 NA NA NA NA 1.145592 NA NA NA NA NA 0.518031 NA NA NA NA Q15257 PTPA_HUMAN reviewed Serine/threonine-protein phosphatase 2A activator (EC 5.2.1.8) (PP2A, subunit B', PR53 isoform) (Phosphotyrosyl phosphatase activator) (PTPA) (Serine/threonine-protein phosphatase 2A regulatory subunit 4) (Serine/threonine-protein phosphatase 2A regulatory subunit B')PPP2R4 PTPA 358 Homo sapiens (Human) 1.82147145 0.52689117 1.00350726 0.78013873 0.85239857 1.29042637 1.17478859 1.03140235 0.73759073 1.12890196 1.03051746 1.18319106 0.84875453 0.57814533 0.79576743 1.14559197 1.18872368 1.17625105 0.99165195 0.93696296 0.51803052

NA 1.161424 NA NA NA NA 0.943334 NA NA NA NA 1.030732 NA NA NA NA NA 1.39762 NA NA NA NA Q5T6J7 GNTK_HUMAN reviewed Probable gluconokinase (EC 2.7.1.12) (Gluconate kinase)IDNK C9orf103 187 Homo sapiens (Human) 0.4454194 0.9712559 0.64700311 1.04816115 0.62931174 1.15536726 2.11086607 1.14448631 0.72388619 0.88816863 0.68525869 0.65008658 1.1614244 0.64000458 0.94333357 1.0307318 0.7955842 1.9639324 0.67662907 1.22589684 1.39761972

NA 0.934964 NA NA NA NA 0.765527 NA NA NA NA 0.835411 NA NA NA NA NA 0.620083 NA NA NA NA Q6IA69 NADE_HUMAN reviewed Glutamine-dependent NAD(+) synthetase (EC 6.3.5.1) (NAD(+) synthase [glutamine-hydrolyzing]) (NAD(+) synthetase)NADSYN1 706 Homo sapiens (Human) 0.63818884 2.09108973 0.58929092 2.41702724 1.3925904 1.07457686 0.75649309 0.57171047 0.98646981 0.76973957 0.62015718 1.1546241 0.9349643 0.57544929 0.76552725 0.83541113 0.5382852 0.50909674 0.82953173 0.90690911 0.62008297

NA 1.141551 NA NA NA NA 0.940765 NA NA NA NA 1.010939 NA NA NA NA NA 1.160586 NA NA NA NA Q7L5N1 CSN6_HUMAN reviewed COP9 signalosome complex subunit 6 (SGN6) (Signalosome subunit 6) (JAB1-containing signalosome subunit 6) (MOV34 homolog) (Vpr-interacting protein) (hVIP)COPS6 CSN6 HVIP 327 Homo sapiens (Human) 1.19609582 1.22176373 1.08402956 1.20727134 1.17084706 0.91092753 0.83728188 1.54957974 1.14294565 0.9939065 1.10060668 0.9913075 1.14155066 0.9757787 0.94076455 1.01093864 0.66686523 0.79297882 1.08148408 1.07351935 1.16058576

NA 1.035769 NA NA NA NA 1.068768 NA NA NA NA 0.916963 NA NA NA NA NA 0.694659 NA NA NA NA Q7Z2W4 ZCCHV_HUMANreviewed Zinc finger CCCH-type antiviral protein 1 (ADP-ribosyltransferase diphtheria toxin-like 13) (ARTD13) (Zinc finger CCCH domain-containing protein 2) (Zinc finger antiviral protein) (ZAP)ZC3HAV1 ZC3HDC2 PRO1677902 Homo sapiens (Human) 1.20159495 1.15737677 1.20985067 0.87816453 1.18056846 0.83350778 0.80927897 0.87773031 0.97866762 1.4824729 0.95070255 0.97864741 1.03576851 0.78711951 1.06876838 0.9169625 0.916758 0.84970748 1.06756342 1.0602715 0.69465905

NA 0.958296 NA NA NA NA 0.395499 NA NA NA NA 0.450091 NA NA NA NA NA 0.704715 NA NA NA NA Q7Z4L5 TT21B_HUMANreviewed Tetratricopeptide repeat protein 21B (TPR repeat protein 21B)TTC21B KIAA1992 Nbla106961316 Homo sapiens (Human) 1.76650739 0.62837315 0.71051198 0.76596278 1.51883805 1.17229152 0.99689984 0.76722658 0.57822537 1.22184277 0.91458029 1.20532954 0.95829594 0.40011042 0.39549914 0.45009106 1.29864025 1.21684921 0.70003748 0.92529082 0.70471472

NA 1.037642 NA NA NA NA 0.729743 NA NA NA NA 0.682313 NA NA NA NA NA 1.049163 NA NA NA NA Q8IWZ6 BBS7_HUMAN reviewed Bardet-Biedl syndrome 7 protein (BBS2-like protein 1)BBS7 BBS2L1 715 Homo sapiens (Human) 1.21366298 1.44880927 0.8784442 1.21771848 1.37559259 0.72595924 0.82904714 0.66424424 0.57674635 1.5213176 1.58439469 0.68233615 1.03764236 0.58057624 0.72974265 0.68231285 0.89869899 0.83220726 0.84978658 1.10874093 1.04916275

NA 1.843975 NA NA NA NA 0.878828 NA NA NA NA 0.521236 NA NA NA NA NA 0.856993 NA NA NA NA Q8TAD7 OCC1_HUMAN reviewed Overexpressed in colon carcinoma 1 protein (OCC-1) (AGD3)OCC1 C12orf75 63 Homo sapiens (Human) 1.55003226 1.71736157 1.255072 0.87040144 1.0010035 0.96698082 1.0401156 0.51479924 0.24444246 2.20135665 1.39385235 1.19658971 1.84397459 0.65348381 0.87882781 0.52123559 0.61560422 0.86030412 0.98255903 0.77162987 0.85699302

NA 1.253515 NA NA NA NA 1.088266 NA NA NA NA 0.860744 NA NA NA NA NA 1.157183 NA NA NA NA Q92882 OSTF1_HUMANreviewed Osteoclast-stimulating factor 1OSTF1 214 Homo sapiens (Human) 1.04557562 0.56932783 1.10486555 0.76435435 0.88345361 0.6401853 1.51059902 0.79338157 1.18956924 1.2297678 1.20945334 1.59623623 1.25351536 1.32171023 1.08826637 0.86074376 0.7985158 1.12884486 1.28099179 1.13999069 1.15718257

NA 1.238655 NA NA NA NA 1.052261 NA NA NA NA 0.704567 NA NA NA NA NA 0.60292 NA NA NA NA Q93096 TP4A1_HUMANreviewed Protein tyrosine phosphatase type IVA 1 (EC 3.1.3.48) (PTP(CAAXI)) (Protein-tyrosine phosphatase 4a1) (Protein-tyrosine phosphatase of regenerating liver 1) (PRL-1)PTP4A1 PRL1 PTPCAAX1 173 Homo sapiens (Human) 1.5784719 1.73449969 1.06377268 0.8129577 1.38210297 0.7368055 1.43701696 0.82732236 0.83749121 1.34284985 1.02728999 1.13681352 1.23865521 0.79703915 1.05226147 0.70456684 1.11179531 0.99412972 0.92862856 1.48073351 0.60292041

NA 1.271532 NA NA NA NA 0.939722 NA NA NA NA 0.783463 NA NA NA NA NA 0.702527 NA NA NA NA Q969L2 MAL2_HUMAN reviewed Protein MAL2 MAL2 176 Homo sapiens (Human) 1.68146455 2.127563 2.68812609 1.08151913 1.16821313 0.66618526 0.67544782 0.65075725 0.65753806 1.29286778 0.96068716 0.71901321 1.27153194 1.01337183 0.939722 0.78346324 0.76330203 0.58729374 0.85948199 0.76317912 0.7025274

NA 1.125655 NA NA NA NA 1.331544 NA NA NA NA 0.876033 NA NA NA NA NA 0.819026 NA NA NA NA Q96D96 HVCN1_HUMANreviewed Voltage-gated hydrogen channel 1 (Hydrogen voltage-gated channel 1) (HV1) (Voltage sensor domain-only protein)HVCN1 VSOP UNQ578/PRO1140273 Homo sapiens (Human) 2.08664036 1.23632169 1.32917988 1.73195016 1.04706633 0.73508632 0.59092593 1.2139467 1.02778506 0.90967035 0.92819619 0.90747261 1.12565517 1.0179075 1.3315438 0.87603319 0.96392381 0.93286455 1.38900805 1.76442993 0.81902599

NA 0.907059 NA NA NA NA 1.031051 NA NA NA NA 1.000361 NA NA NA NA NA 1.014461 NA NA NA NA Q99471 PFD5_HUMAN reviewed Prefoldin subunit 5 (C-Myc-binding protein Mm-1) (Myc modulator 1)PFDN5 MM1 PFD5 154 Homo sapiens (Human) 1.12278545 1.07519949 0.94086337 1.13505065 1.10710943 1.14010179 1.21637881 1.17545569 0.95751786 1.16247058 1.25121701 1.25029683 0.90705949 0.67922419 1.0310514 1.0003612 1.02735877 1.13908744 1.01788414 1.12678981 1.01446104

NA 1.248602 NA NA NA NA 1.078597 NA NA NA NA 1.059958 NA NA NA NA NA 0.821973 NA NA NA NA Q9BV40 VAMP8_HUMANreviewed Vesicle-associated membrane protein 8 (VAMP-8) (Endobrevin) (EDB)VAMP8 100 Homo sapiens (Human) 1.29438734 1.04856765 1.09090853 1.13565862 1.03608739 1.36903024 0.95349425 1.03602088 1.37495542 0.91319472 0.90259063 1.15948415 1.24860191 1.32835448 1.07859731 1.0599575 0.96768916 0.9173013 1.031299 0.91388339 0.82197321

NA 1.028961 NA NA NA NA 1.084047 NA NA NA NA 0.655176 NA NA NA NA NA 1.005919 NA NA NA NA Q9BYG5 PAR6B_HUMANreviewed Partitioning defective 6 homolog beta (PAR-6 beta) (PAR-6B)PARD6B PAR6B 372 Homo sapiens (Human) 2.0770843 1.25277472 1.96043062 1.16219723 1.17317283 0.51342869 0.83415222 0.74513996 0.73539245 1.08585537 0.94786596 0.660891 1.02896094 0.88981438 1.08404684 0.65517598 0.95208073 0.59087628 1.06298471 0.93337405 1.00591874

NA 0.699151 NA NA NA NA 0.67742 NA NA NA NA 1.029973 NA NA NA NA NA 1.261988 NA NA NA NA Q9C005 DPY30_HUMANreviewed Protein dpy-30 homolog (Dpy-30-like protein) (Dpy-30L)DPY30 99 Homo sapiens (Human) 0.934192 1.29669833 0.78263795 1.6393379 1.646662 0.90409178 0.87535489 0.84222126 0.90554452 0.76554763 1.05531395 0.93817943 0.69915098 0.99248201 0.67741966 1.02997339 0.88800228 1.09171701 1.04175019 0.96287912 1.2619884

NA 0.796406 NA NA NA NA 0.808135 NA NA NA NA 0.797653 NA NA NA NA NA 0.662675 NA NA NA NA Q9H0U4 RAB1B_HUMANreviewed Ras-related protein Rab-1BRAB1B 201 Homo sapiens (Human) 0.80978155 0.93000287 0.82678795 1.82970154 1.2399534 0.64707369 0.79654497 1.02034986 0.79612541 1.11165214 1.04469395 0.50399846 0.79640615 0.92142248 0.80813491 0.79765332 0.76653999 0.68131691 1.04879725 0.91385287 0.66267538

NA 1.285401 NA NA NA NA 1 NA NA NA NA 0.712745 NA NA NA NA NA 0.631708 NA NA NA NA Q9H1C7 CYTM1_HUMANreviewed Cysteine-rich and transmembrane domain-containing protein 1CYSTM1 C5orf32 ORF1-FL4997 Homo sapiens (Human) 1.99488342 2.01521444 1.72196949 1.00602269 1.14119172 0.66027832 0.78495282 0.84629631 0.97895062 1.19507146 0.85779184 0.55702978 1.28540087 1.11298931 0.99999994 0.71274501 0.92350757 0.77273744 1.21877635 0.99606335 0.63170815

NA 0.724069 NA NA NA NA 0.630417 NA NA NA NA 0.922518 NA NA NA NA NA 1.483794 NA NA NA NA Q9NP97 DLRB1_HUMANreviewed Dynein light chain roadblock-type 1 (Bithoraxoid-like protein) (BLP) (Dynein light chain 2A, cytoplasmic) (Dynein-associated protein Km23) (Roadblock domain-containing protein 1)DYNLRB1 BITH DNCL2A DNLC2A ROBLD1 HSPC16296 Homo sapiens (Human) 0.99355513 1.0439918 1.61340249 1.44376266 1.18767333 0.71551448 0.83457691 1.36121297 1.11992192 1.45939541 0.86156857 1.10628581 0.72406948 1.09612262 0.63041687 0.92251819 0.70792627 0.99527919 1.19286823 1.0208472 1.48379362

NA 1.001885 NA NA NA NA 1.168416 NA NA NA NA 1.278827 NA NA NA NA NA 1.183681 NA NA NA NA Q9NY33 DPP3_HUMAN reviewed Dipeptidyl peptidase 3 (EC 3.4.14.4) (Dipeptidyl aminopeptidase III) (Dipeptidyl arylamidase III) (Dipeptidyl peptidase III) (DPP III) (Enkephalinase B)DPP3 737 Homo sapiens (Human) 1.09893966 1.10422123 1.09929764 0.86272115 0.87296456 0.96551132 0.93782556 1.06270659 1.19565535 0.85766047 0.97016281 1.05556703 1.00188506 1.24313629 1.16841555 1.27882719 0.93769801 0.95754606 1.04274535 1.06750703 1.18368125

NA 0.351784 NA NA NA NA 0.32539 NA NA NA NA 0.415061 NA NA NA NA NA 0.374702 NA NA NA NA Q9TQE0 2B19_HUMAN reviewed HLA class II histocompatibility antigen, DRB1-9 beta chain (MHC class II antigen DRB1*9) (DR-9) (DR9)HLA-DRB1 266 Homo sapiens (Human) 0.36374882 0.3114284 1.40122283 1.24748182 0.23289748 0.5440234 0.41035745 0.35358593 2.52150416 0.42945764 0.48585764 0.37053365 0.35178444 1.28007388 0.32539019 0.41506124 0.31779236 5.0306263 1.98815799 2.33664107 0.37470189

NA 0.885142 NA NA NA NA 1.12842 NA NA NA NA 0.853907 NA NA NA NA NA 0.871574 NA NA NA NA Q9UI46 DNAI1_HUMANreviewed Dynein intermediate chain 1, axonemal (Axonemal dynein intermediate chain 1)DNAI1 699 Homo sapiens (Human) 0.96248406 1.06916785 1.02873433 1.3982898 1.00644314 0.85541058 0.7566219 1.03802586 0.99625659 1.00891066 1.45042908 0.97416568 0.88514227 1.14207923 1.12841988 0.85390717 1.0797838 0.86233902 1.02202439 1.01227593 0.87157369

NA 1.016168 NA NA NA NA 0.818749 NA NA NA NA 1.048218 NA NA NA NA NA 1.201592 NA NA NA NA Q9ULC4 MCTS1_HUMANreviewed Malignant T-cell-amplified sequence 1 (MCT-1) (Multiple copies T-cell malignancies)MCTS1 MCT1 181 Homo sapiens (Human) 1.27382553 0.74356329 0.90608245 1.23564196 1.02943397 0.92446685 1.37963855 0.83295173 0.83268696 0.95883846 1.50184953 0.77057624 1.01616848 0.95698589 0.81874877 1.04821801 0.72556239 1.56511331 1.08659446 1.01721609 1.20159245

NA 0.601862 NA NA NA NA 0.494738 NA NA NA NA 0.488774 NA NA NA NA NA 0.911032 NA NA NA NA Q9Y366 IFT52_HUMAN reviewed Intraflagellar transport protein 52 homolog (Protein NGD5 homolog)IFT52 C20orf9 NGD5 CGI-53437 Homo sapiens (Human) 1.18792379 1.16030681 0.9295941 1.21955311 1.18801105 1.06724048 0.86043948 0.75213546 0.67880833 1.30636632 1.39037848 0.90396154 0.60186201 0.10563809 0.49473751 0.48877385 1.47840715 0.83533371 0.96357828 0.79183382 0.9110325

NA 0.792992 NA NA NA NA 1.150096 NA NA NA NA 0.842288 NA NA NA NA NA 1.184448 NA NA NA NA Q9Y383 LC7L2_HUMANreviewed Putative RNA-binding protein Luc7-like 2LUC7L2 CGI-59 CGI-74 392 Homo sapiens (Human) 0.84394914 1.12894476 0.73786837 0.87549323 0.85107017 1.18273175 0.83771592 1.01686978 1.33338571 1.2485702 1.77733326 1.89644623 0.79299182 1.1424433 1.1500963 0.84228772 0.88247567 0.85438657 0.76922166 1.21100068 1.18444836

NA 0.963408 NA NA NA NA 0.837599 NA NA NA NA 0.912908 NA NA NA NA NA 0.941199 NA NA NA NA Q9Y3D6 FIS1_HUMAN reviewed Mitochondrial fission 1 protein (FIS1 homolog) (hFis1) (Tetratricopeptide repeat protein 11) (TPR repeat protein 11)FIS1 TTC11 CGI-135 152 Homo sapiens (Human) 1.23212397 1.08422542 0.98185873 1.1043725 0.96471632 1.20205689 1.30859363 0.75929129 0.76713479 1.04225791 1.33983946 0.55684781 0.96340782 0.69362325 0.83759862 0.9129082 0.74166757 0.91522241 1.00549936 0.79095054 0.94119853

NA 1.624548 NA NA NA NA 1.027932 NA NA NA NA 1.042996 NA NA NA NA NA 1.770139 NA NA NA NA Q9Y696 CLIC4_HUMAN reviewed Chloride intracellular channel protein 4 (Intracellular chloride ion channel protein p64H1)CLIC4 253 Homo sapiens (Human) 1.09915543 1.31148815 0.99020988 0.80780488 0.9087382 0.85078448 1.003636 0.97335863 1.24012518 1.04833853 0.84099537 0.96177846 1.62454808 1.10466611 1.02793217 1.04299641 0.97088647 0.76385415 1.26692617 0.94242925 1.77013886

NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA Q9Y446 PKP3_HUMAN reviewed Plakophilin-3 PKP3 797 Homo sapiens (Human) 1.28112543 1.32808733 NA NA NA 0.66945201 0.892461 1.06148493 NA NA NA NA NA NA NA NA 0.83583671 0.69372755 NA NA NA
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Calculations 

Max Exp1_count Exp2_count Exp3_count

Exo26_ref_114.1

13_1

Exo26_PVal.114.

113

Exo26_EF.114.1

13

Exo26_LowerCI.

114.113

Exo26_UpperCI.

114.113

Exo24_ref_115.1

13_1

Exo24_PVal.115.

113

Exo24_EF.115.1

13

Exo24_LowerCI.

115.113

Exo24_UpperCI.

115.113

Exo15_116.113_

1

Exo15_PVal.116.

113

Exo15_EF.116.1

13

Exo15_LowerCI.

116.113

Exo15_UpperCI.

116.113 Exo6_117.113_1

Exo6_1PVal.117.

113

Exo6_1EF.117.1

13

Exo6_1LowerCI.

117.113

Exo6_1UpperCI.

117.113

Exo10_118.113_

1

Exo10_PVal.118.

113

Exo10_EF.118.1

13

Exo10_LowerCI.

118.113

Exo10_UpperCI.

118.113

Exo11_119.113_

1

Exo11_PVal.119.

113

Exo11_EF.119.1

13

Exo11_LowerCI.

119.113

Exo11_UpperCI.

119.113 Exo3_121.113_1

Exo3_1PVal.121.

113

Exo3_1EF.121.1

13

Exo3_1LowerCI.

121.113

Exo3_1UpperCI.

121.113

Exo23_ref_114.1

13_2

Exo23_PVal.114.

113

Exo23_EF.114.1

13

Exo23_LowerCI.

114.113

Exo23_UpperCI.

114.113

Exo25_ref_115.1

13_2

Exo25_PVal.115.

113

Exo25_EF.115.1

13

Exo25_LowerCI.

115.113

Exo25_UpperCI.

115.113

Exo19_116.113_

2

Exo19_PVal.116.

113

Exo19_EF.116.1

13

Exo19_LowerCI.

116.113

Exo19_UpperCI.

116.113

Exo13_117.113_

2

Exo13_PVal.117.

113

Exo13_EF.117.1

13

Exo13_LowerCI.

117.113

Exo13_UpperCI.

117.113 Exo4_118.113_2

Exo4_1PVal.118.

113

Exo4_1EF.118.1

13

Exo4_1LowerCI.

118.113

Exo4_1UpperCI.

118.113 Exo9_119.113_2

Exo9_1PVal.119.

113

Exo9_1EF.119.1

13

Exo9_1LowerCI.

119.113

Exo9_1UpperCI.

119.113 Exo1_121.113_2

Exo1_1PVal.121.

113

Exo1_1EF.121.1

13

Exo1_1LowerCI.

121.113

Exo1_1UpperCI.

121.113

Exo22ref_114.11

3_3

Exo22rPVal.114.

113

Exo22rEF.114.11

3

Exo22rLowerCI.1

14.113

Exo22rUpperCI.1

14.113

X119iTRAQpool_

119.113_3

X119iTRPVal.11

5.113

Serum albumin P02768 sp|P02768|ALBU_HUMAN 3 3 105 1 1 1 221.72 222.47 194.96 195.66 223.54 224.17 85.710001 85.710001 84.5600009 82.2700024 471 408 364 471 1266 805 726 1266 0.47 0.00 1.16 0.41 0.55 0.97 0.38 1.08 0.90 1.04 1.54 0.00 1.09 1.41 1.68 2.12 0.00 1.10 1.92 2.33 0.99 0.85 1.08 0.92 1.07 0.99 0.87 1.08 0.92 1.07 1.10 0.01 1.08 1.02 1.19 0.65 0.00 1.08 0.60 0.70 0.36 0.00 1.10 0.33 0.39 2.37 0.00 1.10 2.16 2.60 1.13 0.00 1.06 1.06 1.20 0.73 0.00 1.08 0.67 0.79 0.91 0.21 1.17 0.78 1.06 1.87 0.00 1.11 1.69 2.06 0.65 0.00 1.06 0.61 0.68 0.77 0.00

Alpha-2-macroglobulin (Alpha-2-M) (C3 and PZP-like alpha-2-macroglobulin domain-containing protein 5)P01023 sp|P01023|A2MG_HUMAN 3 3 105 1 1 1 236.23 236.72 226.02 226.6 270.35 271.02 74.6299982 74.2900014 73.8099992 74.6299982 416 307 304 416 898 425 503 898 0.26 0.00 1.26 0.21 0.33 0.48 0.00 1.13 0.42 0.54 1.49 0.00 1.07 1.39 1.60 1.49 0.00 1.06 1.40 1.59 0.41 0.00 1.11 0.37 0.45 1.74 0.00 1.05 1.65 1.83 1.44 0.00 1.05 1.37 1.52 0.41 0.00 1.22 0.33 0.50 0.45 0.00 1.11 0.40 0.49 4.15 0.00 1.11 3.74 4.61 0.53 0.00 1.09 0.49 0.58 0.50 0.00 1.17 0.42 0.58 0.92 0.05 1.09 0.84 1.00 4.01 0.00 1.09 3.69 4.36 0.71 0.00 1.04 0.68 0.74 0.93 0.01

Complement C3 (C3 and PZP-like alpha-2-macroglobulin domain-containing protein 1) [Cleaved into: Complement C3 beta chain; Complement C3 alpha chain; C3a anaphylatoxin; Acylation stimulating protein (ASP) (C3adesArg); Complement C3b alpha' chain; Complement C3c alpha' chain fragment 1; Complement C3dg fragment; Complement C3g fragment; Complement C3d fragment; Complement C3f fragment; Complement C3c alpha' chain fragment 2]P01024 sp|P01024|CO3_HUMAN 3 3 105 1 1 1 295.45 295.45 267.5 267.5 306.11 306.11 75.7099986 75.7099986 75.7099986 71.6799974 401 358 296 401 1044 528 538 1044 0.70 0.00 1.07 0.66 0.75 0.61 0.00 1.06 0.58 0.65 1.56 0.00 1.06 1.48 1.65 1.51 0.00 1.04 1.45 1.58 1.11 0.00 1.04 1.06 1.15 1.28 0.00 1.04 1.23 1.33 1.32 0.00 1.05 1.26 1.38 0.75 0.00 1.05 0.71 0.79 0.56 0.00 1.05 0.53 0.59 1.51 0.00 1.05 1.44 1.59 1.10 0.00 1.03 1.06 1.13 0.80 0.00 1.04 0.77 0.83 1.25 0.00 1.07 1.16 1.34 1.56 0.00 1.05 1.48 1.64 0.63 0.00 1.04 0.61 0.66 0.96 0.05

Ig kappa chain C regionP01834 sp|P01834|IGKC_HUMAN 3 3 105 1 1 1 60.34 61.17 61.66 62.53 76.69 77.48 84.9099994 84.9099994 80.1900029 84.9099994 257 193 217 257 529 266 290 529 0.55 0.01 1.53 0.36 0.84 0.72 0.03 1.31 0.55 0.95 1.85 0.01 1.46 1.27 2.70 1.19 0.14 1.27 0.93 1.51 0.68 0.00 1.22 0.56 0.84 1.95 0.00 1.42 1.37 2.77 1.19 0.17 1.31 0.91 1.55 1.22 0.14 1.32 0.92 1.60 0.46 0.00 1.19 0.38 0.55 2.72 0.00 1.27 2.15 3.44 0.76 0.00 1.13 0.67 0.86 0.73 0.00 1.17 0.63 0.86 1.94 0.00 1.14 1.70 2.22 2.07 0.00 1.25 1.66 2.59 0.60 0.00 1.26 0.48 0.76 1.17 0.10

Polymeric immunoglobulin receptor (PIgR) (Poly-Ig receptor) (Hepatocellular carcinoma-associated protein TB6) [Cleaved into: Secretory component]P01833 sp|P01833|PIGR_HUMAN 3 3 105 1 1 1 121.58 123.71 131.9 133.18 133.66 134.88 65.1799977 57.7199996 65.1799977 62.6999974 226 200 203 226 473 265 322 473 0.83 0.01 1.15 0.72 0.96 1.03 0.57 1.12 0.92 1.16 1.27 0.02 1.22 1.04 1.55 1.21 0.00 1.09 1.11 1.32 0.67 0.00 1.08 0.62 0.73 1.67 0.00 1.10 1.52 1.84 0.79 0.00 1.08 0.73 0.86 1.93 0.00 1.08 1.79 2.08 0.86 0.32 1.37 0.63 1.17 1.68 0.00 1.13 1.49 1.90 1.08 0.38 1.18 0.91 1.27 0.60 0.01 1.42 0.42 0.85 1.57 0.01 1.43 1.10 2.24 1.34 0.00 1.09 1.24 1.46 0.64 0.00 1.10 0.59 0.70 1.04 0.32

Complement C4-B (Basic complement C4) (C3 and PZP-like alpha-2-macroglobulin domain-containing protein 3) [Cleaved into: Complement C4 beta chain; Complement C4-B alpha chain; C4a anaphylatoxin; C4b-B; C4d-B; Complement C4 gamma chain]P0C0L5 sp|P0C0L5|CO4B_HUMAN 3 3 105 1 1 1 174.47 177.98 157.65 162.38 194.08 196.23 56.5900028 55.8499992 50.1699984 56.5900028 213 187 141 213 325 187 169 325 0.96 0.40 1.11 0.86 1.06 0.56 0.00 1.13 0.50 0.63 1.28 0.00 1.07 1.19 1.37 1.47 0.00 1.07 1.38 1.58 1.13 0.00 1.07 1.06 1.21 1.75 0.00 1.07 1.65 1.87 1.10 0.00 1.06 1.03 1.16 0.77 0.00 1.07 0.72 0.83 0.46 0.00 1.09 0.42 0.50 1.36 0.00 1.08 1.25 1.47 1.05 0.01 1.04 1.01 1.10 0.94 0.00 1.04 0.90 0.98 0.94 0.24 1.11 0.85 1.04 1.49 0.00 1.08 1.38 1.60 0.72 0.00 1.05 0.69 0.76 0.77 0.00

Ig gamma-1 chain C regionP01857 sp|P01857|IGHG1_HUMAN 3 3 105 1 1 1 97.27 98.1 79.52 80.1 91.8 92.17 86.6699994 86.6699994 83.0299974 63.6399984 211 211 161 186 257 167 128 257 0.34 0.00 1.68 0.20 0.58 0.46 0.00 1.54 0.30 0.70 2.17 0.32 5.76 0.38 12.46 1.08 0.26 1.16 0.93 1.26 0.60 0.00 1.17 0.51 0.70 1.57 0.04 1.51 1.04 2.36 1.49 0.00 1.20 1.24 1.78 0.53 0.03 1.75 0.30 0.93 0.31 0.00 1.57 0.20 0.49 2.53 0.17 4.46 0.57 11.28 0.65 0.00 1.21 0.54 0.78 0.75 0.01 1.17 0.64 0.88 1.28 0.39 1.99 0.65 2.55 2.29 0.23 4.70 0.49 10.75 0.51 0.19 3.15 0.16 1.60 1.89 0.05

Ig alpha-1 chain C regionP01876 sp|P01876|IGHA1_HUMAN 3 3 105 1 1 1 110.65 110.93 104.73 104.94 116.79 117.05 66.8600023 66.8600023 64.0200019 61.7600024 204 166 194 204 250 156 157 250 0.78 0.59 2.93 0.27 2.27 0.99 0.93 1.20 0.83 1.19 1.27 0.09 1.33 0.95 1.68 0.91 0.51 1.41 0.64 1.28 0.50 0.01 1.63 0.31 0.81 1.67 0.00 1.32 1.26 2.20 0.71 0.05 1.40 0.51 1.00 1.87 0.00 1.18 1.59 2.20 0.67 0.07 1.54 0.43 1.04 1.61 0.02 1.40 1.15 2.25 0.94 0.47 1.22 0.77 1.15 0.53 0.01 1.53 0.35 0.82 1.94 0.34 5.11 0.38 9.93 2.30 0.01 1.70 1.35 3.89 0.50 0.01 1.51 0.33 0.76 0.95 0.54

Fibronectin (FN) (Cold-insoluble globulin) (CIG) [Cleaved into: Anastellin; Ugl-Y1; Ugl-Y2; Ugl-Y3]P02751 sp|P02751|FINC_HUMAN 3 3 105 1 1 1 175.92 176.06 155.64 156.49 161.39 162.44 49.4100004 49.4100004 43.9200014 40.2799994 191 191 143 170 287 172 196 287 0.40 0.00 1.13 0.35 0.45 0.39 0.00 1.17 0.34 0.46 2.16 0.00 1.07 2.02 2.31 1.79 0.00 1.06 1.69 1.89 0.52 0.00 1.08 0.48 0.56 1.44 0.00 1.06 1.36 1.52 2.08 0.00 1.08 1.92 2.25 0.52 0.00 1.10 0.47 0.57 0.33 0.00 1.11 0.30 0.36 3.59 0.00 1.06 3.38 3.80 0.76 0.00 1.04 0.73 0.80 1.09 0.00 1.05 1.04 1.14 1.82 0.00 1.08 1.68 1.97 1.95 0.00 1.06 1.83 2.06 0.61 0.00 1.05 0.58 0.64 0.93 0.01

Serotransferrin (Transferrin) (Beta-1 metal-binding globulin) (Siderophilin)P02787 sp|P02787|TRFE_HUMAN 3 3 105 1 1 1 131.38 131.83 111.65 112.24 115.22 116 73.0700016 73.0700016 63.6099994 65.0399983 182 182 143 173 364 306 244 364 0.70 0.00 1.23 0.57 0.86 0.84 0.02 1.16 0.72 0.98 1.53 0.00 1.11 1.38 1.69 2.12 0.00 1.09 1.95 2.30 1.14 0.04 1.13 1.01 1.29 1.25 0.00 1.09 1.15 1.36 1.16 0.00 1.07 1.08 1.24 0.71 0.00 1.06 0.67 0.76 0.34 0.00 1.11 0.31 0.38 2.56 0.00 1.09 2.35 2.79 1.18 0.00 1.07 1.10 1.26 0.71 0.00 1.08 0.66 0.77 1.18 0.02 1.16 1.02 1.37 2.07 0.00 1.06 1.96 2.19 0.63 0.00 1.14 0.55 0.72 1.05 0.34

Ig gamma-4 chain C regionP01861 sp|P01861|IGHG4_HUMAN 3 3 105 1 1 1 10.42 70.56 6.12 50.62 11.95 63.39 75.8400023 75.8400023 66.3600028 64.8299992 165 165 117 145 33 13 21 33 0.55 0.20 3.80 0.15 2.10 0.51 0.24 5.95 0.08 3.00 2.95 0.03 2.34 1.26 6.90 0.59 0.16 2.86 0.21 1.68 0.89 0.62 2.46 0.36 2.18 0.68 0.14 2.01 0.34 1.36 0.83 0.38 2.06 0.40 1.71 0.69 0.07 1.53 0.45 1.06 0.41 0.01 1.57 0.26 0.64 2.27 0.01 1.56 1.45 3.56 0.37 0.00 1.35 0.27 0.50 1.59 0.01 1.31 1.21 2.10 1.98 0.30 5.77 0.34 11.42 0.42 0.01 1.62 0.26 0.69 0.91 0.34 1.29 0.71 1.18 1.24 0.11

Ig gamma-2 chain C regionP01859 sp|P01859|IGHG2_HUMAN 3 3 105 1 1 1 36.41 83.06 26.36 66.95 35.01 74.88 84.0499997 84.0499997 76.9900024 66.2599981 161 161 133 141 52 37 25 52 0.31 0.00 1.76 0.18 0.55 0.73 0.27 1.96 0.37 1.43 1.55 0.43 4.00 0.39 6.20 0.62 0.04 1.54 0.41 0.96 0.94 0.69 1.51 0.62 1.42 1.81 0.15 2.55 0.71 4.61 0.97 0.83 1.41 0.69 1.37 0.52 0.01 1.40 0.37 0.73 0.39 0.01 1.70 0.23 0.66 1.87 0.27 3.85 0.49 7.20 0.48 0.00 1.43 0.33 0.68 0.70 0.14 1.71 0.41 1.19 1.60 0.31 3.05 0.53 4.87 1.45 0.47 3.65 0.40 5.32 0.43 0.01 1.65 0.26 0.72 1.11 0.56

Ig alpha-2 chain C regionP01877 sp|P01877|IGHA2_HUMAN 3 3 105 1 1 1 23.25 90.27 9.4 78.05 10.55 93.93 71.7599988 71.7599988 67.0599997 65.5900002 158 132 158 154 64 26 32 64 0.93 0.46 1.33 0.70 1.24 1.23 0.13 1.36 0.90 1.67 1.50 0.14 1.88 0.79 2.82 1.03 0.89 1.74 0.59 1.78 0.84 0.15 1.34 0.63 1.12 1.55 0.02 1.39 1.12 2.15 0.88 0.21 1.30 0.67 1.14 1.93 0.02 1.44 1.35 2.78 0.94 0.59 1.57 0.60 1.46 1.87 0.02 1.44 1.30 2.69 0.96 0.68 1.43 0.67 1.38 0.64 0.04 1.49 0.43 0.96 1.81 0.04 1.70 1.06 3.08 1.50 0.04 1.44 1.04 2.15 0.64 0.16 4.14 0.15 2.65 0.75 0.29

Ig gamma-3 chain C region (HDC) (Heavy chain disease protein)P01860 sp|P01860|IGHG3_HUMAN 3 3 105 1 1 1 14.45 78.81 12.44 70.77 10.95 78.89 72.9399979 72.9399979 66.049999 59.1499984 140 129 100 140 23 21 19 23 0.38 0.06 2.82 0.13 1.06 0.40 0.04 2.17 0.19 0.88 1.06 0.62 1.56 0.68 1.66 0.74 0.18 1.87 0.40 1.39 0.48 0.02 1.59 0.30 0.76 1.96 0.01 1.42 1.38 2.78 1.61 0.04 1.55 1.04 2.51 0.58 0.07 1.91 0.30 1.11 0.29 0.02 2.03 0.14 0.59 1.96 0.02 1.43 1.36 2.81 0.79 0.13 1.50 0.53 1.18 0.38 0.03 2.18 0.18 0.83 2.06 0.11 3.09 0.67 6.35 5.41 0.01 2.02 2.67 10.93 0.88 0.30 1.51 0.58 1.32 0.96 0.64

Galectin-3-binding protein (Basement membrane autoantigen p105) (Lectin galactoside-binding soluble 3-binding protein) (Mac-2-binding protein) (MAC2BP) (Mac-2 BP) (Tumor-associated antigen 90K)Q08380 sp|Q08380|LG3BP_HUMAN3 3 105 1 1 1 90.96 91.68 85.72 86.42 81.7 82.35 56.9199979 56.9199979 56.4100027 54.5300007 131 119 121 131 305 156 175 305 1.29 0.00 1.16 1.11 1.49 1.78 0.00 1.17 1.52 2.07 0.34 0.00 1.35 0.25 0.45 1.36 0.00 1.13 1.20 1.53 0.87 0.00 1.08 0.81 0.95 1.00 0.94 1.12 0.90 1.12 0.62 0.00 1.10 0.57 0.68 1.32 0.00 1.09 1.22 1.43 1.47 0.00 1.11 1.33 1.64 1.23 0.01 1.15 1.07 1.42 1.16 0.00 1.09 1.07 1.26 0.81 0.00 1.09 0.74 0.88 1.39 0.00 1.14 1.21 1.59 0.95 0.51 1.18 0.80 1.12 0.96 0.33 1.08 0.89 1.04 0.78 0.00

Filamin-A (FLN-A) (Actin-binding protein 280) (ABP-280) (Alpha-filamin) (Endothelial actin-binding protein) (Filamin-1) (Non-muscle filamin)P21333 sp|P21333|FLNA_HUMAN 3 3 105 1 1 1 170.2 172.68 185.98 187.02 155.81 158.48 46.9999999 44.6200013 46.9999999 38.9899999 126 126 121 111 215 139 168 215 0.73 0.00 1.07 0.68 0.79 1.13 0.00 1.05 1.07 1.19 1.11 0.00 1.07 1.04 1.19 0.70 0.00 1.08 0.65 0.76 1.08 0.00 1.05 1.03 1.13 0.86 0.00 1.07 0.81 0.92 1.29 0.00 1.04 1.24 1.35 0.93 0.02 1.06 0.88 0.99 1.77 0.00 1.07 1.66 1.90 1.05 0.19 1.08 0.97 1.14 0.87 0.00 1.04 0.84 0.91 0.81 0.00 1.04 0.78 0.84 0.99 0.69 1.07 0.92 1.05 1.16 0.00 1.07 1.09 1.23 0.94 0.00 1.04 0.90 0.97 1.01 0.60

Pulmonary surfactant-associated protein D (PSP-D) (SP-D) (Collectin-7) (Lung surfactant protein D)P35247 sp|P35247|SFTPD_HUMAN 3 3 105 1 1 1 60.72 61.31 43.59 43.59 30.04 30.37 66.1300004 66.1300004 61.0700011 59.4699979 120 120 97 61 56 43 56 52 1.54 0.02 1.38 1.11 2.12 3.47 0.00 1.87 1.86 6.48 0.96 0.86 1.61 0.60 1.55 1.19 0.46 1.75 0.68 2.09 1.61 0.01 1.34 1.20 2.15 0.82 0.18 1.37 0.60 1.13 0.47 0.01 1.64 0.29 0.78 1.95 0.00 1.14 1.71 2.23 0.71 0.00 1.13 0.63 0.80 0.65 0.03 1.43 0.46 0.93 1.47 0.00 1.22 1.21 1.80 1.02 0.76 1.18 0.86 1.21 1.14 0.04 1.13 1.01 1.29 0.69 0.00 1.24 0.56 0.86 0.35 0.00 1.15 0.31 0.41 0.76 0.00

Actin, cytoplasmic 2 (Gamma-actin) [Cleaved into: Actin, cytoplasmic 2, N-terminally processed]P63261 sp|P63261|ACTG_HUMAN 3 3 105 1 1 1 53.16 53.54 55.68 55.93 68.43 68.61 61.3300026 56.5299988 61.3300026 58.6700022 116 80 84 116 149 107 86 149 1.03 0.59 1.11 0.93 1.14 0.89 0.04 1.12 0.79 1.00 0.89 0.08 1.15 0.77 1.02 0.79 0.00 1.14 0.69 0.91 1.22 0.00 1.11 1.10 1.35 0.93 0.16 1.11 0.83 1.03 0.92 0.09 1.10 0.83 1.01 1.04 0.47 1.11 0.94 1.15 1.17 0.04 1.15 1.01 1.35 0.75 0.06 1.36 0.55 1.02 0.93 0.20 1.13 0.82 1.05 0.95 0.29 1.11 0.86 1.05 0.89 0.18 1.20 0.74 1.07 0.86 0.11 1.21 0.72 1.04 1.17 0.00 1.10 1.06 1.29 0.97 0.61

IgGFc-binding protein (Fcgamma-binding protein antigen) (FcgammaBP)Q9Y6R7 sp|Q9Y6R7|FCGBP_HUMAN3 3 105 1 1 1 114.57 115.71 118.43 118.71 123.76 124.14 24.7400001 24.3499994 24.1999999 24.7400001 114 96 83 114 206 88 104 206 0.81 0.01 1.17 0.69 0.94 1.27 0.00 1.07 1.19 1.36 0.88 0.01 1.09 0.81 0.97 0.47 0.00 1.18 0.40 0.55 1.21 0.00 1.07 1.13 1.29 1.42 0.00 1.06 1.35 1.50 0.64 0.00 1.07 0.60 0.69 0.79 0.00 1.08 0.74 0.86 1.00 0.96 1.09 0.92 1.09 1.22 0.00 1.10 1.11 1.35 0.87 0.00 1.07 0.82 0.93 0.74 0.00 1.07 0.69 0.79 0.78 0.00 1.15 0.68 0.90 1.25 0.00 1.10 1.14 1.38 0.80 0.00 1.06 0.75 0.85 1.40 0.00

Ig mu chain C regionP01871 sp|P01871|IGHM_HUMAN 3 3 105 1 1 1 70.53 70.99 61.11 62.05 66.84 67.84 62.1699989 62.1699989 50.880003 53.5399973 114 87 100 114 95 56 48 95 0.35 0.00 1.66 0.21 0.58 0.79 0.02 1.19 0.66 0.94 1.37 0.02 1.28 1.07 1.76 1.54 0.00 1.28 1.21 1.97 0.20 0.00 1.70 0.12 0.34 1.81 0.00 1.28 1.41 2.31 1.05 0.48 1.15 0.91 1.21 0.72 0.00 1.18 0.61 0.85 0.61 0.00 1.24 0.49 0.75 4.86 0.00 1.31 3.70 6.37 0.48 0.00 1.18 0.41 0.57 0.60 0.00 1.18 0.51 0.71 1.02 0.79 1.18 0.86 1.20 2.78 0.00 1.29 2.15 3.59 1.13 0.33 1.31 0.86 1.48 1.00 0.98

Myosin-9 (Cellular myosin heavy chain, type A) (Myosin heavy chain 9) (Myosin heavy chain, non-muscle IIa) (Non-muscle myosin heavy chain A) (NMMHC-A) (Non-muscle myosin heavy chain IIa) (NMMHC II-a) (NMMHC-IIA)P35579 sp|P35579|MYH9_HUMAN 3 3 105 1 1 1 121.78 124.64 150.59 152.76 155.14 157.65 45.6099987 34.3400002 44.6399987 45.6099987 108 70 100 108 181 81 107 181 0.62 0.00 1.21 0.51 0.75 0.96 0.64 1.19 0.80 1.14 0.79 0.00 1.07 0.73 0.85 0.60 0.00 1.09 0.55 0.65 0.74 0.00 1.06 0.70 0.79 0.79 0.00 1.07 0.73 0.85 1.30 0.00 1.05 1.23 1.37 0.70 0.00 1.08 0.64 0.75 2.00 0.00 1.08 1.85 2.15 0.80 0.00 1.12 0.72 0.90 0.67 0.00 1.05 0.64 0.71 0.92 0.00 1.04 0.88 0.95 0.80 0.00 1.08 0.74 0.86 0.80 0.00 1.17 0.68 0.93 1.76 0.00 1.07 1.65 1.88 0.73 0.00

Cytoplasmic dynein 1 heavy chain 1 (Cytoplasmic dynein heavy chain 1) (Dynein heavy chain, cytosolic)Q14204 sp|Q14204|DYHC1_HUMAN3 3 105 1 1 1 162.41 165.09 184.09 185.43 136.1 137.77 22.5600004 21.6999993 22.5600004 22.5600004 108 94 108 95 129 87 125 129 0.88 0.00 1.06 0.83 0.93 1.19 0.00 1.05 1.13 1.25 0.87 0.00 1.07 0.81 0.94 0.78 0.00 1.06 0.74 0.83 1.00 1.00 1.04 0.96 1.04 0.83 0.00 1.06 0.79 0.88 0.94 0.00 1.04 0.90 0.98 0.87 0.00 1.07 0.81 0.93 1.55 0.00 1.08 1.44 1.68 0.96 0.58 1.14 0.85 1.10 0.93 0.26 1.13 0.83 1.05 1.07 0.01 1.05 1.02 1.13 0.91 0.15 1.13 0.80 1.03 0.96 0.61 1.16 0.83 1.12 1.22 0.00 1.05 1.16 1.29 1.34 0.00

Ig heavy chain V-III region BROP01766 sp|P01766|HV305_HUMAN 3 3 105 1 1 1 14.86 22.75 24.8 25.25 35.8 36.2 58.3299995 51.6700029 58.3299995 56.6699982 100 64 63 100 93 18 72 93 0.66 0.15 3.52 0.19 2.32 0.86 0.61 15.73 0.05 13.47 1.75 0.13 4.61 0.38 8.08 1.18 0.74 121.77 0.01 143.63 0.77 0.27 4.52 0.17 3.50 2.25 0.18 19.66 0.11 44.18 1.41 0.18 3.53 0.40 4.99 1.49 0.06 1.53 0.97 2.28 0.78 0.13 1.54 0.51 1.20 1.78 0.04 1.64 1.09 2.92 0.80 0.25 1.81 0.44 1.45 0.66 0.05 1.53 0.43 1.02 1.89 0.08 2.22 0.85 4.19 2.01 0.02 1.54 1.30 3.10 0.62 0.25 12.86 0.05 7.93 1.30 0.24

Haptoglobin (Zonulin) [Cleaved into: Haptoglobin alpha chain; Haptoglobin beta chain]P00738 sp|P00738|HPT_HUMAN 3 3 105 1 1 1 72.73 73.02 59.67 60.07 61.03 61.34 72.9099989 72.9099989 59.8500013 62.3199999 98 85 61 98 183 51 35 183 0.32 0.00 1.34 0.24 0.43 0.94 0.24 1.12 0.84 1.05 0.87 0.06 1.16 0.75 1.00 1.65 0.00 1.31 1.26 2.16 1.15 0.14 1.22 0.94 1.41 2.19 0.00 1.11 1.97 2.43 1.01 0.88 1.20 0.85 1.21 0.50 0.00 1.18 0.42 0.59 0.32 0.00 1.75 0.18 0.55 2.37 0.01 1.89 1.26 4.47 0.31 0.00 1.48 0.21 0.46 0.62 0.01 1.43 0.43 0.88 0.74 0.12 1.50 0.49 1.10 2.13 0.00 1.42 1.50 3.02 0.32 0.00 1.25 0.25 0.39 1.45 0.00

Alpha-1-antitrypsin (Alpha-1 protease inhibitor) (Alpha-1-antiproteinase) (Serpin A1) [Cleaved into: Short peptide from AAT (SPAAT)]P01009 sp|P01009|A1AT_HUMAN 3 3 105 1 1 1 71.15 73.44 61.86 63.5 68.84 70.55 69.3799973 68.1800008 61.4799976 69.3799973 89 70 68 89 184 104 98 184 1.11 0.07 1.12 0.99 1.25 0.40 0.00 1.25 0.32 0.50 1.74 0.00 1.13 1.53 1.97 1.41 0.00 1.11 1.27 1.57 1.11 0.02 1.09 1.02 1.21 1.45 0.00 1.12 1.30 1.62 1.16 0.00 1.08 1.07 1.25 0.67 0.00 1.13 0.59 0.76 0.36 0.00 1.18 0.31 0.43 2.04 0.00 1.12 1.81 2.29 1.06 0.17 1.09 0.97 1.16 1.01 0.89 1.11 0.91 1.12 1.38 0.00 1.08 1.27 1.50 2.26 0.00 1.14 1.99 2.57 0.52 0.00 1.15 0.45 0.60 0.93 0.17

BPI fold-containing family B member 1 (Long palate, lung and nasal epithelium carcinoma-associated protein 1) (Von Ebner minor salivary gland protein) (VEMSGP)Q8TDL5 sp|Q8TDL5|LPLC1_HUMAN 3 3 105 1 1 1 65.71 66.56 51.56 52.27 64.85 65.48 77.8900027 68.599999 73.3500004 77.8900027 88 78 51 88 145 79 52 145 0.66 0.00 1.11 0.60 0.73 0.60 0.00 1.15 0.52 0.69 1.28 0.01 1.20 1.06 1.54 0.46 0.00 1.20 0.38 0.55 2.27 0.00 1.14 1.99 2.58 1.31 0.02 1.26 1.04 1.66 0.94 0.32 1.14 0.82 1.07 0.40 0.00 1.29 0.31 0.52 1.09 0.36 1.21 0.90 1.33 0.65 0.00 1.25 0.52 0.81 0.78 0.00 1.12 0.70 0.88 0.80 0.00 1.14 0.71 0.91 0.85 0.02 1.15 0.73 0.98 0.65 0.01 1.34 0.49 0.87 1.22 0.00 1.09 1.12 1.33 0.71 0.00

Ig kappa chain V-I region RoyP01608 sp|P01608|KV116_HUMAN 3 3 105 1 1 1 4.01 16.03 3.64 17.66 3.74 18.35 38.8900012 31.4799994 31.4799994 38.8900012 85 66 84 85 10 6 4 10 0.69 0.62 927.78 0.00 640.43 0.91 0.54 3.56 0.26 3.25 1.40 0.43 32.80 0.04 45.98 0.81 0.69 181.61 0.00 146.73 1.64 0.68 87297.20 0.00 143362.32 1.31 0.44 16.56 0.08 21.69 1.08 0.57 3.55 0.31 3.84 1.57 0.26 12.18 0.13 19.08 0.49 0.14 7.73 0.06 3.76 1.28 0.24 3.58 0.36 4.60 0.55 0.26 25.15 0.02 13.88 1.16 0.64 19.21 0.06 22.27 1.32 0.22 3.58 0.37 4.71 2.21 0.10 5.15 0.43 11.42 0.65 0.14 3.51 0.19 2.28 1.15 0.39

Moesin (Membrane-organizing extension spike protein)P26038 sp|P26038|MOES_HUMAN 3 3 105 1 1 1 49.33 68.72 70.03 70.4 77.24 77.84 63.5999978 52.1700025 63.5999978 63.5999978 76 76 68 70 108 54 56 108 1.48 0.00 1.08 1.37 1.59 1.27 0.00 1.09 1.17 1.39 0.77 0.00 1.11 0.69 0.86 1.37 0.00 1.08 1.27 1.48 1.20 0.00 1.08 1.12 1.30 1.10 0.04 1.09 1.01 1.19 0.91 0.02 1.08 0.85 0.99 1.88 0.00 1.09 1.72 2.06 0.77 0.00 1.09 0.70 0.84 0.83 0.02 1.16 0.72 0.97 1.13 0.00 1.07 1.05 1.21 0.92 0.03 1.07 0.86 0.99 1.14 0.00 1.07 1.06 1.22 0.96 0.45 1.11 0.86 1.07 0.91 0.01 1.07 0.85 0.98 0.96 0.36

Sushi domain-containing protein 2Q9UGT4 sp|Q9UGT4|SUSD2_HUMAN3 3 105 1 1 1 59.76 60.77 58.23 58.63 49.57 50.57 45.0100005 41.3599998 45.0100005 38.5600001 76 76 72 52 70 37 59 70 1.23 0.21 1.41 0.88 1.74 1.72 0.00 1.26 1.36 2.17 0.73 0.07 1.41 0.52 1.03 1.25 0.12 1.34 0.94 1.67 0.70 0.00 1.19 0.58 0.83 1.05 0.70 1.28 0.82 1.34 0.61 0.01 1.41 0.43 0.87 2.65 0.00 1.15 2.31 3.04 1.10 0.36 1.25 0.88 1.38 1.11 0.73 1.91 0.58 2.13 1.22 0.00 1.14 1.07 1.39 0.69 0.00 1.11 0.62 0.77 1.11 0.15 1.16 0.96 1.29 1.03 0.75 1.23 0.84 1.27 0.81 0.00 1.13 0.72 0.92 0.89 0.07

Lactotransferrin (Lactoferrin) (EC 3.4.21.-) (Growth-inhibiting protein 12) (Talalactoferrin) [Cleaved into: Lactoferricin-H (Lfcin-H); Kaliocin-1; Lactoferroxin-A; Lactoferroxin-B; Lactoferroxin-C]P02788 sp|P02788|TRFL_HUMAN 3 3 105 1 1 1 67.17 74.66 49.49 53.3 72.77 80.56 63.9400005 63.9400005 46.7599988 62.1100009 72 53 34 72 211 63 58 211 0.31 0.00 1.34 0.23 0.41 0.50 0.00 1.16 0.43 0.58 1.59 0.00 1.10 1.45 1.76 0.43 0.00 1.24 0.35 0.54 1.36 0.00 1.10 1.23 1.50 1.02 0.69 1.09 0.93 1.11 0.51 0.00 1.13 0.45 0.57 0.45 0.00 1.18 0.39 0.53 0.53 0.00 1.11 0.48 0.59 0.58 0.00 1.22 0.48 0.71 0.67 0.00 1.06 0.63 0.72 0.62 0.00 1.08 0.57 0.67 0.47 0.00 1.24 0.38 0.59 0.68 0.00 1.15 0.59 0.78 1.31 0.00 1.07 1.23 1.40 0.45 0.00

Ig kappa chain V-III region GOL (Rheumatoid factor)P04206 sp|P04206|KV307_HUMAN 3 3 105 1 1 1 4 31.33 6 34.3 6 40.13 88.0699992 88.0699992 88.0699992 79.8200011 71 41 42 71 8 3 4 8 0.48 0.16 10.82 0.04 5.18 0.70 0.20 4.52 0.15 3.16 1.63 0.15 4.52 0.36 7.35 1.05 0.88 22.64 0.05 23.74 0.56 0.31 47.14 0.01 26.63 3.09 0.07 4.49 0.69 13.87 1.36 0.23 4.50 0.30 6.14 1.25 0.44 10.76 0.12 13.49 0.46 0.08 3.63 0.13 1.66 2.02 0.09 3.65 0.56 7.38 0.64 0.45 128.23 0.00 81.45 0.55 0.11 3.61 0.15 1.97 1.64 0.17 5.72 0.29 9.38 2.70 0.07 3.64 0.74 9.81 0.49 0.23 31.11 0.02 15.20 1.51 0.16

Keratin, type I cytoskeletal 9 (Cytokeratin-9) (CK-9) (Keratin-9) (K9)P35527 sp|P35527|K1C9_HUMAN 3 3 105 1 1 1 59.2 62.45 58.76 60.64 52.69 55.37 57.7799976 55.2200019 57.7799976 49.4399995 70 70 59 57 89 61 67 89 0.57 0.00 1.14 0.49 0.65 1.86 0.00 1.11 1.67 2.07 0.81 0.00 1.13 0.72 0.91 1.37 0.00 1.07 1.27 1.47 0.58 0.00 1.11 0.52 0.64 1.97 0.00 1.12 1.76 2.20 1.36 0.00 1.10 1.23 1.49 0.81 0.00 1.10 0.73 0.89 0.46 0.00 1.10 0.42 0.51 1.70 0.00 1.09 1.57 1.85 1.00 0.97 1.07 0.93 1.08 0.97 0.43 1.07 0.91 1.04 1.36 0.00 1.10 1.24 1.49 2.70 0.00 1.07 2.52 2.89 0.67 0.00 1.09 0.62 0.73 1.33 0.00

Syntenin-1 (Melanoma differentiation-associated protein 9) (MDA-9) (Pro-TGF-alpha cytoplasmic domain-interacting protein 18) (TACIP18) (Scaffold protein Pbp1) (Syndecan-binding protein 1)O00560 sp|O00560|SDCB1_HUMAN3 3 105 1 1 1 44.38 45.29 48.12 48.38 46.23 47.96 72.149998 68.4599996 65.7700002 72.149998 70 52 61 70 62 29 43 62 1.77 0.00 1.21 1.47 2.14 1.77 0.02 1.56 1.14 2.76 0.66 0.18 1.88 0.35 1.25 1.13 0.48 1.45 0.78 1.64 0.80 0.07 1.27 0.63 1.02 0.71 0.13 1.60 0.44 1.13 0.56 0.01 1.46 0.39 0.82 2.40 0.00 1.18 2.03 2.85 1.45 0.00 1.13 1.28 1.64 0.96 0.79 1.36 0.71 1.31 1.05 0.34 1.12 0.94 1.18 0.93 0.22 1.12 0.83 1.05 1.17 0.06 1.18 0.99 1.38 0.96 0.76 1.31 0.73 1.26 0.98 0.80 1.24 0.79 1.21 0.67 0.00

Ig lambda-2 chain C regionsP0CG05 sp|P0CG05|LAC2_HUMAN 3 3 105 1 1 1 4.67 31.53 6.17 25.24 32.94 32.94 93.4000015 85.8500004 81.129998 93.4000015 69 63 69 63 170 88 97 170 0.60 0.02 1.46 0.41 0.88 0.75 0.07 1.40 0.53 1.05 1.65 0.01 1.37 1.21 2.25 0.87 0.26 1.36 0.64 1.19 0.65 0.02 1.36 0.48 0.89 1.39 0.04 1.36 1.02 1.90 1.01 0.92 1.36 0.74 1.38 1.04 0.74 1.60 0.65 1.67 0.68 0.17 2.16 0.32 1.47 1.52 0.09 1.82 0.84 2.76 0.92 0.49 1.57 0.58 1.44 0.60 0.04 1.58 0.38 0.94 1.82 0.12 2.73 0.67 4.97 2.18 0.04 2.04 1.07 4.44 0.56 0.03 1.53 0.37 0.86 1.19 0.23

Deleted in malignant brain tumors 1 protein (Glycoprotein 340) (Gp-340) (Hensin) (Salivary agglutinin) (SAG) (Surfactant pulmonary-associated D-binding protein)Q9UGM3 sp|Q9UGM3|DMBT1_HUMAN3 3 105 1 1 1 58.17 59.41 55.27 56.75 59.38 59.8 35.2299988 35.2299988 34.9799991 33.1499994 68 68 58 65 130 69 70 130 0.58 0.00 1.17 0.49 0.68 0.86 0.07 1.18 0.73 1.01 1.41 0.00 1.09 1.30 1.54 1.10 0.06 1.10 1.00 1.21 1.27 0.00 1.08 1.18 1.37 1.13 0.01 1.09 1.03 1.24 2.10 0.00 1.11 1.89 2.32 0.72 0.00 1.15 0.62 0.83 0.72 0.00 1.09 0.66 0.78 1.89 0.00 1.13 1.67 2.13 0.70 0.00 1.08 0.65 0.76 0.85 0.00 1.09 0.78 0.92 1.18 0.14 1.25 0.94 1.48 1.64 0.00 1.11 1.48 1.82 1.01 0.87 1.09 0.93 1.09 0.65 0.00

Immunoglobulin lambda-like polypeptide 5 (G lambda-1) (Germline immunoglobulin lambda 1)B9A064 sp|B9A064|IGLL5_HUMAN 3 3 105 1 1 1 35.84 35.84 27.8 27.8 6.27 31.06 50 50 42.9899991 46.7299998 68 62 68 53 80 37 44 80 0.43 0.00 1.33 0.32 0.57 1.01 0.98 2.76 0.37 2.79 1.05 0.89 2.87 0.37 3.01 1.20 0.65 3.23 0.37 3.89 0.52 0.05 1.95 0.27 1.02 1.18 0.67 2.97 0.40 3.49 0.89 0.68 2.29 0.39 2.03 1.37 0.03 1.31 1.05 1.79 0.58 0.03 1.52 0.38 0.88 1.36 0.17 1.73 0.78 2.34 0.79 0.24 1.69 0.47 1.33 0.56 0.04 1.73 0.32 0.98 1.71 0.03 1.53 1.12 2.63 2.57 0.00 1.46 1.77 3.74 0.57 0.01 1.33 0.43 0.76 1.12 0.49

Ceruloplasmin (EC 1.16.3.1) (Ferroxidase)P00450 sp|P00450|CERU_HUMAN 3 3 105 1 1 1 74.74 75.65 57.18 57.82 73.64 74.79 46.7599988 44.8799998 43.0000007 46.7599988 65 65 45 59 150 83 75 150 0.63 0.00 1.11 0.57 0.70 0.62 0.00 1.14 0.54 0.70 1.58 0.00 1.14 1.39 1.80 1.56 0.00 1.10 1.41 1.72 0.99 0.87 1.09 0.91 1.09 1.46 0.00 1.09 1.34 1.58 1.21 0.00 1.09 1.11 1.31 0.47 0.00 1.25 0.38 0.59 0.34 0.00 1.12 0.30 0.38 2.65 0.00 1.12 2.37 2.97 0.67 0.00 1.08 0.62 0.72 0.72 0.00 1.07 0.68 0.77 1.20 0.00 1.07 1.12 1.29 2.12 0.00 1.09 1.95 2.30 0.63 0.00 1.09 0.58 0.69 1.10 0.01

Major vault protein (MVP) (Lung resistance-related protein)Q14764 sp|Q14764|MVP_HUMAN 3 3 105 1 1 1 65.42 67.42 65.19 67.29 75.52 78.02 50.1699984 44.569999 45.9100008 50.1699984 65 48 47 65 118 63 81 118 0.93 0.06 1.08 0.86 1.00 1.36 0.00 1.06 1.28 1.45 0.74 0.00 1.10 0.67 0.82 0.67 0.00 1.12 0.60 0.74 0.59 0.00 1.09 0.54 0.64 0.75 0.00 1.09 0.68 0.82 0.83 0.00 1.06 0.78 0.88 1.03 0.49 1.09 0.95 1.12 1.54 0.00 1.09 1.41 1.68 1.00 0.99 1.13 0.88 1.13 0.82 0.00 1.06 0.78 0.87 1.33 0.00 1.06 1.25 1.41 0.84 0.00 1.10 0.76 0.92 0.96 0.50 1.12 0.85 1.08 1.67 0.00 1.08 1.55 1.81 1.18 0.00

Ezrin (Cytovillin) (Villin-2) (p81)P15311 sp|P15311|EZRI_HUMAN 3 3 105 1 1 1 69.27 69.7 44.89 64.08 52.76 74.51 59.8999977 59.0399981 53.7500024 59.8999977 64 64 55 64 97 52 58 97 1.19 0.00 1.08 1.10 1.29 1.10 0.05 1.10 1.00 1.21 0.76 0.00 1.14 0.67 0.87 0.82 0.00 1.13 0.72 0.92 1.32 0.00 1.15 1.15 1.52 0.85 0.01 1.13 0.75 0.96 0.92 0.15 1.12 0.82 1.03 1.27 0.00 1.09 1.16 1.39 0.78 0.00 1.09 0.71 0.85 0.63 0.00 1.28 0.49 0.80 1.24 0.00 1.09 1.14 1.36 1.30 0.00 1.10 1.19 1.43 1.03 0.46 1.09 0.95 1.13 0.80 0.02 1.21 0.66 0.97 1.23 0.00 1.08 1.14 1.33 0.77 0.00

Annexin A2 (Annexin II) (Annexin-2) (Calpactin I heavy chain) (Calpactin-1 heavy chain) (Chromobindin-8) (Lipocortin II) (Placental anticoagulant protein IV) (PAP-IV) (Protein I) (p36)P07355 sp|P07355|ANXA2_HUMAN3 3 105 1 1 1 46.69 47.44 51.65 52.5 53.02 53.88 75.8099973 69.0299988 74.6299982 75.8099973 60 57 54 60 150 73 91 150 1.31 0.00 1.11 1.18 1.46 1.32 0.00 1.09 1.21 1.45 1.61 0.00 1.14 1.41 1.83 1.13 0.07 1.15 0.99 1.30 1.02 0.67 1.10 0.93 1.12 1.09 0.11 1.12 0.98 1.22 1.01 0.91 1.10 0.92 1.10 1.54 0.00 1.09 1.41 1.69 0.84 0.00 1.10 0.77 0.93 0.95 0.30 1.11 0.85 1.05 1.16 0.00 1.08 1.07 1.24 1.14 0.01 1.10 1.04 1.26 1.07 0.05 1.07 1.00 1.14 0.89 0.12 1.16 0.77 1.03 1.21 0.00 1.11 1.09 1.34 1.06 0.29

Epidermal growth factor receptor kinase substrate 8-like protein 2 (EPS8-like protein 2) (Epidermal growth factor receptor pathway substrate 8-related protein 2) (EPS8-related protein 2)Q9H6S3 sp|Q9H6S3|ES8L2_HUMAN 3 3 105 1 1 1 60.48 61.47 65.05 65.54 59.16 60.02 50.3499985 50.3499985 46.0099995 43.0799991 59 51 59 52 89 58 82 89 1.74 0.00 1.13 1.54 1.97 1.52 0.00 1.09 1.40 1.66 0.65 0.00 1.13 0.57 0.73 0.95 0.31 1.10 0.87 1.05 0.56 0.00 1.07 0.53 0.60 0.82 0.00 1.12 0.73 0.92 0.53 0.00 1.15 0.46 0.61 3.07 0.00 1.15 2.68 3.53 0.95 0.22 1.09 0.87 1.03 0.76 0.00 1.17 0.65 0.89 1.64 0.00 1.11 1.48 1.81 0.75 0.00 1.06 0.70 0.79 1.08 0.06 1.08 1.00 1.17 0.85 0.07 1.19 0.72 1.01 0.92 0.01 1.07 0.86 0.98 0.49 0.00

Transitional endoplasmic reticulum ATPase (TER ATPase) (EC 3.6.4.6) (15S Mg(2+)-ATPase p97 subunit) (Valosin-containing protein) (VCP)P55072 sp|P55072|TERA_HUMAN 3 3 105 1 1 1 72.01 73.34 69.69 70.68 75.37 76.78 61.5400016 58.0600023 61.5400016 56.4499974 58 52 57 58 105 57 66 105 0.99 0.80 1.13 0.88 1.11 1.28 0.00 1.07 1.20 1.37 0.95 0.37 1.13 0.83 1.07 0.91 0.07 1.11 0.82 1.01 0.93 0.06 1.08 0.85 1.00 0.85 0.01 1.12 0.76 0.95 0.86 0.00 1.07 0.80 0.92 0.90 0.02 1.09 0.83 0.98 1.54 0.00 1.09 1.41 1.68 0.85 0.02 1.14 0.74 0.97 0.97 0.21 1.06 0.91 1.02 1.15 0.00 1.07 1.07 1.22 0.80 0.00 1.12 0.72 0.90 1.01 0.91 1.16 0.87 1.17 1.11 0.00 1.06 1.04 1.18 2.08 0.00

Programmed cell death 6-interacting protein (PDCD6-interacting protein) (ALG-2-interacting protein 1) (ALG-2-interacting protein X) (Hp95)Q8WUM4 sp|Q8WUM4|PDC6I_HUMAN3 3 105 1 1 1 70.29 72.82 68.21 69.46 80.19 82.56 50.6900013 42.1700001 40.9000009 50.6900013 58 50 48 58 105 46 79 105 1.77 0.00 1.07 1.66 1.89 1.43 0.00 1.07 1.34 1.53 0.69 0.00 1.11 0.62 0.77 1.18 0.00 1.07 1.10 1.25 0.94 0.07 1.07 0.88 1.00 0.75 0.00 1.11 0.67 0.83 0.59 0.00 1.10 0.54 0.65 2.12 0.00 1.10 1.93 2.32 1.17 0.00 1.10 1.07 1.29 0.70 0.00 1.21 0.58 0.85 1.06 0.08 1.06 0.99 1.12 0.97 0.51 1.09 0.89 1.06 1.10 0.07 1.11 0.99 1.21 0.82 0.00 1.14 0.72 0.93 1.07 0.03 1.06 1.01 1.13 0.59 0.00

Keratin, type II cytoskeletal 2 epidermal (Cytokeratin-2e) (CK-2e) (Epithelial keratin-2e) (Keratin-2 epidermis) (Keratin-2e) (K2e) (Type-II keratin Kb2)P35908 sp|P35908|K22E_HUMAN 3 3 105 1 1 1 52.02 64.1 53.7 63.57 53.37 66.24 64.1600013 61.8200004 61.500001 64.1600013 58 58 55 48 55 46 46 55 0.63 0.00 1.13 0.56 0.72 2.17 0.00 1.14 1.90 2.48 0.74 0.00 1.19 0.63 0.89 1.01 0.85 1.11 0.91 1.12 0.66 0.00 1.09 0.61 0.72 0.99 0.88 1.13 0.88 1.12 0.93 0.07 1.09 0.85 1.01 0.90 0.04 1.11 0.80 1.00 0.61 0.00 1.18 0.51 0.72 1.79 0.00 1.10 1.63 1.97 1.05 0.15 1.08 0.98 1.13 1.53 0.00 1.10 1.39 1.68 1.39 0.00 1.08 1.29 1.50 2.03 0.00 1.09 1.87 2.21 0.71 0.00 1.10 0.64 0.78 1.03 0.55

Neuroblast differentiation-associated protein AHNAK (Desmoyokin)Q09666 sp|Q09666|AHNK_HUMAN 3 3 105 1 1 1 91.17 92.24 75.55 76.62 52.7 53.57 26.1799991 26.1799991 22.7200002 17.8900003 57 57 47 41 68 68 50 67 1.00 0.92 1.08 0.92 1.08 1.13 0.00 1.07 1.06 1.21 1.06 0.06 1.06 1.00 1.13 0.96 0.23 1.07 0.90 1.03 0.88 0.00 1.05 0.84 0.92 0.93 0.01 1.06 0.87 0.98 1.28 0.00 1.05 1.21 1.35 1.55 0.00 1.05 1.47 1.63 1.08 0.01 1.06 1.02 1.15 1.18 0.00 1.08 1.09 1.28 1.05 0.04 1.05 1.00 1.10 1.09 0.04 1.09 1.01 1.18 1.18 0.00 1.07 1.10 1.27 1.07 0.11 1.08 0.98 1.15 1.13 0.00 1.07 1.05 1.21 0.93 0.02

Immunoglobulin J chainP01591 sp|P01591|IGJ_HUMAN 3 3 105 1 1 1 19.04 19.36 20.33 20.46 18.04 18.08 59.7500026 58.4900022 59.7500026 59.7500026 56 41 41 56 101 63 67 101 0.79 0.01 1.17 0.67 0.92 0.94 0.35 1.16 0.81 1.09 1.12 0.31 1.29 0.87 1.45 1.12 0.37 1.33 0.84 1.49 0.61 0.00 1.19 0.52 0.73 1.66 0.00 1.25 1.32 2.07 0.75 0.66 4.57 0.16 3.43 2.02 0.00 1.15 1.75 2.33 0.81 0.01 1.15 0.70 0.94 1.70 0.00 1.21 1.40 2.06 1.08 0.23 1.16 0.94 1.25 0.58 0.00 1.16 0.50 0.68 1.81 0.00 1.15 1.57 2.09 1.84 0.00 1.19 1.55 2.19 0.69 0.00 1.19 0.58 0.82 0.97 0.75

Mucin-16 (MUC-16) (Ovarian cancer-related tumor marker CA125) (CA-125) (Ovarian carcinoma antigen CA125)Q8WXI7 sp|Q8WXI7|MUC16_HUMAN3 3 105 1 1 1 42.82 42.89 35.12 35.17 47.21 47.28 12.2900002 12.2900002 8.46399963 9.05999988 56 56 38 53 87 57 45 87 0.65 0.00 1.15 0.57 0.75 0.81 0.00 1.12 0.73 0.91 1.11 0.13 1.14 0.97 1.26 0.57 0.01 1.50 0.38 0.86 2.52 0.00 1.17 2.15 2.94 0.76 0.01 1.23 0.62 0.93 0.96 0.46 1.13 0.84 1.08 0.77 0.09 1.35 0.57 1.04 1.01 0.89 1.21 0.83 1.23 0.59 0.00 1.34 0.44 0.79 1.33 0.00 1.11 1.20 1.48 0.85 0.19 1.29 0.66 1.09 1.15 0.04 1.14 1.01 1.30 0.66 0.00 1.26 0.52 0.83 1.13 0.36 1.30 0.87 1.46 0.53 0.00

Ig heavy chain V-III region BUTP01767 sp|P01767|HV306_HUMAN 3 3 105 1 1 1 7.7 17.86 5.98 12.97 5.83 18.59 46.9599992 45.2199996 46.0900009 46.9599992 55 40 30 55 11 2 5 11 0.73 0.26 5.97 0.12 4.33 1.15 0.60 12.19 0.09 14.04 1.39 0.44 30.38 0.05 42.13 0.63 0.21 7.99 0.08 5.00 0.60 0.12 3.52 0.17 2.10 1.51 0.52 270.84 0.01 407.81 0.95 0.91 65.68 0.01 62.72 1.92 0.42 628.89 0.00 1209.27 0.26 0.18 155.23 0.00 39.62 0.94 0.76 6.29 0.15 5.94 2.08 0.62 743819.56 0.00 1547377.13 0.34 0.18 54.03 0.01 18.38 0.74 0.21 3.78 0.20 2.80 4.25 0.42 1434475.38 0.00 6102480.82 1.31 0.26 4.51 0.29 5.92 0.66 0.68

Erythrocyte band 7 integral membrane protein (Protein 7.2b) (Stomatin)P27105 sp|P27105|STOM_HUMAN 3 3 105 1 1 1 31.46 32.15 33.22 33.82 33 33.59 61.1100018 53.4699976 61.1100018 59.0300024 54 28 40 54 79 35 47 79 2.02 0.00 1.24 1.62 2.50 1.71 0.00 1.24 1.37 2.12 0.80 0.08 1.29 0.62 1.03 1.06 0.57 1.25 0.85 1.33 0.77 0.00 1.16 0.67 0.90 1.08 0.22 1.15 0.94 1.25 0.64 0.03 1.48 0.43 0.94 2.24 0.00 1.16 1.93 2.61 1.14 0.24 1.27 0.90 1.44 0.94 0.54 1.23 0.77 1.16 1.22 0.04 1.21 1.01 1.47 0.85 0.24 1.33 0.64 1.14 1.11 0.31 1.24 0.89 1.38 0.91 0.31 1.23 0.74 1.11 0.99 0.85 1.15 0.86 1.13 0.63 0.00

Fibrinogen alpha chain [Cleaved into: Fibrinopeptide A; Fibrinogen alpha chain]P02671 sp|P02671|FIBA_HUMAN 3 3 105 1 1 1 48.6 50.7 37.57 38.66 48.47 50.99 29.1000009 29.1000009 22.2900003 27.8299987 53 45 32 53 67 42 38 67 0.25 0.00 1.53 0.16 0.38 0.54 0.00 1.11 0.49 0.59 0.94 0.13 1.09 0.86 1.02 1.91 0.00 1.08 1.78 2.06 0.57 0.00 1.12 0.51 0.64 2.27 0.00 1.09 2.09 2.46 0.73 0.00 1.08 0.68 0.79 0.43 0.00 1.38 0.31 0.60 0.34 0.00 1.29 0.26 0.44 2.26 0.00 1.14 1.97 2.58 0.47 0.00 1.20 0.39 0.56 0.93 0.07 1.08 0.86 1.01 0.83 0.01 1.15 0.73 0.95 2.66 0.00 1.11 2.38 2.96 0.65 0.00 1.18 0.55 0.77 1.84 0.00

Complement factor H (H factor 1)P08603 sp|P08603|CFAH_HUMAN 3 3 105 1 1 1 81.34 81.97 66.14 66.52 57.83 59.08 41.7499989 41.7499989 33.5500002 30.0599992 53 53 40 40 54 49 37 54 0.34 0.00 1.29 0.26 0.44 0.53 0.00 1.15 0.46 0.61 1.63 0.00 1.09 1.50 1.78 1.72 0.00 1.10 1.57 1.89 0.79 0.00 1.06 0.74 0.84 1.61 0.00 1.08 1.49 1.73 1.54 0.00 1.08 1.43 1.66 0.65 0.00 1.26 0.52 0.82 0.42 0.00 1.26 0.33 0.53 2.14 0.00 1.09 1.97 2.32 0.67 0.00 1.10 0.61 0.74 0.71 0.00 1.09 0.65 0.77 1.13 0.32 1.29 0.88 1.46 2.48 0.00 1.10 2.25 2.74 0.57 0.00 1.24 0.46 0.70 1.23 0.04

Keratin, type I cytoskeletal 16 (Cytokeratin-16) (CK-16) (Keratin-16) (K16)P08779 sp|P08779|K1C16_HUMAN 3 3 105 1 1 1 46.51 53.58 62.94 64.3 38.9 46.16 61.5199983 49.8899996 61.5199983 43.9700007 53 37 53 33 34 16 34 18 0.44 0.00 1.46 0.30 0.64 1.61 0.00 1.16 1.39 1.88 0.88 0.25 1.27 0.70 1.11 1.02 0.86 1.22 0.83 1.24 0.53 0.00 1.48 0.36 0.78 1.49 0.00 1.25 1.19 1.86 1.05 0.71 1.34 0.78 1.41 0.82 0.04 1.21 0.68 0.99 0.56 0.00 1.27 0.44 0.72 1.61 0.00 1.12 1.44 1.81 0.88 0.04 1.13 0.78 0.99 1.19 0.03 1.17 1.02 1.39 4.38 0.00 1.26 3.48 5.52 2.74 0.00 1.21 2.27 3.30 0.72 0.07 1.43 0.50 1.03 1.22 0.03

Heat shock protein HSP 90-alpha (Heat shock 86 kDa) (HSP 86) (HSP86) (Renal carcinoma antigen NY-REN-38)P07900 sp|P07900|HS90A_HUMAN 3 3 105 1 1 1 59 61.04 46.88 48.26 60.63 62.4 42.3500001 42.3500001 39.6200001 41.3899988 50 50 36 42 49 34 30 49 1.59 0.00 1.13 1.41 1.79 0.73 0.00 1.15 0.64 0.84 1.16 0.00 1.09 1.06 1.26 1.00 0.94 1.12 0.89 1.12 1.28 0.00 1.13 1.13 1.45 1.14 0.00 1.09 1.05 1.24 1.10 0.03 1.09 1.01 1.20 1.20 0.00 1.10 1.08 1.32 0.90 0.08 1.13 0.79 1.02 0.77 0.07 1.33 0.58 1.03 1.20 0.00 1.10 1.09 1.33 1.24 0.00 1.13 1.09 1.41 1.00 0.98 1.18 0.84 1.18 0.80 0.57 2.30 0.35 1.84 0.95 0.26 1.10 0.86 1.04 1.12 0.01

Hemoglobin subunit beta (Beta-globin) (Hemoglobin beta chain) [Cleaved into: LVV-hemorphin-7; Spinorphin]P68871 sp|P68871|HBB_HUMAN 3 3 105 1 1 1 29.02 29.02 32.72 32.79 37.69 37.71 94.5599973 93.8799977 94.5599973 87.0700002 49 36 49 45 49 28 34 49 0.22 0.00 1.65 0.14 0.37 0.92 0.21 1.16 0.79 1.07 1.27 0.04 1.25 1.01 1.59 0.30 0.00 1.79 0.17 0.54 0.13 0.00 2.85 0.04 0.36 3.04 0.00 1.25 2.43 3.79 0.35 0.00 1.51 0.23 0.53 0.43 0.00 1.28 0.33 0.55 1.66 0.00 1.20 1.38 1.99 3.80 0.00 1.27 3.00 4.81 0.20 0.00 1.68 0.12 0.33 1.18 0.04 1.17 1.01 1.38 0.44 0.00 1.44 0.30 0.63 0.49 0.27 4.05 0.12 1.99 0.28 0.00 1.90 0.15 0.53 1.51 0.03

Complement C5 (C3 and PZP-like alpha-2-macroglobulin domain-containing protein 4) [Cleaved into: Complement C5 beta chain; Complement C5 alpha chain; C5a anaphylatoxin; Complement C5 alpha' chain]P01031 sp|P01031|CO5_HUMAN 3 3 105 1 1 1 64.79 68.4 71.36 73.99 71.57 77.46 24.0500003 21.6600001 23.0299994 24.0500003 48 43 43 48 87 58 57 87 0.75 0.00 1.12 0.67 0.85 0.60 0.00 1.10 0.55 0.66 1.33 0.00 1.08 1.23 1.43 1.38 0.00 1.08 1.28 1.48 0.73 0.00 1.07 0.68 0.78 1.26 0.00 1.07 1.18 1.34 1.13 0.00 1.06 1.07 1.19 0.92 0.02 1.06 0.87 0.98 0.54 0.00 1.11 0.48 0.60 2.16 0.00 1.10 1.95 2.38 1.06 0.26 1.11 0.96 1.17 0.76 0.00 1.08 0.71 0.82 1.15 0.03 1.13 1.01 1.30 2.44 0.00 1.29 1.89 3.16 0.54 0.00 1.10 0.50 0.59 0.86 0.00

Apolipoprotein B-100 (Apo B-100) [Cleaved into: Apolipoprotein B-48 (Apo B-48)]P04114 sp|P04114|APOB_HUMAN 3 3 105 1 1 1 73.6 77.66 45.49 49.78 80.41 82.43 12.0499998 8.76599997 7.38499984 12.0499998 48 35 26 48 81 49 23 81 0.40 0.00 1.25 0.32 0.50 0.47 0.00 1.16 0.41 0.55 0.78 0.00 1.12 0.70 0.87 1.66 0.00 1.08 1.53 1.80 0.51 0.00 1.11 0.46 0.57 1.76 0.00 1.09 1.62 1.91 1.33 0.00 1.07 1.25 1.42 0.50 0.00 1.34 0.37 0.67 0.65 0.00 1.14 0.57 0.74 1.81 0.00 1.11 1.63 2.00 0.62 0.00 1.10 0.56 0.68 0.81 0.00 1.07 0.76 0.87 0.76 0.00 1.12 0.68 0.85 1.54 0.00 1.14 1.35 1.76 0.67 0.00 1.13 0.60 0.76 0.88 0.00

Clathrin heavy chain 1 (Clathrin heavy chain on chromosome 17) (CLH-17)Q00610 sp|Q00610|CLH1_HUMAN 3 3 105 1 1 1 77.24 79.72 74.61 76.54 79.18 81.84 30.0900012 30.0900012 27.8800011 27.9399991 48 44 48 43 57 48 47 57 0.97 0.41 1.07 0.91 1.04 1.16 0.00 1.06 1.09 1.23 1.02 0.67 1.10 0.93 1.13 0.78 0.00 1.09 0.71 0.84 0.94 0.04 1.06 0.89 1.00 0.87 0.00 1.09 0.80 0.95 0.96 0.18 1.07 0.89 1.02 0.89 0.00 1.07 0.83 0.96 1.34 0.00 1.10 1.22 1.46 0.92 0.28 1.18 0.78 1.08 1.15 0.00 1.06 1.09 1.22 1.42 0.00 1.09 1.30 1.56 0.89 0.04 1.11 0.81 0.99 0.96 0.48 1.14 0.84 1.09 0.97 0.62 1.13 0.86 1.09 1.22 0.00

Myeloperoxidase (MPO) (EC 1.11.2.2) [Cleaved into: Myeloperoxidase; 89 kDa myeloperoxidase; 84 kDa myeloperoxidase; Myeloperoxidase light chain; Myeloperoxidase heavy chain]P05164 sp|P05164|PERM_HUMAN 3 3 105 1 1 1 13.55 14.91 14.31 15.06 50.35 51.52 42.6800013 8.05400014 11.9499996 42.6800013 47 7 9 47 70 5 7 70 0.11 0.04 7.39 0.01 0.78 0.20 0.01 1.87 0.11 0.37 0.25 0.01 2.04 0.12 0.51 0.15 0.03 3.78 0.04 0.56 0.29 0.00 1.43 0.20 0.41 0.47 0.02 1.54 0.31 0.73 0.15 0.01 2.10 0.07 0.31 0.10 0.18 111.28 0.00 11.67 0.15 0.08 12.28 0.01 1.84 0.25 0.34 120.20 0.00 29.74 0.18 0.28 172.28 0.00 30.30 0.35 0.56 648.27 0.00 225.94 0.31 0.48 376.66 0.00 116.43 0.46 0.58 164.29 0.00 75.84 1.10 0.12 1.13 0.97 1.25 0.52 0.14

Ig lambda chain V-III region LOIP80748 sp|P80748|LV302_HUMAN 3 3 105 1 1 1 22.72 22.78 16.72 16.76 24.34 24.43 61.2600029 61.2600029 45.0500011 53.1499982 47 36 30 47 15 6 9 15 0.76 0.24 4.07 0.19 3.08 0.77 0.25 4.11 0.19 3.15 1.34 0.37 11.28 0.12 15.15 0.96 0.86 8.46 0.11 8.16 0.67 0.36 27.33 0.02 18.20 1.61 0.20 6.88 0.23 11.10 1.42 0.36 17.13 0.08 24.38 1.76 0.13 2.65 0.66 4.68 0.65 0.16 2.33 0.28 1.51 1.35 0.47 4.25 0.32 5.73 0.82 0.38 2.14 0.38 1.75 0.56 0.12 2.65 0.21 1.48 1.43 0.21 2.31 0.62 3.29 1.69 0.18 3.05 0.56 5.16 0.74 0.19 1.90 0.39 1.41 1.23 0.13

Fibrinogen beta chain [Cleaved into: Fibrinopeptide B; Fibrinogen beta chain]P02675 sp|P02675|FIBB_HUMAN 3 3 105 1 1 1 43.85 45.06 43.74 44.09 37.41 38.61 62.9299998 62.9299998 57.6399982 38.29 46 46 35 37 73 40 39 73 0.36 0.00 1.61 0.22 0.58 0.62 0.00 1.18 0.53 0.73 0.96 0.44 1.10 0.87 1.06 2.02 0.00 1.14 1.77 2.30 0.66 0.00 1.12 0.58 0.74 2.19 0.00 1.15 1.91 2.51 0.78 0.00 1.13 0.69 0.89 0.51 0.00 1.35 0.38 0.69 0.38 0.00 1.29 0.29 0.49 2.29 0.00 1.15 1.99 2.62 0.49 0.00 1.21 0.40 0.59 0.89 0.01 1.09 0.81 0.96 0.89 0.16 1.17 0.76 1.05 2.45 0.00 1.15 2.13 2.82 0.75 0.00 1.15 0.65 0.87 1.69 0.00

Mucin-5B (MUC-5B) (Cervical mucin) (High molecular weight salivary mucin MG1) (Mucin-5 subtype B, tracheobronchial) (Sublingual gland mucin)Q9HC84 sp|Q9HC84|MUC5B_HUMAN3 3 105 1 1 1 50.12 50.82 35.94 36.59 58.45 58.72 9.57999975 7.39300028 5.65799996 9.57999975 45 34 20 45 98 41 29 98 0.57 0.00 1.19 0.47 0.68 0.70 0.00 1.13 0.62 0.79 0.81 0.00 1.13 0.72 0.92 1.49 0.00 1.11 1.34 1.66 1.32 0.00 1.11 1.20 1.46 1.35 0.00 1.12 1.21 1.51 0.57 0.00 1.15 0.50 0.66 0.71 0.00 1.11 0.64 0.79 0.99 0.78 1.12 0.88 1.10 0.56 0.00 1.33 0.42 0.74 0.69 0.00 1.08 0.64 0.74 0.83 0.00 1.11 0.75 0.91 0.75 0.02 1.28 0.58 0.96 0.83 0.04 1.19 0.70 0.99 0.89 0.00 1.07 0.84 0.95 0.43 0.00

Pulmonary surfactant-associated protein B (SP-B) (18 kDa pulmonary-surfactant protein) (6 kDa protein) (Pulmonary surfactant-associated proteolipid SPL(Phe))P07988 sp|P07988|PSPB_HUMAN 3 3 105 1 1 1 24.65 25.27 22.6 22.83 23.98 24.92 42.5199986 42.5199986 42.5199986 38.8500005 44 36 32 44 118 40 56 118 0.65 0.00 1.20 0.54 0.77 0.75 0.03 1.28 0.59 0.96 1.10 0.20 1.16 0.94 1.28 1.43 0.00 1.22 1.17 1.75 0.76 0.02 1.24 0.61 0.95 1.54 0.00 1.15 1.33 1.77 0.82 0.02 1.18 0.69 0.97 0.90 0.22 1.20 0.75 1.08 1.65 0.00 1.29 1.27 2.13 0.77 0.10 1.38 0.56 1.06 0.82 0.01 1.13 0.73 0.93 0.74 0.00 1.16 0.64 0.86 0.91 0.44 1.28 0.72 1.17 0.68 0.06 1.49 0.46 1.02 1.45 0.04 1.40 1.03 2.03 0.55 0.03

Radixin P35241 sp|P35241|RADI_HUMAN 3 3 105 1 1 1 16.92 51.04 14.6 42.44 17.91 51.98 45.2800006 39.7899985 36.3599986 45.2800006 44 42 37 44 23 12 8 23 1.32 0.00 1.13 1.17 1.49 1.54 0.00 1.13 1.37 1.74 0.60 0.00 1.14 0.53 0.68 1.17 0.02 1.13 1.04 1.33 0.92 0.13 1.13 0.81 1.04 1.01 0.82 1.13 0.90 1.14 0.71 0.01 1.26 0.57 0.89 2.15 0.00 1.36 1.58 2.92 0.79 0.03 1.22 0.64 0.96 0.95 0.72 1.40 0.68 1.33 0.97 0.71 1.18 0.82 1.15 0.86 0.06 1.17 0.73 1.01 1.22 0.19 1.41 0.87 1.72 0.98 0.84 1.24 0.79 1.22 0.87 0.05 1.14 0.76 1.00 0.84 0.12

Talin-1 Q9Y490 sp|Q9Y490|TLN1_HUMAN 3 3 105 1 1 1 71.38 73.51 47.23 49.14 60.51 62.64 20.2299997 19.2399994 12.7100006 20.2299997 43 43 23 43 68 46 34 68 0.83 0.00 1.12 0.74 0.92 0.72 0.00 1.10 0.66 0.79 1.17 0.00 1.09 1.08 1.28 1.12 0.08 1.14 0.99 1.27 1.07 0.09 1.08 0.99 1.15 1.15 0.00 1.08 1.06 1.24 1.27 0.00 1.09 1.16 1.38 0.88 0.04 1.13 0.77 0.99 1.23 0.00 1.12 1.10 1.39 1.15 0.03 1.14 1.01 1.31 0.98 0.63 1.07 0.92 1.05 0.91 0.02 1.08 0.84 0.99 0.98 0.61 1.08 0.91 1.06 1.11 0.09 1.13 0.98 1.25 0.95 0.22 1.08 0.88 1.03 1.05 0.29

Tubulin beta-4B chain (Tubulin beta-2 chain) (Tubulin beta-2C chain)P68371 sp|P68371|TBB2C_HUMAN 3 3 105 1 1 1 39.37 40.2 40.91 41.64 5.56 30.09 57.3000014 57.3000014 57.3000014 47.8700012 43 43 43 40 23 17 19 23 1.01 0.94 1.42 0.71 1.43 0.45 0.11 3.53 0.13 1.60 1.45 0.05 1.45 1.00 2.09 1.10 0.36 1.42 0.77 1.56 1.15 0.22 1.42 0.81 1.64 0.98 0.79 1.42 0.69 1.38 1.76 0.02 1.42 1.24 2.50 1.00 0.99 1.27 0.79 1.27 0.68 0.01 1.24 0.55 0.85 0.97 0.81 1.42 0.68 1.38 1.06 0.44 1.22 0.87 1.29 1.79 0.00 1.22 1.47 2.18 1.28 0.18 1.54 0.84 1.98 0.85 0.39 1.57 0.54 1.34 0.67 0.07 1.64 0.41 1.10 1.65 0.04

Vitamin D-binding protein (DBP) (VDB) (Gc-globulin) (Group-specific component)P02774 sp|P02774|VTDB_HUMAN 3 3 105 1 1 1 52.87 54.41 45.14 46.28 54.5 55.55 63.0800009 60.5499983 53.1599999 63.0800009 41 38 32 41 89 56 43 89 0.65 0.00 1.26 0.52 0.82 0.71 0.00 1.13 0.63 0.81 1.59 0.00 1.19 1.34 1.89 1.86 0.00 1.17 1.59 2.17 0.96 0.31 1.09 0.88 1.04 1.18 0.01 1.13 1.04 1.33 1.11 0.04 1.11 1.00 1.24 0.61 0.00 1.07 0.57 0.66 0.41 0.00 1.13 0.36 0.46 1.87 0.00 1.12 1.67 2.09 1.25 0.00 1.11 1.13 1.39 0.87 0.02 1.12 0.77 0.97 1.01 0.95 1.30 0.78 1.31 1.67 0.00 1.14 1.47 1.89 0.67 0.00 1.10 0.61 0.74 0.84 0.00

Heat shock cognate 71 kDa protein (Heat shock 70 kDa protein 8)P11142 sp|P11142|HSP7C_HUMAN 3 3 105 1 1 1 43.3 44.16 24.22 38.24 42.72 43.73 43.6500013 43.6500013 38.3899987 37.9299998 41 41 30 29 31 21 31 30 1.31 0.00 1.16 1.13 1.52 1.13 0.08 1.14 0.99 1.29 0.88 0.18 1.22 0.72 1.07 0.95 0.57 1.20 0.79 1.15 1.21 0.01 1.15 1.05 1.40 0.89 0.18 1.19 0.75 1.06 1.00 0.98 1.15 0.87 1.15 1.47 0.00 1.13 1.31 1.66 1.03 0.60 1.13 0.91 1.16 1.06 0.78 1.60 0.67 1.70 0.99 0.91 1.10 0.90 1.10 1.07 0.24 1.12 0.95 1.19 1.02 0.67 1.13 0.91 1.15 0.99 0.89 1.23 0.80 1.21 1.15 0.01 1.10 1.04 1.26 1.27 0.01

Ig kappa chain V-I region BANP04430 sp|P04430|KV122_HUMAN 3 3 105 1 1 1 4.09 11.29 4.13 12.14 4.06 17.01 29.6299994 29.6299994 28.7000001 28.7000001 41 25 29 41 14 4 4 14 0.80 0.27 3.57 0.22 2.85 0.89 0.46 3.56 0.25 3.18 1.72 0.12 3.55 0.48 6.10 1.54 0.33 22.79 0.07 35.08 0.95 0.68 3.55 0.27 3.36 1.38 0.19 3.57 0.39 4.94 1.18 0.34 3.56 0.33 4.20 1.22 0.29 3.54 0.35 4.32 0.43 0.15 12.68 0.03 5.51 1.95 0.15 7.95 0.25 15.53 0.69 0.17 3.52 0.20 2.43 0.66 0.34 22.24 0.03 14.67 2.09 0.19 16.54 0.13 34.57 2.11 0.16 10.74 0.20 22.65 0.49 0.18 12.79 0.04 6.29 1.13 0.81

Pyruvate kinase PKM (EC 2.7.1.40) (Cytosolic thyroid hormone-binding protein) (CTHBP) (Opa-interacting protein 3) (OIP-3) (Pyruvate kinase 2/3) (Pyruvate kinase muscle isozyme) (Thyroid hormone-binding protein 1) (THBP1) (Tumor M2-PK) (p58)P14618 sp|P14618|KPYM_HUMAN 3 3 105 1 1 1 46.08 48.23 40.65 41.85 52.41 54.44 58.7599993 56.8700016 47.8300005 58.7599993 40 31 25 40 87 42 32 87 1.11 0.10 1.13 0.98 1.26 0.58 0.00 1.25 0.46 0.72 1.33 0.00 1.13 1.18 1.51 1.00 0.97 1.11 0.90 1.10 1.35 0.00 1.09 1.24 1.47 1.14 0.03 1.12 1.01 1.27 1.07 0.12 1.09 0.98 1.17 1.01 0.75 1.08 0.94 1.09 0.78 0.00 1.11 0.70 0.87 1.14 0.09 1.16 0.98 1.32 1.12 0.01 1.08 1.04 1.21 1.15 0.00 1.08 1.07 1.24 0.96 0.47 1.11 0.87 1.07 1.07 0.23 1.12 0.95 1.20 0.87 0.00 1.08 0.80 0.94 1.16 0.00

Keratin, type II cytoskeletal 5 (58 kDa cytokeratin) (Cytokeratin-5) (CK-5) (Keratin-5) (K5) (Type-II keratin Kb5)P13647 sp|P13647|K2C5_HUMAN 3 3 105 1 1 1 24.08 48 37.13 51.38 22.15 46.55 43.5600013 38.9800012 43.5600013 35.0800008 40 33 40 32 26 24 19 26 0.60 0.00 1.20 0.51 0.72 1.92 0.00 1.10 1.74 2.11 0.78 0.01 1.18 0.66 0.93 1.19 0.00 1.10 1.09 1.31 0.53 0.00 1.13 0.47 0.60 1.75 0.00 1.21 1.44 2.12 1.15 0.01 1.10 1.05 1.27 0.74 0.00 1.12 0.66 0.82 0.49 0.00 1.10 0.44 0.54 1.55 0.00 1.11 1.39 1.73 0.91 0.10 1.13 0.80 1.02 1.06 0.17 1.09 0.97 1.16 2.26 0.00 1.23 1.84 2.78 2.20 0.00 1.12 1.96 2.46 0.64 0.00 1.10 0.58 0.71 1.10 0.05

Hemopexin (Beta-1B-glycoprotein)P02790 sp|P02790|HEMO_HUMAN 3 3 105 1 1 1 41.11 42.32 31.19 32.02 33.69 35.07 56.7099989 56.7099989 41.7699993 43.2900012 39 39 28 32 88 67 60 88 0.59 0.00 1.14 0.52 0.67 0.87 0.01 1.10 0.79 0.95 1.37 0.00 1.12 1.22 1.53 2.48 0.00 1.12 2.22 2.77 1.04 0.32 1.08 0.96 1.12 1.13 0.03 1.11 1.02 1.25 1.28 0.00 1.14 1.12 1.47 0.67 0.00 1.13 0.59 0.76 0.39 0.00 1.18 0.33 0.46 2.33 0.00 1.10 2.12 2.55 1.18 0.00 1.09 1.08 1.28 0.90 0.02 1.09 0.83 0.98 1.14 0.03 1.12 1.02 1.28 1.95 0.00 1.10 1.78 2.15 0.74 0.00 1.11 0.67 0.82 0.86 0.01

Protein-glutamine gamma-glutamyltransferase 2 (EC 2.3.2.13) (Tissue transglutaminase) (Transglutaminase C) (TG(C)) (TGC) (TGase C) (Transglutaminase H) (TGase H) (Transglutaminase-2) (TGase-2)P21980 sp|P21980|TGM2_HUMAN 3 3 105 1 1 1 55.48 56.61 41.06 41.78 53.7 54.15 50.0699997 44.8300004 37.8500015 50.0699997 39 35 26 39 77 33 31 77 0.91 0.17 1.16 0.78 1.05 0.78 0.00 1.09 0.72 0.85 1.04 0.58 1.14 0.91 1.18 1.25 0.00 1.11 1.13 1.39 1.21 0.00 1.09 1.11 1.31 1.32 0.00 1.11 1.19 1.46 0.75 0.00 1.10 0.68 0.83 0.97 0.54 1.09 0.89 1.06 0.75 0.00 1.09 0.69 0.82 0.65 0.01 1.34 0.48 0.86 1.11 0.03 1.10 1.01 1.23 1.17 0.07 1.18 0.99 1.38 0.65 0.00 1.20 0.54 0.78 1.45 0.00 1.14 1.28 1.65 0.70 0.00 1.08 0.65 0.75 2.08 0.00

Apolipoprotein A-I (Apo-AI) (ApoA-I) (Apolipoprotein A1) [Cleaved into: Truncated apolipoprotein A-I (Apolipoprotein A-I(1-242))]P02647 sp|P02647|APOA1_HUMAN3 3 105 1 1 1 36.95 39.54 34.54 35.57 29.76 31.52 63.6699975 63.3000016 63.6699975 56.1800003 39 39 31 29 75 65 46 75 0.32 0.00 1.31 0.24 0.42 0.36 0.00 1.30 0.28 0.47 1.37 0.00 1.14 1.20 1.57 2.24 0.00 1.12 2.00 2.50 0.49 0.00 1.17 0.42 0.58 1.48 0.00 1.11 1.34 1.64 2.34 0.00 1.15 2.04 2.70 0.30 0.00 1.54 0.19 0.46 1.07 0.46 1.21 0.88 1.30 2.31 0.00 1.21 1.90 2.80 0.43 0.00 1.23 0.35 0.53 0.72 0.00 1.13 0.64 0.81 0.87 0.10 1.18 0.74 1.03 1.29 0.01 1.20 1.08 1.55 0.56 0.00 1.21 0.46 0.67 0.72 0.01

Gelsolin (AGEL) (Actin-depolymerizing factor) (ADF) (Brevin)P06396 sp|P06396|GELS_HUMAN 3 3 105 1 1 1 40.57 41.5 39.48 40.08 40.24 41.28 34.2700005 34.0200007 29.4099987 34.2700005 39 39 32 31 58 38 36 58 0.87 0.01 1.11 0.79 0.96 0.70 0.00 1.13 0.62 0.79 1.34 0.00 1.15 1.17 1.53 1.29 0.00 1.12 1.15 1.45 1.24 0.00 1.09 1.14 1.35 1.23 0.00 1.12 1.10 1.39 1.16 0.00 1.09 1.06 1.27 0.74 0.00 1.15 0.64 0.85 1.16 0.00 1.08 1.07 1.26 1.78 0.00 1.08 1.64 1.93 1.00 0.99 1.11 0.90 1.11 0.83 0.00 1.08 0.76 0.90 1.06 0.25 1.10 0.96 1.16 1.06 0.31 1.13 0.94 1.20 0.81 0.00 1.10 0.73 0.89 0.90 0.06

EH domain-containing protein 1 (PAST homolog 1) (hPAST1) (Testilin)Q9H4M9 sp|Q9H4M9|EHD1_HUMAN3 3 105 1 1 1 42.68 43.21 46.41 47.26 38.88 40.49 63.6699975 54.8699975 63.6699975 49.4399995 39 37 39 31 51 29 36 51 1.10 0.05 1.10 1.00 1.21 1.13 0.01 1.09 1.03 1.23 0.85 0.05 1.17 0.73 1.00 1.14 0.01 1.09 1.05 1.25 0.75 0.00 1.09 0.69 0.82 1.33 0.00 1.09 1.22 1.45 0.78 0.00 1.09 0.72 0.85 2.01 0.00 1.11 1.81 2.23 0.75 0.00 1.13 0.66 0.84 1.22 0.01 1.15 1.07 1.41 1.37 0.00 1.11 1.24 1.52 1.09 0.05 1.09 1.00 1.19 1.42 0.00 1.09 1.31 1.55 1.06 0.47 1.18 0.90 1.25 0.98 0.66 1.09 0.90 1.07 0.72 0.00

Hemoglobin subunit alpha (Alpha-globin) (Hemoglobin alpha chain)P69905 sp|P69905|HBA_HUMAN 3 3 105 1 1 1 10.45 10.64 19.7 19.88 22.29 22.49 88.0299985 61.9700015 86.619997 88.0299985 39 22 25 39 44 19 24 44 0.33 0.00 1.39 0.23 0.45 0.97 0.90 1.74 0.56 1.69 1.40 0.42 2.85 0.49 4.00 0.35 0.01 1.69 0.21 0.60 0.21 0.00 1.59 0.13 0.33 2.85 0.05 2.78 1.03 7.94 0.40 0.01 1.58 0.25 0.63 0.55 0.00 1.36 0.41 0.75 1.52 0.02 1.40 1.08 2.12 2.61 0.01 1.79 1.46 4.69 0.30 0.00 1.70 0.18 0.51 1.02 0.85 1.31 0.78 1.34 0.49 0.01 1.64 0.30 0.81 0.50 0.01 1.62 0.31 0.81 0.27 0.00 1.81 0.15 0.49 1.60 0.00

Retinal dehydrogenase 1 (RALDH 1) (RalDH1) (EC 1.2.1.36) (ALDH-E1) (ALHDII) (Aldehyde dehydrogenase family 1 member A1) (Aldehyde dehydrogenase, cytosolic)P00352 sp|P00352|AL1A1_HUMAN 3 3 105 1 1 1 42.1 42.33 39.82 40.49 28.71 31.92 55.8899999 55.8899999 44.3100005 38.7199998 39 39 32 31 42 42 37 40 1.52 0.00 1.15 1.32 1.76 1.00 0.94 1.10 0.91 1.11 1.36 0.00 1.17 1.17 1.59 0.78 0.00 1.13 0.69 0.88 1.48 0.00 1.13 1.31 1.68 0.91 0.06 1.10 0.83 1.00 1.28 0.00 1.10 1.17 1.41 0.93 0.07 1.08 0.86 1.01 1.15 0.00 1.08 1.06 1.24 0.75 0.00 1.20 0.63 0.89 0.97 0.48 1.08 0.90 1.05 1.37 0.00 1.08 1.26 1.48 0.89 0.04 1.12 0.79 0.99 0.69 0.00 1.24 0.55 0.85 1.00 0.99 1.21 0.83 1.21 1.69 0.00

Tubulin beta chain (Tubulin beta-5 chain)P07437 sp|P07437|TBB5_HUMAN 3 3 105 1 1 1 5.24 36.1 8.8 40.71 29.96 30.37 57.4299991 54.0499985 57.4299991 47.9699999 39 37 39 39 12 8 10 12 0.72 0.07 1.49 0.48 1.07 0.55 0.04 1.75 0.31 0.95 1.02 0.84 1.49 0.69 1.52 0.93 0.53 1.51 0.61 1.41 1.07 0.51 1.49 0.72 1.60 1.15 0.50 2.12 0.54 2.44 1.13 0.32 1.49 0.76 1.68 0.95 0.58 1.27 0.74 1.21 0.90 0.49 1.44 0.63 1.31 1.19 0.18 1.35 0.88 1.60 0.86 0.09 1.20 0.71 1.03 1.23 0.04 1.20 1.02 1.48 0.93 0.34 1.20 0.77 1.12 1.16 0.40 1.55 0.75 1.81 0.78 0.04 1.26 0.62 0.98 1.33 0.22

Ig kappa chain V-IV region JIP06313 sp|P06313|KV403_HUMAN 3 3 105 1 1 1 15.21 17.39 14.22 15.84 13.2 15.21 63.9100015 45.8600014 50.3799975 63.9100015 38 22 23 38 67 27 35 67 0.58 0.03 1.61 0.36 0.93 0.72 0.09 1.49 0.49 1.08 1.67 0.00 1.28 1.31 2.14 1.20 0.12 1.28 0.94 1.53 0.68 0.00 1.20 0.56 0.81 2.04 0.00 1.20 1.70 2.45 1.09 0.29 1.20 0.91 1.31 1.45 0.01 1.29 1.13 1.87 0.61 0.04 1.59 0.39 0.98 3.09 0.01 1.97 1.57 6.08 0.82 0.22 1.45 0.56 1.18 0.82 0.37 1.66 0.50 1.37 1.44 0.08 1.52 0.95 2.19 3.35 0.00 1.88 1.78 6.30 0.59 0.02 1.44 0.41 0.85 1.11 0.65

Plastin-2 (L-plastin) (LC64P) (Lymphocyte cytosolic protein 1) (LCP-1)P13796 sp|P13796|PLSL_HUMAN 3 3 105 1 1 1 48.14 49.17 47.93 48.63 51.43 52.47 53.7500024 41.4700002 53.5899997 53.7500024 38 31 38 38 52 34 36 52 0.92 0.08 1.09 0.85 1.01 0.65 0.00 1.11 0.59 0.73 0.86 0.00 1.09 0.79 0.94 0.97 0.49 1.09 0.89 1.06 0.97 0.40 1.07 0.91 1.04 1.09 0.01 1.07 1.02 1.17 1.11 0.01 1.08 1.03 1.19 1.14 0.10 1.18 0.97 1.34 1.62 0.00 1.37 1.19 2.22 0.90 0.38 1.26 0.72 1.14 0.94 0.17 1.09 0.87 1.03 0.84 0.01 1.14 0.74 0.96 0.91 0.30 1.19 0.77 1.09 1.04 0.77 1.33 0.78 1.39 0.73 0.00 1.08 0.67 0.79 1.28 0.00

Heat shock protein HSP 90-beta (HSP 90) (Heat shock 84 kDa) (HSP 84) (HSP84)P08238 sp|P08238|HS90B_HUMAN 3 3 105 1 1 1 22.98 49.34 20.24 41.04 24.61 52.24 42.1299994 42.1299994 29.4200003 38.5399997 37 37 27 34 30 21 19 30 1.46 0.00 1.12 1.31 1.63 0.56 0.00 1.19 0.47 0.66 1.07 0.43 1.19 0.90 1.27 0.89 0.07 1.14 0.77 1.01 1.13 0.06 1.13 0.99 1.28 1.12 0.34 1.28 0.87 1.43 1.11 0.05 1.11 1.00 1.22 0.97 0.92 2.06 0.47 1.99 0.62 0.11 1.84 0.34 1.14 0.63 0.11 1.80 0.35 1.13 0.82 0.50 1.92 0.43 1.57 0.93 0.77 1.78 0.52 1.65 0.73 0.25 1.80 0.40 1.31 0.70 0.20 1.80 0.39 1.26 0.76 0.02 1.25 0.61 0.95 0.83 0.16

Keratin, type I cytoskeletal 14 (Cytokeratin-14) (CK-14) (Keratin-14) (K14)P02533 sp|P02533|K1C14_HUMAN 3 3 105 1 1 1 19.97 50.58 16.45 47.08 16.87 46.24 47.6700008 46.8199998 47.6700008 45.5500007 37 36 37 31 15 15 14 13 0.45 0.00 1.29 0.35 0.58 1.64 0.00 1.25 1.31 2.06 0.84 0.14 1.28 0.65 1.08 1.09 0.63 1.47 0.74 1.60 0.45 0.00 1.38 0.33 0.62 1.53 0.00 1.28 1.20 1.96 0.98 0.87 1.25 0.78 1.23 0.83 0.27 1.44 0.58 1.20 0.56 0.00 1.30 0.43 0.73 1.52 0.03 1.41 1.07 2.15 1.01 0.93 1.32 0.76 1.34 1.00 0.97 1.32 0.76 1.32 4.81 0.00 1.76 2.73 8.49 2.34 0.00 1.38 1.69 3.22 0.60 0.00 1.30 0.46 0.78 1.15 0.22

Retinoic acid-induced protein 3 (G-protein coupled receptor family C group 5 member A) (Orphan G-protein-coupling receptor PEIG-1) (Retinoic acid-induced gene 1 protein) (RAIG-1)Q8NFJ5 sp|Q8NFJ5|RAI3_HUMAN 3 3 105 1 1 1 21.21 21.52 23.2 23.32 23.56 23.71 32.4900001 29.6900004 32.4900001 32.4900001 36 29 31 36 76 42 76 73 1.68 0.00 1.25 1.34 2.11 1.63 0.00 1.28 1.27 2.10 0.66 0.01 1.28 0.52 0.84 1.08 0.44 1.25 0.86 1.35 0.63 0.00 1.15 0.55 0.72 0.92 0.44 1.28 0.72 1.17 0.56 0.01 1.47 0.38 0.83 2.15 0.00 1.32 1.63 2.84 0.97 0.79 1.30 0.75 1.26 0.72 0.08 1.46 0.49 1.05 1.28 0.01 1.20 1.06 1.53 0.72 0.01 1.22 0.59 0.89 1.07 0.42 1.21 0.89 1.30 0.95 0.76 1.51 0.63 1.43 0.79 0.04 1.25 0.63 0.98 0.48 0.00

Intercellular adhesion molecule 1 (ICAM-1) (Major group rhinovirus receptor) (CD antigen CD54)P05362 sp|P05362|ICAM1_HUMAN3 3 105 1 1 1 28.66 30.63 38.93 39.73 38.18 39.64 39.289999 34.4000012 39.289999 34.4000012 36 28 33 36 73 41 50 73 1.27 0.00 1.15 1.11 1.46 1.28 0.02 1.21 1.05 1.55 1.00 0.99 1.21 0.82 1.22 1.59 0.00 1.21 1.31 1.93 0.84 0.04 1.18 0.71 0.99 1.23 0.43 1.77 0.70 2.19 0.86 0.50 1.60 0.54 1.38 1.95 0.03 1.81 1.08 3.52 0.64 0.00 1.15 0.56 0.73 1.11 0.07 1.12 0.99 1.24 1.21 0.03 1.18 1.02 1.44 0.95 0.32 1.10 0.86 1.05 1.37 0.00 1.10 1.24 1.50 1.13 0.07 1.14 0.99 1.29 0.91 0.06 1.11 0.82 1.00 0.70 0.11

Aldehyde dehydrogenase family 3 member B1 (EC 1.2.1.5) (Aldehyde dehydrogenase 7)P43353 sp|P43353|AL3B1_HUMAN 3 3 105 1 1 1 26.74 28.96 27.11 27.9 31.8 32.2 42.0899987 38.8900012 36.1099988 42.0899987 36 28 27 36 64 29 41 64 1.68 0.00 1.33 1.26 2.24 1.95 0.00 1.13 1.73 2.20 0.98 0.67 1.12 0.87 1.10 0.78 0.01 1.20 0.65 0.93 1.13 0.05 1.13 1.00 1.28 0.66 0.00 1.21 0.55 0.80 0.71 0.00 1.13 0.63 0.81 1.76 0.00 1.10 1.59 1.94 1.20 0.02 1.16 1.04 1.39 0.82 0.26 1.45 0.56 1.19 1.25 0.00 1.10 1.13 1.38 1.03 0.66 1.13 0.91 1.16 0.88 0.09 1.17 0.75 1.02 0.89 0.78 2.37 0.38 2.12 1.09 0.21 1.15 0.95 1.25 0.51 0.00

Alpha-actinin-4 (F-actin cross-linking protein) (Non-muscle alpha-actinin 4)O43707 sp|O43707|ACTN4_HUMAN3 3 105 1 1 1 57.76 58.65 47.63 48.39 45.52 47.15 38.6400014 38.6400014 35.7800007 31.9400013 36 36 33 30 17 15 15 17 0.94 0.62 1.28 0.74 1.21 0.83 0.01 1.14 0.73 0.94 0.98 0.79 1.15 0.86 1.13 1.03 0.78 1.24 0.83 1.27 0.99 0.91 1.19 0.83 1.18 1.19 0.03 1.17 1.02 1.39 0.99 0.82 1.11 0.89 1.10 0.98 0.71 1.12 0.88 1.10 1.23 0.03 1.20 1.03 1.47 1.00 0.98 1.41 0.71 1.42 0.95 0.32 1.12 0.85 1.06 1.12 0.05 1.12 1.00 1.26 1.06 0.49 1.22 0.87 1.30 1.09 0.26 1.18 0.92 1.29 1.09 0.19 1.14 0.95 1.24 0.95 0.57

Ras GTPase-activating-like protein IQGAP1 (p195)P46940 sp|P46940|IQGA1_HUMAN 3 3 105 1 1 1 58.78 62.89 66.26 69.04 63.36 67.06 25.4099995 23.7800002 24.9799997 25.4099995 35 33 35 34 55 41 43 55 1.16 0.01 1.10 1.05 1.28 0.97 0.38 1.07 0.90 1.04 1.21 0.00 1.11 1.09 1.34 0.96 0.43 1.11 0.87 1.06 1.21 0.00 1.07 1.13 1.30 1.02 0.61 1.08 0.94 1.11 1.07 0.04 1.06 1.00 1.13 1.00 0.96 1.07 0.94 1.07 1.26 0.00 1.09 1.16 1.37 0.94 0.53 1.22 0.77 1.15 1.08 0.02 1.06 1.02 1.15 1.06 0.12 1.07 0.99 1.14 0.93 0.14 1.10 0.84 1.03 0.94 0.39 1.17 0.80 1.09 1.06 0.14 1.08 0.98 1.15 1.01 0.91

Unconventional myosin-Ic (Myosin I beta) (MMI-beta) (MMIb)O00159 sp|O00159|MYO1C_HUMAN3 3 105 1 1 1 55.39 57.64 56.28 58.93 51.68 56.52 33.3999991 31.6100001 33.3999991 29.0699989 35 31 35 32 43 32 30 43 1.13 0.01 1.09 1.04 1.23 0.99 0.77 1.08 0.91 1.07 1.06 0.39 1.14 0.93 1.20 1.01 0.86 1.12 0.90 1.13 0.89 0.01 1.08 0.82 0.96 1.26 0.00 1.09 1.15 1.37 0.89 0.05 1.13 0.79 1.00 1.89 0.00 1.10 1.73 2.07 0.73 0.00 1.08 0.67 0.79 1.23 0.00 1.14 1.07 1.41 1.23 0.00 1.07 1.15 1.32 1.16 0.00 1.08 1.07 1.25 1.37 0.00 1.07 1.28 1.47 1.01 0.79 1.12 0.90 1.14 1.04 0.33 1.09 0.96 1.13 0.80 0.00

Plasma protease C1 inhibitor (C1 Inh) (C1Inh) (C1 esterase inhibitor) (C1-inhibiting factor) (Serpin G1)P05155 sp|P05155|IC1_HUMAN 3 3 105 1 1 1 29.74 30.39 23.86 24.44 25.3 25.9 34.5999986 34.5999986 26.1999995 27.7999997 34 34 26 22 70 35 34 70 0.92 0.08 1.10 0.84 1.01 0.61 0.00 1.16 0.52 0.70 0.99 0.82 1.15 0.86 1.13 1.70 0.00 1.13 1.50 1.92 1.32 0.00 1.12 1.18 1.48 1.09 0.09 1.10 0.99 1.20 0.95 0.33 1.11 0.86 1.06 0.83 0.01 1.12 0.74 0.94 0.72 0.00 1.13 0.64 0.81 1.34 0.00 1.13 1.18 1.51 1.07 0.18 1.11 0.97 1.19 1.01 0.86 1.11 0.91 1.12 1.21 0.00 1.11 1.09 1.34 1.31 0.01 1.20 1.09 1.58 0.81 0.00 1.10 0.73 0.89 0.76 0.00

Complement factor B (EC 3.4.21.47) (C3/C5 convertase) (Glycine-rich beta glycoprotein) (GBG) (PBF2) (Properdin factor B) [Cleaved into: Complement factor B Ba fragment; Complement factor B Bb fragment]P00751 sp|P00751|CFAB_HUMAN 3 3 105 1 1 1 47.72 49.94 37.97 39.79 37.52 40.45 38.0899996 38.0899996 30.37 37.1699989 34 34 24 30 49 44 37 49 0.45 0.00 1.44 0.31 0.65 0.52 0.00 1.23 0.42 0.64 1.47 0.00 1.10 1.33 1.62 1.64 0.00 1.08 1.52 1.77 0.93 0.12 1.10 0.85 1.02 2.15 0.00 1.15 1.88 2.46 1.52 0.00 1.07 1.42 1.63 0.55 0.00 1.19 0.46 0.66 0.36 0.00 1.16 0.31 0.42 1.90 0.00 1.10 1.72 2.10 0.60 0.00 1.11 0.54 0.66 0.87 0.00 1.07 0.81 0.94 1.40 0.00 1.15 1.22 1.60 2.73 0.00 1.10 2.49 2.99 0.55 0.00 1.11 0.49 0.61 0.89 0.02

Plasminogen (EC 3.4.21.7) [Cleaved into: Plasmin heavy chain A; Activation peptide; Angiostatin; Plasmin heavy chain A, short form; Plasmin light chain B]P00747 sp|P00747|PLMN_HUMAN 3 3 105 1 1 1 56.98 58.1 39.33 40.51 34.22 35.59 43.3299989 43.3299989 34.4399989 31.1100006 34 34 24 23 41 41 25 34 0.54 0.00 1.20 0.45 0.64 0.73 0.02 1.29 0.57 0.94 1.51 0.00 1.10 1.38 1.66 2.20 0.00 1.13 1.94 2.50 0.64 0.00 1.12 0.57 0.72 1.45 0.00 1.07 1.35 1.55 1.92 0.00 1.10 1.74 2.12 0.60 0.01 1.45 0.41 0.87 0.45 0.00 1.23 0.36 0.55 3.48 0.00 1.08 3.22 3.76 0.72 0.00 1.12 0.64 0.80 0.69 0.00 1.10 0.63 0.76 1.03 0.56 1.11 0.92 1.15 2.58 0.00 1.08 2.39 2.78 0.49 0.00 1.13 0.43 0.55 0.83 0.00

Apolipoprotein A-IV (Apo-AIV) (ApoA-IV) (Apolipoprotein A4)P06727 sp|P06727|APOA4_HUMAN3 3 105 1 1 1 36.99 38.76 25.38 26.58 22.84 24.74 57.069999 57.069999 39.6499991 23.7399995 34 34 15 10 25 25 13 24 0.52 0.00 1.33 0.39 0.69 0.51 0.00 1.37 0.37 0.70 1.97 0.00 1.40 1.41 2.77 3.25 0.00 1.18 2.76 3.82 0.41 0.00 1.34 0.31 0.56 1.93 0.00 1.31 1.48 2.52 2.47 0.00 1.18 2.09 2.93 0.30 0.00 1.76 0.17 0.52 0.72 0.01 1.24 0.58 0.89 1.24 0.01 1.17 1.06 1.46 0.40 0.00 1.32 0.30 0.53 0.97 0.52 1.11 0.87 1.08 0.82 0.02 1.16 0.71 0.96 0.83 0.01 1.12 0.74 0.94 0.60 0.00 1.12 0.54 0.67 1.02 0.76

Tubulin alpha-4A chain (Alpha-tubulin 1) (Testis-specific alpha-tubulin) (Tubulin H2-alpha) (Tubulin alpha-1 chain)P68366 sp|P68366|TBA4A_HUMAN 3 3 105 1 1 1 6 31.18 6.01 29.94 4.09 32.83 44.6399987 42.8600013 43.2999998 44.6399987 34 23 23 34 10 6 10 5 0.71 0.41 3.99 0.18 2.85 0.50 0.22 5.31 0.09 2.66 1.03 0.94 4.49 0.23 4.64 0.64 0.43 7.10 0.09 4.56 0.94 0.74 1.99 0.47 1.87 1.09 0.71 2.46 0.45 2.69 1.19 0.24 1.56 0.76 1.85 0.90 0.48 1.69 0.53 1.52 0.75 0.08 1.45 0.52 1.09 1.04 0.85 2.36 0.44 2.47 0.89 0.55 2.02 0.44 1.80 1.31 0.09 1.45 0.90 1.90 0.94 0.75 2.00 0.47 1.89 1.07 0.49 1.44 0.74 1.55 1.27 0.29 4.43 0.29 5.62 0.95 0.75

Fibrinogen gamma chainP02679 sp|P02679|FIBG_HUMAN 3 3 105 1 1 1 38.41 38.52 33.78 33.89 33.94 34.12 49.4500011 47.9000002 49.4500011 40.1800007 33 30 30 33 63 35 36 63 0.25 0.00 1.46 0.17 0.37 0.53 0.00 1.19 0.45 0.63 0.93 0.26 1.13 0.83 1.06 2.02 0.00 1.09 1.85 2.19 0.58 0.00 1.13 0.51 0.65 2.35 0.00 1.08 2.17 2.55 0.66 0.00 1.15 0.57 0.76 0.44 0.00 1.25 0.35 0.55 0.32 0.00 1.24 0.25 0.39 2.44 0.00 1.12 2.17 2.74 0.47 0.00 1.20 0.39 0.56 0.84 0.01 1.13 0.74 0.95 0.80 0.04 1.24 0.64 0.99 2.52 0.00 1.20 2.10 3.03 0.70 0.00 1.13 0.62 0.79 1.64 0.00

Ig heavy chain V-III region GALP01781 sp|P01781|HV320_HUMAN 3 3 105 1 1 1 10.8 12 7.79 11.48 10.45 13.74 50.8599997 50.8599997 50.8599997 50.8599997 33 33 31 32 19 13 14 19 0.28 0.00 1.29 0.22 0.37 0.54 0.03 1.60 0.34 0.87 1.22 0.40 1.93 0.63 2.35 1.17 0.69 3.05 0.38 3.57 0.54 0.28 4.53 0.12 2.44 1.29 0.31 1.94 0.66 2.50 1.01 0.90 1.41 0.72 1.43 1.49 0.12 1.90 0.78 2.82 0.66 0.10 1.79 0.37 1.19 1.83 0.02 1.43 1.28 2.63 0.89 0.34 1.52 0.58 1.35 0.70 0.12 1.81 0.39 1.27 1.98 0.08 2.47 0.80 4.89 3.13 0.01 1.43 2.18 4.48 0.69 0.05 1.43 0.48 1.00 1.28 0.10

Clusterin (Aging-associated gene 4 protein) (Apolipoprotein J) (Apo-J) (Complement cytolysis inhibitor) (CLI) (Complement-associated protein SP-40,40) (Ku70-binding protein 1) (NA1/NA2) (Testosterone-repressed prostate message 2) (TRPM-2) [Cleaved into: Clusterin beta chain (ApoJalpha) (Complement cytolysis inhibitor a chain); Clusterin alpha chain (ApoJbeta) (Complement cytolysis inhibitor b chain)]P10909 sp|P10909|CLUS_HUMAN 3 3 105 1 1 1 26.37 27.16 24.88 25.52 32.1 32.68 33.8499993 32.069999 33.8499993 33.4100008 32 26 23 32 45 34 22 45 0.59 0.00 1.23 0.48 0.73 0.55 0.00 1.16 0.47 0.64 1.34 0.03 1.28 1.04 1.72 1.23 0.01 1.16 1.06 1.43 1.30 0.00 1.14 1.14 1.49 1.45 0.00 1.18 1.23 1.72 1.16 0.03 1.14 1.02 1.33 0.71 0.01 1.25 0.57 0.89 0.99 0.93 1.14 0.87 1.14 1.85 0.00 1.13 1.64 2.09 1.06 0.31 1.13 0.94 1.19 0.85 0.01 1.13 0.75 0.95 1.28 0.00 1.13 1.13 1.45 1.22 0.03 1.19 1.03 1.45 0.85 0.02 1.13 0.75 0.96 0.52 0.00

Aminopeptidase N (AP-N) (hAPN) (EC 3.4.11.2) (Alanyl aminopeptidase) (Aminopeptidase M) (AP-M) (Microsomal aminopeptidase) (Myeloid plasma membrane glycoprotein CD13) (gp150) (CD antigen CD13)P15144 sp|P15144|AMPN_HUMAN 3 3 105 1 1 1 45.91 47.07 39.71 40.46 32.13 33.04 26.3700008 26.3700008 20.1700002 18.6100006 32 32 23 20 36 36 31 35 1.11 0.07 1.12 0.99 1.24 1.38 0.00 1.12 1.22 1.55 1.08 0.24 1.13 0.95 1.22 0.79 0.00 1.17 0.68 0.93 1.23 0.00 1.11 1.10 1.37 0.87 0.15 1.21 0.72 1.05 0.83 0.02 1.16 0.71 0.96 1.37 0.00 1.09 1.25 1.49 1.10 0.02 1.09 1.02 1.20 0.84 0.05 1.19 0.70 1.00 0.92 0.04 1.08 0.85 1.00 1.24 0.00 1.08 1.15 1.35 0.97 0.58 1.12 0.86 1.09 0.88 0.10 1.16 0.76 1.03 1.16 0.00 1.09 1.06 1.27 0.55 0.00

Glyceraldehyde-3-phosphate dehydrogenase (GAPDH) (EC 1.2.1.12) (Peptidyl-cysteine S-nitrosylase GAPDH) (EC 2.6.99.-)P04406 sp|P04406|G3P_HUMAN 3 3 105 1 1 1 29.46 29.86 33.07 33.44 32.5 32.81 65.9699976 65.9699976 61.1899972 44.780001 32 31 28 32 31 28 23 31 1.00 0.99 1.29 0.78 1.29 0.78 0.01 1.19 0.65 0.93 1.04 0.74 1.27 0.82 1.32 0.65 0.00 1.28 0.51 0.83 1.18 0.14 1.26 0.94 1.48 1.03 0.73 1.17 0.87 1.20 1.17 0.03 1.15 1.02 1.35 0.86 0.12 1.23 0.69 1.05 0.96 0.56 1.18 0.81 1.13 1.29 0.06 1.30 0.99 1.68 0.76 0.00 1.14 0.66 0.87 1.23 0.02 1.19 1.04 1.46 0.89 0.25 1.26 0.70 1.11 1.04 0.86 1.60 0.65 1.66 1.13 0.11 1.16 0.97 1.31 0.84 0.01

Mucin-5AC (MUC-5AC) (Gastric mucin) (Lewis B blood group antigen) (LeB) (Major airway glycoprotein) (Mucin-5 subtype AC, tracheobronchial) (Tracheobronchial mucin) (TBM) (Fragments)P98088 sp|P98088|MUC5A_HUMAN3 3 105 1 1 1 41.12 49.13 7.94 12.8 35.25 42.28 11.9900003 8.64799991 3.61800008 11.9900003 31 28 7 31 41 29 5 41 0.68 0.01 1.34 0.51 0.91 1.03 0.86 1.49 0.69 1.54 1.39 0.00 1.14 1.22 1.58 0.56 0.00 1.28 0.44 0.72 2.25 0.00 1.15 1.95 2.59 0.72 0.00 1.19 0.61 0.86 0.96 0.44 1.13 0.85 1.08 0.70 0.08 1.55 0.45 1.09 0.54 0.00 1.27 0.42 0.68 0.86 0.24 1.38 0.62 1.19 0.61 0.01 1.28 0.47 0.78 0.70 0.07 1.52 0.46 1.07 0.77 0.44 2.51 0.31 1.94 0.71 0.22 2.02 0.35 1.43 1.10 0.14 1.14 0.97 1.25 1.10 0.02

Annexin A4 (35-beta calcimedin) (Annexin IV) (Annexin-4) (Carbohydrate-binding protein p33/p41) (Chromobindin-4) (Endonexin I) (Lipocortin IV) (P32.5) (PP4-X) (Placental anticoagulant protein II) (PAP-II) (Protein II)P09525 sp|P09525|ANXA4_HUMAN3 3 105 1 1 1 27.46 30.22 37.45 38.47 38.57 39.95 63.9500022 51.7199993 63.9500022 59.2499971 30 29 27 30 58 23 26 58 1.33 0.03 1.29 1.03 1.72 1.65 0.00 1.20 1.38 1.99 1.13 0.23 1.24 0.91 1.41 1.11 0.31 1.23 0.90 1.35 1.05 0.24 1.09 0.96 1.15 0.77 0.01 1.20 0.64 0.92 1.08 0.08 1.09 0.99 1.18 1.35 0.00 1.09 1.24 1.46 0.79 0.00 1.10 0.72 0.87 0.80 0.07 1.28 0.62 1.02 1.28 0.00 1.09 1.18 1.39 1.13 0.02 1.10 1.03 1.23 0.99 0.84 1.12 0.89 1.10 0.86 0.10 1.21 0.71 1.03 1.15 0.00 1.08 1.06 1.24 1.02 0.78

Alpha-1-antichymotrypsin (ACT) (Cell growth-inhibiting gene 24/25 protein) (Serpin A3) [Cleaved into: Alpha-1-antichymotrypsin His-Pro-less]P01011 sp|P01011|AACT_HUMAN 3 3 105 1 1 1 29.7 32.27 23.98 26.1 30.79 33.47 47.7499992 43.9700007 45.8600014 47.7499992 30 26 23 30 51 27 25 51 0.68 0.01 1.28 0.53 0.86 0.41 0.00 1.26 0.33 0.52 1.65 0.00 1.20 1.37 1.99 2.20 0.00 1.19 1.85 2.62 0.75 0.00 1.12 0.67 0.83 1.46 0.00 1.14 1.28 1.66 1.51 0.00 1.19 1.27 1.80 0.44 0.00 1.36 0.32 0.59 0.35 0.00 1.43 0.24 0.49 2.33 0.00 1.15 2.02 2.68 0.78 0.00 1.17 0.67 0.91 0.83 0.00 1.12 0.74 0.93 1.13 0.28 1.27 0.89 1.44 2.37 0.00 1.14 2.07 2.71 0.65 0.00 1.14 0.57 0.74 0.75 0.00

Phosphoglycerate kinase 1 (EC 2.7.2.3) (Cell migration-inducing gene 10 protein) (Primer recognition protein 2) (PRP 2)P00558 sp|P00558|PGK1_HUMAN 3 3 105 1 1 1 41.05 42.83 35.6 36.47 37.18 39.27 55.400002 55.400002 46.7599988 43.4100002 30 30 23 26 46 35 28 46 1.72 0.00 1.23 1.39 2.12 0.44 0.00 1.27 0.35 0.56 1.23 0.00 1.08 1.14 1.33 1.20 0.00 1.10 1.10 1.31 1.65 0.00 1.12 1.48 1.85 1.10 0.11 1.13 0.98 1.24 1.27 0.00 1.10 1.15 1.41 1.17 0.00 1.08 1.08 1.27 0.45 0.00 1.18 0.38 0.54 0.86 0.16 1.25 0.69 1.07 1.27 0.00 1.08 1.17 1.38 1.23 0.00 1.12 1.09 1.37 1.07 0.21 1.11 0.96 1.19 0.94 0.44 1.18 0.80 1.11 0.59 0.00 1.10 0.53 0.65 1.07 0.20

Alkaline phosphatase, tissue-nonspecific isozyme (AP-TNAP) (TNSALP) (EC 3.1.3.1) (Alkaline phosphatase liver/bone/kidney isozyme)P05186 sp|P05186|PPBT_HUMAN 3 3 105 1 1 1 33.53 33.66 21 22.24 24.44 24.82 41.4099991 41.4099991 30.9199989 35.1099998 30 30 20 25 36 24 19 36 1.55 0.00 1.26 1.22 1.95 1.21 0.00 1.13 1.08 1.37 1.15 0.02 1.12 1.02 1.29 1.26 0.00 1.11 1.14 1.39 1.40 0.00 1.21 1.16 1.69 1.01 0.80 1.13 0.90 1.15 1.31 0.00 1.10 1.19 1.44 0.63 0.00 1.21 0.52 0.76 0.77 0.00 1.14 0.67 0.87 0.61 0.03 1.56 0.39 0.94 1.13 0.06 1.14 0.99 1.29 1.08 0.21 1.14 0.95 1.23 0.96 0.65 1.20 0.81 1.15 0.63 0.05 1.57 0.40 0.99 1.55 0.00 1.12 1.38 1.73 0.78 0.00

Inter-alpha-trypsin inhibitor heavy chain H2 (ITI heavy chain H2) (ITI-HC2) (Inter-alpha-inhibitor heavy chain 2) (Inter-alpha-trypsin inhibitor complex component II) (Serum-derived hyaluronan-associated protein) (SHAP)P19823 sp|P19823|ITIH2_HUMAN 3 3 105 1 1 1 39.17 40.46 25.84 26.7 37.94 40.49 23.15 23.15 21.2500006 23.0399996 30 26 17 30 35 35 19 29 0.48 0.00 1.34 0.36 0.65 0.43 0.00 1.34 0.32 0.57 1.40 0.00 1.15 1.22 1.61 1.87 0.00 1.12 1.68 2.09 0.78 0.00 1.17 0.67 0.90 1.39 0.00 1.11 1.25 1.54 1.92 0.00 1.13 1.70 2.18 0.55 0.00 1.43 0.39 0.79 0.43 0.00 1.25 0.35 0.54 2.24 0.00 1.13 1.98 2.53 0.73 0.00 1.11 0.66 0.80 0.68 0.00 1.10 0.61 0.75 1.18 0.00 1.09 1.08 1.29 1.67 0.00 1.13 1.48 1.89 0.51 0.00 1.17 0.43 0.59 0.80 0.00

Prominin-1 (Antigen AC133) (Prominin-like protein 1) (CD antigen CD133)O43490 sp|O43490|PROM1_HUMAN3 3 105 1 1 1 30.73 31.35 22.18 22.92 34.59 35.93 25.7800013 22.2000003 18.2699993 25.7800013 29 25 16 29 48 33 23 48 0.97 0.58 1.13 0.86 1.09 1.11 0.04 1.11 1.00 1.23 0.85 0.03 1.16 0.73 0.98 0.59 0.00 1.32 0.44 0.78 1.45 0.00 1.20 1.20 1.74 0.84 0.04 1.17 0.72 0.99 0.91 0.06 1.10 0.82 1.00 0.99 0.84 1.15 0.86 1.13 0.95 0.30 1.12 0.85 1.06 0.65 0.01 1.38 0.48 0.90 0.95 0.20 1.09 0.87 1.03 1.22 0.01 1.14 1.07 1.39 0.93 0.21 1.13 0.82 1.05 0.77 0.00 1.15 0.67 0.89 1.20 0.00 1.10 1.09 1.31 0.64 0.00

Ig kappa chain V-III region VG (Fragment)P04433 sp|P04433|KV309_HUMAN 3 3 105 1 1 1 12.41 20.44 13.02 25.08 8.71 18.45 73.9099979 65.2199984 66.0899997 73.9099979 29 29 28 27 11 11 6 10 0.59 0.13 3.87 0.15 2.28 0.79 0.27 3.89 0.20 3.06 1.24 0.44 9.08 0.14 11.23 1.18 0.37 3.90 0.30 4.59 0.72 0.20 3.88 0.19 2.80 1.89 0.11 3.91 0.48 7.39 1.07 0.72 6.64 0.16 7.12 1.32 0.23 3.77 0.35 4.97 0.47 0.09 3.83 0.12 1.79 1.97 0.10 3.83 0.52 7.54 0.50 0.27 52.50 0.01 26.06 0.68 0.17 3.80 0.18 2.57 1.72 0.12 3.83 0.45 6.59 2.36 0.16 15.23 0.16 35.99 0.67 0.19 4.63 0.14 3.10 1.08 0.63

Annexin A5 (Anchorin CII) (Annexin V) (Annexin-5) (Calphobindin I) (CBP-I) (Endonexin II) (Lipocortin V) (Placental anticoagulant protein 4) (PP4) (Placental anticoagulant protein I) (PAP-I) (Thromboplastin inhibitor) (Vascular anticoagulant-alpha) (VAC-alpha)P08758 sp|P08758|ANXA5_HUMAN3 3 105 1 1 1 34.82 35.94 33.59 36.9 31.86 35.61 61.2500012 61.2500012 60.619998 60.9399974 28 23 24 28 58 39 42 58 1.91 0.00 1.21 1.58 2.32 1.31 0.00 1.10 1.19 1.44 0.95 0.42 1.15 0.82 1.09 1.22 0.00 1.12 1.10 1.37 1.31 0.00 1.10 1.19 1.43 1.00 0.93 1.12 0.90 1.13 1.00 0.97 1.10 0.91 1.10 1.34 0.00 1.11 1.21 1.48 1.04 0.48 1.13 0.92 1.18 0.70 0.00 1.21 0.58 0.85 1.31 0.00 1.09 1.20 1.43 1.20 0.00 1.09 1.10 1.31 0.93 0.29 1.16 0.80 1.08 0.88 0.04 1.14 0.77 1.00 1.12 0.02 1.10 1.02 1.23 1.01 0.86

Heat shock 70 kDa protein 1A/1B (Heat shock 70 kDa protein 1/2) (HSP70-1/HSP70-2) (HSP70.1/HSP70.2)P08107 sp|P08107|HSP71_HUMAN 3 3 105 1 1 1 23.44 34.39 37.9 38.86 27.1 41.7 44.1500008 29.0199995 37.2900009 44.1500008 28 27 27 28 42 24 24 42 1.57 0.00 1.21 1.30 1.89 1.12 0.13 1.17 0.96 1.31 0.92 0.27 1.16 0.80 1.07 0.96 0.46 1.14 0.84 1.09 1.21 0.01 1.15 1.05 1.39 0.82 0.01 1.14 0.72 0.94 0.94 0.12 1.09 0.86 1.02 1.35 0.23 1.67 0.81 2.25 0.96 0.88 1.74 0.55 1.67 0.66 0.00 1.28 0.52 0.85 1.07 0.80 1.71 0.62 1.82 1.02 0.93 1.67 0.61 1.71 0.89 0.58 1.60 0.55 1.42 0.73 0.09 1.46 0.50 1.06 1.14 0.12 1.19 0.96 1.35 1.20 0.14

Macrophage mannose receptor 1 (MMR) (C-type lectin domain family 13 member D) (C-type lectin domain family 13 member D-like) (Macrophage mannose receptor 1-like protein 1) (CD antigen CD206)P22897 sp|P22897|MRC1_HUMAN 3 3 105 1 1 1 52.07 52.89 31.67 32.49 13.96 15.03 22.0500007 22.0500007 13.1200001 6.31899983 28 28 17 9 41 41 20 15 1.20 0.01 1.13 1.05 1.36 1.54 0.00 1.10 1.41 1.69 1.07 0.17 1.10 0.97 1.17 1.47 0.00 1.09 1.35 1.60 1.25 0.00 1.07 1.18 1.34 1.02 0.61 1.09 0.94 1.12 0.75 0.00 1.09 0.69 0.82 0.89 0.02 1.10 0.81 0.98 1.02 0.76 1.12 0.91 1.14 0.84 0.02 1.15 0.73 0.97 1.32 0.00 1.12 1.18 1.47 0.70 0.00 1.09 0.64 0.77 0.97 0.78 1.26 0.77 1.22 0.78 0.05 1.28 0.61 1.00 0.97 0.54 1.12 0.86 1.09 0.83 0.01

Periostin (PN) (Osteoblast-specific factor 2) (OSF-2)Q15063 sp|Q15063|POSTN_HUMAN3 3 105 1 1 1 22.63 24.8 21.48 24.35 35.61 38.13 32.5399995 22.4900007 25 32.5399995 28 18 16 28 41 16 18 41 0.25 0.00 1.93 0.13 0.49 0.35 0.07 3.21 0.11 1.12 1.46 0.00 1.18 1.24 1.73 0.73 0.02 1.29 0.56 0.94 0.41 0.00 1.41 0.29 0.58 1.88 0.00 1.20 1.57 2.25 1.41 0.00 1.16 1.21 1.63 0.44 0.00 1.60 0.27 0.70 0.26 0.00 1.53 0.17 0.41 1.08 0.50 1.28 0.85 1.38 0.75 0.00 1.13 0.67 0.85 0.92 0.14 1.12 0.82 1.03 1.98 0.00 1.13 1.75 2.24 2.70 0.00 1.20 2.24 3.26 0.46 0.00 1.23 0.38 0.57 1.77 0.00

14-3-3 protein zeta/delta (Protein kinase C inhibitor protein 1) (KCIP-1)P63104 sp|P63104|1433Z_HUMAN 3 3 105 1 1 1 21.28 27.19 26.86 27.19 19.61 24.08 62.4499977 62.4499977 54.2900026 49.7999996 28 28 26 26 32 20 21 32 1.31 0.04 1.28 1.02 1.68 0.94 0.34 1.15 0.82 1.08 0.92 0.46 1.28 0.72 1.18 0.93 0.38 1.22 0.76 1.13 1.47 0.00 1.17 1.25 1.72 0.95 0.36 1.15 0.82 1.09 0.99 0.85 1.15 0.86 1.14 1.22 0.01 1.14 1.07 1.39 0.87 0.05 1.14 0.77 1.00 0.96 0.56 1.19 0.81 1.14 1.17 0.04 1.16 1.01 1.36 1.22 0.01 1.14 1.07 1.39 1.03 0.74 1.26 0.82 1.30 1.02 0.76 1.15 0.88 1.18 0.98 0.68 1.15 0.85 1.12 1.07 0.32

Antithrombin-III (ATIII) (Serpin C1)P01008 sp|P01008|ANT3_HUMAN 3 3 105 1 1 1 39.03 40.25 20.59 21.57 29.59 31.17 46.3400006 46.3400006 27.7999997 41.1599994 27 27 18 25 49 36 13 49 0.69 0.00 1.15 0.60 0.80 0.65 0.00 1.20 0.54 0.78 1.64 0.00 1.24 1.32 2.03 2.27 0.00 1.27 1.79 2.88 0.99 0.94 1.19 0.83 1.18 1.13 0.18 1.20 0.94 1.35 1.28 0.02 1.22 1.05 1.57 0.55 0.00 1.27 0.43 0.69 0.39 0.00 1.32 0.30 0.51 1.94 0.00 1.19 1.63 2.30 1.13 0.08 1.15 0.98 1.30 1.00 0.98 1.16 0.87 1.16 1.34 0.00 1.16 1.16 1.55 2.42 0.00 1.21 2.01 2.92 0.65 0.00 1.10 0.59 0.72 0.83 0.00

Leukotriene A-4 hydrolase (LTA-4 hydrolase) (EC 3.3.2.6) (Leukotriene A(4) hydrolase)P09960 sp|P09960|LKHA4_HUMAN 3 3 105 1 1 1 45.38 46.98 28.96 30.57 39.93 41.63 43.0400014 43.0400014 31.099999 36.3299996 27 27 20 26 40 33 27 40 1.16 0.06 1.17 0.99 1.36 0.55 0.00 1.31 0.42 0.72 1.48 0.00 1.09 1.35 1.62 1.37 0.00 1.08 1.27 1.48 1.61 0.00 1.18 1.37 1.89 1.16 0.04 1.15 1.01 1.33 1.39 0.00 1.08 1.29 1.51 0.99 0.84 1.10 0.90 1.09 0.59 0.00 1.10 0.53 0.65 1.22 0.02 1.18 1.04 1.44 1.03 0.51 1.10 0.94 1.13 0.95 0.27 1.10 0.87 1.05 1.24 0.00 1.12 1.11 1.39 1.13 0.13 1.17 0.96 1.32 0.52 0.00 1.18 0.44 0.61 1.44 0.00

Cytoplasmic FMR1-interacting protein 1 (Specifically Rac1-associated protein 1) (Sra-1) (p140sra-1)Q7L576 sp|Q7L576|CYFP1_HUMAN 3 3 105 1 1 1 40.32 43.31 40.8 42.82 30.88 34.51 20.3500003 20.3500003 18.9099997 16.3599998 27 27 22 20 36 16 15 36 0.93 0.38 1.20 0.77 1.12 1.22 0.15 1.33 0.92 1.62 1.11 0.18 1.17 0.95 1.29 1.12 0.04 1.11 1.01 1.25 0.94 0.21 1.10 0.86 1.04 1.01 0.82 1.14 0.89 1.16 1.27 0.00 1.11 1.15 1.41 1.12 0.09 1.15 0.98 1.29 1.02 0.77 1.17 0.87 1.19 1.16 0.04 1.15 1.01 1.33 1.13 0.03 1.12 1.02 1.27 1.11 0.14 1.15 0.96 1.27 1.15 0.01 1.11 1.04 1.28 1.10 0.26 1.20 0.92 1.33 1.01 0.86 1.08 0.93 1.09 1.11 0.09

Complement C2 (EC 3.4.21.43) (C3/C5 convertase) [Cleaved into: Complement C2b fragment; Complement C2a fragment]P06681 sp|P06681|CO2_HUMAN 3 3 105 1 1 1 46.64 48.55 38.05 41.21 27.69 29.92 33.1099987 33.1099987 27.5299996 21.5399995 27 27 25 16 35 28 25 35 1.07 0.47 1.23 0.87 1.32 1.00 0.94 1.12 0.89 1.12 1.18 0.02 1.15 1.03 1.36 1.22 0.00 1.13 1.08 1.38 1.74 0.00 1.12 1.55 1.94 1.37 0.00 1.10 1.24 1.51 0.74 0.00 1.14 0.65 0.84 1.17 0.01 1.13 1.04 1.32 0.74 0.01 1.25 0.59 0.93 0.96 0.66 1.21 0.79 1.16 1.62 0.00 1.27 1.27 2.06 0.80 0.00 1.15 0.70 0.92 0.96 0.40 1.10 0.87 1.06 1.52 0.00 1.20 1.26 1.83 0.62 0.00 1.19 0.52 0.74 1.07 0.21

Ferritin heavy chain (Ferritin H subunit) (EC 1.16.3.1) (Cell proliferation-inducing gene 15 protein) [Cleaved into: Ferritin heavy chain, N-terminally processed]P02794 sp|P02794|FRIH_HUMAN 3 3 105 1 1 1 10.57 10.7 14.62 14.69 12.71 13.03 54.6400011 40.9799993 54.6400011 48.6299992 27 27 27 27 21 12 17 21 0.53 0.00 1.32 0.40 0.70 0.67 0.01 1.30 0.51 0.87 0.86 0.59 2.00 0.43 1.72 0.81 0.29 1.62 0.50 1.31 1.03 0.79 1.31 0.79 1.34 0.71 0.27 2.09 0.34 1.48 1.18 0.27 1.42 0.83 1.68 0.86 0.08 1.20 0.71 1.02 1.69 0.00 1.27 1.32 2.15 1.30 0.00 1.15 1.13 1.50 0.56 0.00 1.16 0.49 0.65 1.27 0.01 1.16 1.10 1.47 0.84 0.27 1.44 0.58 1.20 0.66 0.10 1.66 0.40 1.11 0.66 0.00 1.21 0.55 0.80 3.21 0.00

Annexin A1 (Annexin I) (Annexin-1) (Calpactin II) (Calpactin-2) (Chromobindin-9) (Lipocortin I) (Phospholipase A2 inhibitory protein) (p35)P04083 sp|P04083|ANXA1_HUMAN3 3 105 1 1 1 30.22 32.22 28.42 30.99 29.75 32.27 55.4899991 55.4899991 54.9099982 53.7599981 26 23 20 26 66 39 31 66 1.39 0.00 1.12 1.24 1.55 1.00 1.00 1.13 0.88 1.13 1.00 0.99 1.13 0.89 1.13 0.88 0.08 1.15 0.77 1.02 1.42 0.00 1.12 1.27 1.59 0.96 0.37 1.09 0.88 1.05 1.25 0.00 1.10 1.13 1.38 1.02 0.67 1.10 0.93 1.12 1.01 0.95 1.19 0.85 1.19 0.81 0.01 1.17 0.69 0.94 1.10 0.06 1.10 1.00 1.21 1.28 0.00 1.11 1.15 1.42 0.98 0.68 1.10 0.89 1.08 0.86 0.20 1.28 0.67 1.10 1.43 0.00 1.10 1.31 1.57 0.96 0.24

Alpha-enolase (EC 4.2.1.11) (2-phospho-D-glycerate hydro-lyase) (C-myc promoter-binding protein) (Enolase 1) (MBP-1) (MPB-1) (Non-neural enolase) (NNE) (Phosphopyruvate hydratase) (Plasminogen-binding protein)P06733 sp|P06733|ENOA_HUMAN 3 3 105 1 1 1 31.38 32.04 39.96 40.48 37.67 38.98 62.440002 58.9900017 62.440002 57.5999975 26 23 23 26 49 23 27 49 1.19 0.11 1.25 0.95 1.48 1.28 0.03 1.23 1.04 1.57 0.96 0.55 1.14 0.84 1.10 0.91 0.07 1.11 0.82 1.01 1.12 0.06 1.13 1.00 1.27 1.11 0.09 1.13 0.98 1.26 1.06 0.36 1.14 0.93 1.21 1.07 0.17 1.10 0.97 1.17 1.05 0.44 1.14 0.92 1.20 0.84 0.04 1.18 0.71 0.99 1.08 0.12 1.10 0.98 1.18 1.18 0.01 1.12 1.05 1.33 0.97 0.53 1.10 0.88 1.07 0.96 0.68 1.22 0.78 1.18 1.27 0.00 1.08 1.17 1.38 1.17 0.01

Voltage-dependent calcium channel subunit alpha-2/delta-2 (Voltage-gated calcium channel subunit alpha-2/delta-2) [Cleaved into: Voltage-dependent calcium channel subunit alpha-2-2; Voltage-dependent calcium channel subunit delta-2]Q9NY47 sp|Q9NY47|CA2D2_HUMAN3 3 105 1 1 1 37.76 40.02 39.13 40.23 39.65 41.22 25.8300006 20.6100002 25.8300006 24.6099994 26 26 26 24 44 25 35 44 1.78 0.00 1.16 1.54 2.06 1.69 0.00 1.14 1.49 1.92 0.89 0.22 1.21 0.74 1.08 1.29 0.00 1.10 1.17 1.43 0.93 0.16 1.10 0.85 1.03 1.00 0.95 1.17 0.86 1.18 0.77 0.00 1.11 0.69 0.85 1.49 0.00 1.17 1.27 1.74 1.02 0.77 1.15 0.89 1.18 0.89 0.16 1.19 0.75 1.05 1.03 0.62 1.15 0.90 1.19 0.86 0.02 1.14 0.75 0.98 1.21 0.01 1.15 1.05 1.39 0.90 0.36 1.27 0.71 1.14 0.98 0.85 1.19 0.82 1.17 0.76 0.00

Annexin A11 (56 kDa autoantigen) (Annexin XI) (Annexin-11) (Calcyclin-associated annexin 50) (CAP-50)P50995 sp|P50995|ANX11_HUMAN3 3 105 1 1 1 28.41 29.24 29.38 32.47 33.14 34.47 36.0399991 32.6700002 34.8500013 36.0399991 26 25 21 26 42 26 29 42 0.94 0.89 2.55 0.37 2.41 1.46 0.00 1.24 1.18 1.82 0.98 0.86 1.31 0.75 1.28 1.19 0.19 1.33 0.90 1.58 1.09 0.46 1.27 0.86 1.38 0.72 0.03 1.34 0.54 0.96 1.04 0.68 1.22 0.85 1.27 1.15 0.25 1.29 0.89 1.49 0.99 0.92 1.28 0.77 1.27 0.74 0.02 1.28 0.58 0.94 1.13 0.66 1.81 0.62 2.05 1.08 0.55 1.31 0.82 1.42 1.00 0.95 1.16 0.86 1.17 0.85 0.08 1.21 0.70 1.02 1.38 0.00 1.16 1.19 1.60 1.12 0.13

EH domain-containing protein 2 (PAST homolog 2)Q9NZN4 sp|Q9NZN4|EHD2_HUMAN 3 3 105 1 1 1 33.54 39.37 32.98 37.74 23.7 29.29 46.9599992 46.9599992 45.3000009 28.1800002 26 22 26 16 31 25 31 31 1.17 0.05 1.17 1.00 1.38 1.10 0.08 1.12 0.99 1.23 0.96 0.58 1.16 0.83 1.12 1.30 0.00 1.11 1.18 1.44 0.82 0.01 1.15 0.71 0.95 1.44 0.00 1.14 1.27 1.64 0.81 0.00 1.11 0.73 0.89 2.27 0.00 1.12 2.03 2.54 0.79 0.00 1.10 0.72 0.86 1.12 0.16 1.18 0.95 1.32 1.55 0.00 1.15 1.35 1.78 1.09 0.07 1.10 0.99 1.19 1.35 0.00 1.10 1.23 1.48 0.88 0.17 1.22 0.72 1.07 0.99 0.92 1.20 0.82 1.19 0.83 0.21

Sodium/potassium-transporting ATPase subunit alpha-1 (Na(+)/K(+) ATPase alpha-1 subunit) (EC 3.6.3.9) (Sodium pump subunit alpha-1)P05023 sp|P05023|AT1A1_HUMAN 3 3 105 1 1 1 30.27 32.29 42.11 43.36 29.28 31.39 24.8300001 17.6899999 24.8300001 18.9600006 26 19 26 17 29 24 28 29 1.12 0.32 1.25 0.89 1.40 1.26 0.01 1.17 1.08 1.47 1.09 0.37 1.21 0.90 1.31 0.87 0.09 1.19 0.73 1.03 0.71 0.00 1.16 0.61 0.82 0.89 0.13 1.17 0.76 1.04 0.96 0.44 1.11 0.87 1.07 1.19 0.01 1.12 1.06 1.33 0.94 0.17 1.10 0.85 1.03 1.05 0.58 1.19 0.88 1.25 1.03 0.36 1.08 0.96 1.11 1.54 0.00 1.12 1.37 1.72 1.02 0.83 1.17 0.87 1.19 0.83 0.25 1.38 0.60 1.15 1.13 0.08 1.15 0.98 1.29 1.23 0.02

Ig lambda chain V-I region WAHP04208 sp|P04208|LV106_HUMAN 3 3 105 1 1 1 10.37 11.03 11.33 11.95 12.29 13.52 37.6100004 37.6100004 37.6100004 37.6100004 26 21 26 24 13 8 7 13 1.32 0.62 187.38 0.01 247.39 0.79 0.27 3.78 0.21 2.99 1.12 0.60 6.96 0.16 7.76 1.40 0.19 3.83 0.37 5.36 0.65 0.15 3.80 0.17 2.48 1.90 0.18 10.12 0.19 19.23 0.83 0.32 3.78 0.22 3.13 1.70 0.03 1.48 1.15 2.52 0.56 0.08 2.07 0.27 1.17 1.54 0.06 1.62 0.95 2.48 0.95 0.63 1.49 0.64 1.41 0.60 0.03 1.49 0.40 0.90 2.15 0.04 2.03 1.06 4.35 2.05 0.07 2.39 0.86 4.90 0.88 0.37 1.58 0.56 1.40 0.99 0.96

Alpha-actinin-1 (Alpha-actinin cytoskeletal isoform) (F-actin cross-linking protein) (Non-muscle alpha-actinin-1)P12814 sp|P12814|ACTN1_HUMAN3 3 105 1 1 1 15.11 46.3 10.34 38.24 8.91 28.47 30.0399989 30.0399989 25.5600005 19.9599996 26 26 24 17 13 12 5 13 0.89 0.08 1.15 0.77 1.02 0.89 0.05 1.12 0.80 1.00 1.01 0.94 1.30 0.78 1.31 0.97 0.85 1.41 0.69 1.37 1.00 0.97 1.16 0.86 1.16 1.15 0.15 1.22 0.94 1.41 0.91 0.38 1.26 0.72 1.15 0.97 0.73 1.21 0.80 1.18 1.47 0.02 1.33 1.10 1.95 0.97 0.77 1.27 0.77 1.23 0.94 0.40 1.21 0.77 1.14 0.96 0.54 1.21 0.79 1.16 0.89 0.52 1.60 0.56 1.42 0.93 0.58 1.37 0.68 1.28 1.10 0.24 1.19 0.92 1.30 0.88 0.13

Ferritin light chain (Ferritin L subunit)P02792 sp|P02792|FRIL_HUMAN 3 3 105 1 1 1 23.89 24.02 15.15 15.37 17.86 18.36 57.7099979 57.7099979 53.1400025 50.8599997 25 20 22 25 45 19 23 45 0.36 0.00 1.33 0.27 0.47 0.67 0.00 1.13 0.60 0.76 0.79 0.07 1.29 0.61 1.02 1.04 0.65 1.20 0.87 1.24 1.22 0.01 1.13 1.08 1.38 0.66 0.00 1.21 0.55 0.80 1.09 0.16 1.13 0.96 1.23 0.58 0.01 1.45 0.40 0.83 2.35 0.00 1.23 1.91 2.90 1.24 0.34 1.64 0.76 2.03 0.48 0.00 1.49 0.32 0.71 0.72 0.02 1.30 0.56 0.94 0.56 0.01 1.54 0.36 0.86 0.64 0.10 1.74 0.37 1.12 0.59 0.00 1.17 0.50 0.69 2.85 0.00

DNA-dependent protein kinase catalytic subunit (DNA-PK catalytic subunit) (DNA-PKcs) (EC 2.7.11.1) (DNPK1) (p460)P78527 sp|P78527|PRKDC_HUMAN3 3 105 1 1 1 39.5 46.17 46.97 51.68 41.18 44.53 6.92799985 5.88699989 6.92799985 6.90400004 25 19 25 24 43 23 27 43 0.68 0.00 1.14 0.59 0.78 1.53 0.00 1.08 1.42 1.65 0.83 0.00 1.11 0.75 0.92 0.79 0.00 1.11 0.72 0.88 0.73 0.00 1.09 0.67 0.80 0.80 0.00 1.15 0.70 0.92 1.01 0.73 1.09 0.93 1.10 0.88 0.01 1.09 0.81 0.96 1.21 0.00 1.10 1.10 1.33 1.03 0.72 1.16 0.88 1.20 1.08 0.09 1.10 0.99 1.19 1.41 0.00 1.09 1.30 1.54 0.87 0.04 1.13 0.77 0.99 0.87 0.51 1.52 0.58 1.33 1.41 0.00 1.15 1.23 1.61 1.17 0.27

Transketolase (TK) (EC 2.2.1.1)P29401 sp|P29401|TKT_HUMAN 3 3 105 1 1 1 28.8 30.56 22.45 23.95 34.26 35.83 38.1999999 31.2999994 30.6600004 38.1999999 25 17 17 25 40 24 21 40 1.32 0.00 1.19 1.11 1.56 1.06 0.37 1.13 0.93 1.20 0.90 0.29 1.22 0.74 1.10 0.82 0.01 1.16 0.71 0.95 1.17 0.01 1.12 1.04 1.31 0.92 0.27 1.16 0.80 1.07 0.80 0.01 1.16 0.69 0.93 1.04 0.35 1.10 0.95 1.14 1.43 0.00 1.15 1.25 1.64 0.80 0.11 1.32 0.61 1.06 0.93 0.09 1.10 0.84 1.01 1.00 0.93 1.10 0.91 1.09 0.88 0.21 1.24 0.71 1.09 0.75 0.02 1.27 0.59 0.95 1.28 0.00 1.11 1.16 1.42 1.09 0.26

Arachidonate 15-lipoxygenase (15-LOX) (15-LOX-1) (EC 1.13.11.33) (12/15-lipoxygenase) (Arachidonate 12-lipoxygenase, leukocyte-type) (12-LOX) (EC 1.13.11.31) (Arachidonate omega-6 lipoxygenase)P16050 sp|P16050|LOX15_HUMAN 3 3 105 1 1 1 39.42 40.67 36.84 38.14 36.87 38.72 39.7300005 39.7300005 37.9200012 33.5299999 25 24 22 25 37 30 28 37 1.10 0.14 1.14 0.96 1.25 0.93 0.14 1.10 0.84 1.03 1.20 0.01 1.15 1.04 1.37 1.01 0.76 1.10 0.92 1.12 1.35 0.00 1.15 1.18 1.55 0.60 0.00 1.28 0.47 0.77 1.42 0.00 1.15 1.23 1.63 0.70 0.00 1.15 0.61 0.81 1.10 0.15 1.14 0.96 1.26 1.44 0.00 1.13 1.28 1.63 1.05 0.24 1.09 0.96 1.15 1.16 0.00 1.09 1.06 1.26 0.79 0.00 1.16 0.68 0.91 0.54 0.00 1.31 0.41 0.71 1.31 0.00 1.17 1.12 1.53 1.12 0.03

Catalase (EC 1.11.1.6)P04040 sp|P04040|CATA_HUMAN 3 3 105 1 1 1 26.64 27.58 26.35 26.7 37.17 38.19 42.8799987 35.1000011 28.6500007 42.8799987 25 22 17 25 36 23 20 36 0.71 0.00 1.17 0.60 0.83 1.59 0.00 1.09 1.46 1.74 0.84 0.01 1.12 0.75 0.94 0.95 0.23 1.09 0.87 1.04 1.18 0.00 1.09 1.08 1.29 0.96 0.37 1.09 0.88 1.05 0.84 0.00 1.09 0.77 0.92 0.82 0.16 1.33 0.62 1.09 1.34 0.00 1.17 1.15 1.57 0.78 0.07 1.32 0.59 1.02 0.85 0.02 1.13 0.75 0.96 0.81 0.00 1.12 0.72 0.90 0.75 0.01 1.23 0.61 0.92 0.62 0.02 1.49 0.42 0.92 0.95 0.23 1.09 0.87 1.04 1.38 0.00

Serpin B3 (Protein T4-A) (Squamous cell carcinoma antigen 1) (SCCA-1)P29508 sp|P29508|SPB3_HUMAN 3 3 105 1 1 1 22.85 25.34 33.76 34.21 25.77 28.71 49.2300004 36.6699994 49.2300004 39.7399992 25 22 25 21 31 25 31 9 1.68 0.00 1.16 1.45 1.94 1.32 0.00 1.17 1.13 1.54 0.86 0.26 1.33 0.64 1.14 0.53 0.00 1.41 0.38 0.74 0.60 0.00 1.21 0.50 0.72 0.93 0.52 1.26 0.74 1.18 0.83 0.06 1.22 0.68 1.01 1.17 0.02 1.14 1.03 1.34 1.37 0.00 1.16 1.17 1.59 0.62 0.02 1.51 0.41 0.93 1.22 0.00 1.10 1.11 1.34 2.10 0.00 1.16 1.82 2.43 0.92 0.40 1.24 0.74 1.14 0.73 0.13 1.53 0.47 1.11 1.02 0.81 1.26 0.81 1.28 0.84 0.09

Sodium-dependent phosphate transport protein 2B (Sodium-phosphate transport protein 2B) (Na(+)-dependent phosphate cotransporter 2B) (NaPi3b) (Sodium/phosphate cotransporter 2B) (Na(+)/Pi cotransporter 2B) (NaPi-2b) (Solute carrier family 34 member 2)O95436 sp|O95436|NPT2B_HUMAN3 3 105 1 1 1 26.2 27.24 24.62 24.87 16.75 17.36 20.1399997 18.2600007 18.4100002 20.1399997 25 25 22 17 25 13 19 25 1.21 0.11 1.27 0.95 1.54 1.70 0.00 1.25 1.36 2.13 0.87 0.17 1.24 0.70 1.07 1.18 0.08 1.21 0.97 1.42 1.38 0.04 1.36 1.02 1.88 0.99 0.95 1.26 0.79 1.25 1.54 0.00 1.24 1.25 1.91 1.04 0.87 1.71 0.61 1.77 1.08 0.64 1.44 0.75 1.55 0.59 0.09 1.88 0.31 1.12 1.00 0.98 1.18 0.85 1.18 1.34 0.02 1.27 1.05 1.70 1.18 0.05 1.18 1.00 1.39 0.79 0.22 1.54 0.51 1.21 1.06 0.59 1.27 0.83 1.34 0.76 0.07

6-phosphogluconate dehydrogenase, decarboxylating (EC 1.1.1.44)P52209 sp|P52209|6PGD_HUMAN 3 3 105 1 1 1 32.59 33.39 28.55 29.12 27.47 28.73 42.0300007 42.0300007 36.8499994 34.1600001 24 24 15 18 45 28 30 45 1.03 0.58 1.11 0.93 1.14 0.57 0.00 1.16 0.49 0.67 1.20 0.00 1.10 1.09 1.33 0.97 0.51 1.11 0.88 1.07 1.33 0.00 1.13 1.18 1.50 1.12 0.01 1.09 1.03 1.22 1.12 0.07 1.13 0.99 1.26 0.93 0.20 1.12 0.83 1.05 0.84 0.00 1.10 0.77 0.92 1.08 0.31 1.16 0.93 1.25 0.97 0.47 1.09 0.89 1.06 1.17 0.01 1.11 1.06 1.30 0.90 0.36 1.26 0.71 1.14 0.94 0.57 1.27 0.74 1.19 0.75 0.00 1.10 0.68 0.82 1.46 0.00

Complement decay-accelerating factor (CD antigen CD55)P08174 sp|P08174|DAF_HUMAN 3 3 105 1 1 1 26.96 27.37 28.31 28.48 28.63 29.15 44.8799998 40.4199988 44.8799998 32.0199996 24 24 24 23 43 34 23 43 1.54 0.00 1.26 1.22 1.95 1.76 0.00 1.20 1.47 2.11 0.63 0.03 1.51 0.41 0.95 1.13 0.43 1.38 0.82 1.55 0.49 0.00 1.18 0.42 0.58 1.11 0.41 1.32 0.84 1.46 0.60 0.00 1.23 0.49 0.73 2.13 0.00 1.28 1.67 2.73 1.35 0.02 1.27 1.06 1.71 0.76 0.13 1.44 0.53 1.10 1.08 0.22 1.14 0.95 1.23 0.85 0.10 1.23 0.69 1.04 1.02 0.77 1.15 0.89 1.17 0.85 0.21 1.32 0.65 1.12 1.02 0.71 1.12 0.91 1.14 0.50 0.00

Mucin-1 (MUC-1) (Breast carcinoma-associated antigen DF3) (Cancer antigen 15-3) (CA 15-3) (Carcinoma-associated mucin) (Episialin) (H23AG) (Krebs von den Lungen-6) (KL-6) (PEMT) (Peanut-reactive urinary mucin) (PUM) (Polymorphic epithelial mucin) (PEM) (Tumor-associated epithelial membrane antigen) (EMA) (Tumor-associated mucin) (CD antigen CD227) [Cleaved into: Mucin-1 subunit alpha (MUC1-NT) (MUC1-alpha); Mucin-1 subunit beta (MUC1-beta) (MUC1-CT)]P15941 sp|P15941|MUC1_HUMAN 3 3 105 1 1 1 17.82 18.01 12.02 12.07 20.46 20.58 6.93200007 6.93200007 4.78099994 6.93200007 24 22 16 24 41 28 18 41 0.87 0.13 1.21 0.72 1.06 1.47 0.01 1.31 1.12 1.93 1.08 0.47 1.29 0.84 1.40 1.41 0.01 1.22 1.16 1.71 2.06 0.00 1.36 1.52 2.80 0.93 0.41 1.23 0.76 1.14 1.29 0.03 1.24 1.05 1.60 0.52 0.01 1.43 0.36 0.74 0.74 0.01 1.20 0.62 0.89 0.45 0.01 1.61 0.28 0.72 1.18 0.06 1.20 0.99 1.42 1.27 0.02 1.20 1.06 1.53 1.07 0.45 1.24 0.86 1.32 0.53 0.01 1.39 0.38 0.73 1.01 0.82 1.14 0.89 1.16 1.00 1.00

Heparin cofactor 2 (Heparin cofactor II) (HC-II) (Protease inhibitor leuserpin-2) (HLS2) (Serpin D1)P05546 sp|P05546|HEP2_HUMAN 3 3 105 1 1 1 34.04 35.49 23.12 24.36 22.49 23.67 42.4800009 42.4800009 28.0600011 22.2399995 24 24 18 15 36 21 19 36 0.87 0.01 1.10 0.79 0.96 0.29 0.00 1.55 0.19 0.45 1.55 0.30 2.42 0.64 3.76 2.57 0.02 2.21 1.16 5.68 0.91 0.82 2.37 0.39 2.16 1.34 0.48 2.38 0.56 3.19 1.81 0.12 2.16 0.84 3.90 0.51 0.00 1.26 0.41 0.65 0.39 0.00 1.23 0.32 0.49 2.74 0.00 1.18 2.33 3.23 1.03 0.45 1.10 0.94 1.14 0.70 0.00 1.10 0.64 0.78 1.24 0.00 1.10 1.13 1.37 2.16 0.00 1.11 1.94 2.40 0.41 0.00 1.23 0.33 0.50 0.60 0.00

Sulfhydryl oxidase 1 (hQSOX) (EC 1.8.3.2) (Quiescin Q6)O00391 sp|O00391|QSOX1_HUMAN3 3 105 1 1 1 28.96 30.8 36.25 37.39 26.45 28.2 30.6600004 25.2999991 30.6600004 24.0999997 24 20 24 17 28 17 28 20 1.91 0.00 1.24 1.54 2.37 0.59 0.00 1.18 0.50 0.70 1.00 0.98 1.28 0.78 1.28 1.15 0.09 1.19 0.97 1.37 0.75 0.00 1.20 0.62 0.90 0.80 0.09 1.31 0.61 1.04 0.75 0.00 1.17 0.64 0.88 1.42 0.00 1.14 1.25 1.62 1.17 0.07 1.19 0.98 1.40 1.25 0.00 1.15 1.09 1.43 1.53 0.00 1.20 1.27 1.84 0.56 0.00 1.15 0.49 0.65 1.10 0.13 1.13 0.97 1.25 0.91 0.32 1.21 0.76 1.10 0.71 0.00 1.15 0.61 0.81 0.53 0.00

Guanine nucleotide-binding protein G(i) subunit alpha-2 (Adenylate cyclase-inhibiting G alpha protein)P04899 sp|P04899|GNAI2_HUMAN 3 3 105 1 1 1 33.24 34 26.49 27.18 23.69 24.5 56.0599983 56.0599983 49.5799989 46.2000012 24 24 16 20 23 21 17 23 0.98 0.76 1.20 0.81 1.17 1.15 0.04 1.14 1.01 1.32 1.11 0.08 1.13 0.98 1.26 1.38 0.01 1.26 1.10 1.73 1.04 0.46 1.13 0.92 1.18 0.94 0.38 1.15 0.82 1.09 1.32 0.00 1.13 1.17 1.49 1.14 0.09 1.17 0.97 1.33 0.92 0.24 1.17 0.79 1.08 1.23 0.02 1.17 1.06 1.44 1.10 0.19 1.17 0.94 1.28 1.17 0.08 1.20 0.97 1.41 1.18 0.04 1.17 1.01 1.38 1.15 0.07 1.17 0.99 1.34 1.01 0.89 1.21 0.83 1.22 1.00 0.98

Myoferlin (Fer-1-like protein 3)Q9NZM1 sp|Q9NZM1|MYOF_HUMAN3 3 105 1 1 1 46.03 48.26 25.84 30.15 27.38 31.58 14.17 14.17 8.00599977 7.56900013 24 24 14 14 20 20 17 16 1.53 0.00 1.14 1.34 1.74 1.26 0.00 1.13 1.11 1.42 1.02 0.76 1.16 0.88 1.19 1.02 0.78 1.13 0.90 1.14 0.93 0.17 1.11 0.84 1.03 0.98 0.76 1.17 0.84 1.14 0.77 0.00 1.14 0.67 0.88 1.63 0.00 1.23 1.32 2.01 1.15 0.00 1.09 1.05 1.25 1.03 0.73 1.22 0.85 1.26 0.95 0.31 1.12 0.84 1.06 1.01 0.80 1.12 0.91 1.13 0.99 0.85 1.15 0.86 1.13 1.03 0.82 1.30 0.79 1.34 1.07 0.47 1.23 0.87 1.32 0.83 0.02

Filamin-B (FLN-B) (ABP-278) (ABP-280 homolog) (Actin-binding-like protein) (Beta-filamin) (Filamin homolog 1) (Fh1) (Filamin-3) (Thyroid autoantigen) (Truncated actin-binding protein) (Truncated ABP)O75369 sp|O75369|FLNB_HUMAN 3 3 105 1 1 1 26.84 41.91 13.59 25.33 17.45 25.65 9.57000032 9.57000032 6.57199994 5.6880001 24 24 15 18 19 19 5 13 1.46 0.00 1.18 1.24 1.73 0.90 0.02 1.09 0.83 0.98 1.22 0.00 1.09 1.12 1.33 0.95 0.24 1.09 0.88 1.04 0.97 0.61 1.12 0.86 1.09 0.98 0.83 1.17 0.84 1.15 1.14 0.00 1.09 1.05 1.25 0.86 0.08 1.20 0.72 1.03 1.05 0.49 1.20 0.88 1.26 0.67 0.07 1.57 0.43 1.06 1.20 0.05 1.20 1.00 1.44 1.21 0.05 1.20 1.01 1.45 1.20 0.09 1.26 0.95 1.51 0.91 0.46 1.39 0.65 1.26 1.32 0.00 1.13 1.17 1.49 1.04 0.55

Hemoglobin subunit delta (Delta-globin) (Hemoglobin delta chain)P02042 sp|P02042|HBD_HUMAN 3 3 105 1 1 1 4 15.18 4 16.57 8 20.92 76.1900008 68.0299997 68.7099993 76.1900008 24 18 22 24 13 6 6 13 0.23 0.17 164.99 0.00 38.09 1.01 0.97 34.27 0.03 34.67 1.24 0.71 306.56 0.00 380.74 0.38 0.18 33.74 0.01 12.67 0.11 0.09 49.95 0.00 5.57 3.62 0.12 22.23 0.16 80.41 0.38 0.08 4.66 0.08 1.76 0.50 0.13 3.24 0.15 1.61 1.06 0.82 2.78 0.38 2.95 3.26 0.03 2.41 1.35 7.86 0.31 0.21 16.56 0.02 5.09 0.93 0.57 1.54 0.61 1.44 0.48 0.28 8.25 0.06 3.98 1.07 0.89 6.76 0.16 7.25 0.37 0.04 2.54 0.15 0.94 1.48 0.06

Apolipoprotein E (Apo-E)P02649 sp|P02649|APOE_HUMAN 3 3 105 1 1 1 31.01 31.34 24.53 24.98 21.8 22.55 45.4299986 45.4299986 44.7899997 41.3199991 23 23 16 21 39 23 17 39 0.65 0.00 1.21 0.54 0.79 0.41 0.00 1.32 0.31 0.54 1.03 0.69 1.18 0.87 1.22 1.23 0.00 1.09 1.12 1.34 0.86 0.06 1.17 0.73 1.01 2.00 0.00 1.11 1.80 2.22 1.68 0.00 1.15 1.46 1.93 0.40 0.00 1.35 0.30 0.55 0.89 0.04 1.11 0.80 0.99 1.62 0.00 1.20 1.36 1.94 0.57 0.00 1.16 0.49 0.66 0.75 0.00 1.11 0.67 0.84 1.39 0.00 1.14 1.22 1.58 2.07 0.00 1.18 1.74 2.45 0.91 0.46 1.31 0.70 1.19 1.14 0.02

Fructose-1,6-bisphosphatase 1 (FBPase 1) (EC 3.1.3.11) (D-fructose-1,6-bisphosphate 1-phosphohydrolase 1)P09467 sp|P09467|F16P1_HUMAN 3 3 105 1 1 1 24.07 24.38 22.73 23.07 27.67 28.04 50.5900025 48.5199988 46.450001 50.5900025 23 22 16 23 39 18 33 39 0.69 0.00 1.13 0.61 0.78 1.92 0.00 1.11 1.72 2.13 1.02 0.78 1.18 0.87 1.21 0.93 0.31 1.17 0.79 1.09 1.08 0.15 1.11 0.97 1.20 0.84 0.07 1.22 0.69 1.02 0.88 0.10 1.17 0.75 1.03 0.90 0.23 1.20 0.75 1.08 1.59 0.01 1.40 1.14 2.22 0.94 0.75 1.52 0.62 1.43 0.81 0.19 1.41 0.57 1.13 0.77 0.03 1.26 0.61 0.96 0.97 0.80 1.31 0.74 1.27 1.03 0.86 1.45 0.71 1.50 0.78 0.00 1.14 0.68 0.89 1.81 0.00

Glutathione S-transferase P (EC 2.5.1.18) (GST class-pi) (GSTP1-1)P09211 sp|P09211|GSTP1_HUMAN 3 3 105 1 1 1 22.98 23.96 23.44 23.84 23.26 23.89 72.3800004 72.3800004 67.1400011 63.8100028 23 23 21 21 37 23 26 37 2.08 0.00 1.15 1.81 2.40 0.66 0.00 1.21 0.54 0.80 0.95 0.38 1.12 0.85 1.07 0.94 0.24 1.12 0.83 1.05 1.87 0.00 1.27 1.48 2.37 0.90 0.08 1.12 0.80 1.01 1.28 0.00 1.15 1.12 1.47 1.05 0.32 1.12 0.94 1.18 0.92 0.11 1.12 0.82 1.02 0.62 0.02 1.45 0.43 0.90 1.17 0.01 1.12 1.04 1.30 1.01 0.85 1.12 0.90 1.13 0.97 0.70 1.18 0.83 1.14 0.80 0.10 1.31 0.61 1.05 1.00 0.96 1.13 0.89 1.13 1.32 0.01

Inter-alpha-trypsin inhibitor heavy chain H1 (ITI heavy chain H1) (ITI-HC1) (Inter-alpha-inhibitor heavy chain 1) (Inter-alpha-trypsin inhibitor complex component III) (Serum-derived hyaluronan-associated protein) (SHAP)P19827 sp|P19827|ITIH1_HUMAN 3 3 105 1 1 1 28.01 29.45 26.3 27.2 34.36 35.62 24.1500005 23.8199994 21.3 24.1500005 23 23 18 23 37 22 17 37 0.47 0.00 1.38 0.34 0.65 0.47 0.00 1.41 0.33 0.66 1.39 0.00 1.14 1.23 1.58 1.92 0.00 1.13 1.71 2.17 0.91 0.19 1.16 0.78 1.06 1.30 0.00 1.09 1.19 1.42 1.99 0.00 1.14 1.74 2.27 0.41 0.00 1.73 0.24 0.70 0.40 0.00 1.45 0.28 0.59 1.96 0.00 1.16 1.69 2.27 0.66 0.00 1.16 0.57 0.77 0.71 0.00 1.16 0.62 0.83 1.13 0.04 1.12 1.01 1.27 1.72 0.00 1.18 1.45 2.04 0.50 0.00 1.17 0.43 0.58 0.82 0.00

ATP-binding cassette sub-family A member 3 (ABC-C transporter) (ATP-binding cassette transporter 3) (ATP-binding cassette 3)Q99758 sp|Q99758|ABCA3_HUMAN3 3 105 1 1 1 37.69 39.54 33.24 34.16 27.13 28.09 13.6700004 13.6700004 11.4399999 9.74199995 23 23 18 19 32 25 31 32 0.86 0.01 1.11 0.78 0.95 1.09 0.05 1.10 1.00 1.20 1.12 0.00 1.08 1.04 1.21 1.05 0.16 1.08 0.98 1.14 1.75 0.00 1.16 1.51 2.03 1.18 0.00 1.08 1.09 1.28 1.04 0.26 1.08 0.97 1.12 1.32 0.00 1.09 1.21 1.44 0.69 0.00 1.10 0.63 0.76 1.03 0.63 1.16 0.89 1.20 0.74 0.00 1.09 0.68 0.81 1.50 0.00 1.13 1.32 1.70 2.13 0.00 1.11 1.92 2.35 1.06 0.35 1.13 0.94 1.19 0.76 0.00 1.10 0.69 0.83 2.18 0.00

CD5 antigen-like (CT-2) (IgM-associated peptide) (SP-alpha)O43866 sp|O43866|CD5L_HUMAN 3 3 105 1 1 1 33.99 34.28 29.43 29.52 22.71 22.8 51.5900016 51.5900016 45.8200008 35.4499996 23 23 17 13 31 26 29 31 0.26 0.00 1.62 0.16 0.42 0.54 0.00 1.18 0.46 0.64 1.53 0.00 1.20 1.28 1.84 1.25 0.00 1.13 1.11 1.41 0.33 0.00 1.31 0.25 0.43 1.95 0.00 1.14 1.72 2.21 1.66 0.00 1.09 1.52 1.80 0.40 0.00 1.30 0.31 0.53 0.54 0.00 1.14 0.47 0.61 3.29 0.00 1.12 2.93 3.68 0.43 0.00 1.17 0.37 0.50 0.70 0.00 1.09 0.64 0.76 0.86 0.10 1.21 0.71 1.03 4.28 0.00 1.17 3.67 4.99 1.10 0.20 1.17 0.94 1.28 1.52 0.00

EH domain-containing protein 4 (Hepatocellular carcinoma-associated protein 10/11) (PAST homolog 4)Q9H223 sp|Q9H223|EHD4_HUMAN 3 3 105 1 1 1 24.7 35.23 20.38 27.6 20.78 29.82 34.009999 33.6400002 29.2100012 34.009999 23 23 16 20 31 19 15 31 1.17 0.24 1.32 0.89 1.55 1.12 0.03 1.11 1.01 1.24 0.92 0.30 1.17 0.79 1.08 1.16 0.01 1.11 1.04 1.28 1.34 0.00 1.11 1.20 1.49 1.00 0.98 1.11 0.90 1.11 1.08 0.14 1.11 0.97 1.19 1.08 0.58 1.35 0.80 1.45 0.79 0.00 1.14 0.69 0.90 0.94 0.63 1.30 0.73 1.23 1.17 0.01 1.12 1.05 1.31 1.13 0.03 1.12 1.01 1.26 1.05 0.56 1.22 0.86 1.29 0.92 0.30 1.19 0.78 1.09 1.13 0.07 1.14 0.99 1.28 0.90 0.21

Fructose-bisphosphate aldolase A (EC 4.1.2.13) (Lung cancer antigen NY-LU-1) (Muscle-type aldolase)P04075 sp|P04075|ALDOA_HUMAN3 3 105 1 1 1 29.26 29.62 18.34 18.86 33.85 34.53 68.4099972 54.1199982 31.0400009 68.4099972 23 20 8 23 30 28 15 30 0.81 0.00 1.13 0.72 0.92 1.07 0.15 1.10 0.97 1.17 1.21 0.02 1.16 1.04 1.39 0.77 0.00 1.16 0.67 0.90 1.15 0.01 1.11 1.04 1.27 1.06 0.30 1.12 0.95 1.18 1.10 0.04 1.10 1.00 1.21 0.98 0.66 1.13 0.87 1.10 1.07 0.18 1.11 0.96 1.20 0.73 0.08 1.44 0.51 1.05 0.89 0.04 1.11 0.80 0.99 1.15 0.03 1.13 1.02 1.29 0.94 0.26 1.13 0.83 1.06 0.77 0.08 1.34 0.58 1.04 1.13 0.07 1.14 0.99 1.28 1.43 0.00

Elongation factor 2 (EF-2)P13639 sp|P13639|EF2_HUMAN 3 3 105 1 1 1 42.06 44.4 27.73 29.33 31.12 34.15 28.3199996 28.3199996 20.51 24.9400005 23 23 16 18 30 30 18 20 1.22 0.00 1.13 1.07 1.37 0.69 0.00 1.08 0.64 0.75 1.19 0.00 1.07 1.11 1.28 1.01 0.73 1.09 0.93 1.10 1.29 0.00 1.11 1.17 1.43 1.13 0.00 1.08 1.04 1.22 1.18 0.00 1.08 1.09 1.27 1.27 0.04 1.25 1.02 1.58 0.85 0.07 1.20 0.71 1.02 0.88 0.24 1.26 0.70 1.11 1.12 0.04 1.12 1.01 1.25 1.15 0.05 1.15 1.00 1.32 1.16 0.09 1.20 0.97 1.39 0.89 0.23 1.23 0.72 1.09 0.73 0.01 1.26 0.58 0.93 1.07 0.64

14-3-3 protein epsilon (14-3-3E)P62258 sp|P62258|1433E_HUMAN 3 3 105 1 1 1 27.62 27.79 19.64 24.38 25.64 25.9 66.2699997 66.2699997 54.9000025 60.3900015 23 23 18 22 30 17 20 30 1.41 0.11 1.55 0.91 2.18 1.05 0.54 1.19 0.88 1.25 0.87 0.10 1.18 0.74 1.03 0.93 0.27 1.16 0.80 1.07 1.33 0.01 1.20 1.11 1.59 0.89 0.05 1.13 0.79 1.00 0.91 0.11 1.13 0.81 1.03 1.35 0.01 1.19 1.14 1.60 0.85 0.03 1.15 0.74 0.98 1.07 0.67 1.46 0.73 1.57 1.19 0.02 1.15 1.04 1.38 1.05 0.53 1.19 0.88 1.25 1.15 0.70 2.31 0.50 2.65 1.14 0.10 1.17 0.97 1.34 0.98 0.78 1.15 0.86 1.13 1.12 0.27

Periplakin (190 kDa paraneoplastic pemphigus antigen) (195 kDa cornified envelope precursor protein)O60437 sp|O60437|PEPL_HUMAN 3 3 105 1 1 1 47.06 52.67 17.58 21.19 17.27 22.25 15.6000003 15.6000003 6.20700009 4.44200002 23 23 9 7 29 29 10 11 1.41 0.00 1.20 1.18 1.69 1.34 0.00 1.16 1.15 1.56 0.90 0.15 1.16 0.77 1.04 1.55 0.00 1.13 1.38 1.75 1.12 0.14 1.16 0.96 1.30 1.01 0.84 1.15 0.88 1.17 1.08 0.03 1.07 1.01 1.15 0.97 0.55 1.12 0.86 1.09 0.78 0.00 1.14 0.69 0.89 0.96 0.82 1.53 0.63 1.46 1.07 0.42 1.19 0.90 1.27 0.96 0.55 1.14 0.85 1.10 1.00 1.00 1.27 0.79 1.27 0.98 0.91 1.57 0.62 1.54 1.09 0.48 1.33 0.82 1.46 1.15 0.42

Unconventional myosin-IdO94832 sp|O94832|MYO1D_HUMAN3 3 105 1 1 1 39.92 42.87 30.5 32.56 31.69 34.27 18.9899996 18.9899996 13.6199996 18.4900001 23 23 18 21 29 22 18 29 1.17 0.01 1.12 1.04 1.31 1.05 0.26 1.09 0.96 1.14 1.30 0.02 1.24 1.05 1.60 0.92 0.13 1.12 0.82 1.03 1.28 0.00 1.11 1.15 1.42 1.07 0.21 1.11 0.96 1.18 1.02 0.77 1.15 0.89 1.17 1.03 0.57 1.11 0.93 1.14 0.78 0.00 1.12 0.69 0.87 0.90 0.12 1.15 0.78 1.03 1.20 0.00 1.11 1.08 1.33 1.40 0.00 1.12 1.25 1.56 1.07 0.59 1.33 0.81 1.43 0.91 0.22 1.18 0.77 1.07 1.37 0.00 1.11 1.24 1.53 0.78 0.02

HLA class II histocompatibility antigen, DRB1-15 beta chain (DW2.2/DR2.2) (MHC class II antigen DRB1*15)P01911 sp|P01911|2B1F_HUMAN 3 3 105 1 1 1 26.26 26.39 2.45 15.41 14.33 14.57 48.120001 48.120001 34.2099994 31.2000006 23 23 13 12 7 5 2 7 0.30 0.06 3.93 0.08 1.16 2.26 0.02 1.56 1.45 3.53 0.33 0.01 1.42 0.23 0.46 0.29 0.07 4.27 0.07 1.22 0.23 0.10 9.35 0.02 2.12 3.32 0.01 1.82 1.82 6.05 1.84 0.06 1.95 0.94 3.58 0.53 0.54 7722.04 0.00 4114.83 1.29 0.75 2738.72 0.00 3539.81 2.57 0.20 49.90 0.05 128.22 1.04 0.90 24.64 0.04 25.69 0.38 0.21 60.63 0.01 23.30 0.77 0.78 8829.14 0.00 6823.32 0.68 0.49 132.66 0.01 89.66 0.95 0.73 4.02 0.24 3.83 0.14 0.04

ATP-citrate synthase (EC 2.3.3.8) (ATP-citrate (pro-S-)-lyase) (ACL) (Citrate cleavage enzyme)P53396 sp|P53396|ACLY_HUMAN 3 3 105 1 1 1 35.24 36.64 35.56 36.48 42.74 43.82 21.0700005 17.8900003 20.2500001 21.0700005 22 17 20 22 44 23 22 44 1.10 0.16 1.15 0.96 1.27 1.08 0.06 1.08 1.00 1.17 0.96 0.54 1.13 0.85 1.09 1.12 0.08 1.13 0.99 1.26 0.97 0.33 1.08 0.90 1.04 1.02 0.72 1.11 0.92 1.14 0.93 0.04 1.08 0.86 1.00 1.24 0.00 1.14 1.09 1.42 1.35 0.00 1.13 1.19 1.53 0.80 0.03 1.21 0.66 0.98 0.95 0.17 1.07 0.89 1.02 0.99 0.78 1.12 0.88 1.10 1.04 0.69 1.22 0.85 1.27 0.94 0.47 1.18 0.80 1.11 1.14 0.00 1.08 1.05 1.24 1.35 0.00

Selenium-binding protein 1 (56 kDa selenium-binding protein) (SBP56) (SP56)Q13228 sp|Q13228|SBP1_HUMAN 3 3 105 1 1 1 33.58 34.56 30.35 31.28 22.68 23.3 50.6399989 50.6399989 35.3799999 28.6000013 22 22 16 13 32 25 22 32 1.40 0.00 1.16 1.20 1.63 1.08 0.10 1.09 0.99 1.18 1.04 0.88 1.74 0.60 1.81 1.06 0.26 1.10 0.96 1.16 1.35 0.00 1.09 1.24 1.47 0.95 0.41 1.15 0.83 1.09 1.05 0.38 1.13 0.93 1.18 1.01 0.96 1.30 0.77 1.31 0.81 0.02 1.19 0.68 0.97 0.80 0.01 1.17 0.69 0.94 1.08 0.32 1.17 0.92 1.25 1.17 0.04 1.16 1.01 1.36 0.93 0.32 1.16 0.80 1.08 0.82 0.04 1.21 0.68 0.99 1.21 0.00 1.10 1.10 1.34 0.98 0.83

Prolow-density lipoprotein receptor-related protein 1 (LRP-1) (Alpha-2-macroglobulin receptor) (A2MR) (Apolipoprotein E receptor) (APOER) (CD antigen CD91) [Cleaved into: Low-density lipoprotein receptor-related protein 1 85 kDa subunit (LRP-85); Low-density lipoprotein receptor-related protein 1 515 kDa subunit (LRP-515); Low-density lipoprotein receptor-related protein 1 intracellular domain (LRPICD)]Q07954 sp|Q07954|LRP1_HUMAN 3 3 105 1 1 1 38.43 40.3 33.18 34.81 21.96 22.97 5.23799993 5.23799993 4.35700007 3.69700007 22 22 17 15 27 27 18 22 0.98 0.73 1.12 0.87 1.10 1.08 0.69 1.51 0.72 1.64 1.31 0.00 1.10 1.18 1.44 1.31 0.00 1.09 1.20 1.43 0.95 0.16 1.07 0.89 1.02 1.00 1.00 1.14 0.88 1.14 1.04 0.56 1.15 0.91 1.19 0.92 0.11 1.11 0.83 1.02 0.85 0.00 1.08 0.78 0.92 1.85 0.00 1.08 1.71 2.00 1.02 0.60 1.08 0.94 1.10 0.84 0.00 1.08 0.78 0.91 1.25 0.00 1.09 1.15 1.35 1.49 0.00 1.08 1.38 1.61 0.81 0.00 1.10 0.74 0.89 1.91 0.00

Histone H4 P62805 sp|P62805|H4_HUMAN 3 3 105 1 1 1 9.38 9.41 8 8.08 16.58 16.9 51.4599979 50.4899979 42.719999 51.4599979 22 7 5 22 26 9 7 26 0.19 0.02 3.33 0.06 0.64 1.09 0.71 1.82 0.60 1.99 0.32 0.02 2.35 0.14 0.75 0.23 0.01 2.33 0.10 0.53 0.37 0.02 2.10 0.18 0.78 0.33 0.01 1.81 0.18 0.61 0.45 0.34 7.89 0.06 3.54 0.31 0.08 4.52 0.07 1.42 0.63 0.34 4.96 0.13 3.10 0.30 0.04 2.96 0.10 0.90 0.24 0.05 4.29 0.06 1.02 0.28 0.05 3.40 0.08 0.95 0.35 0.07 3.55 0.10 1.23 0.31 0.07 4.03 0.08 1.27 1.47 0.01 1.22 1.21 1.79 0.48 0.50

Complement C1q subcomponent subunit BP02746 sp|P02746|C1QB_HUMAN 3 3 105 1 1 1 13.91 14 15.1 15.7 14.51 15.22 35.1799995 26.4800012 35.1799995 35.1799995 22 18 22 18 23 12 15 23 0.76 0.03 1.27 0.60 0.96 1.28 0.05 1.27 1.00 1.63 1.37 0.01 1.21 1.14 1.65 1.19 0.05 1.19 1.00 1.42 0.54 0.00 1.32 0.41 0.72 1.02 0.83 1.29 0.79 1.32 1.19 0.08 1.23 0.97 1.46 1.01 0.88 1.20 0.84 1.21 0.49 0.00 1.16 0.42 0.57 3.64 0.00 1.18 3.08 4.31 0.86 0.06 1.17 0.74 1.01 0.56 0.00 1.23 0.45 0.69 1.03 0.79 1.26 0.81 1.30 2.49 0.00 1.22 2.04 3.06 0.74 0.01 1.18 0.62 0.87 0.83 0.04

Complement C1q subcomponent subunit CP02747 sp|P02747|C1QC_HUMAN 3 3 105 1 1 1 9.12 9.59 7.92 8.24 8.05 8.44 25.7099986 25.7099986 25.7099986 21.2200001 22 22 16 19 13 12 6 13 1.06 0.76 1.77 0.60 1.88 1.32 0.06 1.35 0.98 1.79 1.69 0.03 1.57 1.08 2.65 1.44 0.03 1.33 1.08 1.92 0.61 0.01 1.30 0.47 0.79 1.18 0.14 1.30 0.91 1.53 1.22 0.10 1.30 0.94 1.58 1.22 0.07 1.25 0.97 1.53 0.59 0.02 1.41 0.42 0.84 3.11 0.00 1.61 1.93 5.02 0.98 0.78 1.25 0.78 1.23 0.74 0.14 1.62 0.46 1.19 1.59 0.11 1.93 0.82 3.06 1.84 0.06 1.97 0.93 3.62 0.83 0.34 1.95 0.42 1.61 0.80 0.41

Myosin-14 (Myosin heavy chain 14) (Myosin heavy chain, non-muscle IIc) (Non-muscle myosin heavy chain IIc) (NMHC II-C)Q7Z406 sp|Q7Z406|MYH14_HUMAN3 3 105 1 1 1 19.24 33.84 25.87 46.53 8.8 27.32 12.4300003 8.42100009 12.4300003 7.06799999 22 15 22 13 13 10 13 6 0.83 0.00 1.12 0.74 0.93 0.87 0.04 1.15 0.76 0.99 1.06 0.23 1.11 0.96 1.18 0.84 0.09 1.23 0.68 1.03 0.93 0.13 1.11 0.83 1.03 0.93 0.28 1.14 0.82 1.07 1.01 0.91 1.11 0.91 1.12 0.84 0.06 1.20 0.70 1.01 0.88 0.07 1.15 0.77 1.01 1.07 0.48 1.23 0.87 1.32 1.02 0.73 1.12 0.91 1.14 1.72 0.00 1.22 1.41 2.11 0.90 0.38 1.28 0.71 1.16 0.92 0.67 1.53 0.60 1.40 1.19 0.06 1.20 0.99 1.42 1.07 0.48

Arginine--tRNA ligase, cytoplasmic (EC 6.1.1.19) (Arginyl-tRNA synthetase) (ArgRS)P54136 sp|P54136|SYRC_HUMAN 3 3 105 1 1 1 30.25 31.93 35.18 36 33.12 35.51 33.4800005 26.9699991 33.4800005 30.7599992 21 17 20 21 35 20 23 35 0.88 0.02 1.10 0.80 0.97 1.33 0.00 1.10 1.21 1.47 0.76 0.00 1.17 0.65 0.89 0.76 0.00 1.12 0.67 0.85 0.96 0.35 1.09 0.88 1.05 0.73 0.00 1.10 0.66 0.80 0.94 0.18 1.09 0.86 1.03 0.81 0.00 1.12 0.73 0.91 1.59 0.00 1.15 1.38 1.82 0.88 0.10 1.16 0.76 1.02 0.87 0.00 1.08 0.81 0.94 1.07 0.06 1.08 1.00 1.16 0.85 0.02 1.14 0.75 0.97 0.89 0.15 1.18 0.75 1.05 1.36 0.00 1.09 1.25 1.48 1.19 0.00

Coatomer subunit beta (Beta-coat protein) (Beta-COP)P53618 sp|P53618|COPB_HUMAN 3 3 105 1 1 1 24.18 27.96 34.74 37.21 28.9 33.42 25.4999995 17.6300004 25.4999995 21.3 21 15 21 17 30 15 21 30 0.83 0.07 1.22 0.68 1.02 0.97 0.74 1.25 0.77 1.21 1.08 0.37 1.19 0.91 1.28 0.80 0.08 1.28 0.63 1.03 0.94 0.56 1.26 0.74 1.18 0.83 0.15 1.30 0.64 1.08 0.81 0.06 1.24 0.65 1.01 0.80 0.00 1.14 0.70 0.91 1.42 0.00 1.17 1.21 1.65 1.06 0.37 1.15 0.93 1.22 0.97 0.52 1.12 0.86 1.08 1.05 0.34 1.10 0.95 1.16 0.84 0.55 1.84 0.46 1.54 1.12 0.53 1.46 0.77 1.64 0.98 0.68 1.10 0.89 1.08 1.28 0.00

Annexin A6 (67 kDa calelectrin) (Annexin VI) (Annexin-6) (Calphobindin-II) (CPB-II) (Chromobindin-20) (Lipocortin VI) (Protein III) (p68) (p70)P08133 sp|P08133|ANXA6_HUMAN3 3 105 1 1 1 34.35 36.59 25.93 30.25 31.45 33.79 27.64 27.64 19.7600007 26.1500001 21 21 15 14 25 19 16 25 1.39 0.00 1.19 1.17 1.65 1.19 0.00 1.11 1.07 1.32 0.80 0.04 1.23 0.65 0.99 0.95 0.41 1.14 0.83 1.08 1.25 0.00 1.08 1.16 1.35 1.07 0.31 1.16 0.93 1.24 0.91 0.05 1.10 0.83 1.00 0.95 0.50 1.17 0.81 1.12 0.72 0.00 1.15 0.63 0.83 0.80 0.09 1.31 0.61 1.04 1.05 0.33 1.11 0.95 1.16 1.23 0.01 1.14 1.08 1.40 0.86 0.22 1.30 0.66 1.11 1.12 0.08 1.14 0.99 1.27 0.92 0.08 1.10 0.84 1.01 0.96 0.46

Complement component C7P10643 sp|P10643|CO7_HUMAN 3 3 105 1 1 1 29.5 30.31 28.61 28.98 19.3 19.93 28.2299995 28.2299995 24.3200004 21.4699999 21 21 16 14 25 23 18 25 0.45 0.00 1.24 0.36 0.56 0.44 0.00 1.31 0.34 0.58 1.43 0.00 1.13 1.26 1.61 1.06 0.52 1.23 0.87 1.30 0.61 0.00 1.14 0.53 0.69 1.80 0.00 1.13 1.59 2.03 1.10 0.13 1.14 0.97 1.25 0.55 0.00 1.29 0.43 0.71 0.41 0.00 1.23 0.33 0.50 2.96 0.00 1.17 2.52 3.47 0.59 0.00 1.12 0.53 0.66 0.79 0.01 1.17 0.67 0.92 1.05 0.65 1.23 0.85 1.28 2.77 0.00 1.19 2.33 3.31 0.58 0.00 1.15 0.50 0.67 0.88 0.02

Brain acid soluble protein 1 (22 kDa neuronal tissue-enriched acidic protein) (Neuronal axonal membrane protein NAP-22)P80723 sp|P80723|BASP1_HUMAN 3 3 105 1 1 1 19.54 19.63 20.09 20.25 20.85 21 75.7700026 70.9299982 70.0399995 75.7700026 21 14 17 21 24 9 18 24 1.03 0.74 1.20 0.85 1.24 1.03 0.81 1.29 0.79 1.32 0.68 0.00 1.23 0.55 0.84 0.43 0.00 1.36 0.32 0.59 1.16 0.04 1.14 1.01 1.33 0.47 0.00 1.29 0.37 0.61 0.88 0.07 1.14 0.77 1.01 1.15 0.12 1.21 0.96 1.39 1.02 0.74 1.17 0.88 1.20 0.63 0.00 1.33 0.47 0.84 1.21 0.01 1.13 1.07 1.36 1.30 0.00 1.16 1.13 1.50 1.04 0.60 1.17 0.89 1.21 0.83 0.03 1.17 0.71 0.97 1.39 0.00 1.18 1.18 1.65 0.58 0.00

UTP--glucose-1-phosphate uridylyltransferase (EC 2.7.7.9) (UDP-glucose pyrophosphorylase) (UDPGP) (UGPase)Q16851 sp|Q16851|UGPA_HUMAN 3 3 105 1 1 1 24.15 24.66 29.62 30.45 21.27 22.18 38.1900013 30.5099994 38.1900013 28.1500012 21 14 21 14 21 19 21 21 0.82 0.00 1.10 0.74 0.90 0.91 0.07 1.10 0.83 1.01 1.04 0.50 1.13 0.92 1.18 0.79 0.00 1.14 0.69 0.90 0.92 0.09 1.10 0.83 1.02 0.97 0.61 1.14 0.85 1.10 0.88 0.10 1.16 0.76 1.03 0.81 0.49 1.90 0.43 1.54 1.26 0.40 1.77 0.71 2.23 0.82 0.39 1.60 0.51 1.32 0.77 0.28 1.62 0.48 1.26 0.89 0.64 1.69 0.52 1.51 0.81 0.37 1.64 0.49 1.32 0.81 0.37 1.62 0.50 1.32 1.15 0.02 1.12 1.03 1.29 1.14 0.06

Epidermal growth factor receptor kinase substrate 8Q12929 sp|Q12929|EPS8_HUMAN 3 3 105 1 1 1 34.75 36.85 21.57 23.12 18.77 19.97 28.7099987 28.7099987 14.7200003 15.5699998 21 21 12 13 20 20 15 16 0.90 0.10 1.13 0.80 1.02 1.19 0.00 1.09 1.09 1.29 0.87 0.02 1.12 0.77 0.98 1.17 0.01 1.11 1.05 1.29 1.59 0.00 1.11 1.43 1.77 0.83 0.00 1.12 0.74 0.93 1.23 0.00 1.09 1.13 1.34 0.82 0.04 1.21 0.68 0.99 0.82 0.04 1.21 0.68 0.99 0.88 0.34 1.35 0.65 1.18 1.23 0.00 1.12 1.10 1.38 1.12 0.12 1.17 0.96 1.31 1.45 0.00 1.14 1.27 1.65 1.06 0.48 1.19 0.89 1.26 0.94 0.50 1.22 0.77 1.15 0.89 0.18

Fatty acid synthase (EC 2.3.1.85) [Includes: [Acyl-carrier-protein] S-acetyltransferase (EC 2.3.1.38); [Acyl-carrier-protein] S-malonyltransferase (EC 2.3.1.39); 3-oxoacyl-[acyl-carrier-protein] synthase (EC 2.3.1.41); 3-oxoacyl-[acyl-carrier-protein] reductase (EC 1.1.1.100); 3-hydroxyacyl-[acyl-carrier-protein] dehydratase (EC 4.2.1.59); Enoyl-[acyl-carrier-protein] reductase (EC 1.3.1.39); Oleoyl-[acyl-carrier-protein] hydrolase (EC 3.1.2.14)]P49327 sp|P49327|FAS_HUMAN 3 3 105 1 1 1 33.28 37.92 30.15 33.51 36.41 40.16 9.55799967 8.44300017 8.92100036 9.55799967 20 17 16 20 40 20 19 40 1.18 0.09 1.22 0.97 1.45 0.85 0.02 1.14 0.75 0.98 1.19 0.06 1.19 0.99 1.41 1.02 0.80 1.21 0.85 1.24 1.05 0.39 1.12 0.93 1.18 1.22 0.00 1.10 1.11 1.34 1.09 0.20 1.14 0.95 1.24 0.68 0.00 1.21 0.57 0.83 0.98 0.78 1.18 0.83 1.15 1.36 0.05 1.37 0.99 1.87 0.86 0.00 1.10 0.78 0.94 1.11 0.16 1.17 0.95 1.29 0.90 0.17 1.18 0.76 1.05 1.33 0.12 1.46 0.91 1.94 1.10 0.11 1.13 0.98 1.24 1.40 0.00

Bifunctional glutamate/proline--tRNA ligase (Bifunctional aminoacyl-tRNA synthetase) (Cell proliferation-inducing gene 32 protein) (Glutamatyl-prolyl-tRNA synthetase) [Includes: Glutamate--tRNA ligase (EC 6.1.1.17) (Glutamyl-tRNA synthetase) (GluRS); Proline--tRNA ligase (EC 6.1.1.15) (Prolyl-tRNA synthetase)]P07814 sp|P07814|SYEP_HUMAN 3 3 105 1 1 1 30.16 32.47 30.67 32.47 38.27 41.62 16.7300001 15.7399997 16.5999994 16.7300001 20 18 19 20 39 19 18 39 0.92 0.17 1.13 0.81 1.04 1.28 0.00 1.14 1.12 1.45 0.88 0.05 1.14 0.76 1.00 0.86 0.04 1.15 0.75 0.99 0.91 0.09 1.11 0.82 1.01 0.94 0.33 1.15 0.82 1.08 1.01 0.75 1.10 0.93 1.11 0.94 0.58 1.26 0.75 1.19 1.66 0.00 1.24 1.34 2.04 0.97 0.80 1.26 0.77 1.23 0.96 0.44 1.12 0.86 1.07 1.10 0.17 1.15 0.95 1.26 0.92 0.60 1.37 0.67 1.27 0.83 0.65 2.40 0.34 1.99 1.34 0.00 1.15 1.17 1.54 1.18 0.03

Calcium and integrin-binding protein 1 (CIB) (Calcium- and integrin-binding protein) (CIBP) (Calmyrin) (DNA-PKcs-interacting protein) (Kinase-interacting protein) (KIP) (SNK-interacting protein 2-28) (SIP2-28)Q99828 sp|Q99828|CIB1_HUMAN 3 3 105 1 1 1 24.12 24.51 21.57 21.86 26.12 26.51 78.0099988 65.4500008 65.4500008 78.0099988 20 20 19 20 34 21 21 34 1.15 0.02 1.12 1.02 1.29 1.41 0.00 1.15 1.22 1.63 0.85 0.12 1.24 0.69 1.06 0.72 0.00 1.22 0.59 0.87 1.35 0.00 1.15 1.17 1.55 0.89 0.15 1.18 0.76 1.05 0.84 0.03 1.16 0.72 0.97 1.07 0.22 1.13 0.95 1.21 0.98 0.73 1.18 0.83 1.15 0.62 0.01 1.39 0.45 0.86 1.09 0.16 1.14 0.96 1.25 1.21 0.01 1.14 1.06 1.39 0.90 0.07 1.12 0.81 1.01 0.73 0.01 1.24 0.59 0.91 1.09 0.13 1.13 0.97 1.24 0.67 0.00

C4b-binding protein alpha chain (C4bp) (Proline-rich protein) (PRP)P04003 sp|P04003|C4BPA_HUMAN 3 3 105 1 1 1 27.33 28.24 27.03 27.64 16.16 16.78 30.8200002 30.8200002 29.3099999 14.4099996 20 20 19 10 28 22 25 28 0.57 0.00 1.35 0.42 0.78 0.56 0.00 1.16 0.48 0.66 1.16 0.05 1.17 1.00 1.36 1.93 0.00 1.21 1.59 2.34 0.71 0.00 1.18 0.60 0.83 1.38 0.02 1.28 1.07 1.76 1.09 0.08 1.10 0.99 1.20 0.70 0.00 1.14 0.61 0.81 0.76 0.04 1.30 0.58 0.99 2.40 0.00 1.23 1.95 2.96 0.75 0.00 1.15 0.65 0.86 1.29 0.03 1.25 1.03 1.61 0.97 0.71 1.17 0.83 1.14 2.70 0.00 1.20 2.26 3.24 0.44 0.00 1.26 0.35 0.56 0.84 0.16

Cartilage acidic protein 1 (68 kDa chondrocyte-expressed protein) (CEP-68) (ASPIC)Q9NQ79 sp|Q9NQ79|CRAC1_HUMAN3 3 105 1 1 1 19.86 20.45 33.7 34.21 25.81 26.22 36.3099992 32.6799989 36.3099992 29.0499985 20 15 20 17 24 15 18 24 1.48 0.01 1.28 1.15 1.89 1.00 0.96 1.11 0.89 1.11 0.96 0.61 1.19 0.81 1.14 1.90 0.00 1.22 1.56 2.31 1.20 0.01 1.15 1.04 1.38 0.74 0.02 1.27 0.58 0.94 0.84 0.02 1.15 0.73 0.97 1.32 0.00 1.09 1.21 1.45 0.69 0.00 1.09 0.63 0.75 1.16 0.02 1.14 1.02 1.32 1.57 0.00 1.10 1.43 1.73 0.74 0.00 1.09 0.68 0.81 1.00 0.96 1.13 0.88 1.13 0.60 0.00 1.30 0.46 0.79 0.83 0.00 1.11 0.75 0.92 1.18 0.01

Ficolin-3 (Collagen/fibrinogen domain-containing lectin 3 p35) (Collagen/fibrinogen domain-containing protein 3) (Hakata antigen)O75636 sp|O75636|FCN3_HUMAN 3 3 105 1 1 1 17.65 18.49 15.95 16.15 18.7 18.82 43.1400001 38.8000011 39.1299993 43.1400001 20 13 13 20 23 9 12 23 0.34 0.00 1.77 0.19 0.60 0.73 0.07 1.41 0.52 1.03 1.25 0.37 1.78 0.70 2.21 1.90 0.04 1.83 1.04 3.47 0.45 0.00 1.37 0.32 0.61 0.53 0.01 1.44 0.37 0.76 1.05 0.82 1.66 0.63 1.74 0.63 0.00 1.26 0.50 0.79 0.46 0.00 1.30 0.36 0.60 3.20 0.00 1.41 2.27 4.52 0.69 0.00 1.17 0.59 0.80 0.69 0.00 1.19 0.58 0.82 0.92 0.36 1.21 0.76 1.12 2.65 0.00 1.24 2.15 3.28 0.55 0.00 1.20 0.46 0.66 1.09 0.24

Transthyretin (ATTR) (Prealbumin) (TBPA)P02766 sp|P02766|TTHY_HUMAN 3 3 105 1 1 1 20.07 20.54 15.75 15.87 18.36 18.45 68.7099993 68.7099993 57.1399987 59.859997 20 20 17 14 21 21 15 18 0.80 0.14 1.37 0.59 1.10 0.67 0.43 3.15 0.21 2.10 1.75 0.00 1.30 1.35 2.26 2.33 0.00 1.30 1.79 3.03 1.04 0.49 1.14 0.91 1.19 0.99 0.91 1.14 0.87 1.13 1.44 0.00 1.23 1.17 1.76 0.99 0.97 1.62 0.61 1.61 0.46 0.00 1.27 0.36 0.58 2.61 0.00 1.21 2.15 3.16 1.15 0.05 1.15 1.00 1.32 0.69 0.00 1.15 0.60 0.80 1.17 0.19 1.29 0.90 1.51 1.39 0.03 1.33 1.04 1.84 0.66 0.00 1.19 0.56 0.78 0.91 0.28

Inter-alpha-trypsin inhibitor heavy chain H4 (ITI heavy chain H4) (ITI-HC4) (Inter-alpha-inhibitor heavy chain 4) (Inter-alpha-trypsin inhibitor family heavy chain-related protein) (IHRP) (Plasma kallikrein sensitive glycoprotein 120) (Gp120) (PK-120) [Cleaved into: 70 kDa inter-alpha-trypsin inhibitor heavy chain H4; 35 kDa inter-alpha-trypsin inhibitor heavy chain H4]Q14624 sp|Q14624|ITIH4_HUMAN 3 3 105 1 1 1 34.03 35.26 20.62 21.98 21.34 23.08 25.8100003 25.8100003 14.8399994 14.9499998 20 20 10 11 21 21 12 18 0.46 0.00 1.23 0.37 0.57 0.47 0.00 1.24 0.38 0.58 1.74 0.00 1.09 1.59 1.90 2.10 0.00 1.13 1.86 2.37 0.67 0.00 1.13 0.60 0.76 1.16 0.00 1.10 1.06 1.28 2.14 0.00 1.14 1.88 2.44 0.41 0.00 1.67 0.25 0.69 0.58 0.01 1.50 0.39 0.86 2.22 0.00 1.22 1.82 2.70 0.47 0.00 1.28 0.37 0.60 0.73 0.00 1.12 0.65 0.82 1.26 0.00 1.11 1.13 1.40 2.19 0.00 1.29 1.70 2.82 0.60 0.00 1.25 0.48 0.75 0.92 0.39

Transferrin receptor protein 1 (TR) (TfR) (TfR1) (Trfr) (T9) (p90) (CD antigen CD71) [Cleaved into: Transferrin receptor protein 1, serum form (sTfR)]P02786 sp|P02786|TFR1_HUMAN 3 3 105 1 1 1 32.73 34.56 23.73 25.41 18.41 20.9 23.8199994 23.8199994 16.8400005 13.9500007 20 20 12 9 19 19 17 19 1.11 0.14 1.15 0.96 1.28 1.38 0.00 1.20 1.15 1.66 0.81 0.02 1.19 0.68 0.97 1.03 0.55 1.11 0.93 1.14 1.19 0.05 1.20 1.00 1.43 1.11 0.15 1.16 0.96 1.30 1.05 0.50 1.18 0.90 1.24 0.87 0.14 1.21 0.72 1.05 1.11 0.04 1.10 1.01 1.21 1.29 0.01 1.19 1.08 1.54 1.19 0.00 1.10 1.09 1.31 0.77 0.00 1.15 0.67 0.88 1.87 0.00 1.22 1.53 2.28 1.10 0.19 1.16 0.95 1.27 1.28 0.00 1.15 1.11 1.48 0.64 0.01

Protein S100-A9 (Calgranulin-B) (Calprotectin L1H subunit) (Leukocyte L1 complex heavy chain) (Migration inhibitory factor-related protein 14) (MRP-14) (p14) (S100 calcium-binding protein A9)P06702 sp|P06702|S10A9_HUMAN 3 3 105 1 1 1 6.58 6.62 7.73 7.88 11.32 11.49 56.1399996 50.880003 44.7400004 56.1399996 20 8 5 20 19 11 5 19 0.14 0.00 1.76 0.08 0.25 0.42 0.00 1.32 0.32 0.55 0.35 0.00 1.48 0.24 0.52 0.26 0.00 1.57 0.17 0.41 0.48 0.00 1.36 0.35 0.66 0.87 0.10 1.19 0.73 1.04 0.36 0.00 1.56 0.23 0.56 0.33 0.00 1.44 0.23 0.48 0.26 0.01 1.82 0.14 0.46 0.44 0.00 1.31 0.34 0.57 0.35 0.00 1.31 0.27 0.46 0.81 0.08 1.31 0.62 1.06 0.58 0.01 1.31 0.44 0.75 0.55 0.01 1.31 0.42 0.73 1.56 0.00 1.25 1.25 1.95 0.45 0.43

HLA class II histocompatibility antigen, DR alpha chain (MHC class II antigen DRA)P01903 sp|P01903|DRA_HUMAN 3 3 105 1 1 1 18.01 18.45 17.02 17.57 18.85 19.17 38.9800012 32.6799989 35.0400001 38.9800012 19 19 16 17 44 22 16 44 0.73 0.02 1.28 0.57 0.93 1.15 0.04 1.14 1.01 1.31 1.12 0.15 1.18 0.95 1.32 1.06 0.29 1.14 0.94 1.21 1.16 0.03 1.14 1.01 1.31 1.12 0.07 1.14 0.99 1.28 1.50 0.00 1.14 1.32 1.71 0.81 0.03 1.20 0.68 0.97 1.08 0.50 1.28 0.84 1.38 1.56 0.00 1.23 1.26 1.92 0.97 0.62 1.14 0.85 1.11 1.30 0.01 1.20 1.08 1.56 1.34 0.00 1.18 1.14 1.58 1.29 0.00 1.15 1.12 1.48 0.74 0.00 1.15 0.64 0.85 0.93 0.38

Coatomer subunit alpha (Alpha-coat protein) (Alpha-COP) (HEP-COP) (HEPCOP) [Cleaved into: Xenin (Xenopsin-related peptide); Proxenin]P53621 sp|P53621|COPA_HUMAN 3 3 105 1 1 1 30.83 32.67 31.49 32.58 30.55 33.12 16.5800005 15.8500001 16.5800005 14.5400003 19 16 19 17 34 18 19 34 0.96 0.47 1.14 0.84 1.09 1.12 0.02 1.10 1.02 1.22 0.93 0.11 1.10 0.85 1.02 0.91 0.04 1.10 0.83 1.00 0.98 0.73 1.13 0.87 1.10 0.91 0.05 1.10 0.83 1.00 0.93 0.26 1.14 0.82 1.06 0.89 0.08 1.14 0.79 1.02 1.53 0.00 1.13 1.36 1.72 0.98 0.77 1.18 0.83 1.15 1.02 0.59 1.09 0.94 1.12 1.21 0.00 1.09 1.10 1.32 0.80 0.00 1.12 0.71 0.90 0.91 0.27 1.20 0.76 1.09 1.04 0.41 1.09 0.95 1.13 1.39 0.00

Aldehyde dehydrogenase, dimeric NADP-preferring (EC 1.2.1.5) (ALDHIII) (Aldehyde dehydrogenase 3) (Aldehyde dehydrogenase family 3 member A1)P30838 sp|P30838|AL3A1_HUMAN 3 3 105 1 1 1 19.98 24.87 18.54 21.46 17.58 22.6 27.3699999 26.9300014 27.3699999 21.6299996 19 17 12 19 33 23 14 33 1.29 0.00 1.13 1.14 1.47 0.86 0.07 1.18 0.73 1.01 0.80 0.00 1.14 0.70 0.91 0.54 0.00 1.20 0.45 0.65 1.69 0.00 1.20 1.41 2.03 0.56 0.00 1.25 0.45 0.70 2.82 0.00 1.20 2.35 3.39 0.61 0.09 1.78 0.34 1.09 0.55 0.01 1.47 0.38 0.82 0.50 0.01 1.53 0.33 0.77 0.50 0.00 1.52 0.33 0.76 0.84 0.39 1.57 0.53 1.31 0.50 0.00 1.40 0.36 0.70 0.43 0.00 1.51 0.29 0.66 0.90 0.06 1.12 0.80 1.01 4.25 0.00

RuvB-like 1 (EC 3.6.4.12) (49 kDa TATA box-binding protein-interacting protein) (49 kDa TBP-interacting protein) (54 kDa erythrocyte cytosolic protein) (ECP-54) (INO80 complex subunit H) (Nuclear matrix protein 238) (NMP 238) (Pontin 52) (TIP49a) (TIP60-associated protein 54-alpha) (TAP54-alpha)Q9Y265 sp|Q9Y265|RUVB1_HUMAN3 3 105 1 1 1 24.39 25.41 22.11 23.05 28.64 30.38 45.6099987 41.0100013 36.8400008 45.6099987 19 19 12 18 33 28 15 33 1.24 0.00 1.13 1.10 1.40 1.03 0.69 1.15 0.90 1.18 1.03 0.47 1.09 0.94 1.12 0.86 0.14 1.22 0.70 1.06 0.91 0.11 1.13 0.80 1.02 0.83 0.00 1.11 0.75 0.91 0.94 0.16 1.10 0.85 1.03 0.80 0.03 1.22 0.66 0.98 1.26 0.03 1.23 1.02 1.54 0.71 0.05 1.40 0.51 1.00 1.09 0.10 1.11 0.98 1.22 1.44 0.00 1.15 1.25 1.66 0.77 0.01 1.20 0.65 0.93 0.63 0.04 1.53 0.41 0.97 1.56 0.00 1.17 1.34 1.82 1.36 0.00

Cytosol aminopeptidase (EC 3.4.11.1) (Leucine aminopeptidase 3) (LAP-3) (Leucyl aminopeptidase) (Peptidase S) (Proline aminopeptidase) (EC 3.4.11.5) (Prolyl aminopeptidase)P28838 sp|P28838|AMPL_HUMAN 3 3 105 1 1 1 24.07 25.74 30.3 31.59 27.31 29.18 36.4199996 30.250001 34.4900012 36.4199996 19 13 17 19 32 16 22 32 0.57 0.00 1.14 0.50 0.65 2.03 0.00 1.12 1.81 2.27 0.48 0.00 1.33 0.36 0.64 0.54 0.00 1.20 0.45 0.65 0.65 0.00 1.10 0.59 0.71 0.75 0.00 1.11 0.67 0.83 0.69 0.00 1.11 0.62 0.76 0.64 0.00 1.27 0.50 0.82 2.33 0.00 1.17 1.99 2.72 0.75 0.01 1.24 0.61 0.93 0.59 0.00 1.11 0.53 0.66 0.81 0.00 1.09 0.75 0.89 0.75 0.01 1.23 0.61 0.92 0.92 0.22 1.14 0.81 1.05 1.78 0.00 1.19 1.49 2.12 0.59 0.00

Receptor-type tyrosine-protein phosphatase C (EC 3.1.3.48) (Leukocyte common antigen) (L-CA) (T200) (CD antigen CD45)P08575 sp|P08575|PTPRC_HUMAN 3 3 105 1 1 1 36.8 38.05 25.64 27.16 34.21 35.83 13.9599994 13.9599994 9.43299979 13.0400002 19 19 12 17 29 24 21 29 0.58 0.00 1.22 0.48 0.72 1.00 0.99 1.31 0.76 1.31 1.09 0.04 1.09 1.01 1.19 1.20 0.00 1.09 1.10 1.31 0.88 0.01 1.09 0.81 0.96 1.12 0.11 1.15 0.97 1.29 1.70 0.00 1.13 1.51 1.91 0.94 0.56 1.24 0.76 1.17 0.86 0.01 1.12 0.76 0.96 1.43 0.02 1.33 1.07 1.91 0.84 0.04 1.18 0.71 0.99 1.13 0.16 1.20 0.94 1.36 1.13 0.22 1.23 0.92 1.40 1.19 0.14 1.27 0.94 1.50 0.82 0.00 1.11 0.74 0.91 0.87 0.02

Syntaxin-binding protein 2 (Protein unc-18 homolog 2) (Unc18-2) (Protein unc-18 homolog B) (Unc-18B)Q15833 sp|Q15833|STXB2_HUMAN 3 3 105 1 1 1 30.72 31.77 24.73 25.71 31.41 33.43 34.4000012 29.8500001 25.6300002 34.4000012 19 19 19 19 26 24 16 26 1.15 0.02 1.13 1.02 1.30 1.12 0.13 1.17 0.96 1.31 0.90 0.06 1.12 0.81 1.00 1.04 0.59 1.15 0.90 1.19 1.03 0.54 1.09 0.94 1.12 0.95 0.51 1.18 0.81 1.12 1.00 0.98 1.18 0.85 1.18 1.64 0.00 1.14 1.44 1.88 0.81 0.04 1.21 0.67 0.99 0.94 0.65 1.32 0.71 1.25 0.96 0.69 1.21 0.79 1.17 1.02 0.84 1.21 0.84 1.24 1.14 0.27 1.28 0.89 1.45 0.91 0.47 1.33 0.68 1.21 0.96 0.37 1.10 0.87 1.06 0.76 0.00

Secretoglobin family 3A member 1 (Cytokine HIN-1) (High in normal 1) (Pneumo secretory protein 2) (PnSP-2) (Uteroglobin-related protein 2)Q96QR1 sp|Q96QR1|SG3A1_HUMAN3 3 105 1 1 1 9.94 9.94 6.84 6.84 12.75 12.75 64.4200027 64.4200027 52.8800011 61.5400016 19 19 13 17 26 18 9 26 0.61 0.13 3.52 0.17 2.15 0.74 0.20 3.51 0.21 2.60 1.42 0.17 3.51 0.41 5.00 0.58 0.11 3.51 0.17 2.04 2.45 0.17 20.93 0.12 51.32 2.86 0.10 8.52 0.34 24.34 0.72 0.20 3.72 0.19 2.69 0.44 0.08 3.77 0.12 1.67 1.70 0.12 3.79 0.45 6.46 0.31 0.20 139.75 0.00 43.06 0.47 0.09 3.79 0.12 1.77 0.58 0.12 3.80 0.15 2.19 0.50 0.11 4.57 0.11 2.28 0.38 0.09 5.14 0.07 1.98 1.48 0.17 4.09 0.36 6.07 0.50 0.15

Ig lambda chain V-I region NEWMP01703 sp|P01703|LV105_HUMAN 3 3 105 1 1 1 6.82 8.61 7.42 9.56 7.09 9.29 23.2999995 23.2999995 23.2999995 23.2999995 19 12 15 19 25 8 10 25 0.84 0.34 3.76 0.22 3.16 0.84 0.61 24.64 0.03 20.70 1.36 0.34 10.41 0.13 14.19 1.20 0.38 4.86 0.25 5.83 0.68 0.17 3.78 0.18 2.55 1.73 0.12 3.75 0.46 6.49 1.04 0.77 3.75 0.28 3.89 1.50 0.46 99.52 0.02 149.46 0.45 0.08 3.81 0.12 1.72 1.42 0.28 8.33 0.17 11.80 0.96 0.83 7.42 0.13 7.11 0.53 0.12 4.82 0.11 2.57 2.24 0.12 6.60 0.34 14.75 2.08 0.16 10.84 0.19 22.55 0.75 0.48 31.38 0.02 23.58 1.65 0.34

RuvB-like 2 (EC 3.6.4.12) (48 kDa TATA box-binding protein-interacting protein) (48 kDa TBP-interacting protein) (51 kDa erythrocyte cytosolic protein) (ECP-51) (INO80 complex subunit J) (Repressing pontin 52) (Reptin 52) (TIP49b) (TIP60-associated protein 54-beta) (TAP54-beta)Q9Y230 sp|Q9Y230|RUVB2_HUMAN3 3 105 1 1 1 18.28 19.57 27.64 28.22 24.86 26.62 35.4200006 27.4300009 35.4200006 35.2100015 19 13 16 19 24 16 16 24 1.30 0.00 1.13 1.14 1.47 1.04 0.41 1.12 0.93 1.17 1.05 0.57 1.19 0.88 1.24 0.87 0.13 1.21 0.72 1.05 0.96 0.34 1.11 0.87 1.06 0.94 0.57 1.28 0.73 1.20 0.98 0.65 1.11 0.88 1.08 0.81 0.02 1.18 0.69 0.96 1.22 0.01 1.14 1.07 1.40 0.72 0.05 1.39 0.52 1.00 1.06 0.24 1.10 0.96 1.16 1.39 0.00 1.15 1.20 1.60 0.80 0.01 1.17 0.68 0.94 0.62 0.16 2.01 0.31 1.24 1.56 0.00 1.16 1.35 1.82 1.37 0.00

E3 ubiquitin-protein ligase UBR4 (EC 6.3.2.-) (600 kDa retinoblastoma protein-associated factor) (N-recognin-4) (Retinoblastoma-associated factor of 600 kDa) (RBAF600) (p600) (Zinc finger UBR1-type protein 1)Q5T4S7 sp|Q5T4S7|UBR4_HUMAN 3 3 105 1 1 1 32.57 38.64 20.73 23.56 19.15 22.67 4.90100011 4.90100011 3.93600017 4.32199985 19 19 14 15 22 22 15 15 1.00 0.95 1.10 0.91 1.10 1.28 0.00 1.12 1.14 1.43 0.84 0.03 1.17 0.72 0.98 0.88 0.03 1.12 0.78 0.98 0.84 0.00 1.09 0.77 0.91 0.86 0.03 1.15 0.74 0.99 0.87 0.01 1.11 0.78 0.96 0.95 0.57 1.19 0.80 1.14 1.70 0.00 1.29 1.32 2.20 1.00 0.97 1.35 0.74 1.36 0.90 0.03 1.10 0.82 0.99 1.00 0.97 1.13 0.88 1.13 0.86 0.12 1.21 0.71 1.04 1.17 0.17 1.26 0.93 1.48 1.23 0.00 1.12 1.10 1.38 1.06 0.29

Chloride intracellular channel protein 6 (Parchorin)Q96NY7 sp|Q96NY7|CLIC6_HUMAN 3 3 105 1 1 1 25.38 27.27 23.95 24.64 19.7 21.32 32.5300008 32.5300008 26.2800008 21.5900004 19 19 13 15 21 14 13 21 1.24 0.04 1.23 1.01 1.53 0.97 0.71 1.23 0.78 1.19 0.88 0.23 1.25 0.70 1.10 0.79 0.17 1.44 0.55 1.13 1.46 0.00 1.21 1.20 1.77 0.78 0.11 1.38 0.56 1.07 0.97 0.57 1.12 0.87 1.09 1.11 0.53 1.43 0.77 1.59 0.77 0.06 1.32 0.58 1.02 0.65 0.03 1.47 0.44 0.95 1.44 0.00 1.13 1.28 1.62 1.24 0.00 1.13 1.10 1.39 0.97 0.69 1.20 0.80 1.16 0.96 0.71 1.26 0.77 1.21 1.31 0.02 1.25 1.05 1.65 0.71 0.05

Glucose-6-phosphate isomerase (GPI) (EC 5.3.1.9) (Autocrine motility factor) (AMF) (Neuroleukin) (NLK) (Phosphoglucose isomerase) (PGI) (Phosphohexose isomerase) (PHI) (Sperm antigen 36) (SA-36)P06744 sp|P06744|G6PI_HUMAN 3 3 105 1 1 1 19.92 21.26 16.09 17.43 19.81 21.36 29.2100012 25.9900004 25.4500002 29.2100012 19 14 15 19 20 17 17 20 1.13 0.13 1.18 0.95 1.33 0.94 0.50 1.22 0.77 1.15 0.95 0.53 1.22 0.78 1.15 0.93 0.34 1.17 0.80 1.09 1.34 0.00 1.18 1.13 1.58 1.06 0.54 1.23 0.86 1.30 0.93 0.39 1.20 0.77 1.12 0.98 0.79 1.15 0.86 1.13 0.92 0.17 1.13 0.82 1.04 1.29 0.18 1.49 0.86 1.92 1.04 0.49 1.14 0.91 1.19 0.88 0.05 1.13 0.78 1.00 1.02 0.82 1.19 0.85 1.21 0.94 0.86 2.14 0.44 2.02 0.96 0.60 1.20 0.80 1.15 0.87 0.16

Galectin-3 (Gal-3) (35 kDa lectin) (Carbohydrate-binding protein 35) (CBP 35) (Galactose-specific lectin 3) (Galactoside-binding protein) (GALBP) (IgE-binding protein) (L-31) (Laminin-binding protein) (Lectin L-29) (Mac-2 antigen)P17931 sp|P17931|LEG3_HUMAN 3 3 105 1 1 1 16.07 16.07 13.82 13.82 12.37 12.37 33.1999987 27.2000015 33.1999987 30.399999 19 19 18 18 20 12 10 20 1.25 0.02 1.19 1.05 1.49 1.18 0.18 1.31 0.90 1.55 1.07 0.51 1.26 0.85 1.34 0.95 0.64 1.32 0.72 1.25 1.55 0.05 1.54 1.00 2.38 0.87 0.16 1.25 0.69 1.08 1.16 0.23 1.32 0.88 1.54 0.86 0.16 1.28 0.67 1.10 1.17 0.07 1.19 0.98 1.40 0.75 0.10 1.47 0.51 1.09 0.93 0.35 1.19 0.78 1.12 1.10 0.39 1.31 0.84 1.44 0.92 0.35 1.26 0.73 1.15 1.38 0.48 3.10 0.44 4.27 1.03 0.71 1.20 0.86 1.23 1.42 0.00

T-complex protein 1 subunit alpha (TCP-1-alpha) (CCT-alpha)P17987 sp|P17987|TCPA_HUMAN 3 3 105 1 1 1 25.04 27.93 29 31.81 25.13 27.47 35.6099993 29.1399986 35.6099993 29.3199986 19 18 19 14 20 13 17 20 1.32 0.03 1.28 1.03 1.69 1.04 0.51 1.12 0.92 1.16 0.85 0.24 1.33 0.64 1.13 0.86 0.29 1.35 0.63 1.16 0.95 0.46 1.17 0.81 1.11 0.82 0.15 1.33 0.62 1.09 0.89 0.27 1.24 0.72 1.11 0.67 0.00 1.17 0.58 0.79 1.72 0.00 1.25 1.38 2.14 0.98 0.86 1.34 0.73 1.31 0.78 0.00 1.13 0.70 0.88 0.84 0.01 1.14 0.74 0.96 0.81 0.00 1.14 0.71 0.92 0.92 0.41 1.24 0.74 1.14 1.60 0.00 1.16 1.38 1.85 0.95 0.40

Brain-specific angiogenesis inhibitor 1-associated protein 2 (BAI-associated protein 2) (BAI1-associated protein 2) (Protein BAP2) (Fas ligand-associated factor 3) (FLAF3) (Insulin receptor substrate p53/p58) (IRS-58) (IRSp53/58) (Insulin receptor substrate protein of 53 kDa) (IRSp53) (Insulin receptor substrate p53)Q9UQB8 sp|Q9UQB8|BAIP2_HUMAN3 3 105 1 1 1 29.65 30.2 17.69 18.22 14.62 15.38 32.7899993 32.7899993 24.4599998 13.5900006 19 19 14 7 20 18 13 20 1.11 0.11 1.14 0.97 1.26 1.23 0.02 1.18 1.04 1.45 0.99 0.83 1.16 0.85 1.14 1.04 0.57 1.14 0.91 1.18 1.24 0.00 1.14 1.09 1.41 0.92 0.19 1.14 0.81 1.05 1.08 0.08 1.09 0.99 1.18 1.15 0.17 1.24 0.92 1.43 0.85 0.04 1.16 0.74 0.99 0.91 0.53 1.43 0.63 1.30 1.16 0.12 1.22 0.95 1.42 1.17 0.11 1.23 0.95 1.44 1.11 0.48 1.39 0.80 1.54 1.02 0.98 5.37 0.19 5.46 1.25 0.02 1.18 1.05 1.47 0.89 0.23

14-3-3 protein beta/alpha (Protein 1054) (Protein kinase C inhibitor protein 1) (KCIP-1) [Cleaved into: 14-3-3 protein beta/alpha, N-terminally processed]P31946 sp|P31946|1433B_HUMAN 3 3 105 1 1 1 6.22 19.29 8.19 19.05 5.44 18.23 42.6800013 42.6800013 38.6200011 38.6200011 19 19 18 19 6 3 5 6 1.20 0.31 3.51 0.34 4.22 0.83 0.58 22.16 0.04 18.35 0.82 0.29 3.51 0.23 2.87 1.17 0.64 24.15 0.05 28.26 0.99 0.96 3.51 0.28 3.49 1.04 0.78 3.51 0.30 3.64 1.13 0.55 5.91 0.19 6.67 1.11 0.49 3.62 0.31 4.03 1.01 0.91 3.77 0.27 3.83 0.98 0.96 122.47 0.01 119.86 1.05 0.70 3.62 0.29 3.81 1.10 0.53 3.63 0.30 3.98 1.11 0.65 8.69 0.13 9.67 1.03 0.92 22.81 0.05 23.58 1.07 0.78 11.86 0.09 12.73 1.05 0.70

Alpha-1-acid glycoprotein 1 (AGP 1) (Orosomucoid-1) (OMD 1)P02763 sp|P02763|A1AG1_HUMAN3 3 105 1 1 1 19.63 20.01 19.67 20.19 14.3 15.02 44.780001 40.7999992 44.780001 28.8599998 18 18 15 16 45 16 22 45 0.36 0.00 1.42 0.25 0.51 0.57 0.00 1.30 0.44 0.74 1.16 0.10 1.21 0.96 1.40 3.03 0.00 1.23 2.47 3.72 0.66 0.00 1.20 0.55 0.79 1.16 0.08 1.20 0.97 1.39 1.02 0.76 1.20 0.85 1.22 0.44 0.00 1.42 0.31 0.62 0.21 0.00 1.55 0.13 0.32 1.80 0.00 1.33 1.35 2.39 0.90 0.18 1.20 0.75 1.08 0.83 0.16 1.34 0.62 1.12 0.98 0.78 1.22 0.80 1.20 3.30 0.00 1.31 2.53 4.32 1.10 0.50 1.64 0.67 1.80 0.82 0.15

Choline transporter-like protein 2 (Solute carrier family 44 member 2)Q8IWA5 sp|Q8IWA5|CTL2_HUMAN 3 3 105 1 1 1 24.78 26.29 31.31 32.85 32.59 34.41 22.5199997 17.7100003 22.5199997 19.2599997 18 14 18 18 42 16 22 42 1.55 0.00 1.14 1.36 1.76 2.37 0.00 1.20 1.97 2.84 0.69 0.01 1.31 0.53 0.90 1.13 0.15 1.19 0.95 1.35 0.72 0.00 1.21 0.59 0.87 0.75 0.00 1.12 0.67 0.84 0.60 0.00 1.11 0.54 0.67 2.49 0.00 1.44 1.73 3.59 1.04 0.80 1.41 0.74 1.47 0.92 0.59 1.40 0.66 1.28 1.44 0.00 1.23 1.18 1.77 0.96 0.85 1.65 0.58 1.58 1.23 0.04 1.22 1.01 1.51 0.94 0.59 1.25 0.75 1.18 0.95 0.47 1.18 0.80 1.11 0.67 0.01

Histidine-rich glycoprotein (Histidine-proline-rich glycoprotein) (HPRG)P04196 sp|P04196|HRG_HUMAN 3 3 105 1 1 1 24.54 24.87 23.04 23.12 25.97 26.07 31.2400013 31.2400013 25.7099986 27.2399992 18 18 15 16 38 16 20 38 0.31 0.00 1.59 0.19 0.49 0.47 0.00 1.33 0.35 0.62 1.64 0.00 1.11 1.48 1.83 1.70 0.00 1.11 1.53 1.90 0.71 0.00 1.11 0.64 0.79 0.65 0.00 1.25 0.52 0.81 1.69 0.00 1.11 1.51 1.88 0.60 0.00 1.25 0.48 0.75 0.49 0.00 1.17 0.42 0.57 3.76 0.00 1.16 3.23 4.38 0.93 0.15 1.11 0.84 1.03 0.62 0.00 1.11 0.56 0.69 1.30 0.00 1.11 1.16 1.44 1.79 0.21 2.62 0.68 4.68 0.63 0.00 1.12 0.57 0.71 0.92 0.16

Cathepsin G (CG) (EC 3.4.21.20)P08311 sp|P08311|CATG_HUMAN 3 3 105 1 1 1 4.05 4.1 7.28 7.31 18.99 19.22 50.9800017 7.8429997 23.1399998 50.9800017 18 2 5 18 29 3 5 29 0.17 0.18 731.05 0.00 123.40 0.22 0.07 9.61 0.02 2.12 0.25 0.05 3.97 0.06 0.99 0.19 0.05 5.13 0.04 0.99 0.24 0.12 29.30 0.01 6.96 1.29 0.41 11.56 0.11 14.92 0.28 0.05 3.92 0.07 1.10 0.19 0.04 4.21 0.04 0.80 0.29 0.02 2.27 0.13 0.66 0.38 0.05 2.64 0.14 1.00 0.24 0.01 1.71 0.14 0.42 0.41 0.02 1.66 0.25 0.69 0.30 0.05 3.15 0.10 0.96 0.50 0.03 1.62 0.31 0.82 1.19 0.11 1.25 0.95 1.49 0.51 0.23

Dipeptidyl peptidase 4 (EC 3.4.14.5) (ADABP) (Adenosine deaminase complexing protein 2) (ADCP-2) (Dipeptidyl peptidase IV) (DPP IV) (T-cell activation antigen CD26) (TP103) (CD antigen CD26) [Cleaved into: Dipeptidyl peptidase 4 membrane form (Dipeptidyl peptidase IV membrane form); Dipeptidyl peptidase 4 soluble form (Dipeptidyl peptidase IV soluble form)]P27487 sp|P27487|DPP4_HUMAN 3 3 105 1 1 1 28.94 29.33 26.97 27.34 12.87 13.42 18.9300001 18.9300001 18.5399994 11.3600001 18 18 17 8 26 23 26 18 1.60 0.00 1.18 1.35 1.89 0.82 0.01 1.14 0.72 0.94 0.95 0.35 1.11 0.86 1.06 1.45 0.00 1.09 1.33 1.59 0.80 0.00 1.12 0.71 0.89 0.79 0.01 1.20 0.66 0.95 0.91 0.09 1.12 0.81 1.02 1.12 0.06 1.13 0.99 1.27 1.11 0.18 1.17 0.95 1.29 0.91 0.42 1.30 0.70 1.17 0.92 0.13 1.12 0.83 1.03 1.48 0.00 1.11 1.33 1.64 1.32 0.00 1.17 1.12 1.55 1.05 0.73 1.33 0.79 1.40 0.97 0.66 1.15 0.85 1.12 0.76 0.00

Transforming growth factor-beta-induced protein ig-h3 (Beta ig-h3) (Kerato-epithelin) (RGD-containing collagen-associated protein) (RGD-CAP)Q15582 sp|Q15582|BGH3_HUMAN 3 3 105 1 1 1 28.69 29.47 28.33 29.08 25.21 26.37 25.6199986 25.1800001 25.6199986 24.1600007 18 18 17 17 26 20 17 26 0.66 0.00 1.20 0.56 0.80 0.39 0.00 1.21 0.32 0.47 1.94 0.00 1.10 1.76 2.13 1.24 0.00 1.10 1.13 1.36 0.73 0.00 1.10 0.66 0.80 1.54 0.00 1.10 1.40 1.68 1.35 0.00 1.10 1.23 1.48 1.10 0.14 1.14 0.96 1.26 0.78 0.00 1.10 0.71 0.86 1.30 0.00 1.11 1.17 1.44 0.91 0.06 1.10 0.83 1.01 0.93 0.37 1.19 0.78 1.11 1.71 0.00 1.17 1.46 2.01 1.55 0.00 1.10 1.40 1.71 0.81 0.03 1.20 0.68 0.97 0.93 0.44

Integrin beta-2 (Cell surface adhesion glycoproteins LFA-1/CR3/p150,95 subunit beta) (Complement receptor C3 subunit beta) (CD antigen CD18)P05107 sp|P05107|ITB2_HUMAN 3 3 105 1 1 1 32.4 34.45 26.94 28.2 23.35 25.04 28.0900002 28.0900002 24.3200004 20.5500007 18 18 16 14 22 19 11 22 0.50 0.00 1.21 0.42 0.61 0.87 0.03 1.13 0.76 0.98 1.26 0.00 1.15 1.10 1.45 1.29 0.00 1.11 1.17 1.43 0.89 0.02 1.09 0.82 0.98 1.11 0.13 1.15 0.96 1.28 1.82 0.00 1.12 1.62 2.03 0.88 0.07 1.15 0.76 1.01 0.78 0.01 1.19 0.66 0.92 1.12 0.30 1.27 0.88 1.42 0.88 0.04 1.13 0.78 0.99 1.33 0.00 1.13 1.18 1.50 1.50 0.00 1.24 1.20 1.86 1.08 0.39 1.22 0.89 1.31 0.84 0.00 1.11 0.76 0.93 0.95 0.29

Deoxynucleoside triphosphate triphosphohydrolase SAMHD1 (dNTPase) (EC 3.1.5.-) (Dendritic cell-derived IFNG-induced protein) (DCIP) (Monocyte protein 5) (MOP-5) (SAM domain and HD domain-containing protein 1)Q9Y3Z3 sp|Q9Y3Z3|SAMH1_HUMAN3 3 105 1 1 1 20.93 22.35 29.46 30.56 18.16 19.78 33.5500002 21.8799993 33.5500002 23.4799996 18 10 18 14 21 15 21 20 0.84 0.01 1.13 0.75 0.95 0.50 0.00 1.25 0.40 0.62 1.08 0.41 1.22 0.88 1.32 0.82 0.04 1.20 0.68 0.99 1.04 0.43 1.12 0.93 1.17 1.00 0.97 1.14 0.88 1.14 1.18 0.01 1.12 1.05 1.32 1.05 0.30 1.09 0.96 1.14 0.90 0.09 1.14 0.78 1.02 1.07 0.33 1.15 0.93 1.23 1.09 0.06 1.09 1.00 1.19 1.46 0.00 1.15 1.26 1.68 1.04 0.58 1.17 0.89 1.22 0.99 0.94 1.24 0.80 1.23 0.99 0.86 1.13 0.88 1.12 0.95 0.50

Tyrosine-protein phosphatase non-receptor type 13 (EC 3.1.3.48) (Fas-associated protein-tyrosine phosphatase 1) (FAP-1) (PTP-BAS) (Protein-tyrosine phosphatase 1E) (PTP-E1) (hPTPE1) (Protein-tyrosine phosphatase PTPL1)Q12923 sp|Q12923|PTN13_HUMAN3 3 105 1 1 1 31.18 36.82 6.52 8.51 13.39 15.76 7.68600032 7.68600032 1.85100008 3.09900008 18 18 4 6 18 18 2 12 1.61 0.00 1.14 1.41 1.83 0.97 0.49 1.09 0.89 1.06 0.88 0.25 1.26 0.70 1.11 1.78 0.00 1.10 1.61 1.97 1.42 0.00 1.09 1.30 1.55 0.91 0.19 1.16 0.78 1.06 0.85 0.03 1.15 0.74 0.98 0.58 0.24 16.06 0.04 9.24 1.11 0.48 3.60 0.31 4.00 0.58 0.57 5133.54 0.00 3000.83 1.18 0.35 3.58 0.33 4.21 0.93 0.58 3.58 0.26 3.31 0.79 0.50 19.13 0.04 15.16 0.51 0.20 14.62 0.04 7.51 1.07 0.33 1.16 0.92 1.24 1.66 0.00

Metalloreductase STEAP4 (EC 1.16.1.-) (Six-transmembrane epithelial antigen of prostate 4) (SixTransMembrane protein of prostate 2) (Tumor necrosis factor, alpha-induced protein 9)Q687X5 sp|Q687X5|STEA4_HUMAN 3 3 105 1 1 1 22.51 23.86 13.5 13.97 9.6 10.12 38.7800008 38.7800008 28.7600011 19.1699997 18 18 10 8 15 15 8 8 1.43 0.00 1.24 1.15 1.77 1.56 0.00 1.18 1.32 1.85 1.35 0.01 1.21 1.12 1.63 1.16 0.04 1.15 1.01 1.34 1.60 0.00 1.26 1.27 2.01 0.87 0.25 1.28 0.69 1.12 0.85 0.12 1.24 0.68 1.05 1.13 0.30 1.32 0.86 1.49 1.26 0.20 1.50 0.84 1.89 0.65 0.09 1.69 0.38 1.09 1.33 0.22 1.67 0.79 2.22 0.89 0.74 2.32 0.38 2.06 0.91 0.69 1.74 0.52 1.59 0.67 0.02 1.37 0.49 0.92 0.91 0.57 1.60 0.57 1.46 0.75 0.21

Rab GDP dissociation inhibitor beta (Rab GDI beta) (Guanosine diphosphate dissociation inhibitor 2) (GDI-2)P50395 sp|P50395|GDIB_HUMAN 3 3 105 1 1 1 23.12 23.46 28.26 28.68 28.38 29.67 39.3299997 33.4800005 34.830001 39.3299997 17 13 14 17 35 13 12 35 1.17 0.02 1.13 1.03 1.33 1.08 0.21 1.14 0.95 1.22 0.97 0.68 1.16 0.84 1.13 1.01 0.82 1.13 0.89 1.15 1.28 0.00 1.13 1.13 1.45 1.01 0.81 1.13 0.89 1.15 1.06 0.35 1.14 0.93 1.21 1.13 0.25 1.26 0.90 1.43 0.83 0.03 1.17 0.71 0.98 0.93 0.66 1.46 0.64 1.35 1.14 0.08 1.17 0.98 1.33 1.18 0.04 1.18 1.01 1.39 0.97 0.76 1.24 0.78 1.20 1.02 0.84 1.30 0.79 1.33 1.10 0.04 1.10 1.00 1.20 1.09 0.21

Na(+)/H(+) exchange regulatory cofactor NHE-RF1 (NHERF-1) (Ezrin-radixin-moesin-binding phosphoprotein 50) (EBP50) (Regulatory cofactor of Na(+)/H(+) exchanger) (Sodium-hydrogen exchanger regulatory factor 1) (Solute carrier family 9 isoform A3 regulatory factor 1)O14745 sp|O14745|NHRF1_HUMAN3 3 105 1 1 1 21.76 22.12 16.68 16.96 22.25 22.79 36.0300005 32.4000001 26.5399993 36.0300005 17 17 11 17 32 12 14 32 1.24 0.02 1.18 1.05 1.47 1.04 0.44 1.14 0.92 1.19 0.77 0.00 1.14 0.68 0.88 0.79 0.01 1.18 0.67 0.93 1.36 0.00 1.13 1.20 1.54 0.73 0.00 1.14 0.64 0.82 0.92 0.15 1.14 0.81 1.04 0.97 0.78 1.26 0.77 1.23 0.87 0.07 1.17 0.74 1.02 0.56 0.01 1.39 0.40 0.78 1.22 0.02 1.17 1.04 1.43 1.32 0.01 1.17 1.13 1.55 0.95 0.43 1.17 0.81 1.11 0.79 0.02 1.19 0.66 0.94 1.32 0.00 1.13 1.17 1.49 0.67 0.00

Protein S100-A8 (Calgranulin-A) (Calprotectin L1L subunit) (Cystic fibrosis antigen) (CFAG) (Leukocyte L1 complex light chain) (Migration inhibitory factor-related protein 8) (MRP-8) (p8) (S100 calcium-binding protein A8) (Urinary stone protein band A) [Cleaved into: Protein S100-A8, N-terminally processed]P05109 sp|P05109|S10A8_HUMAN 3 3 105 1 1 1 8.35 8.67 9.74 10.17 11.29 12.06 58.0600023 46.2399989 47.3100007 58.0600023 17 9 8 17 31 8 13 31 0.16 0.00 2.09 0.08 0.34 0.44 0.00 1.47 0.30 0.65 0.36 0.01 1.71 0.21 0.61 0.25 0.00 1.93 0.13 0.48 0.50 0.00 1.35 0.37 0.67 0.96 0.76 1.39 0.69 1.34 0.33 0.00 1.53 0.22 0.51 0.36 0.01 1.86 0.19 0.67 0.27 0.00 1.84 0.14 0.49 0.42 0.03 2.12 0.20 0.89 0.37 0.01 1.75 0.21 0.64 0.87 0.36 1.46 0.59 1.27 0.64 0.08 1.68 0.38 1.08 0.56 0.04 1.69 0.33 0.94 0.99 0.93 1.46 0.68 1.44 0.64 0.30

T-complex protein 1 subunit zeta (TCP-1-zeta) (Acute morphine dependence-related protein 2) (CCT-zeta-1) (HTR3) (Tcp20)P40227 sp|P40227|TCPZ_HUMAN 3 3 105 1 1 1 16.8 19.19 27.69 29.66 26.83 29.09 34.0900004 19.0200001 32.3900014 34.0900004 17 10 17 16 24 8 17 24 1.04 0.54 1.18 0.89 1.23 0.93 0.41 1.24 0.75 1.15 0.87 0.28 1.35 0.64 1.18 0.65 0.00 1.17 0.56 0.77 0.85 0.09 1.21 0.71 1.03 0.74 0.06 1.37 0.54 1.02 0.75 0.01 1.17 0.64 0.88 0.86 0.19 1.27 0.68 1.09 1.96 0.00 1.25 1.58 2.44 0.67 0.03 1.41 0.47 0.94 0.88 0.03 1.12 0.79 0.98 0.83 0.01 1.13 0.74 0.94 0.91 0.47 1.34 0.68 1.21 0.84 0.55 1.88 0.45 1.58 1.84 0.00 1.26 1.45 2.32 0.97 0.61

Prothrombin (EC 3.4.21.5) (Coagulation factor II) [Cleaved into: Activation peptide fragment 1; Activation peptide fragment 2; Thrombin light chain; Thrombin heavy chain]P00734 sp|P00734|THRB_HUMAN 3 3 105 1 1 1 24.06 24.93 18.17 18.66 27.9 28.27 31.3499987 25.2400011 20.7399994 31.3499987 17 16 11 17 22 19 12 22 0.43 0.00 1.26 0.34 0.55 0.38 0.00 1.38 0.28 0.53 1.55 0.00 1.19 1.30 1.85 1.97 0.00 1.10 1.79 2.16 1.00 0.92 1.10 0.91 1.09 1.44 0.00 1.10 1.31 1.58 1.63 0.00 1.12 1.45 1.82 0.50 0.00 1.18 0.42 0.58 0.46 0.00 1.24 0.37 0.58 1.89 0.00 1.11 1.70 2.10 0.61 0.00 1.11 0.54 0.67 1.11 0.05 1.11 1.00 1.23 1.16 0.01 1.11 1.04 1.29 1.82 0.00 1.11 1.63 2.02 0.52 0.00 1.17 0.44 0.60 1.04 0.61

Tryptophan--tRNA ligase, cytoplasmic (EC 6.1.1.2) (Interferon-induced protein 53) (IFP53) (Tryptophanyl-tRNA synthetase) (TrpRS) (hWRS) [Cleaved into: T1-TrpRS; T2-TrpRS]P23381 sp|P23381|SYWC_HUMAN 3 3 105 1 1 1 10.91 11.34 11.32 11.8 24.45 25.9 34.8199993 15.5000001 19.3200007 34.8199993 17 8 10 17 21 10 7 21 0.65 0.00 1.22 0.53 0.79 0.39 0.00 1.42 0.27 0.55 0.88 0.32 1.34 0.66 1.17 0.95 0.72 1.36 0.70 1.30 1.08 0.37 1.21 0.89 1.31 1.21 0.04 1.20 1.01 1.45 1.21 0.02 1.16 1.04 1.40 0.70 0.01 1.20 0.58 0.84 0.75 0.01 1.20 0.63 0.90 1.30 0.06 1.32 0.98 1.71 0.77 0.02 1.20 0.65 0.92 1.02 0.75 1.20 0.85 1.22 0.90 0.19 1.20 0.76 1.08 1.42 0.02 1.27 1.12 1.81 0.73 0.00 1.10 0.66 0.81 1.13 0.02

Transmembrane channel-like protein 5Q6UXY8 sp|Q6UXY8|TMC5_HUMAN 3 3 105 1 1 1 26.27 27.07 15.54 16.92 19.09 20.57 13.7199998 13.7199998 9.14499983 12.2299999 17 17 9 12 21 21 15 19 1.25 0.06 1.26 0.99 1.57 1.27 0.00 1.16 1.09 1.48 1.08 0.36 1.18 0.91 1.27 0.88 0.22 1.24 0.71 1.09 1.17 0.03 1.15 1.02 1.35 1.09 0.41 1.24 0.88 1.36 0.85 0.00 1.09 0.77 0.93 1.17 0.02 1.14 1.03 1.34 0.93 0.21 1.14 0.82 1.05 0.60 0.03 1.54 0.39 0.93 0.98 0.79 1.17 0.84 1.15 1.07 0.27 1.14 0.94 1.21 0.91 0.47 1.35 0.67 1.23 0.76 0.11 1.42 0.54 1.08 1.29 0.05 1.29 1.00 1.66 0.89 0.63

Specifically androgen-regulated gene proteinQ9BW04 sp|Q9BW04|SARG_HUMAN3 3 105 1 1 1 27.49 28.19 21.83 23.08 19.86 20.86 34.9400014 34.9400014 27.9500008 26.2899995 17 17 14 16 21 16 18 21 1.64 0.00 1.21 1.35 1.99 1.36 0.00 1.16 1.17 1.57 0.75 0.04 1.30 0.58 0.98 1.11 0.36 1.27 0.87 1.41 0.93 0.24 1.14 0.81 1.06 0.82 0.05 1.23 0.67 1.00 0.66 0.00 1.20 0.55 0.80 1.89 0.00 1.30 1.46 2.46 0.83 0.03 1.18 0.70 0.98 0.82 0.21 1.40 0.59 1.15 1.23 0.00 1.13 1.08 1.40 0.82 0.00 1.12 0.74 0.92 1.03 0.75 1.25 0.83 1.29 0.83 0.17 1.32 0.63 1.10 1.14 0.07 1.15 0.99 1.31 0.94 0.61

Unconventional myosin-Ib (MYH-1c) (Myosin I alpha) (MMI-alpha) (MMIa)O43795 sp|O43795|MYO1B_HUMAN3 3 105 1 1 1 30.96 37.9 19.96 27.04 22.61 30.38 16.8099999 15.67 11.53 16.8099999 17 17 13 15 20 16 16 20 1.00 0.95 1.16 0.87 1.16 0.99 0.93 1.15 0.86 1.15 1.07 0.46 1.21 0.88 1.30 0.87 0.11 1.19 0.73 1.04 1.15 0.01 1.10 1.04 1.27 1.14 0.05 1.14 1.00 1.31 1.02 0.65 1.10 0.93 1.13 0.95 0.43 1.16 0.81 1.10 0.81 0.00 1.10 0.74 0.89 0.92 0.43 1.23 0.75 1.14 1.13 0.04 1.12 1.01 1.26 1.27 0.00 1.10 1.16 1.39 1.23 0.10 1.29 0.95 1.60 1.20 0.12 1.27 0.94 1.53 0.94 0.34 1.16 0.81 1.08 0.92 0.23

L-lactate dehydrogenase A chain (LDH-A) (EC 1.1.1.27) (Cell proliferation-inducing gene 19 protein) (LDH muscle subunit) (LDH-M) (Renal carcinoma antigen NY-REN-59)P00338 sp|P00338|LDHA_HUMAN 3 3 105 1 1 1 19.27 22.84 27.42 28.24 18.96 19.63 48.4899998 33.4300011 48.4899998 38.2499993 17 15 15 17 20 13 16 20 1.11 0.17 1.17 0.95 1.30 0.78 0.00 1.15 0.68 0.89 1.00 0.96 1.23 0.81 1.22 0.86 0.05 1.16 0.75 1.00 1.31 0.00 1.15 1.14 1.50 1.02 0.73 1.15 0.89 1.17 0.96 0.56 1.15 0.84 1.11 0.81 0.00 1.14 0.71 0.92 0.97 0.51 1.11 0.87 1.08 0.97 0.74 1.18 0.82 1.15 0.99 0.80 1.11 0.89 1.10 0.95 0.36 1.11 0.86 1.06 0.88 0.20 1.23 0.72 1.08 0.97 0.58 1.14 0.84 1.11 0.98 0.83 1.17 0.84 1.15 0.85 0.02

Eosinophil peroxidase (EPO) (EC 1.11.1.7) [Cleaved into: Eosinophil peroxidase light chain; Eosinophil peroxidase heavy chain]P11678 sp|P11678|PERE_HUMAN 3 3 105 1 1 1 6.44 9.73 11.4 14.42 20.83 27.93 20.0000003 8.95100012 12.1699996 20.0000003 17 6 9 17 18 2 6 18 0.08 0.07 30.33 0.00 2.35 0.29 0.11 17.73 0.02 5.06 0.31 0.19 85.33 0.00 26.79 0.14 0.07 15.95 0.01 2.21 0.48 0.12 5.52 0.09 2.66 1.48 0.21 5.78 0.26 8.58 0.81 0.45 9.77 0.08 7.93 0.57 0.08 1.93 0.30 1.10 0.51 0.02 1.72 0.29 0.88 2.24 0.00 1.25 1.79 2.80 0.46 0.00 1.18 0.39 0.54 1.22 0.03 1.18 1.04 1.43 1.12 0.13 1.18 0.95 1.32 0.52 0.01 1.50 0.35 0.78 0.49 0.00 1.26 0.39 0.61 0.48 0.07

Ubiquitin-like modifier-activating enzyme 1 (Protein A1S9) (Ubiquitin-activating enzyme E1)P22314 sp|P22314|UBA1_HUMAN 3 3 105 1 1 1 27.76 29.23 22.35 23.63 19.09 21.15 20.3199998 20.3199998 13.4200007 15.7800004 17 17 12 13 17 17 16 16 1.53 0.00 1.15 1.33 1.75 0.77 0.06 1.31 0.59 1.01 1.04 0.52 1.12 0.92 1.16 1.00 0.97 1.13 0.88 1.13 1.44 0.00 1.11 1.30 1.59 0.94 0.29 1.14 0.82 1.07 1.12 0.03 1.11 1.01 1.24 1.16 0.01 1.11 1.04 1.29 1.02 0.64 1.11 0.92 1.13 0.78 0.02 1.23 0.63 0.96 1.05 0.33 1.11 0.95 1.16 1.20 0.01 1.13 1.06 1.35 1.07 0.26 1.14 0.94 1.23 0.84 0.39 1.56 0.54 1.30 1.09 0.72 1.71 0.64 1.86 1.36 0.07

Guanine nucleotide-binding protein G(q) subunit alpha (Guanine nucleotide-binding protein alpha-q)P50148 sp|P50148|GNAQ_HUMAN 3 3 105 1 1 1 11.73 26.4 11.08 25.13 21.24 22.78 42.0599997 40.6699985 42.0599997 38.1599993 17 14 15 17 16 8 7 16 1.36 0.09 1.46 0.93 1.98 1.47 0.00 1.17 1.25 1.72 0.97 0.79 1.36 0.71 1.31 1.13 0.10 1.17 0.97 1.33 1.20 0.04 1.18 1.01 1.42 0.86 0.12 1.23 0.69 1.06 0.90 0.14 1.17 0.77 1.05 1.49 0.00 1.20 1.23 1.79 0.98 0.78 1.20 0.81 1.18 0.93 0.61 1.45 0.64 1.35 1.22 0.04 1.20 1.01 1.47 1.13 0.14 1.21 0.94 1.36 1.18 0.07 1.21 0.98 1.43 1.03 0.68 1.21 0.85 1.24 1.09 0.47 1.34 0.81 1.46 0.90 0.19

Guanine nucleotide-binding protein G(I)/G(S)/G(T) subunit beta-2 (G protein subunit beta-2) (Transducin beta chain 2)P62879 sp|P62879|GBB2_HUMAN 3 3 105 1 1 1 16.38 16.95 17.86 18.5 20.5 20.78 42.9399997 33.5299999 40.8800006 42.9399997 17 13 14 17 9 6 9 9 0.97 0.94 5.37 0.18 5.20 1.11 0.71 2.76 0.40 3.05 0.95 0.83 2.44 0.39 2.32 0.93 0.79 3.01 0.31 2.79 0.97 0.91 2.68 0.36 2.60 0.84 0.39 1.99 0.42 1.68 0.82 0.40 2.22 0.37 1.82 1.24 0.07 1.28 0.97 1.59 0.99 0.92 1.34 0.74 1.32 0.95 0.71 1.47 0.65 1.40 1.34 0.04 1.29 1.04 1.72 1.18 0.23 1.43 0.83 1.69 1.04 0.74 1.44 0.73 1.50 1.15 0.68 2.64 0.43 3.03 1.14 0.48 1.68 0.68 1.92 0.87 0.37

Mucin-4 (MUC-4) (Ascites sialoglycoprotein) (ASGP) (Pancreatic adenocarcinoma mucin) (Testis mucin) (Tracheobronchial mucin) [Cleaved into: Mucin-4 alpha chain (Ascites sialoglycoprotein 1) (ASGP-1); Mucin-4 beta chain (Ascites sialoglycoprotein 2) (ASGP-2)]Q99102 sp|Q99102|MUC4_HUMAN 3 3 105 1 1 1 17.4 18.83 11.78 12.42 22.82 23.29 7.14600012 5.30200005 3.50399986 7.14600012 16 10 7 16 32 14 12 32 0.59 0.00 1.32 0.44 0.77 0.83 0.03 1.18 0.70 0.98 1.08 0.45 1.25 0.86 1.35 0.52 0.01 1.61 0.33 0.84 2.13 0.00 1.26 1.70 2.68 0.94 0.49 1.22 0.77 1.15 0.90 0.15 1.17 0.77 1.05 0.49 0.02 1.81 0.27 0.88 0.59 0.00 1.16 0.51 0.68 0.48 0.03 1.85 0.26 0.89 0.93 0.22 1.14 0.82 1.06 0.93 0.21 1.14 0.82 1.05 0.71 0.09 1.50 0.47 1.07 0.87 0.33 1.36 0.64 1.19 1.15 0.06 1.16 0.99 1.34 0.49 0.00

Alpha-2-HS-glycoprotein (Alpha-2-Z-globulin) (Ba-alpha-2-glycoprotein) (Fetuin-A) [Cleaved into: Alpha-2-HS-glycoprotein chain A; Alpha-2-HS-glycoprotein chain B]P02765 sp|P02765|FETUA_HUMAN 3 3 105 1 1 1 14.97 15.24 12.96 14.67 21.95 22.12 43.8699991 21.5299994 33.2399994 43.8699991 16 12 13 16 31 13 13 31 0.62 0.02 1.42 0.43 0.88 0.48 0.06 2.15 0.22 1.04 1.47 0.09 1.59 0.93 2.33 2.53 0.00 1.45 1.74 3.67 0.59 0.00 1.23 0.48 0.72 1.62 0.01 1.32 1.23 2.15 1.73 0.01 1.38 1.25 2.40 0.43 0.01 1.76 0.25 0.76 0.33 0.00 1.45 0.23 0.48 2.93 0.00 1.18 2.48 3.47 0.69 0.06 1.47 0.47 1.02 0.87 0.08 1.18 0.73 1.02 1.25 0.07 1.28 0.98 1.61 1.77 0.01 1.39 1.27 2.46 0.48 0.00 1.36 0.35 0.66 0.70 0.00

WD repeat-containing protein 1 (Actin-interacting protein 1) (AIP1) (NORI-1)O75083 sp|O75083|WDR1_HUMAN 3 3 105 1 1 1 26.54 27.17 16.51 17.12 13.27 14.19 32.3399991 32.3399991 19.6400002 17.4899995 16 16 9 7 23 23 13 17 1.61 0.00 1.13 1.42 1.83 0.74 0.00 1.08 0.69 0.81 1.26 0.00 1.13 1.11 1.43 1.02 0.70 1.11 0.92 1.14 1.35 0.00 1.10 1.22 1.49 1.11 0.02 1.09 1.02 1.21 1.03 0.37 1.08 0.96 1.12 1.19 0.04 1.17 1.01 1.39 0.64 0.00 1.14 0.56 0.73 0.96 0.80 1.37 0.70 1.32 1.22 0.03 1.19 1.03 1.45 1.01 0.86 1.15 0.88 1.16 1.01 0.85 1.16 0.88 1.17 1.02 0.82 1.25 0.82 1.27 0.99 0.86 1.16 0.85 1.15 0.86 0.18

T-complex protein 1 subunit delta (TCP-1-delta) (CCT-delta) (Stimulator of TAR RNA-binding)P50991 sp|P50991|TCPD_HUMAN 3 3 105 1 1 1 17.92 20.91 20.27 20.9 21.13 21.86 28.2000005 23.7499997 25.6000012 28.2000005 16 15 16 16 23 7 11 23 1.38 0.03 1.31 1.05 1.80 1.04 0.72 1.29 0.80 1.34 0.69 0.03 1.36 0.51 0.94 0.74 0.12 1.52 0.48 1.13 0.95 0.67 1.33 0.72 1.26 0.67 0.06 1.51 0.45 1.02 0.78 0.02 1.20 0.65 0.93 0.73 0.01 1.24 0.59 0.91 1.90 0.00 1.20 1.58 2.28 0.70 0.22 1.86 0.38 1.30 0.85 0.03 1.15 0.74 0.98 0.88 0.11 1.18 0.74 1.04 0.77 0.10 1.39 0.55 1.07 0.73 0.22 1.72 0.43 1.26 2.11 0.00 1.18 1.79 2.48 0.95 0.55

Synaptic vesicle membrane protein VAT-1 homolog (EC 1.-.-.-)Q99536 sp|Q99536|VAT1_HUMAN 3 3 105 1 1 1 17.75 18.35 17.62 19.26 18.68 19.44 33.8400006 30.5299997 33.8400006 25.9499997 16 10 16 13 23 14 18 23 0.62 0.00 1.27 0.49 0.78 0.75 0.02 1.25 0.60 0.94 0.94 0.52 1.22 0.77 1.15 0.64 0.01 1.37 0.46 0.88 0.97 0.54 1.12 0.87 1.08 0.65 0.01 1.35 0.48 0.87 0.96 0.40 1.12 0.85 1.07 0.75 0.11 1.46 0.51 1.09 2.15 0.00 1.47 1.47 3.16 1.01 0.97 1.51 0.67 1.52 0.76 0.05 1.30 0.59 1.00 0.73 0.02 1.29 0.57 0.94 0.91 0.58 1.48 0.62 1.34 1.01 0.95 1.49 0.68 1.51 1.06 0.42 1.19 0.90 1.26 0.72 0.03

26S proteasome non-ATPase regulatory subunit 2 (26S proteasome regulatory subunit RPN1) (26S proteasome regulatory subunit S2) (26S proteasome subunit p97) (Protein 55.11) (Tumor necrosis factor type 1 receptor-associated protein 2)Q13200 sp|Q13200|PSMD2_HUMAN3 3 105 1 1 1 9.73 11.79 21.84 23.04 16.58 18.09 20.1499999 6.71800003 20.1499999 12.1100001 16 6 16 11 20 8 20 20 0.94 0.53 1.23 0.77 1.16 1.22 0.05 1.23 1.00 1.50 0.90 0.42 1.34 0.67 1.20 0.66 0.00 1.19 0.56 0.79 0.88 0.08 1.16 0.76 1.02 0.84 0.16 1.30 0.64 1.09 0.72 0.00 1.18 0.61 0.85 0.73 0.00 1.15 0.63 0.84 1.95 0.00 1.27 1.54 2.47 1.04 0.70 1.26 0.83 1.31 0.81 0.00 1.13 0.72 0.91 0.87 0.07 1.16 0.75 1.01 0.82 0.02 1.17 0.70 0.96 0.96 0.90 1.88 0.51 1.81 1.30 0.09 1.37 0.95 1.79 0.99 0.93

Niban-like protein 1 (Meg-3) (Melanoma invasion by ERK) (MINERVA) (Protein FAM129B)Q96TA1 sp|Q96TA1|NIBL1_HUMAN 3 3 105 1 1 1 19.07 19.62 21.55 22.22 14.33 16.24 22.1200004 17.2900006 22.1200004 17.2900006 16 13 16 14 20 17 17 20 1.26 0.05 1.26 1.00 1.58 0.99 0.86 1.12 0.89 1.11 0.98 0.78 1.18 0.83 1.16 1.21 0.00 1.11 1.09 1.35 1.07 0.20 1.12 0.96 1.19 1.12 0.04 1.11 1.00 1.25 1.09 0.09 1.11 0.98 1.22 1.23 0.01 1.16 1.06 1.43 0.86 0.06 1.17 0.73 1.01 0.98 0.88 1.24 0.80 1.22 1.13 0.11 1.16 0.97 1.31 1.18 0.05 1.18 1.00 1.39 1.17 0.02 1.13 1.04 1.33 1.06 0.45 1.18 0.90 1.25 1.11 0.23 1.21 0.92 1.35 0.83 0.04

Attractin (DPPT-L) (Mahogany homolog)O75882 sp|O75882|ATRN_HUMAN 3 3 105 1 1 1 29.38 30.33 19.66 20.59 12.44 13.13 9.44700018 9.44700018 6.78799972 5.73799983 16 16 10 8 19 19 10 11 0.70 0.00 1.20 0.58 0.84 1.11 0.31 1.24 0.90 1.38 1.26 0.02 1.20 1.05 1.51 1.24 0.04 1.22 1.01 1.51 1.09 0.36 1.21 0.90 1.31 1.30 0.00 1.16 1.12 1.51 1.09 0.37 1.22 0.89 1.33 1.09 0.53 1.34 0.81 1.46 0.56 0.00 1.23 0.45 0.69 1.34 0.00 1.15 1.17 1.53 1.13 0.07 1.14 0.99 1.29 0.81 0.19 1.39 0.58 1.14 1.11 0.50 1.42 0.78 1.58 1.34 0.02 1.25 1.07 1.68 0.98 0.89 1.47 0.66 1.44 0.95 0.49

Isocitrate dehydrogenase [NADP] cytoplasmic (IDH) (EC 1.1.1.42) (Cytosolic NADP-isocitrate dehydrogenase) (IDP) (NADP(+)-specific ICDH) (Oxalosuccinate decarboxylase)O75874 sp|O75874|IDHC_HUMAN 3 3 105 1 1 1 22.16 22.79 10.27 10.93 3.21 3.64 35.9899998 35.9899998 14.2499998 3.13999988 16 16 4 1 18 18 10 5 1.25 0.00 1.12 1.11 1.40 1.15 0.04 1.14 1.01 1.31 0.98 0.81 1.19 0.83 1.17 0.85 0.06 1.18 0.72 1.01 1.64 0.00 1.17 1.40 1.91 1.03 0.49 1.11 0.93 1.15 0.92 0.18 1.13 0.82 1.04 1.22 0.18 1.38 0.89 1.69 0.98 0.73 1.15 0.86 1.12 0.80 0.22 1.50 0.53 1.19 0.94 0.42 1.17 0.81 1.11 1.00 1.00 1.15 0.87 1.15 0.92 0.35 1.21 0.76 1.12 0.84 0.02 1.15 0.73 0.96 1.03 0.75 1.46 0.71 1.50 1.50 0.12

T-complex protein 1 subunit theta (TCP-1-theta) (CCT-theta) (Renal carcinoma antigen NY-REN-15)P50990 sp|P50990|TCPQ_HUMAN 3 3 105 1 1 1 20.31 22.78 28.24 29.46 24.38 25.98 29.3799996 26.4600009 29.3799996 28.2799989 16 14 16 16 17 13 14 17 1.17 0.03 1.15 1.02 1.35 1.06 0.22 1.11 0.96 1.18 0.74 0.00 1.13 0.66 0.84 0.76 0.00 1.11 0.68 0.84 0.92 0.12 1.12 0.82 1.03 0.77 0.00 1.11 0.69 0.85 0.88 0.02 1.12 0.78 0.98 0.66 0.00 1.14 0.58 0.76 1.80 0.00 1.29 1.39 2.32 0.58 0.01 1.41 0.41 0.82 0.85 0.00 1.10 0.77 0.93 0.75 0.01 1.20 0.63 0.90 0.93 0.65 1.44 0.64 1.33 0.65 0.01 1.32 0.50 0.86 1.92 0.00 1.27 1.50 2.44 1.07 0.37

6-phosphofructokinase, liver type (EC 2.7.1.11) (Phosphofructo-1-kinase isozyme B) (PFK-B) (Phosphofructokinase 1) (Phosphohexokinase)P17858 sp|P17858|K6PL_HUMAN 3 3 105 1 1 1 21.81 23.29 24.39 25.38 8.97 12.55 23.59 18.8500002 23.59 14.6200001 16 11 16 7 16 11 12 16 0.76 0.00 1.13 0.67 0.85 0.92 0.20 1.15 0.80 1.06 0.87 0.19 1.25 0.69 1.09 0.82 0.09 1.26 0.65 1.04 0.91 0.30 1.21 0.75 1.10 0.82 0.02 1.17 0.70 0.96 0.93 0.52 1.28 0.73 1.19 0.85 0.05 1.18 0.72 1.00 1.95 0.00 1.23 1.58 2.41 1.07 0.46 1.20 0.89 1.28 0.81 0.02 1.18 0.68 0.95 0.82 0.01 1.14 0.71 0.93 0.85 0.23 1.32 0.65 1.13 1.07 0.87 2.47 0.43 2.64 0.99 0.87 1.22 0.81 1.21 0.71 0.02

Triosephosphate isomerase (TIM) (EC 5.3.1.1) (Triose-phosphate isomerase)P60174 sp|P60174|TPIS_HUMAN 3 3 105 1 1 1 21.65 22.33 13.19 13.39 13.91 14.26 61.0400021 61.0400021 44.5800006 43.3699995 16 16 9 10 16 16 9 10 1.28 0.01 1.16 1.10 1.49 0.91 0.11 1.12 0.81 1.03 1.19 0.01 1.14 1.05 1.36 0.90 0.06 1.12 0.80 1.01 1.31 0.00 1.14 1.15 1.49 0.98 0.73 1.12 0.87 1.10 1.01 0.91 1.12 0.89 1.13 1.09 0.32 1.24 0.88 1.35 0.89 0.14 1.20 0.74 1.06 0.76 0.19 1.65 0.46 1.24 0.93 0.43 1.26 0.74 1.17 1.32 0.02 1.21 1.09 1.60 0.88 0.13 1.20 0.73 1.06 0.83 0.14 1.33 0.62 1.10 1.19 0.10 1.26 0.94 1.50 0.92 0.49

Disco-interacting protein 2 homolog B (DIP2 homolog B)Q9P265 sp|Q9P265|DIP2B_HUMAN 3 3 105 1 1 1 30.23 31.28 17.87 19.12 16.7 18.37 14.0900001 14.0900001 9.13700014 6.53600022 16 16 11 8 15 15 7 9 1.84 0.00 1.17 1.57 2.14 1.61 0.00 1.16 1.38 1.86 0.71 0.01 1.25 0.57 0.89 0.97 0.60 1.12 0.86 1.09 0.62 0.00 1.14 0.54 0.70 1.01 0.90 1.15 0.87 1.16 0.66 0.00 1.22 0.54 0.80 2.14 0.01 1.56 1.38 3.34 1.08 0.61 1.40 0.77 1.51 0.89 0.25 1.24 0.72 1.11 1.10 0.40 1.29 0.85 1.41 0.81 0.05 1.24 0.66 1.00 1.07 0.44 1.24 0.87 1.33 1.14 0.24 1.27 0.89 1.44 0.95 0.45 1.18 0.80 1.12 0.78 0.01

Guanine nucleotide-binding protein subunit alpha-11 (G alpha-11) (G-protein subunit alpha-11) (Guanine nucleotide-binding protein G(y) subunit alpha)P29992 sp|P29992|GNA11_HUMAN3 3 105 1 1 1 24.91 26.44 27.95 29.57 7.2 19.24 50.7000029 38.9999986 50.7000029 32.3100001 16 15 16 14 10 7 10 10 1.41 0.00 1.17 1.21 1.64 1.30 0.01 1.17 1.12 1.52 0.97 0.73 1.23 0.79 1.19 0.91 0.24 1.19 0.77 1.09 1.28 0.01 1.17 1.10 1.49 0.81 0.16 1.39 0.58 1.12 0.90 0.15 1.17 0.77 1.05 1.24 0.01 1.14 1.09 1.41 0.92 0.41 1.23 0.75 1.14 1.02 0.92 1.51 0.67 1.54 1.25 0.03 1.21 1.04 1.51 1.14 0.25 1.27 0.89 1.45 1.22 0.01 1.14 1.06 1.39 1.12 0.46 1.41 0.80 1.58 1.20 0.17 1.46 0.82 1.76 0.82 0.19

HLA class II histocompatibility antigen, DRB1-7 beta chain (MHC class II antigen DRB1*7) (DR-7) (DR7)P13761 sp|P13761|2B17_HUMAN 3 3 105 1 1 1 5.34 18.35 4.25 13.36 5.02 11.62 39.8499996 39.8499996 21.0500002 24.4399995 16 16 12 9 5 3 4 5 0.23 0.01 2.06 0.11 0.48 0.25 0.03 2.68 0.09 0.68 0.37 0.02 1.85 0.20 0.68 0.20 0.06 6.04 0.03 1.23 4.12 0.00 1.42 2.90 5.84 0.41 0.02 1.75 0.23 0.72 0.31 0.05 3.15 0.10 0.97 0.44 0.09 4.61 0.09 2.02 2.64 0.14 14.75 0.18 38.95 0.71 0.62 558.01 0.00 396.55 0.37 0.14 16.86 0.02 6.18 0.35 0.18 51.57 0.01 18.01 0.77 0.42 13.28 0.06 10.20 0.76 0.60 114.62 0.01 87.18 0.29 0.14 37.82 0.01 10.95 0.52 0.10

Complement component C8 beta chain (Complement component 8 subunit beta)P07358 sp|P07358|CO8B_HUMAN 3 3 105 1 1 1 23.04 23.73 22.67 23.38 27.73 28.52 27.7500004 20.8100006 22.4999994 27.7500004 15 15 12 15 46 21 19 46 0.51 0.00 1.30 0.40 0.67 0.37 0.00 1.42 0.26 0.53 1.29 0.03 1.25 1.04 1.61 1.67 0.00 1.16 1.44 1.93 0.90 0.09 1.13 0.80 1.02 1.21 0.02 1.16 1.04 1.41 1.82 0.00 1.22 1.49 2.22 0.61 0.00 1.31 0.47 0.81 0.44 0.00 1.33 0.33 0.59 2.64 0.00 1.12 2.36 2.95 0.73 0.00 1.17 0.62 0.85 0.90 0.03 1.10 0.81 0.99 1.38 0.00 1.10 1.25 1.52 2.11 0.00 1.13 1.87 2.37 0.55 0.00 1.15 0.48 0.64 1.01 0.87

Angiotensinogen (Serpin A8) [Cleaved into: Angiotensin-1 (Angiotensin 1-10) (Angiotensin I) (Ang I); Angiotensin-2 (Angiotensin 1-8) (Angiotensin II) (Ang II); Angiotensin-3 (Angiotensin 2-8) (Angiotensin III) (Ang III) (Des-Asp[1]-angiotensin II); Angiotensin-4 (Angiotensin 3-8) (Angiotensin IV) (Ang IV); Angiotensin 1-9; Angiotensin 1-7; Angiotensin 1-5; Angiotensin 1-4]P01019 sp|P01019|ANGT_HUMAN 3 3 105 1 1 1 17.42 17.5 22.43 22.58 13.96 15.91 30.7200015 25.5699992 30.7200015 21.6499999 15 15 14 15 31 21 23 31 2.23 0.00 1.22 1.83 2.71 0.69 0.42 2.81 0.24 1.94 1.23 0.01 1.15 1.07 1.41 1.70 0.00 1.16 1.46 1.97 0.97 0.68 1.15 0.85 1.12 1.10 0.26 1.19 0.92 1.31 1.03 0.63 1.15 0.90 1.18 0.62 0.00 1.28 0.49 0.80 0.47 0.00 1.34 0.35 0.63 2.25 0.00 1.21 1.85 2.73 1.13 0.04 1.12 1.01 1.27 0.85 0.01 1.12 0.75 0.95 1.13 0.06 1.13 1.00 1.28 1.73 0.00 1.17 1.48 2.02 0.64 0.00 1.17 0.54 0.75 0.77 0.01

Complement component C9 [Cleaved into: Complement component C9a; Complement component C9b]P02748 sp|P02748|CO9_HUMAN 3 3 105 1 1 1 19.7 21.33 17.28 17.88 22.91 24.29 23.9700005 19.8599994 14.6699995 23.9700005 15 12 9 15 31 23 11 31 0.53 0.00 1.28 0.41 0.68 0.29 0.00 1.31 0.22 0.38 1.55 0.00 1.22 1.27 1.89 1.68 0.00 1.13 1.49 1.90 0.63 0.00 1.19 0.53 0.75 1.16 0.03 1.14 1.01 1.32 1.68 0.00 1.12 1.50 1.87 0.32 0.00 1.36 0.23 0.44 0.30 0.00 1.41 0.21 0.42 2.57 0.00 1.21 2.12 3.12 0.42 0.00 1.18 0.36 0.50 0.79 0.00 1.14 0.70 0.90 1.11 0.69 1.77 0.63 1.95 2.58 0.00 1.15 2.25 2.97 0.48 0.00 1.20 0.40 0.58 0.84 0.01

Glutathione S-transferase A2 (EC 2.5.1.18) (GST HA subunit 2) (GST class-alpha member 2) (GST-gamma) (GSTA2-2) (GTH2)P09210 sp|P09210|GSTA2_HUMAN 3 3 105 1 1 1 19.17 19.54 18.74 19.07 17.84 18.08 43.689999 40.990001 43.689999 40.5400008 15 15 15 14 30 24 23 30 1.55 0.00 1.14 1.36 1.76 1.06 0.20 1.10 0.96 1.17 1.07 0.27 1.14 0.94 1.22 0.75 0.00 1.14 0.66 0.86 1.78 0.00 1.10 1.62 1.97 0.65 0.00 1.17 0.55 0.76 1.68 0.00 1.14 1.48 1.91 0.92 0.12 1.11 0.83 1.03 0.87 0.02 1.11 0.79 0.97 0.51 0.00 1.24 0.41 0.63 1.15 0.01 1.11 1.04 1.28 1.49 0.00 1.19 1.26 1.77 0.90 0.05 1.11 0.81 1.00 0.59 0.01 1.43 0.41 0.84 1.21 0.01 1.13 1.08 1.37 1.38 0.00

Thymidine phosphorylase (TP) (EC 2.4.2.4) (Gliostatin) (Platelet-derived endothelial cell growth factor) (PD-ECGF) (TdRPase)P19971 sp|P19971|TYPH_HUMAN 3 3 105 1 1 1 23.91 24.4 15.58 16.05 20.41 21.02 31.9499999 31.9499999 29.460001 31.9499999 15 14 10 15 25 21 16 25 0.70 0.06 1.44 0.49 1.01 0.45 0.00 1.23 0.37 0.55 0.89 0.11 1.16 0.77 1.03 0.75 0.00 1.20 0.63 0.90 1.13 0.15 1.18 0.95 1.33 1.07 0.18 1.10 0.97 1.17 1.29 0.00 1.13 1.14 1.46 0.91 0.59 1.49 0.61 1.36 0.90 0.45 1.36 0.66 1.23 0.83 0.27 1.44 0.58 1.20 0.84 0.19 1.34 0.62 1.12 1.23 0.01 1.15 1.07 1.41 1.00 0.99 1.55 0.64 1.55 1.34 0.00 1.16 1.15 1.56 0.73 0.00 1.17 0.62 0.85 1.15 0.06

60S ribosomal protein L4 (60S ribosomal protein L1)P36578 sp|P36578|RL4_HUMAN 3 3 105 1 1 1 18.35 19.3 19.55 20.1 11.01 11.58 28.0999988 24.8199999 28.0999988 18.2699993 15 11 15 8 25 13 25 12 0.52 0.00 1.19 0.44 0.62 0.61 0.00 1.28 0.48 0.78 0.70 0.04 1.41 0.49 0.98 0.60 0.00 1.28 0.47 0.76 0.79 0.02 1.20 0.66 0.95 0.53 0.00 1.25 0.42 0.66 1.01 0.87 1.16 0.87 1.18 0.66 0.00 1.18 0.56 0.77 2.93 0.00 1.23 2.38 3.61 0.58 0.01 1.48 0.39 0.86 1.05 0.30 1.10 0.95 1.16 0.97 0.48 1.10 0.88 1.07 0.75 0.01 1.22 0.61 0.91 0.71 0.01 1.27 0.56 0.90 1.08 0.67 1.60 0.68 1.73 1.12 0.24

Adenylyl cyclase-associated protein 1 (CAP 1)Q01518 sp|Q01518|CAP1_HUMAN 3 3 105 1 1 1 19.11 19.69 19.09 19.55 17.45 17.96 30.5299997 24.8400003 30.5299997 25.0499994 15 13 15 15 25 17 20 25 0.60 0.00 1.17 0.51 0.70 1.06 0.50 1.21 0.87 1.29 0.75 0.01 1.22 0.62 0.92 0.58 0.01 1.46 0.40 0.84 1.09 0.17 1.15 0.95 1.26 0.96 0.57 1.17 0.82 1.12 0.72 0.00 1.19 0.60 0.85 0.78 0.01 1.19 0.66 0.92 1.93 0.00 1.18 1.64 2.28 0.73 0.13 1.53 0.48 1.12 0.67 0.00 1.25 0.54 0.84 0.83 0.01 1.12 0.74 0.93 0.81 0.01 1.16 0.70 0.93 0.95 0.66 1.29 0.74 1.22 1.06 0.33 1.13 0.93 1.20 1.53 0.00

L-lactate dehydrogenase B chain (LDH-B) (EC 1.1.1.27) (LDH heart subunit) (LDH-H) (Renal carcinoma antigen NY-REN-46)P07195 sp|P07195|LDHB_HUMAN 3 3 105 1 1 1 23.42 24.02 14.83 17.82 13.47 17.81 30.2399993 30.2399993 29.339999 29.339999 15 15 11 13 24 24 11 16 1.55 0.00 1.24 1.24 1.92 0.90 0.04 1.11 0.81 0.99 1.07 0.26 1.13 0.95 1.21 0.92 0.23 1.15 0.80 1.06 1.34 0.00 1.17 1.14 1.57 0.94 0.60 1.28 0.73 1.21 1.03 0.64 1.16 0.89 1.20 0.96 0.47 1.12 0.86 1.08 0.98 0.80 1.24 0.78 1.21 0.74 0.06 1.35 0.55 1.01 1.13 0.04 1.12 1.01 1.27 1.10 0.26 1.19 0.92 1.31 0.75 0.00 1.15 0.65 0.87 0.71 0.01 1.28 0.55 0.91 1.04 0.58 1.17 0.89 1.21 0.95 0.42

Zinc-alpha-2-glycoprotein (Zn-alpha-2-GP) (Zn-alpha-2-glycoprotein)P25311 sp|P25311|ZA2G_HUMAN 3 3 105 1 1 1 20.83 21.18 17.4 17.48 16.85 17.01 44.2999989 44.2999989 39.26 34.9000007 15 15 11 11 23 23 16 23 0.59 0.00 1.10 0.54 0.66 0.93 0.14 1.11 0.83 1.03 0.78 0.00 1.13 0.69 0.89 3.38 0.00 1.10 3.06 3.73 0.96 0.37 1.10 0.87 1.06 0.79 0.00 1.15 0.69 0.90 0.83 0.00 1.12 0.74 0.93 1.17 0.02 1.13 1.03 1.32 0.55 0.00 1.32 0.41 0.72 1.81 0.00 1.12 1.61 2.03 1.33 0.00 1.16 1.15 1.55 0.80 0.00 1.14 0.70 0.91 1.19 0.19 1.32 0.90 1.56 2.22 0.00 1.13 1.96 2.52 0.87 0.04 1.14 0.77 0.99 1.07 0.34

Afamin (Alpha-albumin) (Alpha-Alb)P43652 sp|P43652|AFAM_HUMAN 3 3 105 1 1 1 25.67 29.03 11.15 14.38 14.9 18.73 29.2199999 29.2199999 14.1900003 21.6999993 15 15 8 10 22 22 10 22 0.56 0.00 1.20 0.46 0.67 0.77 0.02 1.24 0.62 0.96 1.78 0.00 1.20 1.49 2.14 1.75 0.00 1.18 1.48 2.05 1.22 0.01 1.14 1.07 1.38 1.34 0.00 1.12 1.20 1.50 1.39 0.00 1.13 1.23 1.58 0.56 0.34 3.82 0.15 2.13 0.34 0.00 1.52 0.22 0.51 1.87 0.00 1.33 1.41 2.47 1.01 0.84 1.16 0.87 1.18 0.82 0.10 1.29 0.63 1.06 1.29 0.04 1.26 1.02 1.62 1.45 0.01 1.30 1.11 1.88 0.74 0.01 1.23 0.60 0.90 0.86 0.06

Calmodulin (CaM)P62158 sp|P62158|CALM_HUMAN 3 3 105 1 1 1 15.54 15.81 13.1 13.42 13.44 13.97 48.9899993 48.9899993 48.9899993 46.9799995 15 15 13 14 20 16 16 20 1.02 0.83 1.26 0.81 1.28 1.10 0.29 1.21 0.90 1.33 0.60 0.00 1.16 0.51 0.69 0.90 0.13 1.16 0.77 1.04 1.12 0.16 1.18 0.94 1.32 0.91 0.20 1.16 0.79 1.06 0.97 0.69 1.16 0.84 1.13 1.27 0.03 1.23 1.03 1.57 0.96 0.66 1.21 0.80 1.17 0.86 0.18 1.28 0.67 1.10 1.07 0.41 1.19 0.89 1.27 1.25 0.04 1.24 1.01 1.56 1.11 0.14 1.17 0.95 1.30 0.94 0.44 1.20 0.79 1.13 1.12 0.16 1.19 0.94 1.34 0.99 0.92

Kininogen-1 (Alpha-2-thiol proteinase inhibitor) (Fitzgerald factor) (High molecular weight kininogen) (HMWK) (Williams-Fitzgerald-Flaujeac factor) [Cleaved into: Kininogen-1 heavy chain; T-kinin (Ile-Ser-Bradykinin); Bradykinin (Kallidin I); Lysyl-bradykinin (Kallidin II); Kininogen-1 light chain; Low molecular weight growth-promoting factor]P01042 sp|P01042|KNG1_HUMAN 3 3 105 1 1 1 17.31 18.99 16.68 18.19 19.7 21.63 21.1199999 16.46 15.8399999 21.1199999 15 12 10 15 19 11 11 19 0.40 0.00 1.40 0.29 0.56 0.35 0.00 1.38 0.25 0.48 1.73 0.00 1.12 1.54 1.95 2.11 0.00 1.19 1.78 2.51 0.61 0.00 1.17 0.52 0.72 1.42 0.00 1.12 1.26 1.60 1.48 0.00 1.21 1.22 1.80 0.38 0.00 1.53 0.25 0.58 0.40 0.00 1.24 0.32 0.49 2.45 0.00 1.13 2.16 2.78 0.74 0.00 1.13 0.66 0.83 0.70 0.00 1.15 0.61 0.81 1.17 0.21 1.29 0.90 1.51 2.43 0.00 1.15 2.11 2.79 0.47 0.00 1.21 0.39 0.57 0.80 0.01

Alpha-1B-glycoprotein (Alpha-1-B glycoprotein)P04217 sp|P04217|A1BG_HUMAN 3 3 105 1 1 1 14.11 14.63 19.23 19.61 22.02 22.84 30.0999999 17.3700005 25.4500002 30.0999999 15 13 15 15 19 7 13 19 0.73 0.04 1.35 0.54 0.98 0.71 0.02 1.28 0.55 0.91 1.47 0.01 1.27 1.16 1.86 2.03 0.00 1.26 1.60 2.57 0.83 0.09 1.27 0.66 1.06 1.12 0.21 1.27 0.89 1.42 1.13 0.19 1.27 0.89 1.44 0.51 0.00 1.18 0.43 0.61 0.43 0.00 1.23 0.35 0.53 2.13 0.00 1.17 1.82 2.50 0.82 0.02 1.17 0.70 0.96 0.84 0.04 1.17 0.72 0.98 1.19 0.04 1.17 1.01 1.40 2.92 0.00 1.19 2.45 3.49 0.81 0.20 1.41 0.57 1.14 0.81 0.72

Calpain-2 catalytic subunit (EC 3.4.22.53) (Calcium-activated neutral proteinase 2) (CANP 2) (Calpain M-type) (Calpain large polypeptide L2) (Calpain-2 large subunit) (Millimolar-calpain) (M-calpain)P17655 sp|P17655|CAN2_HUMAN 3 3 105 1 1 1 26.49 27.28 15.71 16.37 16.72 17.71 23.0000004 23.0000004 13.7099996 16.1400005 15 15 8 10 19 19 11 18 1.11 0.04 1.10 1.01 1.22 0.64 0.00 1.14 0.57 0.73 1.23 0.01 1.16 1.07 1.43 1.05 0.29 1.10 0.95 1.15 1.22 0.00 1.13 1.08 1.38 1.09 0.52 1.32 0.82 1.43 1.26 0.00 1.14 1.10 1.44 1.14 0.27 1.29 0.88 1.47 0.95 0.51 1.17 0.81 1.12 1.11 0.34 1.27 0.87 1.41 1.21 0.05 1.21 1.00 1.47 1.27 0.02 1.21 1.05 1.53 1.19 0.12 1.26 0.94 1.51 1.16 0.15 1.24 0.94 1.44 0.85 0.02 1.13 0.75 0.96 0.94 0.26

Tenascin (TN) (Cytotactin) (GMEM) (GP 150-225) (Glioma-associated-extracellular matrix antigen) (Hexabrachion) (JI) (Myotendinous antigen) (Neuronectin) (Tenascin-C) (TN-C)P24821 sp|P24821|TENA_HUMAN 3 3 105 1 1 1 21.92 25.69 25.36 27.4 19.48 21.53 7.63299987 5.72500005 7.63299987 5.63400015 15 10 15 12 19 14 16 19 0.73 0.00 1.21 0.60 0.89 1.02 0.72 1.11 0.91 1.13 0.56 0.00 1.32 0.43 0.74 1.99 0.00 1.22 1.63 2.43 0.84 0.02 1.15 0.73 0.97 1.16 0.01 1.11 1.05 1.30 0.99 0.89 1.15 0.86 1.14 1.95 0.00 1.22 1.60 2.39 0.65 0.00 1.10 0.59 0.72 1.03 0.58 1.14 0.91 1.18 0.76 0.00 1.10 0.69 0.83 0.55 0.00 1.21 0.46 0.67 1.40 0.00 1.15 1.22 1.61 2.47 0.00 1.22 2.02 3.02 0.60 0.00 1.10 0.55 0.67 0.75 0.00

Transgelin-2 (Epididymis tissue protein Li 7e) (SM22-alpha homolog)P37802 sp|P37802|TAGL2_HUMAN 3 3 105 1 1 1 18.21 18.21 15.91 15.96 9.43 9.44 62.3099983 62.3099983 54.2699993 30.6499988 15 15 10 7 19 16 12 19 1.52 0.00 1.22 1.25 1.86 0.63 0.00 1.30 0.49 0.82 1.34 0.00 1.12 1.19 1.50 1.07 0.30 1.14 0.93 1.22 1.77 0.00 1.21 1.47 2.13 1.30 0.01 1.17 1.11 1.53 1.32 0.00 1.13 1.16 1.49 1.06 0.39 1.15 0.92 1.22 0.69 0.01 1.28 0.54 0.87 1.23 0.20 1.43 0.86 1.76 1.39 0.00 1.15 1.20 1.60 0.96 0.55 1.15 0.84 1.11 1.09 0.18 1.15 0.95 1.26 1.00 0.96 1.20 0.83 1.19 0.92 0.28 1.20 0.76 1.11 1.04 0.55

Guanine nucleotide-binding protein G(s) subunit alpha isoforms XLas (Adenylate cyclase-stimulating G alpha protein) (Extra large alphas protein) (XLalphas)Q5JWF2 sp|Q5JWF2|GNAS1_HUMAN3 3 105 1 1 1 17.65 24.07 8.87 14.54 12.39 18.61 12.7299994 12.7299994 7.52200037 9.8360002 15 15 10 12 13 12 8 13 1.45 0.00 1.17 1.24 1.69 1.33 0.01 1.22 1.09 1.62 0.96 0.56 1.19 0.81 1.14 1.23 0.02 1.18 1.04 1.46 1.29 0.01 1.17 1.11 1.51 0.86 0.10 1.21 0.71 1.04 1.02 0.75 1.17 0.88 1.19 1.15 0.10 1.19 0.96 1.37 0.92 0.27 1.19 0.77 1.10 0.90 0.68 1.84 0.49 1.66 1.34 0.04 1.32 1.02 1.77 1.35 0.01 1.19 1.13 1.61 1.11 0.21 1.20 0.92 1.33 0.72 0.18 1.72 0.42 1.24 1.17 0.06 1.18 0.99 1.38 0.88 0.20

Sorcin (22 kDa protein) (CP-22) (CP22) (V19)P30626 sp|P30626|SORCN_HUMAN3 3 105 1 1 1 17.31 17.52 14 14.04 12.77 12.82 60.1000011 60.1000011 48.9899993 32.8299999 15 15 9 7 9 9 7 9 1.43 0.11 1.60 0.90 2.29 1.20 0.03 1.17 1.03 1.40 1.24 0.06 1.25 0.99 1.55 1.18 0.18 1.30 0.90 1.53 1.29 0.01 1.16 1.11 1.50 0.88 0.40 1.40 0.63 1.24 1.38 0.01 1.26 1.10 1.74 1.06 0.40 1.17 0.91 1.23 0.84 0.04 1.17 0.71 0.98 0.81 0.22 1.46 0.56 1.19 1.28 0.01 1.17 1.10 1.50 1.21 0.02 1.17 1.04 1.42 1.19 0.07 1.21 0.98 1.43 1.09 0.23 1.17 0.93 1.27 1.02 0.77 1.20 0.85 1.23 1.28 0.02

Aspartyl aminopeptidase (EC 3.4.11.21)Q9ULA0 sp|Q9ULA0|DNPEP_HUMAN3 3 105 1 1 1 12.21 12.65 16.81 17.26 12.67 13.53 22.1100003 22.1100003 22.1100003 22.1100003 15 12 13 15 8 5 8 8 1.03 0.82 1.35 0.76 1.39 1.55 0.02 1.40 1.11 2.18 0.80 0.22 1.53 0.52 1.22 0.79 0.09 1.34 0.59 1.06 0.91 0.37 1.29 0.71 1.18 0.87 0.15 1.24 0.70 1.08 0.93 0.62 1.42 0.66 1.32 0.84 0.30 1.45 0.58 1.23 1.83 0.02 1.54 1.19 2.81 0.94 0.70 1.42 0.67 1.34 0.79 0.01 1.17 0.67 0.93 0.81 0.02 1.17 0.69 0.96 0.82 0.05 1.22 0.67 1.00 0.89 0.67 1.89 0.47 1.68 1.25 0.02 1.17 1.07 1.47 1.23 0.07

Actin-related protein 3 (Actin-like protein 3)P61158 sp|P61158|ARP3_HUMAN 3 3 105 1 1 1 14.34 14.78 18.61 19.4 20.16 20.73 39.230001 27.0300001 39.230001 33.4899992 14 8 12 14 37 12 22 37 0.87 0.20 1.27 0.68 1.10 0.99 0.94 1.25 0.79 1.24 0.94 0.35 1.16 0.81 1.09 0.94 0.69 1.44 0.65 1.35 1.03 0.60 1.13 0.91 1.16 0.98 0.78 1.18 0.83 1.15 0.86 0.03 1.14 0.76 0.98 0.84 0.05 1.19 0.70 1.00 1.74 0.00 1.19 1.46 2.07 0.86 0.14 1.24 0.70 1.06 0.88 0.02 1.11 0.80 0.98 0.81 0.00 1.11 0.73 0.90 0.95 0.63 1.27 0.75 1.21 1.02 0.89 1.27 0.80 1.29 1.32 0.00 1.19 1.11 1.58 0.97 0.59

Napsin-A (EC 3.4.23.-) (Aspartyl protease 4) (ASP4) (Asp 4) (Napsin-1) (TA01/TA02)O96009 sp|O96009|NAPSA_HUMAN3 3 105 1 1 1 9.22 9.67 13 13.3 13.71 14.17 25 15.7100007 17.1399996 25 14 10 10 14 35 10 13 35 0.77 0.07 1.34 0.57 1.04 0.88 0.16 1.24 0.71 1.09 1.70 0.00 1.24 1.37 2.11 1.26 0.06 1.28 0.98 1.61 1.34 0.02 1.24 1.08 1.66 1.89 0.00 1.24 1.52 2.34 1.18 0.10 1.24 0.95 1.46 0.77 0.03 1.25 0.61 0.95 1.05 0.64 1.30 0.81 1.36 1.20 0.32 1.54 0.78 1.85 1.02 0.74 1.18 0.86 1.21 1.10 0.23 1.18 0.92 1.30 1.24 0.04 1.22 1.02 1.51 0.90 0.51 1.46 0.62 1.32 0.83 0.02 1.16 0.72 0.97 0.88 0.14

X-ray repair cross-complementing protein 6 (EC 3.6.4.-) (EC 4.2.99.-) (5'-deoxyribose-5-phosphate lyase Ku70) (5'-dRP lyase Ku70) (70 kDa subunit of Ku antigen) (ATP-dependent DNA helicase 2 subunit 1) (ATP-dependent DNA helicase II 70 kDa subunit) (CTC box-binding factor 75 kDa subunit) (CTC75) (CTCBF) (DNA repair protein XRCC6) (Lupus Ku autoantigen protein p70) (Ku70) (Thyroid-lupus autoantigen) (TLAA) (X-ray repair complementing defective repair in Chinese hamster cells 6)P12956 sp|P12956|XRCC6_HUMAN 3 3 105 1 1 1 15.69 18.86 22.46 23.76 25.03 26.78 28.7400007 22.9900003 28.7400007 25.940001 14 11 14 12 26 11 17 26 0.74 0.00 1.13 0.65 0.84 1.49 0.00 1.14 1.30 1.70 0.71 0.01 1.24 0.58 0.88 0.74 0.03 1.31 0.56 0.97 0.74 0.00 1.13 0.65 0.83 0.85 0.13 1.25 0.68 1.06 1.20 0.06 1.21 0.99 1.46 0.75 0.00 1.13 0.66 0.84 1.28 0.02 1.22 1.05 1.56 1.06 0.65 1.29 0.82 1.36 0.85 0.00 1.10 0.77 0.93 1.29 0.00 1.14 1.13 1.47 0.83 0.04 1.18 0.71 0.99 0.98 0.95 2.34 0.42 2.28 1.47 0.00 1.25 1.18 1.83 0.80 0.01

Vitronectin (VN) (S-protein) (Serum-spreading factor) (V75) [Cleaved into: Vitronectin V65 subunit; Vitronectin V10 subunit; Somatomedin-B]P04004 sp|P04004|VTNC_HUMAN 3 3 105 1 1 1 20.69 21.07 14.69 14.72 13.96 14.24 21.9699994 21.7600003 21.9699994 14.4400001 14 14 9 8 25 25 14 19 0.70 0.00 1.23 0.57 0.86 0.59 0.00 1.19 0.49 0.71 1.77 0.00 1.16 1.52 2.06 1.77 0.00 1.13 1.56 2.00 0.89 0.02 1.11 0.80 0.98 1.46 0.00 1.11 1.32 1.62 1.30 0.00 1.11 1.17 1.44 0.60 0.00 1.24 0.48 0.74 0.54 0.00 1.39 0.39 0.74 2.00 0.00 1.44 1.39 2.88 0.72 0.01 1.24 0.58 0.89 0.69 0.00 1.14 0.60 0.78 0.99 0.92 1.21 0.82 1.20 1.81 0.00 1.18 1.54 2.13 0.68 0.01 1.26 0.54 0.86 0.98 0.86

V-type proton ATPase catalytic subunit A (V-ATPase subunit A) (EC 3.6.3.14) (V-ATPase 69 kDa subunit) (Vacuolar ATPase isoform VA68) (Vacuolar proton pump subunit alpha)P38606 sp|P38606|VATA_HUMAN 3 3 105 1 1 1 15.2 16 25.16 25.69 18.9 19.9 26.8999994 14.7499993 26.8999994 20.1000005 14 10 14 12 24 11 17 24 0.53 0.04 1.83 0.29 0.96 0.93 0.74 1.70 0.54 1.58 0.56 0.09 2.03 0.28 1.13 0.50 0.03 1.83 0.27 0.92 0.64 0.07 1.64 0.39 1.05 0.59 0.09 1.92 0.30 1.12 0.47 0.01 1.71 0.27 0.80 0.90 0.19 1.18 0.76 1.06 2.21 0.00 1.17 1.89 2.59 0.82 0.19 1.35 0.61 1.12 0.87 0.01 1.09 0.80 0.95 0.83 0.00 1.09 0.76 0.91 0.86 0.09 1.19 0.72 1.03 0.92 0.71 1.58 0.59 1.46 0.98 0.87 1.40 0.70 1.36 0.87 0.31

Creatine kinase B-type (EC 2.7.3.2) (B-CK) (Creatine kinase B chain)P12277 sp|P12277|KCRB_HUMAN 3 3 105 1 1 1 20.22 20.91 16.32 16.82 15.2 15.67 46.1899996 46.1899996 34.9099994 33.5999996 14 14 9 9 23 17 15 23 1.90 0.00 1.24 1.53 2.34 0.42 0.00 1.58 0.26 0.66 1.75 0.00 1.26 1.39 2.21 0.95 0.56 1.19 0.80 1.13 1.59 0.00 1.20 1.32 1.92 0.97 0.77 1.25 0.78 1.21 0.96 0.53 1.17 0.82 1.12 1.35 0.02 1.26 1.07 1.70 0.61 0.00 1.19 0.51 0.72 0.67 0.07 1.55 0.43 1.04 0.98 0.71 1.17 0.83 1.14 1.51 0.00 1.17 1.29 1.76 0.79 0.25 1.57 0.51 1.24 0.99 0.92 1.35 0.73 1.33 0.89 0.09 1.15 0.78 1.03 1.04 0.50

40S ribosomal protein S2 (40S ribosomal protein S4) (Protein LLRep3)P15880 sp|P15880|RS2_HUMAN 3 3 105 1 1 1 20.11 20.52 27.13 27.95 14.34 15.17 49.4899988 40.2700007 49.4899988 28.3300012 14 11 14 11 20 11 20 14 0.50 0.00 1.29 0.39 0.65 0.72 0.00 1.18 0.61 0.84 0.63 0.03 1.49 0.43 0.94 0.60 0.00 1.27 0.47 0.76 0.82 0.01 1.15 0.72 0.94 0.70 0.03 1.37 0.51 0.96 0.97 0.56 1.14 0.84 1.11 0.72 0.00 1.19 0.61 0.86 2.32 0.00 1.15 2.02 2.66 0.84 0.42 1.60 0.52 1.34 0.96 0.38 1.10 0.87 1.06 0.98 0.73 1.10 0.89 1.09 0.82 0.08 1.26 0.65 1.03 0.81 0.17 1.37 0.59 1.11 1.25 0.02 1.18 1.06 1.47 1.37 0.00

CD44 antigen (CDw44) (Epican) (Extracellular matrix receptor III) (ECMR-III) (GP90 lymphocyte homing/adhesion receptor) (HUTCH-I) (Heparan sulfate proteoglycan) (Hermes antigen) (Hyaluronate receptor) (Phagocytic glycoprotein 1) (PGP-1) (Phagocytic glycoprotein I) (PGP-I) (CD antigen CD44)P16070 sp|P16070|CD44_HUMAN 3 3 105 1 1 1 13.75 14.24 15.99 16.36 11.53 11.85 13.4800002 11.5900002 13.4800002 9.29900035 14 14 13 12 20 17 18 20 1.01 0.89 1.15 0.87 1.16 1.38 0.00 1.15 1.20 1.59 0.94 0.38 1.16 0.81 1.10 1.62 0.00 1.27 1.28 2.05 1.13 0.08 1.15 0.98 1.30 0.85 0.13 1.25 0.68 1.07 1.26 0.08 1.31 0.97 1.65 1.09 0.49 1.32 0.82 1.43 0.90 0.30 1.25 0.72 1.13 1.06 0.58 1.28 0.83 1.35 1.69 0.00 1.24 1.36 2.10 0.97 0.79 1.27 0.77 1.23 1.25 0.01 1.16 1.08 1.44 0.96 0.67 1.25 0.77 1.20 0.90 0.20 1.19 0.76 1.08 0.94 0.44

T-complex protein 1 subunit eta (TCP-1-eta) (CCT-eta) (HIV-1 Nef-interacting protein)Q99832 sp|Q99832|TCPH_HUMAN 3 3 105 1 1 1 22.91 24.86 19.49 21.01 17.38 19.07 33.7000012 33.7000012 23.0199993 25.2299994 14 14 11 13 20 11 13 20 1.13 0.11 1.17 0.97 1.33 0.95 0.57 1.23 0.77 1.16 0.73 0.01 1.25 0.59 0.92 0.68 0.00 1.19 0.57 0.81 0.89 0.12 1.17 0.76 1.04 0.70 0.00 1.16 0.60 0.80 0.75 0.00 1.17 0.64 0.87 0.81 0.00 1.14 0.71 0.92 1.81 0.00 1.20 1.51 2.18 0.75 0.05 1.35 0.55 1.01 0.89 0.23 1.23 0.72 1.09 0.82 0.05 1.21 0.68 1.00 0.83 0.12 1.28 0.65 1.06 0.78 0.04 1.27 0.61 0.99 1.67 0.00 1.17 1.43 1.94 1.17 0.07

5'-nucleotidase (5'-NT) (EC 3.1.3.5) (Ecto-5'-nucleotidase) (CD antigen CD73)P21589 sp|P21589|5NTD_HUMAN 3 3 105 1 1 1 17.88 18.49 21.16 21.76 14.72 15.44 28.7499994 23.5200003 28.7499994 21.6000006 14 10 14 8 17 17 15 16 1.19 0.02 1.14 1.04 1.36 1.70 0.00 1.16 1.47 1.98 0.91 0.18 1.16 0.79 1.05 1.26 0.00 1.12 1.12 1.42 0.92 0.14 1.12 0.82 1.03 0.93 0.22 1.14 0.82 1.05 0.63 0.00 1.14 0.55 0.72 1.46 0.00 1.12 1.30 1.63 1.25 0.00 1.12 1.12 1.40 0.60 0.00 1.24 0.48 0.74 1.60 0.00 1.12 1.42 1.79 0.69 0.00 1.12 0.61 0.77 0.97 0.51 1.12 0.86 1.08 0.65 0.11 1.72 0.38 1.12 0.96 0.52 1.16 0.82 1.11 0.48 0.00

Plectin (PCN) (PLTN) (Hemidesmosomal protein 1) (HD1) (Plectin-1)Q15149 sp|Q15149|PLEC_HUMAN 3 3 105 1 1 1 21.01 26.41 28.74 33.96 16.87 19.23 3.86399999 2.86100004 3.86399999 3.09599992 14 10 14 12 17 12 16 17 0.82 0.20 1.37 0.60 1.13 1.08 0.42 1.23 0.88 1.33 1.07 0.55 1.29 0.83 1.38 0.78 0.01 1.20 0.65 0.94 0.87 0.02 1.11 0.78 0.97 1.01 0.92 1.32 0.77 1.34 1.24 0.02 1.18 1.05 1.46 1.09 0.45 1.27 0.86 1.38 1.95 0.00 1.19 1.64 2.31 0.90 0.33 1.25 0.72 1.12 0.70 0.00 1.17 0.60 0.82 0.99 0.88 1.13 0.87 1.12 0.95 0.60 1.23 0.78 1.17 0.90 0.39 1.29 0.70 1.16 0.96 0.32 1.10 0.87 1.05 1.04 0.52

cAMP-dependent protein kinase type II-alpha regulatory subunitP13861 sp|P13861|KAP2_HUMAN 3 3 105 1 1 1 22.32 22.56 21.14 21.43 10.97 11.47 39.8499996 39.8499996 31.6799998 20.5400005 14 14 11 7 16 14 16 13 1.04 0.67 1.24 0.84 1.29 1.20 0.07 1.21 0.99 1.45 0.97 0.67 1.15 0.85 1.12 1.07 0.31 1.15 0.93 1.23 1.03 0.75 1.19 0.86 1.22 0.78 0.01 1.19 0.65 0.93 0.91 0.12 1.13 0.81 1.03 0.83 0.01 1.14 0.73 0.95 1.03 0.75 1.24 0.83 1.28 1.07 0.68 1.39 0.76 1.49 1.55 0.01 1.33 1.17 2.06 0.99 0.92 1.19 0.83 1.18 0.99 0.94 1.23 0.81 1.22 0.97 0.74 1.21 0.80 1.18 0.90 0.29 1.24 0.73 1.12 0.89 0.21

60S ribosomal protein L7P18124 sp|P18124|RL7_HUMAN 3 3 105 1 1 1 10.95 11.37 17.82 18.27 12.87 13.24 39.5200014 25 39.5200014 27.8200001 14 7 14 9 15 6 13 15 0.48 0.00 1.35 0.35 0.64 0.61 0.01 1.27 0.48 0.78 0.36 0.02 2.04 0.18 0.74 0.45 0.01 1.42 0.31 0.64 0.64 0.01 1.26 0.51 0.81 0.51 0.08 2.21 0.23 1.14 0.89 0.21 1.26 0.70 1.12 0.77 0.01 1.21 0.64 0.93 2.85 0.00 1.28 2.22 3.66 0.61 0.03 1.54 0.39 0.93 0.71 0.00 1.17 0.61 0.82 0.84 0.02 1.14 0.74 0.96 0.80 0.29 1.61 0.49 1.28 0.76 0.27 1.70 0.45 1.30 1.44 0.03 1.37 1.05 1.97 1.02 0.84

Leukocyte elastase inhibitor (LEI) (Monocyte/neutrophil elastase inhibitor) (EI) (M/NEI) (Peptidase inhibitor 2) (PI-2) (Serpin B1)P30740 sp|P30740|ILEU_HUMAN 3 3 105 1 1 1 18.67 21.81 12.55 15.48 15.68 18.71 34.830001 29.8200011 34.830001 29.8200011 14 14 12 10 15 10 7 15 1.24 0.00 1.13 1.09 1.39 0.65 0.03 1.44 0.45 0.94 1.08 0.45 1.25 0.86 1.35 0.98 0.80 1.21 0.81 1.19 1.23 0.03 1.19 1.03 1.46 1.19 0.04 1.18 1.01 1.41 1.12 0.07 1.13 0.99 1.26 1.07 0.57 1.31 0.81 1.40 0.87 0.12 1.22 0.71 1.06 1.21 0.32 1.55 0.78 1.87 1.13 0.10 1.16 0.97 1.31 1.18 0.09 1.22 0.96 1.43 1.15 0.06 1.16 0.99 1.34 1.08 0.59 1.38 0.78 1.49 0.88 0.06 1.14 0.77 1.01 1.07 0.35

Malate dehydrogenase, cytoplasmic (EC 1.1.1.37) (Cytosolic malate dehydrogenase) (Diiodophenylpyruvate reductase) (EC 1.1.1.96)P40925 sp|P40925|MDHC_HUMAN 3 3 105 1 1 1 15.72 16.32 13.46 13.84 14.35 15.67 29.339999 26.9499987 24.2500007 29.339999 14 12 10 14 15 14 8 15 1.85 0.00 1.14 1.62 2.10 0.53 0.00 1.23 0.43 0.64 1.08 0.17 1.12 0.96 1.21 0.91 0.25 1.20 0.76 1.09 1.79 0.00 1.12 1.59 2.00 0.94 0.28 1.13 0.83 1.06 1.25 0.00 1.12 1.11 1.40 1.11 0.12 1.15 0.97 1.27 0.68 0.00 1.19 0.57 0.81 1.12 0.23 1.22 0.91 1.37 1.07 0.27 1.14 0.94 1.22 1.22 0.02 1.17 1.04 1.42 0.93 0.33 1.18 0.79 1.10 1.06 0.32 1.14 0.93 1.21 0.73 0.00 1.15 0.64 0.84 0.96 0.51

Hexokinase-3 (EC 2.7.1.1) (Hexokinase type III) (HK III)P52790 sp|P52790|HXK3_HUMAN 3 3 105 1 1 1 21.43 21.94 13.54 13.75 22.65 23.37 14.9499998 13.6500001 9.42599997 14.9499998 14 11 7 14 15 12 7 15 0.85 0.01 1.11 0.77 0.94 0.51 0.00 1.37 0.37 0.69 0.95 0.49 1.17 0.81 1.11 1.09 0.12 1.12 0.97 1.22 1.07 0.16 1.11 0.97 1.19 1.04 0.52 1.15 0.91 1.19 0.93 0.18 1.13 0.82 1.04 1.05 0.62 1.29 0.82 1.36 1.06 0.42 1.19 0.89 1.26 1.09 0.65 1.62 0.68 1.77 1.11 0.16 1.18 0.94 1.31 0.79 0.02 1.18 0.67 0.94 1.20 0.04 1.19 1.01 1.43 1.21 0.12 1.30 0.93 1.57 0.66 0.00 1.16 0.57 0.76 1.18 0.03

T-complex protein 1 subunit gamma (TCP-1-gamma) (CCT-gamma) (hTRiC5)P49368 sp|P49368|TCPG_HUMAN 3 3 105 1 1 1 22.12 24.26 21.31 23.35 18.25 20.41 29.1700006 24.2200002 29.1700006 23.8499999 14 11 14 12 14 11 14 12 1.13 0.06 1.14 0.99 1.29 0.95 0.35 1.12 0.85 1.07 0.69 0.00 1.20 0.58 0.83 0.73 0.01 1.21 0.61 0.88 0.89 0.03 1.12 0.79 0.99 0.71 0.00 1.15 0.61 0.81 0.77 0.01 1.17 0.65 0.90 0.85 0.19 1.30 0.65 1.10 1.88 0.00 1.14 1.65 2.15 0.89 0.59 1.60 0.55 1.43 0.90 0.10 1.15 0.78 1.03 0.75 0.00 1.13 0.66 0.85 0.93 0.62 1.34 0.70 1.25 0.78 0.17 1.46 0.53 1.14 1.84 0.02 1.53 1.20 2.82 0.91 0.27

Actin-related protein 2 (Actin-like protein 2)P61160 sp|P61160|ARP2_HUMAN 3 3 105 1 1 1 13.9 15.8 11.63 14.55 13.55 18.43 28.6799997 20.5599994 19.54 28.6799997 14 10 9 14 11 8 9 11 0.67 0.05 1.47 0.46 0.99 0.88 0.45 1.57 0.56 1.38 0.72 0.15 1.72 0.42 1.24 0.70 0.09 1.57 0.45 1.10 0.93 0.45 1.33 0.69 1.23 0.84 0.33 1.59 0.53 1.34 0.78 0.16 1.54 0.50 1.20 0.87 0.13 1.22 0.72 1.06 1.59 0.00 1.22 1.31 1.94 1.01 0.91 1.35 0.75 1.37 0.82 0.05 1.22 0.67 1.00 0.84 0.08 1.22 0.69 1.03 0.90 0.34 1.32 0.68 1.19 1.17 0.32 1.48 0.80 1.73 1.24 0.04 1.22 1.01 1.51 1.11 0.32

Guanine nucleotide-binding protein G(I)/G(S)/G(T) subunit beta-1 (Transducin beta chain 1)P62873 sp|P62873|GBB1_HUMAN 3 3 105 1 1 1 5.19 16.61 4.41 15.12 6.83 17.77 30.8800012 28.5299987 27.6499987 30.8800012 14 12 9 14 8 4 3 8 0.86 0.64 20.82 0.04 17.90 1.21 0.32 3.71 0.33 4.48 1.16 0.63 18.33 0.06 21.32 1.13 0.45 3.76 0.30 4.25 1.02 0.89 5.88 0.17 6.03 1.06 0.84 23.84 0.04 25.37 1.02 0.88 3.74 0.27 3.81 1.28 0.09 1.42 0.90 1.83 0.85 0.23 1.48 0.58 1.27 1.12 0.31 1.43 0.78 1.59 1.19 0.16 1.43 0.84 1.70 0.95 0.56 1.42 0.66 1.35 1.03 0.84 1.79 0.58 1.84 1.23 0.13 1.43 0.86 1.76 0.85 0.07 1.20 0.71 1.02 0.93 0.31

HLA class II histocompatibility antigen, DRB1-4 beta chain (MHC class II antigen DRB1*4) (DR-4) (DR4)P13760 sp|P13760|2B14_HUMAN 3 3 105 1 1 1 10.76 19.74 7.18 14.51 7.75 12.27 39.1000003 39.1000003 24.8099998 24.0600005 14 14 12 8 7 2 7 5 2.97 0.19 72.25 0.04 214.30 0.56 0.84 ############# 0.00 ############# 0.47 0.21 24.36 0.02 11.52 1.30 0.83 187504.67 0.00 244385.57 0.29 0.09 8.79 0.03 2.58 0.43 0.13 9.56 0.05 4.12 0.40 0.11 7.92 0.05 3.19 0.50 0.03 1.79 0.28 0.90 0.47 0.01 1.60 0.29 0.76 0.72 0.50 3.99 0.18 2.87 2.86 0.00 1.33 2.14 3.82 0.37 0.02 1.92 0.19 0.71 3.55 0.00 1.43 2.49 5.06 2.80 0.00 1.34 2.09 3.75 2.11 0.27 74.37 0.03 156.60 0.75 0.94

14-3-3 protein gamma (Protein kinase C inhibitor protein 1) (KCIP-1) [Cleaved into: 14-3-3 protein gamma, N-terminally processed]P61981 sp|P61981|1433G_HUMAN 3 3 105 1 1 1 5.2 12.69 4.23 11.87 3.54 10.88 34.4099999 34.4099999 27.5299996 27.5299996 14 14 10 14 5 5 3 5 1.44 0.17 3.61 0.40 5.18 0.89 0.45 3.61 0.25 3.21 0.98 0.97 171.63 0.01 168.88 0.97 0.79 3.62 0.27 3.50 1.28 0.43 12.44 0.10 15.90 0.98 0.95 22.75 0.04 22.33 0.90 0.66 9.26 0.10 8.35 1.16 0.46 2.04 0.57 2.37 0.67 0.16 2.19 0.30 1.46 1.63 0.32 5.04 0.32 8.21 1.17 0.22 1.47 0.80 1.72 0.86 0.39 1.82 0.47 1.56 1.16 0.25 1.50 0.78 1.75 1.37 0.34 3.00 0.46 4.11 0.87 0.41 3.64 0.24 3.18 0.96 0.84

Ras-related protein R-Ras (p23)P10301 sp|P10301|RRAS_HUMAN 3 3 105 1 1 1 17.34 17.38 15.04 15.04 17.62 17.7 55.5000007 55.5000007 54.5899987 46.329999 13 13 11 12 33 12 11 33 1.69 0.00 1.18 1.43 1.98 1.47 0.02 1.35 1.09 1.98 1.08 0.65 1.43 0.75 1.54 1.26 0.00 1.14 1.11 1.43 0.74 0.00 1.14 0.65 0.84 1.18 0.09 1.22 0.97 1.43 0.78 0.22 1.55 0.50 1.21 2.24 0.01 1.68 1.34 3.75 1.05 0.66 1.35 0.78 1.42 1.01 0.95 1.86 0.54 1.89 1.35 0.08 1.43 0.95 1.93 0.87 0.15 1.24 0.70 1.08 1.07 0.46 1.27 0.84 1.36 0.81 0.21 1.48 0.54 1.20 0.87 0.05 1.15 0.76 1.00 0.68 0.00

Proteasome subunit beta type-1 (EC 3.4.25.1) (Macropain subunit C5) (Multicatalytic endopeptidase complex subunit C5) (Proteasome component C5) (Proteasome gamma chain)P20618 sp|P20618|PSB1_HUMAN 3 3 105 1 1 1 12.81 13.2 11.89 12.13 16.95 17.37 38.5899991 34.0200007 38.5899991 38.5899991 13 10 13 12 30 9 17 30 0.32 0.00 1.76 0.18 0.56 2.25 0.00 1.52 1.48 3.43 0.39 0.02 2.09 0.19 0.81 0.39 0.04 2.37 0.16 0.91 0.55 0.00 1.24 0.45 0.68 0.46 0.02 1.75 0.26 0.81 0.46 0.01 1.61 0.29 0.74 0.52 0.02 1.64 0.32 0.86 2.99 0.00 1.33 2.26 3.97 0.70 0.14 1.69 0.41 1.19 0.59 0.00 1.24 0.48 0.74 0.56 0.00 1.21 0.46 0.67 0.76 0.04 1.31 0.58 0.99 0.73 0.13 1.59 0.46 1.16 2.07 0.00 1.18 1.76 2.44 0.66 0.00

Fermitin family homolog 3 (Kindlin-3) (MIG2-like protein) (Unc-112-related protein 2)Q86UX7 sp|Q86UX7|URP2_HUMAN 3 3 105 1 1 1 20.16 21.22 14.13 15.2 21.72 22.87 23.24 18.1400001 17.6899999 23.24 13 11 8 13 29 12 12 29 0.76 0.55 2.62 0.29 2.00 0.62 0.20 2.16 0.29 1.35 1.34 0.00 1.14 1.18 1.53 1.38 0.51 2.90 0.48 4.01 0.99 0.84 1.16 0.85 1.15 1.20 0.70 2.85 0.42 3.44 1.51 0.00 1.19 1.26 1.80 0.82 0.08 1.27 0.64 1.04 0.73 0.63 4.35 0.17 3.20 1.35 0.01 1.22 1.11 1.65 0.90 0.88 4.94 0.18 4.44 0.95 0.37 1.15 0.82 1.09 1.24 0.77 5.16 0.24 6.38 1.14 0.30 1.32 0.86 1.51 0.64 0.00 1.11 0.58 0.71 0.91 0.16

Tetraspanin-1 (Tspan-1) (Tetraspan NET-1) (Tetraspanin TM4-C)O60635 sp|O60635|TSN1_HUMAN 3 3 105 1 1 1 3.71 3.78 3.17 3.2 4.42 4.47 15.7700002 15.7700002 10.7900001 14.9399996 13 11 8 13 28 10 18 28 1.26 0.80 8311.37 0.00 10477.11 1.51 0.15 3.57 0.42 5.40 1.25 0.49 15.52 0.08 19.45 0.93 0.59 3.60 0.26 3.34 1.87 0.26 31.52 0.06 59.03 0.56 0.44 443.19 0.00 248.50 0.50 0.32 134.26 0.00 66.82 0.80 0.34 5.19 0.15 4.17 0.82 0.36 5.13 0.16 4.19 0.55 0.43 433.82 0.00 240.62 1.61 0.17 5.13 0.31 8.25 1.23 0.53 18.56 0.07 22.82 0.74 0.26 5.12 0.14 3.80 1.45 0.69 8814.82 0.00 12784.07 1.33 0.45 3.72 0.36 4.96 0.76 0.51

Peptidyl-prolyl cis-trans isomerase A (PPIase A) (EC 5.2.1.8) (Cyclophilin A) (Cyclosporin A-binding protein) (Rotamase A) [Cleaved into: Peptidyl-prolyl cis-trans isomerase A, N-terminally processed]P62937 sp|P62937|PPIA_HUMAN 3 3 105 1 1 1 12.51 13.82 11.07 13.05 14.77 16.52 60.6100023 54.549998 54.549998 60.6100023 13 12 13 13 20 15 14 20 1.36 0.31 2.02 0.67 2.75 1.06 0.78 1.58 0.67 1.67 0.87 0.63 2.00 0.44 1.74 1.05 0.67 1.34 0.78 1.42 1.16 0.29 1.38 0.84 1.60 1.07 0.60 1.36 0.79 1.45 0.92 0.56 1.39 0.66 1.29 1.78 0.00 1.16 1.53 2.07 0.82 0.02 1.17 0.70 0.95 0.77 0.12 1.44 0.53 1.10 1.21 0.02 1.17 1.04 1.41 1.11 0.15 1.17 0.95 1.29 1.14 0.08 1.16 0.98 1.32 0.89 0.13 1.18 0.75 1.05 0.91 0.27 1.22 0.75 1.11 1.11 0.21

Choline transporter-like protein 4 (Solute carrier family 44 member 4)Q53GD3 sp|Q53GD3|CTL4_HUMAN 3 3 105 1 1 1 11.27 12.85 13.56 16.76 14.83 18.5 10.8499996 8.73199999 10.8499996 9.71800014 13 10 10 13 20 13 12 20 1.56 0.01 1.35 1.16 2.10 1.47 0.01 1.26 1.17 1.85 0.96 0.83 1.61 0.59 1.54 0.95 0.68 1.30 0.73 1.24 1.39 0.10 1.51 0.92 2.10 0.66 0.05 1.51 0.44 0.99 0.87 0.17 1.23 0.71 1.07 1.08 0.61 1.45 0.75 1.57 0.97 0.78 1.28 0.76 1.24 0.69 0.01 1.29 0.53 0.89 1.34 0.02 1.26 1.06 1.69 1.09 0.62 1.49 0.73 1.62 1.00 0.94 1.17 0.86 1.18 0.80 0.02 1.19 0.67 0.95 1.09 0.29 1.21 0.91 1.32 0.77 0.13

Pigment epithelium-derived factor (PEDF) (Cell proliferation-inducing gene 35 protein) (EPC-1) (Serpin F1)P36955 sp|P36955|PEDF_HUMAN 3 3 105 1 1 1 18.54 19.22 16.86 17.12 10.56 10.96 30.8600009 30.8600009 23.4400004 20.3299999 13 13 8 6 19 17 14 19 0.91 0.32 1.24 0.73 1.13 0.42 0.00 1.28 0.33 0.54 1.58 0.00 1.24 1.27 1.97 1.14 0.85 4.89 0.23 5.57 1.25 0.70 3.70 0.34 4.63 1.40 0.60 4.18 0.34 5.85 1.29 0.00 1.14 1.13 1.47 0.73 0.00 1.13 0.64 0.82 0.46 0.00 1.32 0.35 0.60 2.48 0.00 1.14 2.17 2.83 0.99 0.81 1.13 0.87 1.12 1.03 0.59 1.13 0.91 1.17 1.07 0.29 1.14 0.94 1.22 2.21 0.00 1.36 1.63 3.01 0.50 0.00 1.24 0.40 0.62 0.97 0.66

Heat shock protein 105 kDa (Antigen NY-CO-25) (Heat shock 110 kDa protein)Q92598 sp|Q92598|HS105_HUMAN3 3 105 1 1 1 13.77 14.82 18.67 20.35 22.19 23.84 15.7299995 12.4700002 15.0299996 15.7299995 13 10 10 13 19 14 12 19 1.67 0.00 1.28 1.30 2.13 0.71 0.01 1.25 0.57 0.89 1.03 0.66 1.16 0.89 1.20 0.94 0.29 1.14 0.82 1.07 1.22 0.03 1.19 1.03 1.46 0.99 0.81 1.11 0.89 1.10 1.07 0.21 1.11 0.96 1.19 1.09 0.13 1.13 0.97 1.23 0.76 0.00 1.13 0.67 0.86 0.91 0.39 1.28 0.71 1.16 1.23 0.01 1.16 1.06 1.42 1.31 0.00 1.13 1.15 1.48 1.02 0.71 1.15 0.89 1.18 1.06 0.65 1.30 0.81 1.38 1.06 0.30 1.12 0.94 1.19 1.22 0.03

Envoplakin (210 kDa cornified envelope precursor protein) (210 kDa paraneoplastic pemphigus antigen) (p210)Q92817 sp|Q92817|EVPL_HUMAN 3 3 105 1 1 1 24.37 28.76 17.96 20.8 23.14 26.72 8.06699991 8.06699991 4.82000001 6.24700002 13 13 8 11 18 11 7 18 1.28 0.01 1.18 1.08 1.50 1.13 0.07 1.14 0.99 1.29 0.88 0.43 1.40 0.63 1.24 1.52 0.00 1.12 1.36 1.70 1.09 0.15 1.13 0.96 1.23 0.93 0.56 1.32 0.70 1.23 1.08 0.16 1.13 0.96 1.22 1.07 0.40 1.20 0.89 1.27 0.80 0.02 1.17 0.69 0.94 0.68 0.10 1.62 0.42 1.10 1.26 0.04 1.24 1.01 1.56 1.00 0.96 1.17 0.85 1.17 0.94 0.56 1.27 0.75 1.20 0.70 0.10 1.57 0.44 1.10 1.07 0.34 1.15 0.93 1.22 1.21 0.00

Beta-2-glycoprotein 1 (APC inhibitor) (Activated protein C-binding protein) (Anticardiolipin cofactor) (Apolipoprotein H) (Apo-H) (Beta-2-glycoprotein I) (B2GPI) (Beta(2)GPI)P02749 sp|P02749|APOH_HUMAN 3 3 105 1 1 1 16.88 17.16 10.58 10.76 8.63 8.71 29.5700014 29.5700014 18.5499996 14.2000005 13 13 6 6 17 17 7 8 0.38 0.00 1.63 0.23 0.62 0.36 0.04 2.65 0.14 0.95 9.47 0.00 1.35 7.04 12.74 1.49 0.00 1.15 1.29 1.72 0.65 0.00 1.16 0.56 0.76 1.09 0.25 1.16 0.93 1.26 0.94 0.23 1.12 0.84 1.05 0.29 0.00 1.43 0.20 0.41 0.23 0.00 1.41 0.16 0.32 1.67 0.01 1.35 1.23 2.26 0.63 0.00 1.21 0.52 0.77 0.51 0.00 1.21 0.42 0.62 0.54 0.00 1.27 0.43 0.69 1.73 0.01 1.37 1.27 2.36 0.63 0.01 1.28 0.49 0.81 0.55 0.00

BRO1 domain-containing protein BROX (BRO1 domain- and CAAX motif-containing protein)Q5VW32 sp|Q5VW32|BROX_HUMAN3 3 105 1 1 1 14.66 15.39 19.67 20.43 12.08 12.82 35.2800012 29.6799988 35.2800012 23.1099993 13 11 13 9 17 10 12 17 1.95 0.01 1.51 1.30 2.94 1.63 0.04 1.58 1.03 2.59 0.62 0.04 1.56 0.40 0.96 0.96 0.70 1.32 0.72 1.27 0.76 0.09 1.39 0.55 1.06 0.86 0.20 1.29 0.67 1.12 0.55 0.00 1.26 0.43 0.69 2.28 0.00 1.33 1.72 3.02 1.14 0.20 1.23 0.92 1.40 0.77 0.39 1.95 0.39 1.50 0.99 0.93 1.14 0.87 1.13 0.75 0.00 1.15 0.65 0.86 1.04 0.63 1.21 0.86 1.27 1.04 0.80 1.47 0.71 1.53 0.81 0.01 1.17 0.69 0.94 0.65 0.01

T-complex protein 1 subunit beta (TCP-1-beta) (CCT-beta)P78371 sp|P78371|TCPB_HUMAN 3 3 105 1 1 1 16.48 17.63 18.92 20.13 14.01 15.94 29.7199994 29.7199994 25.6099999 23.1800005 13 13 13 12 16 8 10 16 1.31 0.02 1.24 1.06 1.63 1.07 0.26 1.15 0.94 1.23 0.91 0.32 1.23 0.74 1.12 0.76 0.01 1.18 0.64 0.89 0.99 0.94 1.17 0.85 1.17 0.84 0.03 1.16 0.72 0.98 0.87 0.16 1.22 0.72 1.07 0.77 0.00 1.14 0.67 0.87 1.66 0.00 1.34 1.23 2.22 0.76 0.09 1.38 0.55 1.05 0.81 0.01 1.14 0.71 0.92 0.79 0.00 1.14 0.69 0.90 0.82 0.13 1.31 0.63 1.08 0.79 0.04 1.24 0.64 0.98 1.84 0.00 1.25 1.48 2.29 1.06 0.28

Aldo-keto reductase family 1 member C1 (EC 1.1.1.-) (20-alpha-hydroxysteroid dehydrogenase) (20-alpha-HSD) (EC 1.1.1.149) (Chlordecone reductase homolog HAKRC) (Dihydrodiol dehydrogenase 1/2) (DD1/DD2) (High-affinity hepatic bile acid-binding protein) (HBAB) (Indanol dehydrogenase) (EC 1.1.1.112) (Trans-1,2-dihydrobenzene-1,2-diol dehydrogenase) (EC 1.3.1.20)Q04828 sp|Q04828|AK1C1_HUMAN3 3 105 1 1 1 22.16 22.48 18.82 19.21 22.32 22.76 47.3699987 47.3699987 29.7199994 34.6700013 13 12 10 13 16 3 11 16 1.33 0.11 1.55 0.86 2.07 0.59 0.15 2.68 0.22 1.58 1.08 0.80 3.06 0.35 3.30 0.52 0.15 3.41 0.15 1.76 1.53 0.04 1.45 1.05 2.21 1.29 0.23 1.88 0.69 2.43 1.40 0.21 2.19 0.64 3.05 0.90 0.09 1.14 0.79 1.02 0.79 0.02 1.20 0.66 0.95 0.49 0.00 1.51 0.32 0.73 1.13 0.11 1.17 0.96 1.32 1.39 0.00 1.14 1.22 1.59 0.74 0.03 1.31 0.57 0.97 0.69 0.02 1.34 0.51 0.93 0.76 0.00 1.14 0.66 0.87 2.20 0.00

Echinoderm microtubule-associated protein-like 4 (EMAP-4) (Restrictedly overexpressed proliferation-associated protein) (Ropp 120)Q9HC35 sp|Q9HC35|EMAL4_HUMAN3 3 105 1 1 1 18.39 19.4 23.67 24.14 11.21 11.85 13.6600003 10.4000002 13.6600003 6.01399988 13 10 13 5 16 13 16 9 0.89 0.15 1.18 0.75 1.05 1.00 0.98 1.12 0.89 1.12 0.88 0.13 1.19 0.74 1.05 0.89 0.19 1.20 0.75 1.07 1.32 0.05 1.32 1.00 1.74 0.95 0.71 1.35 0.70 1.29 0.87 0.55 1.66 0.53 1.45 1.21 0.00 1.12 1.08 1.36 1.70 0.00 1.23 1.38 2.09 0.89 0.44 1.39 0.64 1.23 0.99 0.89 1.10 0.90 1.09 0.92 0.27 1.18 0.78 1.08 0.86 0.19 1.27 0.67 1.09 1.36 0.00 1.12 1.22 1.53 0.86 0.06 1.17 0.73 1.00 1.18 0.05

Alcohol dehydrogenase [NADP(+)] (EC 1.1.1.2) (Aldehyde reductase) (Aldo-keto reductase family 1 member A1)P14550 sp|P14550|AK1A1_HUMAN 3 3 105 1 1 1 24.59 24.71 14.55 14.84 13.43 13.67 46.4599997 46.4599997 31.6900015 30.7700008 13 13 10 9 15 15 9 13 1.38 0.00 1.13 1.22 1.55 0.70 0.00 1.14 0.61 0.80 0.82 0.01 1.15 0.71 0.95 1.04 0.45 1.13 0.92 1.19 1.49 0.00 1.14 1.31 1.69 1.04 0.55 1.16 0.90 1.21 1.08 0.12 1.11 0.98 1.20 1.21 0.02 1.16 1.05 1.40 0.68 0.01 1.29 0.53 0.88 0.85 0.40 1.54 0.56 1.31 1.13 0.08 1.16 0.98 1.31 1.28 0.01 1.16 1.11 1.48 1.09 0.19 1.16 0.94 1.26 1.04 0.81 1.43 0.73 1.48 0.81 0.01 1.15 0.71 0.94 1.20 0.02

Carbonyl reductase [NADPH] 1 (EC 1.1.1.184) (15-hydroxyprostaglandin dehydrogenase [NADP(+)]) (EC 1.1.1.197) (NADPH-dependent carbonyl reductase 1) (Prostaglandin 9-ketoreductase) (Prostaglandin-E(2) 9-reductase) (EC 1.1.1.189)P16152 sp|P16152|CBR1_HUMAN 3 3 105 1 1 1 18.28 18.39 16.23 16.35 13.34 13.45 45.1299995 45.1299995 34.2999995 32.13 13 13 8 11 14 10 9 14 1.38 0.01 1.24 1.11 1.71 0.63 0.00 1.26 0.50 0.80 0.92 0.51 1.31 0.70 1.21 0.74 0.01 1.22 0.60 0.90 1.46 0.00 1.14 1.28 1.67 0.65 0.00 1.26 0.52 0.82 1.24 0.01 1.17 1.06 1.46 1.13 0.14 1.20 0.94 1.36 0.72 0.02 1.26 0.57 0.91 1.01 0.96 1.48 0.68 1.49 1.47 0.00 1.18 1.25 1.74 1.21 0.04 1.19 1.02 1.44 0.93 0.51 1.28 0.73 1.20 0.82 0.15 1.35 0.61 1.11 0.98 0.80 1.23 0.79 1.20 1.75 0.00

CAD protein [Includes: Glutamine-dependent carbamoyl-phosphate synthase (EC 6.3.5.5); Aspartate carbamoyltransferase (EC 2.1.3.2); Dihydroorotase (EC 3.5.2.3)]P27708 sp|P27708|PYR1_HUMAN 3 3 105 1 1 1 4.85 6.92 22.51 24.51 9.67 11.62 7.77499974 2.20199991 7.77499974 2.74199992 13 3 13 5 13 5 13 8 1.23 0.43 1.93 0.64 2.37 1.69 0.03 1.55 1.09 2.61 0.94 0.66 1.47 0.64 1.38 1.09 0.67 1.66 0.66 1.80 0.81 0.12 1.34 0.61 1.08 0.94 0.66 1.42 0.66 1.34 0.81 0.03 1.20 0.68 0.98 1.04 0.49 1.14 0.91 1.19 2.09 0.00 1.25 1.67 2.61 0.93 0.62 1.34 0.70 1.25 0.85 0.00 1.10 0.77 0.94 0.74 0.00 1.11 0.66 0.82 0.86 0.11 1.21 0.71 1.04 1.20 0.14 1.28 0.94 1.53 0.93 0.23 1.14 0.81 1.06 1.20 0.07

Serpin B6 (Cytoplasmic antiproteinase) (CAP) (Peptidase inhibitor 6) (PI-6) (Placental thrombin inhibitor)P35237 sp|P35237|SPB6_HUMAN 3 3 105 1 1 1 20.16 21.61 10.68 11.65 10.53 11.49 34.5699996 34.5699996 19.4100007 22.0699996 13 13 5 6 11 11 9 11 1.66 0.00 1.22 1.36 2.01 0.75 0.02 1.25 0.60 0.94 1.15 0.30 1.33 0.86 1.53 1.14 0.34 1.34 0.85 1.52 1.33 0.01 1.22 1.09 1.61 1.05 0.65 1.28 0.82 1.34 1.21 0.07 1.23 0.98 1.49 1.05 0.63 1.29 0.81 1.35 0.96 0.75 1.35 0.71 1.30 0.65 0.34 3.03 0.21 1.97 1.30 0.02 1.21 1.08 1.57 1.12 0.75 2.58 0.44 2.90 0.93 0.83 2.38 0.39 2.22 0.85 0.38 1.57 0.54 1.34 0.83 0.30 1.54 0.54 1.27 1.06 0.56

Lysozyme C (EC 3.2.1.17) (1,4-beta-N-acetylmuramidase C)P61626 sp|P61626|LYSC_HUMAN 3 3 105 1 1 1 9.66 10.08 12.26 12.41 8.28 8.62 37.8399998 37.8399998 35.8099997 21.6199994 13 13 11 7 10 10 10 7 0.44 0.00 1.35 0.33 0.59 1.09 0.27 1.20 0.91 1.31 0.97 0.87 1.72 0.56 1.66 1.10 0.54 1.48 0.74 1.63 1.36 0.20 1.72 0.79 2.34 0.97 0.88 1.70 0.57 1.65 0.64 0.02 1.40 0.46 0.89 1.18 0.03 1.15 1.02 1.36 0.74 0.00 1.15 0.64 0.85 1.54 0.01 1.30 1.18 2.00 1.09 0.34 1.22 0.89 1.33 0.75 0.00 1.16 0.65 0.87 1.01 0.82 1.16 0.88 1.17 1.30 0.00 1.15 1.13 1.50 1.10 0.35 1.32 0.83 1.46 1.26 0.17

Vacuolar protein sorting-associated protein 4B (EC 3.6.4.6) (Cell migration-inducing gene 1 protein) (Suppressor of K(+) transport growth defect 1) (Protein SKD1)O75351 sp|O75351|VPS4B_HUMAN3 3 105 1 1 1 6.57 11.17 17.18 17.46 5.42 8.46 30.4100007 24.0999997 30.4100007 20.0499997 13 12 13 8 9 5 9 9 1.68 0.00 1.29 1.30 2.17 1.38 0.02 1.25 1.10 1.73 0.72 0.17 1.72 0.42 1.24 1.03 0.87 1.56 0.66 1.60 0.89 0.18 1.22 0.73 1.09 0.98 0.91 1.62 0.60 1.58 0.71 0.06 1.44 0.49 1.03 2.32 0.00 1.25 1.85 2.89 1.42 0.00 1.16 1.23 1.65 0.73 0.05 1.36 0.54 0.99 1.15 0.06 1.16 0.99 1.33 0.95 0.41 1.16 0.82 1.10 1.12 0.12 1.16 0.96 1.29 1.11 0.14 1.16 0.96 1.28 0.85 0.15 1.30 0.65 1.11 0.78 0.05

Guanine nucleotide-binding protein G(k) subunit alpha (G(i) alpha-3)P08754 sp|P08754|GNAI3_HUMAN 3 3 105 1 1 1 5.79 18.59 4 16 8.44 21.41 33.8999987 31.6399992 25.4200012 33.8999987 13 11 9 13 7 4 3 7 1.20 0.39 2.08 0.58 2.49 1.26 0.36 2.32 0.54 2.91 1.27 0.21 1.75 0.73 2.23 1.03 0.91 2.55 0.40 2.62 1.10 0.51 1.69 0.65 1.86 1.08 0.49 1.48 0.73 1.59 1.04 0.68 1.48 0.70 1.55 1.41 0.18 3.67 0.39 5.18 0.90 0.50 3.68 0.25 3.32 0.78 0.25 3.80 0.20 2.96 1.02 0.90 3.66 0.28 3.72 1.22 0.30 3.66 0.33 4.46 0.97 0.79 3.66 0.26 3.54 0.82 0.30 3.69 0.22 3.02 0.98 0.91 1.50 0.66 1.47 0.91 0.47

Calcyphosin (Calcyphosine)Q13938 sp|Q13938|CAYP1_HUMAN3 3 105 1 1 1 16.79 17.02 16.18 16.26 16.02 16.23 46.5600014 46.5600014 46.5600014 46.5600014 12 10 11 12 32 17 16 32 2.50 0.00 1.14 2.19 2.86 0.83 0.08 1.23 0.68 1.03 1.03 0.58 1.15 0.90 1.18 0.82 0.01 1.13 0.72 0.92 2.38 0.00 1.13 2.10 2.70 0.63 0.00 1.19 0.53 0.75 0.97 0.59 1.13 0.86 1.10 1.25 0.01 1.14 1.09 1.42 0.77 0.00 1.14 0.67 0.88 0.70 0.07 1.49 0.47 1.04 1.59 0.00 1.14 1.39 1.82 1.11 0.10 1.14 0.97 1.27 1.03 0.84 1.37 0.75 1.41 0.87 0.19 1.26 0.69 1.09 0.73 0.00 1.14 0.64 0.84 1.24 0.01

Profilin-1 (Epididymis tissue protein Li 184a) (Profilin I)P07737 sp|P07737|PROF1_HUMAN 3 3 105 1 1 1 14.68 14.78 15.01 15.07 14.16 14.35 69.2900002 60.710001 69.2900002 60.710001 12 11 11 12 27 17 12 27 1.12 0.09 1.15 0.98 1.29 0.76 0.00 1.14 0.67 0.87 0.84 0.08 1.22 0.69 1.03 0.99 0.90 1.26 0.78 1.24 1.08 0.22 1.15 0.94 1.24 1.01 0.88 1.23 0.82 1.25 1.14 0.05 1.14 1.00 1.31 1.03 0.60 1.14 0.90 1.18 1.08 0.24 1.15 0.94 1.24 1.07 0.68 1.46 0.73 1.56 0.88 0.05 1.14 0.77 1.00 1.02 0.76 1.17 0.87 1.19 0.94 0.37 1.16 0.81 1.10 0.93 0.65 1.48 0.63 1.37 0.89 0.10 1.15 0.77 1.03 1.03 0.77

Myosin light polypeptide 6 (17 kDa myosin light chain) (LC17) (Myosin light chain 3) (MLC-3) (Myosin light chain alkali 3) (Myosin light chain A3) (Smooth muscle and nonmuscle myosin light chain alkali 6)P60660 sp|P60660|MYL6_HUMAN 3 3 105 1 1 1 15.32 15.5 14.77 15.08 13.11 13.42 61.589998 56.9500029 61.589998 56.9500029 12 12 12 11 24 13 13 24 0.79 0.01 1.19 0.66 0.93 0.93 0.47 1.24 0.75 1.16 1.12 0.32 1.29 0.87 1.45 0.83 0.22 1.38 0.60 1.15 0.89 0.06 1.13 0.79 1.01 0.93 0.50 1.29 0.72 1.19 1.20 0.01 1.13 1.07 1.36 0.80 0.20 1.46 0.55 1.17 2.11 0.00 1.29 1.64 2.73 0.70 0.02 1.29 0.54 0.91 0.86 0.05 1.16 0.74 1.00 0.99 0.93 1.22 0.81 1.21 0.79 0.12 1.39 0.57 1.09 0.75 0.07 1.38 0.54 1.03 1.87 0.00 1.26 1.48 2.36 0.80 0.05

Cullin-associated NEDD8-dissociated protein 1 (Cullin-associated and neddylation-dissociated protein 1) (TBP-interacting protein of 120 kDa A) (TBP-interacting protein 120A) (p120 CAND1)Q86VP6 sp|Q86VP6|CAND1_HUMAN3 3 105 1 1 1 21.89 25.59 16.84 19.37 20.99 24.9 11.4600003 11.4600003 9.26799998 11.4600003 12 12 8 12 24 14 16 24 1.22 0.06 1.23 0.99 1.50 0.64 0.01 1.34 0.47 0.86 1.10 0.40 1.26 0.87 1.39 0.89 0.37 1.31 0.68 1.17 1.08 0.34 1.19 0.91 1.29 1.03 0.81 1.31 0.78 1.35 1.04 0.61 1.17 0.89 1.21 1.01 0.95 1.31 0.77 1.32 1.03 0.62 1.17 0.89 1.21 0.89 0.28 1.25 0.71 1.12 1.14 0.02 1.12 1.02 1.27 1.17 0.02 1.14 1.03 1.33 0.92 0.34 1.22 0.75 1.12 0.81 0.12 1.32 0.61 1.07 1.06 0.28 1.12 0.95 1.19 0.92 0.35

Peroxiredoxin-6 (EC 1.11.1.15) (1-Cys peroxiredoxin) (1-Cys PRX) (24 kDa protein) (Acidic calcium-independent phospholipase A2) (aiPLA2) (EC 3.1.1.-) (Antioxidant protein 2) (Liver 2D page spot 40) (Non-selenium glutathione peroxidase) (NSGPx) (EC 1.11.1.9) (Red blood cells page spot 12)P30041 sp|P30041|PRDX6_HUMAN 3 3 105 1 1 1 20.84 21.64 17.93 18.04 17.27 17.58 51.789999 51.789999 50.4499972 42.4100012 12 12 9 12 23 19 10 23 2.09 0.00 1.28 1.64 2.67 0.54 0.00 1.19 0.45 0.64 1.26 0.00 1.13 1.11 1.43 1.02 0.65 1.12 0.92 1.14 1.41 0.00 1.22 1.16 1.72 0.87 0.12 1.19 0.73 1.04 1.14 0.02 1.12 1.03 1.28 1.31 0.00 1.15 1.14 1.51 0.82 0.12 1.31 0.63 1.07 0.68 0.04 1.43 0.48 0.97 1.39 0.00 1.18 1.18 1.65 1.16 0.14 1.24 0.94 1.45 1.00 1.00 1.18 0.85 1.18 0.76 0.66 4.12 0.18 3.13 0.76 0.00 1.13 0.67 0.87 0.79 0.01

Chloride intracellular channel protein 1 (Chloride channel ABP) (Nuclear chloride ion channel 27) (NCC27) (Regulatory nuclear chloride ion channel protein) (hRNCC)O00299 sp|O00299|CLIC1_HUMAN 3 3 105 1 1 1 13.97 15.01 15.79 17.23 16.66 18.1 56.0199976 56.0199976 44.8100001 48.1299996 12 12 12 11 22 18 16 22 1.21 0.08 1.25 0.97 1.51 0.91 0.20 1.16 0.78 1.06 0.93 0.61 1.34 0.70 1.25 0.91 0.16 1.15 0.79 1.05 1.34 0.01 1.24 1.08 1.66 0.93 0.35 1.19 0.78 1.10 1.04 0.58 1.15 0.90 1.20 1.08 0.42 1.22 0.88 1.32 0.86 0.03 1.13 0.76 0.98 0.79 0.10 1.35 0.58 1.06 1.16 0.04 1.15 1.01 1.33 1.21 0.01 1.13 1.07 1.38 1.05 0.63 1.28 0.83 1.35 1.03 0.76 1.27 0.81 1.32 1.35 0.00 1.19 1.13 1.61 0.79 0.18

Poly [ADP-ribose] polymerase 4 (PARP-4) (EC 2.4.2.30) (193 kDa vault protein) (ADP-ribosyltransferase diphtheria toxin-like 4) (ARTD4) (PARP-related/IalphaI-related H5/proline-rich) (PH5P) (Vault poly(ADP-ribose) polymerase) (VPARP)Q9UKK3 sp|Q9UKK3|PARP4_HUMAN3 3 105 1 1 1 16.06 18.5 21.46 23.58 24.47 27.7 8.87499973 5.62600009 6.67100027 8.87499973 12 8 10 12 22 12 17 22 0.97 0.57 1.13 0.86 1.10 1.61 0.00 1.26 1.28 2.03 0.69 0.00 1.23 0.56 0.85 0.69 0.00 1.17 0.59 0.81 0.68 0.00 1.13 0.60 0.76 0.69 0.00 1.20 0.58 0.83 0.86 0.02 1.13 0.76 0.97 0.94 0.42 1.17 0.81 1.10 1.53 0.00 1.31 1.17 2.01 0.88 0.18 1.20 0.73 1.06 0.85 0.10 1.22 0.69 1.03 1.25 0.35 1.66 0.76 2.07 0.74 0.02 1.29 0.57 0.95 0.82 0.16 1.34 0.61 1.10 1.49 0.00 1.29 1.16 1.92 1.17 0.68

Annexin A3 (35-alpha calcimedin) (Annexin III) (Annexin-3) (Inositol 1,2-cyclic phosphate 2-phosphohydrolase) (Lipocortin III) (Placental anticoagulant protein III) (PAP-III)P12429 sp|P12429|ANXA3_HUMAN3 3 105 1 1 1 12.81 15.44 14.17 18.59 13.18 16.54 40.2500004 26.6299993 40.2500004 25.0800014 12 9 12 9 20 7 12 20 1.25 0.15 1.42 0.88 1.78 1.48 0.00 1.20 1.23 1.77 0.75 0.03 1.28 0.58 0.96 1.02 0.79 1.20 0.85 1.22 0.77 0.02 1.20 0.64 0.92 1.12 0.19 1.23 0.92 1.38 0.71 0.01 1.20 0.59 0.85 1.88 0.00 1.17 1.61 2.19 0.85 0.02 1.14 0.75 0.96 0.95 0.46 1.17 0.81 1.11 1.09 0.14 1.13 0.96 1.24 1.04 0.46 1.13 0.92 1.18 0.99 0.86 1.20 0.82 1.18 0.85 0.13 1.25 0.68 1.06 1.49 0.00 1.24 1.20 1.86 0.76 0.09

Ribonuclease inhibitor (Placental ribonuclease inhibitor) (Placental RNase inhibitor) (Ribonuclease/angiogenin inhibitor 1) (RAI)P13489 sp|P13489|RINI_HUMAN 3 3 105 1 1 1 11.15 11.73 17.42 18.71 20.24 21.79 29.9299985 16.0500005 25.1599997 29.9299985 12 7 12 12 20 9 11 20 1.02 0.92 1.95 0.52 2.00 0.68 0.05 1.49 0.45 1.01 1.28 0.31 1.81 0.71 2.33 0.92 0.59 1.52 0.60 1.39 1.20 0.07 1.22 0.98 1.46 1.07 0.41 1.23 0.87 1.32 0.97 0.66 1.22 0.79 1.18 1.17 0.03 1.14 1.02 1.33 1.06 0.34 1.14 0.93 1.21 0.92 0.55 1.34 0.69 1.24 1.16 0.04 1.14 1.01 1.33 1.17 0.11 1.22 0.96 1.43 0.98 0.82 1.28 0.76 1.25 0.96 0.63 1.23 0.78 1.18 0.81 0.00 1.14 0.71 0.91 1.17 0.03

Proteasome subunit alpha type-5 (EC 3.4.25.1) (Macropain zeta chain) (Multicatalytic endopeptidase complex zeta chain) (Proteasome zeta chain)P28066 sp|P28066|PSA5_HUMAN 3 3 105 1 1 1 10.07 10.31 16.68 17.07 12.26 13.14 45.2300012 34.8500013 45.2300012 33.1999987 12 9 12 9 19 11 19 18 0.62 0.06 1.66 0.37 1.03 1.92 0.00 1.28 1.51 2.45 0.48 0.05 2.10 0.23 1.00 0.48 0.06 2.26 0.21 1.08 0.72 0.02 1.27 0.56 0.91 0.57 0.04 1.67 0.34 0.95 0.54 0.00 1.28 0.42 0.69 0.61 0.07 1.72 0.35 1.04 2.67 0.00 1.41 1.89 3.77 0.65 0.20 2.02 0.32 1.32 0.61 0.00 1.21 0.50 0.74 0.59 0.00 1.18 0.50 0.70 0.62 0.00 1.27 0.49 0.79 0.64 0.11 1.78 0.36 1.13 1.54 0.01 1.33 1.17 2.05 0.88 0.34

Serine/threonine-protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform (Medium tumor antigen-associated 61 kDa protein) (PP2A subunit A isoform PR65-alpha) (PP2A subunit A isoform R1-alpha)P30153 sp|P30153|2AAA_HUMAN 3 3 105 1 1 1 18.76 20.15 14.58 15.83 12.98 15.02 21.0500002 21.0500002 21.0500002 16.3000003 12 12 9 10 19 13 8 19 1.02 0.79 1.18 0.87 1.20 0.70 0.00 1.12 0.63 0.79 1.19 0.05 1.20 1.00 1.43 0.94 0.51 1.21 0.78 1.14 1.22 0.04 1.21 1.02 1.48 1.03 0.68 1.15 0.89 1.18 1.01 0.92 1.34 0.76 1.36 1.12 0.56 1.53 0.73 1.70 0.90 0.35 1.28 0.71 1.15 2.48 0.03 2.23 1.11 5.53 0.94 0.43 1.19 0.79 1.12 1.00 0.95 1.20 0.84 1.20 0.94 0.61 1.31 0.72 1.23 1.15 0.60 1.85 0.62 2.14 0.97 0.68 1.18 0.82 1.15 0.95 0.44

Proteasome subunit alpha type-6 (EC 3.4.25.1) (27 kDa prosomal protein) (PROS-27) (p27K) (Macropain iota chain) (Multicatalytic endopeptidase complex iota chain) (Proteasome iota chain)P60900 sp|P60900|PSA6_HUMAN 3 3 105 1 1 1 13.04 13.82 22.85 23.04 9.03 9.53 52.0299971 40.6500012 52.0299971 32.5199992 12 9 12 7 18 7 14 18 0.45 0.01 1.65 0.27 0.74 1.98 0.00 1.34 1.48 2.66 0.53 0.00 1.19 0.44 0.63 0.47 0.00 1.35 0.35 0.63 0.73 0.02 1.28 0.57 0.93 0.65 0.00 1.16 0.56 0.76 0.56 0.00 1.27 0.44 0.70 0.67 0.03 1.43 0.47 0.95 2.69 0.00 1.26 2.13 3.40 0.50 0.02 1.70 0.30 0.86 0.61 0.00 1.24 0.49 0.75 0.69 0.00 1.17 0.59 0.80 0.63 0.00 1.26 0.50 0.80 0.57 0.00 1.36 0.42 0.78 1.63 0.00 1.20 1.36 1.95 1.07 0.33

26S protease regulatory subunit 6A (26S proteasome AAA-ATPase subunit RPT5) (Proteasome 26S subunit ATPase 3) (Proteasome subunit P50) (Tat-binding protein 1) (TBP-1)P17980 sp|P17980|PRS6A_HUMAN 3 3 105 1 1 1 13.07 14.91 19.36 19.68 16.99 17.84 29.3799996 20.4999998 29.3799996 25.7400006 12 10 11 12 16 11 14 16 0.87 0.05 1.15 0.75 1.00 1.17 0.03 1.15 1.02 1.35 0.75 0.00 1.16 0.65 0.87 0.62 0.00 1.27 0.49 0.78 0.93 0.25 1.15 0.81 1.07 0.77 0.05 1.29 0.60 1.00 0.70 0.00 1.21 0.58 0.84 0.75 0.00 1.17 0.64 0.88 1.87 0.00 1.18 1.59 2.20 0.79 0.09 1.33 0.59 1.04 0.82 0.01 1.13 0.72 0.93 0.91 0.08 1.11 0.82 1.01 0.78 0.05 1.29 0.60 1.00 0.89 0.81 2.92 0.30 2.59 1.40 0.00 1.13 1.24 1.59 1.07 0.23

Cytosolic non-specific dipeptidase (EC 3.4.13.18) (CNDP dipeptidase 2) (Glutamate carboxypeptidase-like protein 1) (Peptidase A)Q96KP4 sp|Q96KP4|CNDP2_HUMAN3 3 105 1 1 1 17.07 17.71 14.7 15.43 18.55 19.35 32.2100014 32.2100014 28.6300004 28.4200013 12 12 10 10 16 16 9 16 1.22 0.13 1.31 0.93 1.60 0.97 0.79 1.32 0.73 1.28 1.18 0.05 1.18 1.00 1.40 1.11 0.15 1.15 0.96 1.28 1.35 0.02 1.26 1.07 1.69 1.23 0.03 1.21 1.02 1.49 1.01 0.92 1.29 0.79 1.30 1.13 0.09 1.15 0.98 1.30 0.64 0.00 1.28 0.50 0.82 0.77 0.11 1.41 0.54 1.08 1.14 0.07 1.15 0.99 1.31 1.12 0.16 1.19 0.94 1.33 1.16 0.29 1.36 0.85 1.57 0.94 0.42 1.17 0.80 1.11 1.17 0.03 1.14 1.02 1.33 1.20 0.01

Eukaryotic translation initiation factor 3 subunit A (eIF3a) (Eukaryotic translation initiation factor 3 subunit 10) (eIF-3-theta) (eIF3 p167) (eIF3 p180) (eIF3 p185)Q14152 sp|Q14152|EIF3A_HUMAN 3 3 105 1 1 1 12.01 14.79 16.51 18.74 21.01 23.8 11.4299998 5.57200015 6.58499971 11.4299998 12 8 10 12 15 7 11 15 0.81 0.13 1.34 0.60 1.09 1.44 0.03 1.36 1.06 1.95 0.93 0.67 1.45 0.64 1.36 0.97 0.85 1.54 0.63 1.49 0.87 0.11 1.21 0.72 1.05 0.97 0.84 1.38 0.70 1.34 0.84 0.05 1.19 0.71 1.00 1.10 0.43 1.29 0.85 1.41 1.52 0.01 1.37 1.11 2.09 0.72 0.13 1.55 0.47 1.12 1.10 0.19 1.16 0.95 1.27 1.09 0.28 1.18 0.92 1.28 0.87 0.33 1.34 0.65 1.17 0.85 0.34 1.43 0.59 1.22 1.11 0.29 1.23 0.90 1.37 1.04 0.65

Translational activator GCN1 (HsGCN1) (GCN1-like protein 1)Q92616 sp|Q92616|GCN1L_HUMAN3 3 105 1 1 1 10.6 14.37 10.47 13.55 16.64 19.73 7.0009999 2.65800003 3.89400013 7.0009999 12 6 6 12 14 5 5 14 0.82 0.30 1.63 0.51 1.34 0.84 0.18 1.39 0.60 1.16 1.32 0.13 1.52 0.86 2.01 1.09 0.49 1.42 0.77 1.55 0.95 0.53 1.26 0.75 1.20 1.35 0.06 1.40 0.97 1.89 1.22 0.07 1.27 0.97 1.55 0.95 0.52 1.21 0.79 1.15 1.08 0.73 1.75 0.62 1.89 1.42 0.02 1.31 1.08 1.85 1.03 0.85 1.41 0.73 1.45 1.08 0.60 1.47 0.74 1.59 1.10 0.27 1.22 0.90 1.33 1.22 0.06 1.24 0.99 1.51 1.20 0.08 1.24 0.97 1.49 0.96 0.41

Complement component C8 alpha chain (Complement component 8 subunit alpha)P07357 sp|P07357|CO8A_HUMAN 3 3 105 1 1 1 15.47 15.9 14.82 15.09 18.77 19.27 22.9499996 22.9499996 18.1500003 20.8900005 12 11 9 12 11 8 7 11 0.57 0.01 1.47 0.39 0.84 0.65 0.08 1.64 0.39 1.07 1.31 0.01 1.18 1.11 1.55 1.57 0.00 1.24 1.26 1.95 0.77 0.01 1.16 0.66 0.90 1.25 0.02 1.18 1.06 1.48 1.61 0.00 1.24 1.30 2.00 0.49 0.02 1.71 0.29 0.84 0.36 0.00 1.27 0.29 0.46 2.67 0.00 1.32 2.01 3.53 0.66 0.02 1.37 0.48 0.90 0.81 0.03 1.20 0.68 0.97 1.32 0.04 1.30 1.01 1.71 1.95 0.00 1.34 1.45 2.61 0.50 0.00 1.30 0.38 0.65 1.09 0.30

Rho GTPase-activating protein 18 (MacGAP) (Rho-type GTPase-activating protein 18)Q8N392 sp|Q8N392|RHG18_HUMAN3 3 105 1 1 1 17.12 19.27 10.06 11.67 10.22 12.21 14.6300003 14.6300003 10.4099996 9.80399996 12 12 6 5 11 10 11 7 1.37 0.01 1.22 1.12 1.67 0.56 0.00 1.16 0.48 0.65 1.37 0.00 1.17 1.17 1.60 1.06 0.35 1.14 0.93 1.20 1.49 0.00 1.14 1.31 1.69 0.99 0.84 1.16 0.85 1.14 1.30 0.00 1.14 1.14 1.47 1.05 0.62 1.28 0.82 1.35 0.96 0.77 1.42 0.67 1.36 0.94 0.71 1.47 0.64 1.38 1.19 0.02 1.14 1.04 1.36 1.24 0.01 1.14 1.09 1.42 1.14 0.44 1.46 0.78 1.67 0.99 0.95 1.40 0.71 1.38 0.95 0.62 1.34 0.71 1.27 0.83 0.10

UDP-glucose 6-dehydrogenase (UDP-Glc dehydrogenase) (UDP-GlcDH) (UDPGDH) (EC 1.1.1.22)O60701 sp|O60701|UGDH_HUMAN 3 3 105 1 1 1 18.12 18.8 14.79 14.96 8.84 9.09 24.4900003 24.4900003 19.2300007 12.9600003 12 12 10 5 10 9 10 7 1.60 0.00 1.29 1.24 2.06 0.50 0.00 1.35 0.37 0.67 1.26 0.00 1.15 1.10 1.45 0.97 0.52 1.13 0.85 1.09 1.25 0.02 1.18 1.05 1.48 0.91 0.28 1.21 0.76 1.10 1.33 0.00 1.13 1.17 1.50 1.11 0.08 1.13 0.98 1.25 0.64 0.00 1.13 0.57 0.72 0.78 0.10 1.37 0.57 1.06 1.47 0.00 1.16 1.27 1.71 1.42 0.00 1.13 1.26 1.59 1.04 0.49 1.13 0.92 1.17 0.97 0.82 1.39 0.69 1.35 0.98 0.82 1.20 0.82 1.18 1.02 0.84

Desmoplakin (DP) (250/210 kDa paraneoplastic pemphigus antigen)P15924 sp|P15924|DESP_HUMAN 3 3 105 1 1 1 19.17 27.56 15.69 22.27 16.41 21.62 4.98099998 4.98099998 3.17000002 4.24900018 12 12 8 10 10 10 7 6 0.77 0.00 1.14 0.67 0.88 1.44 0.00 1.22 1.18 1.77 0.98 0.84 1.23 0.80 1.21 1.25 0.02 1.19 1.05 1.48 0.71 0.02 1.32 0.54 0.93 1.38 0.00 1.14 1.21 1.58 1.21 0.01 1.14 1.06 1.38 0.89 0.61 1.70 0.52 1.51 0.63 0.01 1.37 0.46 0.86 1.32 0.04 1.28 1.03 1.69 1.36 0.33 2.06 0.66 2.81 0.98 0.88 1.43 0.68 1.39 1.64 0.01 1.38 1.19 2.27 1.78 0.01 1.43 1.24 2.55 0.78 0.03 1.22 0.64 0.96 1.08 0.33

60S ribosomal protein L3 (HIV-1 TAR RNA-binding protein B) (TARBP-B)P39023 sp|P39023|RL3_HUMAN 3 3 105 1 1 1 17.1 17.89 12.75 13.27 9.13 9.9 21.3400006 21.3400006 17.1200007 18.8600004 12 12 8 7 9 9 8 7 0.54 0.01 1.44 0.38 0.78 0.61 0.00 1.29 0.47 0.79 0.56 0.01 1.42 0.39 0.80 0.56 0.02 1.54 0.36 0.86 0.68 0.01 1.27 0.53 0.86 0.59 0.03 1.54 0.38 0.91 0.88 0.24 1.27 0.69 1.12 0.68 0.02 1.31 0.52 0.90 2.48 0.00 1.29 1.92 3.21 0.81 0.39 1.78 0.46 1.44 0.94 0.33 1.17 0.80 1.09 0.93 0.26 1.17 0.79 1.08 0.86 0.18 1.30 0.66 1.11 0.84 0.26 1.43 0.58 1.20 1.20 0.07 1.23 0.97 1.47 1.32 0.02

Glutamine--tRNA ligase (EC 6.1.1.18) (Glutaminyl-tRNA synthetase) (GlnRS)P47897 sp|P47897|SYQ_HUMAN 3 3 105 1 1 1 10.43 13.65 10.94 12.61 12.01 14.23 13.6800006 9.29000005 13.6800006 12.5200003 12 8 9 12 6 4 4 6 0.86 0.14 1.26 0.68 1.09 0.92 0.34 1.26 0.73 1.16 0.89 0.66 2.08 0.43 1.86 0.81 0.12 1.35 0.60 1.10 0.92 0.35 1.26 0.73 1.16 0.89 0.49 1.64 0.54 1.45 0.94 0.68 1.51 0.63 1.42 0.59 0.57 14.35 0.04 8.46 0.61 0.50 7.50 0.08 4.60 1.30 0.70 6.87 0.19 8.90 0.85 0.85 12.26 0.07 10.44 0.76 0.69 7.48 0.10 5.69 0.86 0.78 4.95 0.17 4.23 1.09 0.92 10.29 0.11 11.16 1.47 0.01 1.27 1.16 1.86 1.16 0.32

Protein S100-A11 (Calgizzarin) (Metastatic lymph node gene 70 protein) (MLN 70) (Protein S100-C) (S100 calcium-binding protein A11) [Cleaved into: Protein S100-A11, N-terminally processed]P31949 sp|P31949|S10AB_HUMAN 3 3 105 1 1 1 9.83 10.31 11.12 11.72 10.37 10.74 49.5200008 49.5200008 49.5200008 49.5200008 11 9 9 11 35 24 22 35 1.27 0.02 1.20 1.05 1.53 1.08 0.31 1.21 0.90 1.30 0.83 0.32 1.56 0.54 1.30 0.84 0.16 1.32 0.64 1.11 1.28 0.02 1.21 1.06 1.54 0.78 0.13 1.45 0.54 1.13 1.04 0.59 1.21 0.86 1.26 1.13 0.16 1.21 0.93 1.37 0.86 0.11 1.23 0.69 1.06 0.70 0.12 1.67 0.42 1.16 1.10 0.24 1.21 0.91 1.34 1.30 0.02 1.21 1.07 1.58 0.82 0.05 1.21 0.68 1.00 0.71 0.20 1.85 0.39 1.32 1.37 0.01 1.21 1.13 1.66 1.02 0.89

Cofilin-1 (18 kDa phosphoprotein) (p18) (Cofilin, non-muscle isoform)P23528 sp|P23528|COF1_HUMAN 3 3 105 1 1 1 14.81 15.28 18.22 18.22 13.05 13.42 59.0399981 39.1600013 59.0399981 42.1700001 11 8 11 7 31 10 16 31 1.11 0.13 1.16 0.96 1.28 1.02 0.72 1.14 0.90 1.16 1.14 0.12 1.20 0.96 1.37 0.90 0.14 1.17 0.77 1.05 1.47 0.00 1.17 1.26 1.72 1.19 0.06 1.21 0.99 1.44 0.97 0.80 1.28 0.76 1.24 1.44 0.00 1.14 1.26 1.64 0.73 0.00 1.18 0.62 0.87 1.02 0.92 1.50 0.68 1.53 1.11 0.08 1.13 0.98 1.25 0.95 0.38 1.15 0.83 1.09 0.94 0.39 1.16 0.82 1.09 0.98 0.92 1.56 0.63 1.53 0.95 0.32 1.12 0.84 1.06 1.02 0.74

Peroxiredoxin-5, mitochondrial (EC 1.11.1.15) (Alu corepressor 1) (Antioxidant enzyme B166) (AOEB166) (Liver tissue 2D-page spot 71B) (PLP) (Peroxiredoxin V) (Prx-V) (Peroxisomal antioxidant enzyme) (TPx type VI) (Thioredoxin peroxidase PMP20) (Thioredoxin reductase)P30044 sp|P30044|PRDX5_HUMAN 3 3 105 1 1 1 17.1 17.19 13.89 13.98 14.7 14.92 45.3299999 45.3299999 44.3899989 44.8599994 11 11 9 10 27 21 22 27 1.77 0.00 1.13 1.57 2.00 0.77 0.16 1.47 0.53 1.14 1.29 0.02 1.22 1.05 1.57 0.75 0.03 1.28 0.59 0.96 1.50 0.00 1.23 1.22 1.84 0.78 0.13 1.39 0.56 1.09 1.02 0.79 1.16 0.88 1.18 0.92 0.18 1.14 0.80 1.05 0.84 0.02 1.15 0.73 0.96 0.60 0.04 1.59 0.38 0.95 1.31 0.00 1.14 1.15 1.50 1.49 0.00 1.14 1.30 1.70 0.89 0.10 1.16 0.77 1.03 0.72 0.03 1.32 0.55 0.95 1.03 0.57 1.13 0.91 1.17 0.88 0.06

Peroxiredoxin-1 (EC 1.11.1.15) (Natural killer cell-enhancing factor A) (NKEF-A) (Proliferation-associated gene protein) (PAG) (Thioredoxin peroxidase 2) (Thioredoxin-dependent peroxide reductase 2)Q06830 sp|Q06830|PRDX1_HUMAN3 3 105 1 1 1 17.61 18.06 15.73 17.07 16.68 18.07 54.7699988 54.7699988 41.2099987 41.2099987 11 11 9 10 27 18 17 27 1.12 0.05 1.13 1.00 1.26 0.62 0.00 1.12 0.55 0.70 0.97 0.58 1.15 0.84 1.11 0.81 0.02 1.20 0.68 0.97 1.21 0.09 1.26 0.97 1.52 0.83 0.01 1.12 0.74 0.93 1.21 0.01 1.12 1.08 1.37 1.03 0.62 1.15 0.90 1.18 0.94 0.31 1.14 0.82 1.08 0.85 0.12 1.25 0.68 1.06 1.22 0.01 1.14 1.07 1.40 1.32 0.00 1.14 1.15 1.51 1.15 0.10 1.19 0.97 1.36 0.91 0.77 2.15 0.42 1.95 0.96 0.61 1.18 0.82 1.13 1.65 0.00

IST1 homolog (hIST1) (Putative MAPK-activating protein PM28)P53990 sp|P53990|IST1_HUMAN 3 3 105 1 1 1 12.91 13.39 15.99 16.35 20 20.24 29.4 29.4 21.4300007 28.0200005 11 11 11 10 24 9 13 24 1.93 0.02 1.64 1.18 3.16 1.55 0.00 1.23 1.25 1.91 0.62 0.02 1.44 0.43 0.89 1.03 0.66 1.18 0.87 1.22 0.70 0.00 1.18 0.60 0.83 0.90 0.16 1.18 0.76 1.06 0.57 0.00 1.32 0.43 0.75 2.54 0.00 1.27 1.99 3.23 1.39 0.01 1.24 1.12 1.72 0.82 0.37 1.60 0.51 1.32 0.98 0.81 1.26 0.78 1.23 0.74 0.00 1.14 0.65 0.85 1.12 0.09 1.15 0.98 1.28 1.11 0.45 1.34 0.82 1.48 0.77 0.00 1.13 0.68 0.87 0.64 0.00

Transforming protein RhoA (Rho cDNA clone 12) (h12)P61586 sp|P61586|RHOA_HUMAN 3 3 105 1 1 1 16.99 16.99 16.33 16.35 13.4 13.6 54.400003 54.400003 41.9699997 45.6 11 10 9 11 24 18 20 24 1.12 0.14 1.18 0.95 1.32 1.29 0.00 1.13 1.14 1.46 0.94 0.33 1.15 0.81 1.08 1.06 0.49 1.21 0.88 1.28 1.18 0.01 1.13 1.04 1.33 0.98 0.64 1.13 0.86 1.10 1.03 0.57 1.13 0.91 1.16 1.23 0.00 1.12 1.10 1.38 1.04 0.46 1.12 0.93 1.16 0.94 0.45 1.21 0.77 1.13 1.29 0.00 1.12 1.15 1.44 1.21 0.00 1.12 1.08 1.35 1.08 0.28 1.15 0.93 1.24 0.93 0.43 1.24 0.75 1.15 1.12 0.08 1.14 0.98 1.27 0.87 0.13

Ig delta chain C regionP01880 sp|P01880|IGHD_HUMAN 3 3 105 1 1 1 16.29 16.49 15.64 16 11.84 12.16 33.5900009 33.5900009 30.4699987 25.5199999 11 11 11 10 23 17 22 23 0.41 0.00 1.67 0.24 0.68 0.28 0.00 1.48 0.19 0.42 0.47 0.01 1.62 0.29 0.77 0.86 0.11 1.20 0.72 1.04 0.51 0.00 1.35 0.38 0.69 1.18 0.03 1.15 1.03 1.36 3.46 0.00 1.27 2.72 4.39 0.74 0.03 1.30 0.57 0.96 0.50 0.00 1.23 0.41 0.62 1.66 0.00 1.18 1.40 1.95 0.71 0.00 1.21 0.59 0.86 1.08 0.23 1.14 0.95 1.23 1.09 0.46 1.30 0.84 1.43 4.53 0.00 1.28 3.55 5.78 1.09 0.47 1.33 0.82 1.45 1.15 0.07

Integrin alpha-M (CD11 antigen-like family member B) (CR-3 alpha chain) (Cell surface glycoprotein MAC-1 subunit alpha) (Leukocyte adhesion receptor MO1) (Neutrophil adherence receptor) (CD antigen CD11b)P11215 sp|P11215|ITAM_HUMAN 3 3 105 1 1 1 12.51 16.24 4.55 6.89 18.41 19.7 10.2399997 7.89899975 3.73300016 10.2399997 11 8 4 11 19 6 5 19 0.43 0.00 1.24 0.34 0.53 0.66 0.00 1.18 0.56 0.78 1.06 0.37 1.18 0.90 1.26 1.21 0.03 1.18 1.03 1.42 0.63 0.01 1.30 0.49 0.82 1.30 0.01 1.18 1.11 1.53 1.89 0.00 1.18 1.61 2.22 0.77 0.28 1.91 0.40 1.46 0.38 0.02 1.96 0.20 0.75 1.20 0.30 1.60 0.75 1.93 0.83 0.11 1.30 0.64 1.08 1.21 0.26 1.55 0.78 1.88 1.50 0.09 1.67 0.90 2.49 0.98 0.99 55.75 0.02 54.52 1.32 0.00 1.14 1.16 1.51 0.64 0.01

X-ray repair cross-complementing protein 5 (EC 3.6.4.-) (86 kDa subunit of Ku antigen) (ATP-dependent DNA helicase 2 subunit 2) (ATP-dependent DNA helicase II 80 kDa subunit) (CTC box-binding factor 85 kDa subunit) (CTC85) (CTCBF) (DNA repair protein XRCC5) (Ku80) (Ku86) (Lupus Ku autoantigen protein p86) (Nuclear factor IV) (Thyroid-lupus autoantigen) (TLAA) (X-ray repair complementing defective repair in Chinese hamster cells 5 (double-strand-break rejoining))P13010 sp|P13010|XRCC5_HUMAN 3 3 105 1 1 1 14.92 15.83 10.07 10.82 14.08 15.36 15.7100007 14.4800007 11.6099998 15.7100007 11 8 7 11 18 13 6 18 0.78 0.02 1.21 0.65 0.95 1.27 0.00 1.15 1.10 1.46 0.78 0.05 1.29 0.60 1.01 0.72 0.00 1.12 0.65 0.81 0.70 0.00 1.12 0.62 0.78 0.90 0.11 1.15 0.78 1.03 1.10 0.14 1.14 0.96 1.25 0.87 0.15 1.24 0.71 1.08 1.14 0.11 1.19 0.96 1.35 1.16 0.34 1.46 0.79 1.70 0.99 0.88 1.23 0.80 1.21 1.20 0.06 1.22 0.99 1.46 0.77 0.23 1.67 0.46 1.28 0.79 0.09 1.35 0.58 1.07 1.56 0.00 1.24 1.26 1.94 0.88 0.23

CD9 antigen (5H9 antigen) (Cell growth-inhibiting gene 2 protein) (Leukocyte antigen MIC3) (Motility-related protein) (MRP-1) (Tetraspanin-29) (Tspan-29) (p24) (CD antigen CD9)P21926 sp|P21926|CD9_HUMAN 3 3 105 1 1 1 11.31 11.89 8.15 8.59 10.26 10.74 21.9300002 19.3000004 19.7400004 21.9300002 11 11 8 10 18 11 9 18 1.50 0.02 1.34 1.12 2.01 2.11 0.01 1.50 1.41 3.18 1.13 0.55 1.71 0.66 1.94 1.36 0.07 1.42 0.96 1.93 1.69 0.02 1.50 1.13 2.53 0.81 0.11 1.34 0.60 1.08 0.98 0.91 1.57 0.62 1.54 1.46 0.00 1.17 1.24 1.71 0.98 0.81 1.24 0.79 1.21 0.55 0.03 1.68 0.33 0.92 1.22 0.06 1.23 0.99 1.50 1.10 0.23 1.19 0.92 1.31 1.05 0.48 1.18 0.89 1.24 0.67 0.02 1.37 0.49 0.92 0.91 0.38 1.29 0.70 1.17 0.91 0.62

Aspartate--tRNA ligase, cytoplasmic (EC 6.1.1.12) (Aspartyl-tRNA synthetase) (AspRS) (Cell proliferation-inducing gene 40 protein)P14868 sp|P14868|SYDC_HUMAN 3 3 105 1 1 1 21.3 22.16 18.27 19.18 21.57 22.98 25.5499989 25.5499989 21.3599995 23.15 11 11 9 11 17 15 14 17 1.03 0.67 1.16 0.89 1.19 1.36 0.00 1.13 1.21 1.53 1.02 0.84 1.27 0.81 1.30 0.92 0.33 1.20 0.77 1.10 0.94 0.32 1.14 0.82 1.07 0.95 0.36 1.13 0.84 1.07 0.92 0.37 1.20 0.77 1.11 0.86 0.06 1.17 0.73 1.00 1.64 0.00 1.21 1.36 1.98 0.84 0.11 1.25 0.68 1.05 0.92 0.10 1.11 0.83 1.02 1.14 0.02 1.11 1.03 1.26 0.87 0.07 1.16 0.75 1.01 0.86 0.71 2.39 0.36 2.05 1.38 0.00 1.13 1.22 1.55 1.19 0.02

Calpain-1 catalytic subunit (EC 3.4.22.52) (Calcium-activated neutral proteinase 1) (CANP 1) (Calpain mu-type) (Calpain-1 large subunit) (Cell proliferation-inducing gene 30 protein) (Micromolar-calpain) (muCANP)P07384 sp|P07384|CAN1_HUMAN 3 3 105 1 1 1 22.82 24.16 21.14 22.05 17.62 19.11 18.9099997 18.6299995 18.9099997 12.0399997 11 11 11 8 16 12 12 16 1.09 0.14 1.13 0.97 1.24 0.86 0.02 1.13 0.76 0.97 1.43 0.00 1.24 1.15 1.76 1.22 0.01 1.16 1.05 1.41 1.07 0.18 1.10 0.97 1.18 1.32 0.01 1.19 1.11 1.58 1.17 0.01 1.12 1.04 1.31 0.94 0.27 1.12 0.84 1.06 0.96 0.41 1.11 0.86 1.07 1.09 0.45 1.29 0.85 1.41 1.07 0.16 1.11 0.97 1.19 1.18 0.01 1.11 1.06 1.31 1.18 0.04 1.16 1.01 1.37 1.16 0.24 1.31 0.89 1.52 1.02 0.70 1.12 0.91 1.14 1.13 0.22

Epidermal growth factor receptor kinase substrate 8-like protein 1 (EPS8-like protein 1) (Epidermal growth factor receptor pathway substrate 8-related protein 1) (EPS8-related protein 1)Q8TE68 sp|Q8TE68|ES8L1_HUMAN 3 3 105 1 1 1 18.35 19.73 12.28 13.06 16.68 17.87 19.6400002 19.6400002 12.1699996 16.8699995 11 11 8 11 16 12 7 16 0.98 0.83 1.21 0.81 1.18 1.14 0.19 1.24 0.92 1.42 0.84 0.10 1.25 0.67 1.05 0.88 0.31 1.32 0.66 1.16 1.12 0.34 1.29 0.87 1.45 1.06 0.57 1.27 0.84 1.35 0.92 0.52 1.31 0.70 1.21 1.72 0.01 1.37 1.26 2.35 1.09 0.65 1.58 0.69 1.73 0.73 0.07 1.42 0.51 1.03 1.11 0.19 1.19 0.93 1.32 1.00 0.94 1.18 0.85 1.18 1.03 0.62 1.18 0.88 1.22 0.70 0.04 1.40 0.50 0.98 1.41 0.28 1.98 0.71 2.80 0.91 0.77

N-acetylmuramoyl-L-alanine amidase (EC 3.5.1.28) (Peptidoglycan recognition protein 2) (Peptidoglycan recognition protein long) (PGRP-L)Q96PD5 sp|Q96PD5|PGRP2_HUMAN3 3 105 1 1 1 18.55 18.98 13.89 14.27 15.54 15.96 31.7699999 31.4200014 31.7699999 22.2200006 11 11 10 9 16 12 11 16 0.37 0.00 1.76 0.21 0.65 0.45 0.20 3.64 0.12 1.65 1.70 0.00 1.28 1.33 2.17 1.77 0.00 1.24 1.43 2.20 0.71 0.00 1.14 0.62 0.81 1.04 0.69 1.24 0.84 1.29 1.48 0.00 1.24 1.20 1.83 0.64 0.02 1.44 0.44 0.92 0.44 0.00 1.53 0.29 0.68 2.59 0.00 1.29 2.01 3.34 0.92 0.21 1.16 0.79 1.07 1.05 0.43 1.16 0.91 1.23 1.45 0.01 1.27 1.15 1.84 1.48 0.23 2.04 0.72 3.03 0.45 0.01 1.73 0.26 0.77 0.65 0.01

Complement factor I (EC 3.4.21.45) (C3B/C4B inactivator) [Cleaved into: Complement factor I heavy chain; Complement factor I light chain]P05156 sp|P05156|CFAI_HUMAN 3 3 105 1 1 1 20.15 21.08 9.27 9.81 6.86 7.54 21.7800006 21.7800006 12.1799998 11.3200001 11 11 6 5 14 14 9 9 0.57 0.00 1.20 0.48 0.68 0.55 0.00 1.19 0.46 0.65 1.71 0.00 1.19 1.44 2.03 1.93 0.00 1.35 1.43 2.61 1.08 0.13 1.10 0.98 1.19 1.31 0.00 1.15 1.14 1.51 1.41 0.00 1.10 1.28 1.55 0.66 0.01 1.32 0.50 0.86 0.55 0.03 1.67 0.33 0.91 1.73 0.00 1.29 1.34 2.23 0.79 0.03 1.23 0.64 0.97 0.86 0.24 1.34 0.64 1.15 1.30 0.11 1.42 0.92 1.84 2.02 0.00 1.35 1.50 2.73 0.67 0.02 1.38 0.49 0.93 1.08 0.28

Junctional adhesion molecule A (JAM-A) (Junctional adhesion molecule 1) (JAM-1) (Platelet F11 receptor) (Platelet adhesion molecule 1) (PAM-1) (CD antigen CD321)Q9Y624 sp|Q9Y624|JAM1_HUMAN 3 3 105 1 1 1 15.58 15.85 7.99 8.12 11.11 11.27 35.1200014 35.1200014 20.07 25.4200012 11 11 6 7 14 10 6 14 1.64 0.00 1.29 1.27 2.12 1.67 0.00 1.23 1.36 2.06 0.65 0.00 1.22 0.54 0.80 1.07 0.26 1.15 0.93 1.23 0.67 0.00 1.15 0.59 0.78 0.79 0.01 1.18 0.67 0.93 0.68 0.00 1.15 0.59 0.78 2.18 0.02 1.72 1.27 3.75 1.24 0.16 1.45 0.85 1.80 0.64 0.07 1.69 0.38 1.08 0.98 0.84 1.29 0.76 1.26 1.12 0.26 1.28 0.87 1.43 0.97 0.75 1.38 0.70 1.33 0.74 0.28 2.07 0.36 1.54 0.93 0.34 1.20 0.77 1.12 0.70 0.06

Glycogen phosphorylase, brain form (EC 2.4.1.1)P11216 sp|P11216|PYGB_HUMAN 3 3 105 1 1 1 22.34 24.26 12.34 13.47 16.67 18.49 18.0299997 18.0299997 9.96399969 11.8600003 11 11 6 8 13 10 6 13 1.18 0.10 1.23 0.96 1.45 0.62 0.00 1.18 0.53 0.73 1.07 0.59 1.34 0.80 1.44 1.05 0.56 1.21 0.87 1.27 1.20 0.03 1.17 1.02 1.40 0.94 0.37 1.16 0.81 1.09 0.93 0.20 1.14 0.82 1.05 1.01 0.96 1.54 0.65 1.55 1.07 0.58 1.36 0.79 1.45 1.09 0.43 1.33 0.82 1.46 1.23 0.09 1.29 0.95 1.57 0.98 0.90 1.47 0.67 1.44 0.76 0.10 1.43 0.53 1.08 0.65 0.05 1.56 0.42 1.01 0.69 0.15 1.73 0.40 1.19 1.08 0.74

Annexin A7 (Annexin VII) (Annexin-7) (Synexin)P20073 sp|P20073|ANXA7_HUMAN3 3 105 1 1 1 15.42 16.81 12.85 13.9 14.28 15.97 23.1600002 23.1600002 16.3900003 19.6700007 11 11 7 9 13 12 9 13 1.33 0.04 1.32 1.01 1.75 1.37 0.01 1.25 1.10 1.71 1.08 0.25 1.16 0.93 1.26 0.99 0.87 1.20 0.83 1.18 1.11 0.24 1.22 0.91 1.35 0.84 0.07 1.20 0.70 1.02 1.24 0.01 1.14 1.08 1.41 1.01 0.89 1.15 0.87 1.16 0.94 0.45 1.19 0.79 1.12 0.71 0.05 1.41 0.50 1.00 1.12 0.10 1.15 0.97 1.30 1.35 0.00 1.16 1.16 1.56 0.95 0.60 1.26 0.75 1.20 0.79 0.08 1.30 0.61 1.03 1.06 0.49 1.23 0.87 1.30 1.33 0.01

Angiotensin-converting enzyme (ACE) (EC 3.2.1.-) (EC 3.4.15.1) (Dipeptidyl carboxypeptidase I) (Kininase II) (CD antigen CD143) [Cleaved into: Angiotensin-converting enzyme, soluble form]P12821 sp|P12821|ACE_HUMAN 3 3 105 1 1 1 20.79 22.05 5.8 6.56 7.67 8.75 8.42299983 8.42299983 3.44600007 3.82799991 11 11 4 5 12 12 4 5 0.85 0.01 1.12 0.76 0.95 1.19 0.02 1.15 1.04 1.38 1.39 0.00 1.13 1.23 1.58 1.34 0.01 1.22 1.10 1.63 1.16 0.01 1.12 1.04 1.30 1.02 0.82 1.17 0.87 1.18 1.40 0.00 1.16 1.21 1.63 0.94 0.58 1.38 0.68 1.30 0.79 0.08 1.33 0.59 1.05 0.99 0.92 1.42 0.69 1.41 1.08 0.39 1.28 0.84 1.38 1.01 0.89 1.28 0.79 1.29 1.11 0.28 1.28 0.86 1.41 1.09 0.50 1.42 0.77 1.54 0.75 0.01 1.21 0.62 0.91 1.16 0.11

Tyrosine-protein kinase Lyn (EC 2.7.10.2) (Lck/Yes-related novel protein tyrosine kinase) (V-yes-1 Yamaguchi sarcoma viral related oncogene homolog) (p53Lyn) (p56Lyn)P07948 sp|P07948|LYN_HUMAN 3 3 105 1 1 1 19.91 21.36 18.82 19.68 14.09 15.25 21.8799993 21.8799993 20.51 16.7999998 11 11 11 8 11 11 6 6 0.92 0.35 1.22 0.75 1.12 1.16 0.02 1.13 1.03 1.31 1.13 0.10 1.17 0.97 1.33 0.97 0.68 1.18 0.82 1.15 1.23 0.01 1.13 1.09 1.38 1.08 0.29 1.16 0.93 1.25 1.19 0.01 1.13 1.05 1.34 0.97 0.64 1.21 0.80 1.17 0.85 0.19 1.34 0.63 1.14 1.05 0.74 1.41 0.74 1.48 1.04 0.77 1.42 0.73 1.47 1.30 0.04 1.28 1.02 1.65 0.98 0.81 1.21 0.81 1.19 1.18 0.25 1.41 0.84 1.67 1.16 0.31 1.48 0.78 1.72 0.68 0.11

Alpha-1-acid glycoprotein 2 (AGP 2) (Orosomucoid-2) (OMD 2)P19652 sp|P19652|A1AG2_HUMAN3 3 105 1 1 1 7.83 13.68 9.7 17.67 4.09 10.31 43.779999 39.8000002 43.779999 27.8600007 11 11 9 7 10 7 10 7 0.37 0.01 1.60 0.23 0.60 0.62 0.01 1.27 0.49 0.79 1.25 0.25 1.66 0.75 2.09 3.24 0.00 1.50 2.15 4.86 0.87 0.15 1.27 0.68 1.10 1.21 0.23 1.50 0.81 1.82 1.30 0.11 1.44 0.90 1.87 0.76 0.15 1.54 0.49 1.17 0.37 0.01 1.79 0.21 0.67 2.27 0.00 1.22 1.87 2.77 1.10 0.27 1.22 0.90 1.33 0.91 0.27 1.22 0.75 1.11 1.42 0.01 1.22 1.17 1.73 3.03 0.00 1.58 1.92 4.80 0.80 0.46 11.14 0.07 8.96 0.93 0.65

Dihydropyrimidinase-related protein 2 (DRP-2) (Collapsin response mediator protein 2) (CRMP-2) (N2A3) (Unc-33-like phosphoprotein 2) (ULIP-2)Q16555 sp|Q16555|DPYL2_HUMAN 3 3 105 1 1 1 15.94 16.42 11.36 11.58 13.74 14.31 27.4500012 27.4500012 18.1799993 20.1000005 11 11 7 9 10 10 7 8 1.03 0.69 1.17 0.88 1.20 1.06 0.42 1.17 0.91 1.24 1.04 0.59 1.17 0.89 1.21 0.88 0.15 1.21 0.73 1.06 1.02 0.74 1.14 0.90 1.16 1.09 0.38 1.25 0.87 1.37 0.92 0.35 1.22 0.75 1.12 0.98 0.83 1.33 0.74 1.29 1.79 0.00 1.31 1.36 2.35 0.83 0.41 1.71 0.49 1.41 1.10 0.20 1.18 0.93 1.30 0.87 0.08 1.18 0.74 1.02 1.26 0.20 1.49 0.84 1.87 0.85 0.43 1.65 0.51 1.40 1.25 0.02 1.18 1.07 1.47 1.01 0.91

CD63 antigen (Granulophysin) (Lysosomal-associated membrane protein 3) (LAMP-3) (Melanoma-associated antigen ME491) (OMA81H) (Ocular melanoma-associated antigen) (Tetraspanin-30) (Tspan-30) (CD antigen CD63)P08962 sp|P08962|CD63_HUMAN 3 3 105 1 1 1 6.19 6.34 6.24 6.41 3.65 3.76 15.1299998 10.08 15.1299998 9.24400017 11 9 11 6 9 5 8 9 1.00 0.97 1.32 0.76 1.31 2.11 0.01 1.49 1.42 3.15 1.04 0.75 1.39 0.75 1.45 1.09 0.58 1.47 0.74 1.59 1.67 0.02 1.45 1.15 2.43 1.19 0.19 1.35 0.88 1.61 0.75 0.04 1.32 0.57 0.98 1.15 0.12 1.21 0.95 1.39 1.20 0.37 1.62 0.74 1.95 0.84 0.37 1.59 0.53 1.33 1.16 0.52 1.75 0.67 2.03 1.08 0.61 1.45 0.75 1.57 1.51 0.02 1.36 1.12 2.05 1.08 0.53 1.35 0.80 1.46 0.82 0.16 1.48 0.55 1.21 1.10 0.45

Coatomer subunit gamma-1 (Gamma-1-coat protein) (Gamma-1-COP)Q9Y678 sp|Q9Y678|COPG_HUMAN 3 3 105 1 1 1 18.17 19.81 14.41 15.23 15.83 17.13 13.3900002 13.3900002 11.2099998 11.2099998 11 11 7 8 9 9 7 8 1.92 0.15 2.76 0.69 5.28 2.73 0.10 3.77 0.72 10.29 1.13 0.16 1.22 0.93 1.39 1.05 0.56 1.22 0.85 1.28 1.00 1.00 1.22 0.82 1.22 1.07 0.43 1.23 0.87 1.31 0.94 0.41 1.22 0.76 1.14 0.72 0.03 1.32 0.55 0.95 1.24 0.13 1.39 0.89 1.72 1.46 0.27 2.45 0.60 3.58 0.85 0.24 1.44 0.59 1.22 0.74 0.03 1.27 0.58 0.95 0.70 0.12 1.68 0.42 1.18 1.50 0.25 2.45 0.61 3.67 1.02 0.83 1.26 0.81 1.28 1.23 0.20

Ras-related protein Rab-5C (L1880) (RAB5L)P51148 sp|P51148|RAB5C_HUMAN 3 3 105 1 1 1 15.02 17.12 16.55 16.61 11.42 11.61 50 50 50 36.1099988 11 11 11 6 8 8 6 8 1.11 0.33 1.44 0.77 1.60 1.39 0.06 1.44 0.97 2.00 0.95 0.60 1.43 0.66 1.36 1.00 0.96 1.43 0.69 1.43 1.08 0.50 1.47 0.73 1.58 0.99 0.93 1.43 0.69 1.42 1.02 0.85 1.44 0.71 1.46 1.22 0.08 1.27 0.95 1.55 0.99 0.95 1.63 0.61 1.61 1.09 0.78 2.43 0.45 2.64 1.09 0.35 1.27 0.85 1.38 0.94 0.54 1.33 0.71 1.25 1.21 0.15 1.37 0.88 1.67 1.07 0.73 1.80 0.60 1.93 0.83 0.16 1.43 0.58 1.20 0.77 0.09

Cytochrome b reductase 1 (EC 1.-.-.-) (Duodenal cytochrome b) (Ferric-chelate reductase 3)Q53TN4 sp|Q53TN4|CYBR1_HUMAN3 3 105 1 1 1 6.25 6.32 6.54 6.67 6.96 7.23 18.5299993 13.9899999 18.5299993 13.9899999 11 11 10 9 8 6 7 8 3.10 0.06 3.52 0.88 10.90 1.05 0.99 ############# 0.00 ############# 0.90 0.48 3.53 0.26 3.18 1.28 0.24 3.52 0.36 4.50 0.53 0.10 3.52 0.15 1.87 1.12 0.46 3.52 0.32 3.95 0.40 0.64 ############# 0.00 42458436.79 4.23 0.28 4944.28 0.00 20904.15 1.14 0.78 81.34 0.01 92.36 1.01 0.99 216.06 0.00 218.18 0.48 0.61 823662.25 0.00 392183.05 0.31 0.41 63783.25 0.00 19802.87 0.86 0.94 ############# 0.00 ############# 0.78 0.89 81761272.00 0.00 63614304.52 1.02 0.96 16.45 0.06 16.70 0.61 0.88

Ras-related protein Rab-8A (Oncogene c-mel)P61006 sp|P61006|RAB8A_HUMAN3 3 105 1 1 1 17.16 17.57 4.71 13.02 11.2 11.72 43.9599991 37.6800001 43.9599991 28.9900005 11 8 11 7 6 6 3 4 0.90 0.67 2.02 0.45 1.81 1.41 0.04 1.36 1.04 1.93 0.80 0.06 1.26 0.64 1.01 1.07 0.43 1.26 0.85 1.35 0.75 0.15 1.59 0.48 1.20 0.99 0.95 1.36 0.73 1.36 0.82 0.20 1.46 0.57 1.20 1.29 0.26 3.90 0.33 5.01 0.98 0.91 3.89 0.25 3.83 0.89 0.54 5.33 0.17 4.75 1.15 0.41 3.89 0.30 4.48 1.06 0.70 3.88 0.27 4.10 1.12 0.66 11.74 0.10 13.15 1.10 0.72 13.04 0.08 14.34 0.83 0.15 1.43 0.58 1.19 1.26 0.67

Measurements, ratio, p-val, EF, CIProtein Score Sequence Coverage Unique peptides identified Calculations per ratio Measurements, ratio, p-val, EF, CI Measurements, ratio, p-val, EF, CIMeasurements, ratio, p-val, EF, CI Measurements, ratio, p-val, EF, CI Measurements, ratio, p-val, EF, CI Measurements, ratio, p-val, EF, CI Measurements, ratio, p-val, EF, CI Measurements, ratio, p-val, EF, CI Measurements, ratio, p-val, EF, CI Measurements, ratio, p-val, EF, CI Measurements, ratio, p-val, EF, CI Measurements, ratio, p-val, EF, CI Measurements, ratio, p-val, EF, CI Measurements, ratio, p-val, EF, CI Measurements, ratio, p-val, EF, CI
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Ras-related C3 botulinum toxin substrate 1 (Cell migration-inducing gene 5 protein) (Ras-like protein TC25) (p21-Rac1)P63000 sp|P63000|RAC1_HUMAN 3 3 105 1 1 1 12.75 15.17 8.74 11.16 2.24 9.05 37.5 37.5 34.3800008 22.4000007 11 11 9 5 6 6 6 2 1.11 0.35 1.43 0.77 1.58 1.36 0.07 1.43 0.95 1.95 1.02 0.84 1.43 0.71 1.46 1.16 0.21 1.43 0.81 1.67 1.10 0.36 1.43 0.77 1.58 1.04 0.72 1.54 0.68 1.60 1.07 0.52 1.43 0.74 1.52 1.40 0.06 1.44 0.97 2.01 1.05 0.59 1.44 0.73 1.51 1.21 0.33 1.91 0.64 2.32 1.24 0.13 1.44 0.86 1.77 1.21 0.17 1.49 0.82 1.81 1.31 0.08 1.44 0.92 1.89 1.18 0.52 2.56 0.46 3.02 0.91 0.57 4.58 0.20 4.16 0.69 0.23

Transmembrane channel-like protein 4Q7Z404 sp|Q7Z404|TMC4_HUMAN 3 3 105 1 1 1 18.49 18.96 17.07 17.71 16.73 17.33 15.1700005 13.4800002 15.1700005 10.6700003 10 10 9 10 25 19 15 25 1.07 0.45 1.21 0.89 1.29 1.35 0.01 1.24 1.09 1.68 0.79 0.12 1.37 0.58 1.08 0.64 0.00 1.30 0.49 0.83 1.26 0.05 1.26 1.00 1.59 0.72 0.05 1.39 0.52 1.00 0.70 0.02 1.32 0.53 0.93 0.96 0.92 2.15 0.45 2.07 1.10 0.38 1.26 0.87 1.39 0.67 0.05 1.50 0.45 1.01 1.28 0.02 1.21 1.06 1.55 1.15 0.11 1.19 0.96 1.36 0.95 0.57 1.21 0.79 1.15 0.77 0.05 1.29 0.60 1.00 1.11 0.11 1.15 0.97 1.28 0.65 0.00

Tubulin polymerization-promoting protein family member 3 (TPPP/p20)Q9BW30 sp|Q9BW30|TPPP3_HUMAN3 3 105 1 1 1 14.67 15.12 16.26 17 18.66 18.73 51.700002 45.449999 51.700002 47.1599996 10 10 10 9 23 16 14 23 1.80 0.00 1.30 1.38 2.34 0.59 0.00 1.14 0.51 0.67 1.22 0.00 1.13 1.08 1.38 1.08 0.21 1.13 0.95 1.22 1.67 0.00 1.28 1.30 2.14 0.81 0.04 1.21 0.67 0.99 1.14 0.33 1.33 0.86 1.51 1.06 0.41 1.16 0.91 1.23 0.60 0.00 1.16 0.51 0.69 0.48 0.01 1.52 0.32 0.73 1.41 0.01 1.25 1.13 1.76 1.02 0.86 1.26 0.81 1.28 1.08 0.48 1.29 0.84 1.39 0.74 0.04 1.31 0.57 0.98 0.99 0.87 1.15 0.86 1.13 1.42 0.00

Eukaryotic initiation factor 4A-I (eIF-4A-I) (eIF4A-I) (EC 3.6.4.13) (ATP-dependent RNA helicase eIF4A-1)P60842 sp|P60842|IF4A1_HUMAN 3 3 105 1 1 1 17.05 17.65 17.05 17.16 14.46 14.88 23.3999997 23.3999997 19.9499995 21.1799994 10 10 8 7 22 5 10 22 1.00 1.00 1.74 0.57 1.74 0.52 0.07 2.23 0.23 1.16 1.06 0.65 1.64 0.65 1.74 0.99 0.94 1.65 0.60 1.64 1.46 0.05 1.44 1.01 2.10 1.18 0.19 1.44 0.82 1.71 1.37 0.10 1.60 0.85 2.19 1.01 0.89 1.15 0.87 1.16 0.89 0.10 1.15 0.77 1.03 0.78 0.09 1.36 0.57 1.05 1.22 0.01 1.15 1.06 1.40 1.36 0.00 1.15 1.18 1.57 0.96 0.52 1.15 0.84 1.11 0.82 0.06 1.24 0.66 1.01 0.75 0.00 1.16 0.65 0.87 1.06 0.49

40S ribosomal protein S3P23396 sp|P23396|RS3_HUMAN 3 3 105 1 1 1 16.41 17.09 20.73 21.38 14.26 15.04 47.7400005 41.9800013 47.7400005 31.279999 10 10 10 8 20 10 13 20 0.77 0.02 1.21 0.63 0.94 1.00 0.94 1.13 0.88 1.13 0.83 0.01 1.14 0.73 0.94 0.62 0.00 1.18 0.53 0.73 0.85 0.02 1.14 0.75 0.97 0.76 0.00 1.14 0.67 0.86 0.95 0.41 1.14 0.84 1.08 1.01 0.91 1.21 0.84 1.22 1.38 0.01 1.27 1.09 1.75 1.10 0.42 1.28 0.86 1.41 0.91 0.08 1.11 0.83 1.01 1.05 0.41 1.14 0.92 1.20 1.03 0.74 1.26 0.82 1.30 1.06 0.67 1.33 0.80 1.41 1.42 0.04 1.39 1.02 1.97 0.95 0.63

Phospholipid transfer protein (Lipid transfer protein II)P55058 sp|P55058|PLTP_HUMAN 3 3 105 1 1 1 11.21 11.72 12.74 13.3 17.79 18.65 16.8400005 9.53299999 16.6299999 16.8400005 10 6 7 10 20 11 13 20 0.44 0.00 1.21 0.36 0.53 0.41 0.00 1.57 0.26 0.65 2.10 0.00 1.24 1.69 2.61 1.89 0.00 1.18 1.61 2.22 0.68 0.01 1.27 0.54 0.87 1.52 0.01 1.30 1.17 1.98 1.42 0.00 1.18 1.21 1.67 0.64 0.23 2.33 0.27 1.49 0.57 0.02 1.49 0.39 0.85 2.66 0.00 1.62 1.64 4.31 0.84 0.08 1.23 0.69 1.03 0.73 0.09 1.48 0.49 1.08 1.26 0.01 1.18 1.07 1.48 1.27 0.06 1.28 0.99 1.62 0.85 0.13 1.25 0.68 1.06 0.67 0.00

Spectrin alpha chain, non-erythrocytic 1 (Alpha-II spectrin) (Fodrin alpha chain) (Spectrin, non-erythroid alpha subunit)Q13813 sp|Q13813|SPTA2_HUMAN 3 3 105 1 1 1 15.35 20.54 21.31 26.15 20.2 25.32 5.54200001 4.69300002 5.42099997 5.54200001 10 8 10 10 19 8 13 19 0.97 0.79 1.27 0.76 1.24 1.40 0.01 1.28 1.10 1.80 1.11 0.17 1.18 0.94 1.31 0.88 0.09 1.16 0.76 1.03 0.86 0.16 1.26 0.68 1.08 1.03 0.76 1.23 0.84 1.26 0.96 0.55 1.16 0.83 1.12 0.94 0.34 1.14 0.82 1.07 1.05 0.53 1.16 0.90 1.21 0.96 0.73 1.28 0.75 1.23 1.01 0.76 1.10 0.92 1.11 1.20 0.01 1.14 1.05 1.37 1.22 0.09 1.27 0.97 1.55 0.99 0.96 1.29 0.77 1.28 1.33 0.00 1.14 1.16 1.52 1.17 0.08

E3 ubiquitin-protein ligase RNF213 (EC 6.3.2.-) (ALK lymphoma oligomerization partner on chromosome 17) (Mysterin) (RING finger protein 213)Q63HN8 sp|Q63HN8|RN213_HUMAN3 3 105 1 1 1 13.92 20.58 15.78 20.64 12.03 15.15 4.32900004 2.92700008 4.32900004 3.47599983 10 7 10 9 18 9 10 18 0.72 0.01 1.21 0.59 0.87 1.22 0.02 1.16 1.05 1.40 0.64 0.04 1.51 0.42 0.97 0.68 0.06 1.52 0.45 1.03 1.17 0.04 1.16 1.01 1.35 0.95 0.84 1.78 0.53 1.69 0.87 0.08 1.18 0.74 1.03 0.79 0.01 1.16 0.68 0.91 1.53 0.00 1.17 1.31 1.80 1.00 0.99 1.34 0.75 1.35 0.75 0.00 1.13 0.66 0.85 0.79 0.00 1.14 0.70 0.90 0.68 0.01 1.34 0.51 0.91 1.18 0.07 1.19 0.99 1.40 0.90 0.12 1.15 0.79 1.04 1.03 0.61

26S protease regulatory subunit 7 (26S proteasome AAA-ATPase subunit RPT1) (Proteasome 26S subunit ATPase 2) (Protein MSS1)P35998 sp|P35998|PRS7_HUMAN 3 3 105 1 1 1 15.81 17.44 13.51 15.44 14.72 16.97 24.0199998 24.0199998 22.6300001 22.4000007 10 8 10 9 16 9 7 16 0.91 0.14 1.14 0.80 1.04 1.19 0.02 1.14 1.04 1.36 0.91 0.38 1.25 0.73 1.14 0.80 0.18 1.41 0.57 1.14 1.00 0.97 1.20 0.83 1.20 0.88 0.18 1.22 0.72 1.08 0.83 0.10 1.26 0.66 1.05 0.76 0.01 1.20 0.64 0.92 1.45 0.13 1.68 0.86 2.45 0.90 0.18 1.19 0.75 1.07 0.81 0.03 1.21 0.67 0.98 0.82 0.05 1.22 0.68 1.00 0.97 0.86 1.58 0.61 1.53 0.97 0.81 1.36 0.71 1.31 1.34 0.01 1.18 1.13 1.58 0.95 0.62

60S ribosomal protein L14 (CAG-ISL 7)P50914 sp|P50914|RL14_HUMAN 3 3 105 1 1 1 6.83 7.26 9.75 10.06 6.49 6.72 29.3000013 18.1400001 24.1899997 29.3000013 10 7 10 9 16 11 16 16 0.49 0.02 1.57 0.31 0.77 0.65 0.02 1.37 0.48 0.90 0.51 0.05 1.95 0.26 1.00 0.53 0.03 1.63 0.33 0.87 0.68 0.02 1.28 0.53 0.87 0.55 0.01 1.39 0.40 0.77 0.98 0.87 1.32 0.75 1.30 0.59 0.16 2.31 0.25 1.36 3.26 0.01 1.96 1.67 6.39 0.82 0.66 2.97 0.28 2.44 0.88 0.30 1.33 0.66 1.17 0.97 0.85 1.51 0.64 1.47 0.71 0.27 2.03 0.35 1.44 0.75 0.37 2.16 0.34 1.61 1.67 0.04 1.56 1.08 2.60 1.00 0.98

Eukaryotic translation initiation factor 3 subunit B (eIF3b) (Eukaryotic translation initiation factor 3 subunit 9) (Prt1 homolog) (hPrt1) (eIF-3-eta) (eIF3 p110) (eIF3 p116)P55884 sp|P55884|EIF3B_HUMAN 3 3 105 1 1 1 14.61 16.55 16.54 17.81 11.8 12.89 12.5300005 11.0600002 12.5300005 7.98500031 10 9 10 5 16 11 16 11 0.69 0.00 1.21 0.57 0.84 1.70 0.00 1.15 1.48 1.97 0.76 0.00 1.18 0.64 0.89 0.75 0.00 1.13 0.66 0.84 0.79 0.00 1.13 0.70 0.90 0.77 0.01 1.19 0.65 0.91 0.75 0.00 1.16 0.65 0.87 0.77 0.04 1.29 0.60 0.99 1.72 0.00 1.23 1.40 2.11 0.82 0.24 1.40 0.59 1.16 0.82 0.05 1.22 0.68 1.00 0.85 0.24 1.34 0.64 1.14 0.76 0.09 1.39 0.54 1.05 0.77 0.32 1.75 0.44 1.35 1.12 0.33 1.29 0.86 1.44 1.15 0.06

Proteasome subunit alpha type-2 (EC 3.4.25.1) (Macropain subunit C3) (Multicatalytic endopeptidase complex subunit C3) (Proteasome component C3)P25787 sp|P25787|PSA2_HUMAN 3 3 105 1 1 1 12.09 12.35 10.02 12.46 11.13 11.5 36.7500007 35.8999997 31.6199988 36.7500007 10 8 9 10 15 11 13 15 0.65 0.01 1.26 0.52 0.83 1.79 0.01 1.35 1.33 2.43 0.66 0.08 1.63 0.40 1.08 0.61 0.08 1.80 0.34 1.09 0.79 0.03 1.23 0.64 0.97 1.04 0.93 2.83 0.37 2.93 0.62 0.01 1.34 0.46 0.83 0.59 0.00 1.22 0.48 0.72 2.49 0.01 1.68 1.48 4.17 0.89 0.78 3.05 0.29 2.70 0.66 0.01 1.28 0.51 0.84 0.71 0.02 1.27 0.56 0.90 0.83 0.31 1.56 0.53 1.29 0.89 0.61 1.82 0.49 1.62 1.67 0.01 1.30 1.28 2.18 1.02 0.81

Heterogeneous nuclear ribonucleoprotein K (hnRNP K) (Transformation up-regulated nuclear protein) (TUNP)P61978 sp|P61978|HNRPK_HUMAN3 3 105 1 1 1 15.95 16.83 18.58 19.29 12.27 13.3 23.33 23.33 21.6000006 14.9000004 10 10 9 6 15 11 12 15 0.87 0.38 1.41 0.62 1.23 0.61 0.01 1.38 0.44 0.84 1.07 0.51 1.25 0.85 1.34 0.80 0.12 1.35 0.60 1.08 0.94 0.73 1.50 0.63 1.40 0.84 0.03 1.17 0.72 0.98 1.07 0.59 1.33 0.80 1.43 1.00 0.99 1.26 0.79 1.26 1.09 0.20 1.15 0.95 1.26 0.82 0.02 1.18 0.70 0.96 1.00 0.99 1.11 0.90 1.11 1.60 0.00 1.14 1.41 1.82 0.97 0.59 1.13 0.86 1.09 0.86 0.27 1.32 0.66 1.14 0.72 0.00 1.16 0.62 0.84 1.50 0.01

Dynactin subunit 2 (50 kDa dynein-associated polypeptide) (Dynactin complex 50 kDa subunit) (DCTN-50) (p50 dynamitin)Q13561 sp|Q13561|DCTN2_HUMAN3 3 105 1 1 1 4.24 4.29 21.65 22.48 9.82 11.01 29.6799988 7.73100033 29.6799988 17.7100003 10 3 10 6 15 2 15 9 0.63 0.13 3.53 0.18 2.21 1.95 0.20 14.66 0.13 28.59 0.74 0.61 209.56 0.00 155.89 0.80 0.71 323.79 0.00 258.80 0.56 0.11 3.52 0.16 1.99 1.08 0.92 3732.93 0.00 4049.56 0.80 0.73 599.27 0.00 477.96 0.60 0.01 1.44 0.42 0.86 3.04 0.00 1.37 2.21 4.16 0.79 0.51 2.16 0.36 1.71 0.64 0.00 1.25 0.51 0.80 0.55 0.00 1.23 0.45 0.68 0.72 0.08 1.44 0.50 1.04 0.87 0.38 1.39 0.63 1.21 1.81 0.01 1.39 1.30 2.51 0.65 0.12

T-complex protein 1 subunit epsilon (TCP-1-epsilon) (CCT-epsilon)P48643 sp|P48643|TCPE_HUMAN 3 3 105 1 1 1 12.64 14.65 14.68 18.14 15.6 18.93 19.2200005 12.2000001 17.9299995 19.2200005 10 8 10 10 14 7 11 14 1.10 0.22 1.18 0.93 1.30 1.39 0.15 1.62 0.85 2.25 0.97 0.88 1.60 0.60 1.55 0.92 0.43 1.29 0.71 1.18 0.94 0.38 1.16 0.81 1.10 0.81 0.01 1.14 0.71 0.93 0.88 0.06 1.15 0.77 1.01 0.80 0.14 1.38 0.58 1.10 2.00 0.00 1.28 1.56 2.56 0.65 0.07 1.61 0.40 1.05 0.91 0.18 1.16 0.78 1.06 0.80 0.01 1.16 0.69 0.93 0.84 0.26 1.40 0.60 1.18 0.81 0.22 1.45 0.56 1.17 1.60 0.00 1.16 1.38 1.87 1.03 0.55

26S protease regulatory subunit 4 (P26s4) (26S proteasome AAA-ATPase subunit RPT2) (Proteasome 26S subunit ATPase 1)P62191 sp|P62191|PRS4_HUMAN 3 3 105 1 1 1 10.6 14.32 12.4 13.33 12.12 13.21 20.9099993 17.9499999 20.9099993 20.0000003 10 7 10 8 14 8 11 14 1.04 0.73 1.34 0.78 1.39 1.27 0.02 1.21 1.05 1.54 0.85 0.07 1.21 0.70 1.02 0.62 0.00 1.23 0.51 0.76 0.93 0.36 1.21 0.77 1.13 0.96 0.86 1.76 0.55 1.69 0.76 0.02 1.21 0.63 0.92 0.68 0.00 1.19 0.57 0.81 2.32 0.00 1.27 1.83 2.95 0.83 0.04 1.19 0.70 0.99 0.79 0.01 1.15 0.69 0.91 0.77 0.00 1.15 0.67 0.88 0.68 0.01 1.25 0.54 0.85 0.82 0.22 1.43 0.58 1.17 1.48 0.00 1.21 1.23 1.79 1.10 0.25

60S ribosomal protein L10 (Laminin receptor homolog) (Protein QM) (Tumor suppressor QM)P27635 sp|P27635|RL10_HUMAN 3 3 105 1 1 1 9.03 9.26 13.75 14.04 11.49 11.7 38.7899995 22.4299997 38.7899995 36.9199991 10 5 10 9 13 8 11 13 0.56 0.00 1.26 0.44 0.70 0.59 0.01 1.32 0.45 0.78 0.71 0.16 1.72 0.41 1.23 0.57 0.01 1.33 0.43 0.76 0.76 0.01 1.19 0.64 0.91 0.72 0.04 1.36 0.53 0.98 1.04 0.57 1.19 0.87 1.24 0.70 0.01 1.23 0.57 0.87 2.58 0.00 1.27 2.04 3.26 0.72 0.02 1.31 0.55 0.94 1.03 0.70 1.16 0.88 1.19 1.04 0.51 1.16 0.90 1.21 0.83 0.05 1.20 0.69 0.99 0.78 0.01 1.18 0.66 0.92 1.29 0.02 1.20 1.07 1.55 1.37 0.00

Tumor susceptibility gene 101 protein (ESCRT-I complex subunit TSG101)Q99816 sp|Q99816|TS101_HUMAN 3 3 105 1 1 1 9.16 9.31 7.15 7.32 12.75 13.43 24.8699993 14.6200001 14.3600002 24.8699993 10 6 7 10 13 8 3 13 1.67 0.00 1.17 1.42 1.96 1.66 0.00 1.17 1.41 1.94 0.70 0.02 1.33 0.53 0.93 1.06 0.44 1.19 0.89 1.26 0.99 0.84 1.17 0.84 1.16 0.85 0.12 1.25 0.68 1.06 0.70 0.04 1.38 0.51 0.98 2.22 0.08 3.53 0.63 7.84 1.21 0.31 3.53 0.34 4.26 0.55 0.13 4.81 0.11 2.62 1.29 0.24 3.54 0.36 4.56 0.95 0.71 3.53 0.27 3.36 1.02 0.89 4.94 0.21 5.04 0.86 0.47 5.67 0.15 4.88 0.97 0.58 1.14 0.85 1.10 0.74 0.01

Coronin-1C (Coronin-3) (hCRNN4)Q9ULV4 sp|Q9ULV4|COR1C_HUMAN3 3 105 1 1 1 16.24 16.69 19.59 19.98 8.54 9.66 18.1400001 16.0300002 18.1400001 11.3899998 10 7 10 6 13 9 11 13 0.94 0.33 1.15 0.82 1.08 0.65 0.00 1.15 0.56 0.75 1.01 0.91 1.24 0.82 1.25 1.03 0.67 1.15 0.89 1.18 1.54 0.00 1.17 1.31 1.81 1.06 0.37 1.15 0.92 1.22 0.96 0.51 1.15 0.83 1.11 1.15 0.02 1.12 1.03 1.28 1.23 0.01 1.16 1.07 1.43 0.83 0.15 1.31 0.63 1.09 1.02 0.67 1.12 0.91 1.14 0.89 0.15 1.18 0.76 1.05 0.87 0.07 1.17 0.75 1.02 1.03 0.75 1.25 0.82 1.29 0.64 0.00 1.20 0.54 0.77 1.51 0.02

Carboxypeptidase M (CPM) (EC 3.4.17.12)P14384 sp|P14384|CBPM_HUMAN 3 3 105 1 1 1 9.45 10.46 12.23 13.04 10.64 11.47 21.8999997 15.8000007 21.8999997 21.2200001 10 7 10 8 12 9 9 12 1.20 0.02 1.16 1.04 1.40 1.00 0.96 1.14 0.87 1.14 1.07 0.25 1.14 0.94 1.23 1.14 0.06 1.14 1.00 1.30 0.90 0.10 1.14 0.78 1.03 1.01 0.84 1.16 0.87 1.18 1.33 0.01 1.23 1.09 1.63 1.25 0.05 1.25 1.00 1.57 0.79 0.05 1.26 0.63 1.00 0.95 0.73 1.36 0.70 1.30 1.00 0.95 1.19 0.84 1.19 1.16 0.07 1.18 0.99 1.37 1.51 0.00 1.15 1.31 1.73 1.14 0.28 1.31 0.87 1.50 0.84 0.04 1.17 0.72 0.99 1.08 0.40

Vacuolar protein sorting-associated protein 4A (EC 3.6.4.6) (Protein SKD2) (VPS4-1) (hVPS4)Q9UN37 sp|Q9UN37|VPS4A_HUMAN3 3 105 1 1 1 14.12 14.73 10.77 16.77 13.69 14.75 19.2200005 19.2200005 18.9899996 13.73 10 8 10 7 12 4 6 12 1.98 0.09 2.61 0.76 5.16 1.37 0.27 2.44 0.56 3.34 0.62 0.25 3.64 0.17 2.24 0.91 0.39 1.46 0.62 1.33 0.74 0.07 1.46 0.50 1.07 0.98 0.95 4.41 0.22 4.31 0.57 0.27 4.95 0.12 2.83 2.46 0.02 1.78 1.38 4.38 1.15 0.42 1.61 0.71 1.85 0.80 0.59 3.40 0.23 2.70 0.88 0.37 1.45 0.61 1.29 0.66 0.02 1.32 0.50 0.87 1.04 0.82 1.74 0.60 1.81 1.06 0.77 1.72 0.61 1.82 0.75 0.01 1.20 0.62 0.90 0.65 0.03

Proteasome subunit beta type-2 (EC 3.4.25.1) (Macropain subunit C7-I) (Multicatalytic endopeptidase complex subunit C7-I) (Proteasome component C7-I)P49721 sp|P49721|PSB2_HUMAN 3 3 105 1 1 1 11.67 14.36 11.39 12.44 8.12 9.23 41.2900001 41.2900001 38.3100003 26.3700008 10 9 10 6 11 8 11 10 0.55 0.00 1.17 0.47 0.64 2.48 0.00 1.17 2.12 2.90 0.48 0.00 1.29 0.37 0.61 0.38 0.00 1.28 0.30 0.49 0.77 0.01 1.17 0.66 0.90 0.47 0.00 1.25 0.38 0.59 0.48 0.00 1.24 0.38 0.59 0.47 0.01 1.50 0.31 0.70 3.36 0.00 1.24 2.70 4.18 0.42 0.01 1.79 0.24 0.75 0.58 0.00 1.23 0.47 0.72 0.53 0.00 1.20 0.45 0.64 0.58 0.01 1.33 0.43 0.77 0.57 0.02 1.56 0.36 0.88 2.19 0.00 1.33 1.64 2.91 0.61 0.03

Glutamine--fructose-6-phosphate aminotransferase [isomerizing] 1 (EC 2.6.1.16) (D-fructose-6-phosphate amidotransferase 1) (Glutamine:fructose-6-phosphate amidotransferase 1) (GFAT 1) (GFAT1) (Hexosephosphate aminotransferase 1)Q06210 sp|Q06210|GFPT1_HUMAN3 3 105 1 1 1 16.9 18.39 7.98 9.05 16.44 19.05 15.5900002 15.5900002 8.01099986 14.3099994 10 10 6 8 11 9 4 11 0.99 0.87 1.15 0.86 1.13 0.84 0.03 1.16 0.72 0.97 1.06 0.53 1.24 0.86 1.31 0.94 0.44 1.21 0.78 1.13 1.04 0.57 1.18 0.88 1.23 1.05 0.50 1.17 0.90 1.22 1.04 0.61 1.21 0.86 1.27 1.00 0.97 1.47 0.68 1.48 1.16 0.14 1.27 0.91 1.48 1.09 0.45 1.38 0.79 1.51 1.14 0.24 1.33 0.86 1.51 1.20 0.34 1.68 0.72 2.02 0.99 0.93 1.52 0.65 1.50 0.87 0.15 1.27 0.68 1.10 1.21 0.17 1.33 0.90 1.61 1.24 0.01

V-type proton ATPase subunit B, brain isoform (V-ATPase subunit B 2) (Endomembrane proton pump 58 kDa subunit) (HO57) (Vacuolar proton pump subunit B 2)P21281 sp|P21281|VATB2_HUMAN 3 3 105 1 1 1 6.19 6.38 16.95 17.47 12.74 13.16 28.9600015 7.82800019 28.9600015 22.4999994 10 3 10 8 10 3 8 10 0.68 0.08 1.64 0.41 1.11 0.98 0.83 1.43 0.69 1.40 1.14 0.54 2.15 0.53 2.44 0.84 0.28 1.67 0.50 1.40 1.04 0.80 1.76 0.59 1.83 1.18 0.36 1.85 0.64 2.20 0.94 0.55 1.44 0.65 1.35 0.78 0.01 1.19 0.66 0.92 2.18 0.00 1.47 1.49 3.20 0.82 0.33 1.55 0.53 1.28 0.81 0.01 1.14 0.72 0.93 0.77 0.00 1.14 0.68 0.88 0.81 0.10 1.31 0.61 1.06 0.97 0.75 1.21 0.80 1.18 1.06 0.43 1.18 0.89 1.25 1.04 0.78

Bifunctional purine biosynthesis protein PURH [Includes: Phosphoribosylaminoimidazolecarboxamide formyltransferase (EC 2.1.2.3) (5-aminoimidazole-4-carboxamide ribonucleotide formyltransferase) (AICAR transformylase); IMP cyclohydrolase (EC 3.5.4.10) (ATIC) (IMP synthase) (Inosinicase)]P31939 sp|P31939|PUR9_HUMAN 3 3 105 1 1 1 16.11 16.6 11.8 12.14 12.35 12.81 21.9600007 21.9600007 17.7399993 17.9100007 10 10 6 7 10 9 8 10 1.39 0.02 1.31 1.06 1.82 0.85 0.05 1.17 0.72 1.00 1.35 0.03 1.30 1.03 1.76 1.02 0.70 1.13 0.90 1.16 1.23 0.04 1.22 1.01 1.49 1.16 0.10 1.20 0.96 1.40 1.08 0.26 1.15 0.93 1.24 1.01 0.88 1.23 0.83 1.24 0.95 0.64 1.31 0.72 1.24 1.19 0.17 1.31 0.90 1.56 0.93 0.44 1.25 0.74 1.16 1.11 0.31 1.26 0.88 1.41 1.03 0.80 1.30 0.79 1.33 1.23 0.18 1.41 0.88 1.74 0.97 0.65 1.17 0.83 1.14 1.05 0.55

26S protease regulatory subunit 10B (26S proteasome AAA-ATPase subunit RPT4) (Proteasome 26S subunit ATPase 6) (Proteasome subunit p42)P62333 sp|P62333|PRS10_HUMAN 3 3 105 1 1 1 7.72 9.67 15.95 17.73 12.79 14.75 27.5099993 14.6500006 27.5099993 23.3899996 10 5 10 8 10 6 10 10 0.86 0.19 1.33 0.65 1.14 1.19 0.21 1.42 0.84 1.69 0.80 0.22 1.61 0.50 1.28 0.62 0.03 1.52 0.41 0.93 0.86 0.20 1.33 0.65 1.14 0.78 0.21 1.65 0.47 1.29 0.69 0.02 1.32 0.52 0.91 0.92 0.54 1.34 0.69 1.23 1.97 0.00 1.22 1.62 2.40 1.13 0.41 1.40 0.81 1.59 0.93 0.23 1.13 0.82 1.05 0.98 0.89 1.27 0.77 1.25 0.91 0.43 1.28 0.71 1.17 1.06 0.66 1.35 0.79 1.43 1.30 0.02 1.24 1.05 1.61 1.10 0.16

Vacuolar protein sorting-associated protein 13CQ709C8 sp|Q709C8|VP13C_HUMAN3 3 105 1 1 1 13.15 17.86 17.76 22.99 6.31 8.17 3.94399986 2.34500002 3.94399986 1.27900001 10 7 10 4 9 5 9 5 0.99 0.96 1.45 0.68 1.44 1.03 0.84 1.40 0.74 1.43 0.86 0.29 1.40 0.62 1.21 0.70 0.05 1.44 0.49 1.01 0.72 0.01 1.23 0.59 0.89 0.80 0.07 1.30 0.62 1.04 0.85 0.11 1.25 0.68 1.06 0.81 0.04 1.22 0.67 0.98 1.65 0.00 1.14 1.44 1.88 0.82 0.26 1.47 0.56 1.20 0.81 0.02 1.18 0.69 0.96 0.78 0.01 1.18 0.66 0.92 0.75 0.03 1.28 0.59 0.96 0.93 0.64 1.42 0.65 1.32 1.44 0.05 1.42 1.02 2.04 0.64 0.07

Junction plakoglobin (Catenin gamma) (Desmoplakin III) (Desmoplakin-3)P14923 sp|P14923|PLAK_HUMAN 3 3 105 1 1 1 11.51 12.67 7.05 7.39 7.48 7.91 13.0199999 13.0199999 9.26200002 6.57700002 10 10 5 5 8 5 2 8 0.63 0.02 1.40 0.45 0.88 1.76 0.01 1.28 1.38 2.25 0.68 0.07 1.58 0.43 1.07 0.83 0.13 1.33 0.63 1.10 0.57 0.05 1.73 0.33 0.99 1.46 0.02 1.28 1.15 1.86 0.91 0.30 1.28 0.71 1.16 0.89 0.61 8.42 0.11 7.47 0.69 0.17 3.63 0.19 2.49 1.29 0.32 5.66 0.23 7.27 1.00 0.97 3.62 0.27 3.60 1.77 0.13 4.69 0.38 8.28 1.40 0.19 3.65 0.38 5.13 1.76 0.11 3.64 0.48 6.40 1.11 0.36 1.48 0.75 1.65 1.26 0.13

G-protein coupled receptor family C group 5 member C (Retinoic acid-induced gene 3 protein) (RAIG-3)Q9NQ84 sp|Q9NQ84|GPC5C_HUMAN3 3 105 1 1 1 10.88 11.2 6.65 6.71 2.46 2.88 20.86 20.86 20.86 5.44200018 10 10 9 2 8 8 6 4 1.16 0.53 1.79 0.64 2.08 1.35 0.34 2.15 0.63 2.91 0.94 0.42 1.22 0.76 1.15 1.14 0.32 1.38 0.83 1.58 1.80 0.02 1.57 1.15 2.82 0.83 0.34 1.62 0.51 1.34 0.89 0.19 1.22 0.73 1.09 1.24 0.50 2.47 0.50 3.06 0.92 0.35 1.29 0.71 1.18 0.68 0.37 3.23 0.21 2.19 1.35 0.07 1.41 0.96 1.91 1.12 0.48 1.56 0.72 1.75 1.03 0.70 1.29 0.80 1.34 0.65 0.03 1.43 0.45 0.93 1.00 0.99 3.51 0.29 3.51 0.98 0.86

Cell division control protein 42 homolog (G25K GTP-binding protein)P60953 sp|P60953|CDC42_HUMAN 3 3 105 1 1 1 17.38 17.5 12.23 12.4 10.48 10.68 48.1700003 48.1700003 36.649999 26.699999 9 9 8 5 30 18 19 30 0.99 0.94 1.26 0.79 1.25 1.22 0.03 1.19 1.03 1.45 1.07 0.35 1.19 0.90 1.28 1.05 0.58 1.26 0.84 1.33 1.21 0.03 1.17 1.03 1.42 1.14 0.41 1.44 0.79 1.63 1.11 0.15 1.17 0.95 1.31 1.16 0.08 1.19 0.97 1.38 1.06 0.47 1.20 0.88 1.27 0.94 0.72 1.49 0.63 1.40 1.21 0.16 1.35 0.90 1.63 1.23 0.15 1.36 0.90 1.67 1.16 0.31 1.40 0.83 1.62 0.83 0.29 1.51 0.55 1.25 1.10 0.32 1.30 0.85 1.43 0.86 0.16

Protein AMBP [Cleaved into: Alpha-1-microglobulin (Protein HC) (Alpha-1 microglycoprotein) (Complex-forming glycoprotein heterogeneous in charge); Inter-alpha-trypsin inhibitor light chain (ITI-LC) (Bikunin) (EDC1) (HI-30) (Uronic-acid-rich protein); Trypstatin]P02760 sp|P02760|AMBP_HUMAN 3 3 105 1 1 1 11.67 12.11 10.84 11.2 15.74 16.49 28.6900014 18.4699997 20.4500005 28.6900014 9 6 6 9 29 18 12 29 0.31 0.01 2.03 0.15 0.62 0.42 0.04 2.16 0.20 0.92 1.53 0.00 1.18 1.30 1.80 1.88 0.00 1.36 1.38 2.55 0.74 0.01 1.18 0.63 0.87 1.54 0.01 1.27 1.22 1.96 1.74 0.01 1.41 1.24 2.45 0.41 0.00 1.52 0.27 0.62 0.34 0.00 1.48 0.23 0.51 2.32 0.00 1.35 1.72 3.14 0.69 0.00 1.20 0.57 0.83 0.63 0.00 1.17 0.54 0.74 1.29 0.11 1.40 0.92 1.81 2.28 0.00 1.31 1.74 2.98 0.48 0.00 1.38 0.35 0.66 1.02 0.91

Gamma-glutamyltranspeptidase 1 (GGT 1) (EC 2.3.2.2) (Gamma-glutamyltransferase 1) (Glutathione hydrolase 1) (EC 3.4.19.13) (Leukotriene-C4 hydrolase) (EC 3.4.19.14) (CD antigen CD224) [Cleaved into: Gamma-glutamyltranspeptidase 1 heavy chain; Gamma-glutamyltranspeptidase 1 light chain]P19440 sp|P19440|GGT1_HUMAN 3 3 105 1 1 1 12.83 13.82 12.59 12.94 16.54 17.04 19.3299994 15.2899995 11.5999997 19.3299994 9 7 7 9 28 11 17 28 0.47 0.02 1.83 0.26 0.86 2.15 0.00 1.15 1.86 2.48 0.99 0.89 1.19 0.83 1.18 0.81 0.03 1.19 0.68 0.97 0.52 0.00 1.28 0.40 0.67 0.50 0.01 1.66 0.30 0.83 0.87 0.03 1.13 0.77 0.99 3.45 0.00 1.17 2.95 4.04 1.50 0.00 1.22 1.23 1.83 0.55 0.01 1.41 0.39 0.77 0.52 0.00 1.29 0.41 0.67 0.45 0.00 1.27 0.36 0.58 1.59 0.00 1.17 1.35 1.86 0.98 0.86 1.33 0.74 1.30 1.10 0.12 1.13 0.97 1.23 0.59 0.00

CD59 glycoprotein (1F5 antigen) (20 kDa homologous restriction factor) (HRF-20) (HRF20) (MAC-inhibitory protein) (MAC-IP) (MEM43 antigen) (Membrane attack complex inhibition factor) (MACIF) (Membrane inhibitor of reactive lysis) (MIRL) (Protectin) (CD antigen CD59)P13987 sp|P13987|CD59_HUMAN 3 3 105 1 1 1 6.27 6.3 4.38 4.44 5.78 5.88 34.3800008 34.3800008 23.4400004 34.3800008 9 8 7 9 17 14 9 17 1.04 0.95 7.68 0.13 7.95 1.38 0.22 2.22 0.62 3.07 0.99 0.91 1.44 0.69 1.42 0.98 0.92 1.88 0.52 1.85 1.04 0.87 2.47 0.42 2.57 0.86 0.30 1.62 0.53 1.39 0.71 0.13 1.78 0.40 1.27 1.48 0.04 1.42 1.04 2.11 0.94 0.54 1.43 0.66 1.34 0.67 0.04 1.42 0.47 0.95 1.37 0.06 1.42 0.96 1.95 1.17 0.20 1.43 0.82 1.67 0.83 0.74 7.75 0.11 6.45 0.95 0.67 1.61 0.59 1.53 0.97 0.77 1.44 0.68 1.40 0.90 0.41

Destrin (Actin-depolymerizing factor) (ADF)P60981 sp|P60981|DEST_HUMAN 3 3 105 1 1 1 8.63 11.24 12.29 15.06 9.92 12.51 38.1799996 38.1799996 38.1799996 33.3299995 9 7 9 8 17 7 9 17 1.50 0.00 1.17 1.28 1.75 0.99 0.89 1.17 0.84 1.16 0.87 0.14 1.23 0.70 1.07 0.91 0.39 1.31 0.69 1.19 1.15 0.08 1.17 0.98 1.34 0.71 0.01 1.25 0.57 0.89 1.11 0.16 1.17 0.95 1.30 1.43 0.01 1.28 1.12 1.83 0.93 0.25 1.17 0.79 1.08 0.69 0.01 1.28 0.54 0.89 1.29 0.01 1.17 1.11 1.51 1.32 0.01 1.19 1.10 1.57 0.97 0.80 1.32 0.74 1.28 0.66 0.03 1.43 0.46 0.95 1.12 0.13 1.17 0.96 1.31 1.05 0.79

Elongation factor 1-gamma (EF-1-gamma) (eEF-1B gamma)P26641 sp|P26641|EF1G_HUMAN 3 3 105 1 1 1 14.34 14.63 13.82 14.1 12.36 12.73 23.3400002 23.3400002 19.4499999 17.1599999 9 9 7 7 16 10 10 16 1.14 0.22 1.28 0.89 1.46 0.76 0.01 1.17 0.65 0.89 1.14 0.09 1.17 0.97 1.34 0.83 0.03 1.17 0.71 0.97 1.44 0.00 1.17 1.23 1.68 1.24 0.18 1.43 0.87 1.77 1.12 0.13 1.17 0.95 1.31 0.93 0.59 1.36 0.68 1.27 1.49 0.00 1.25 1.20 1.87 0.83 0.31 1.50 0.56 1.25 1.06 0.36 1.15 0.92 1.22 1.15 0.08 1.17 0.98 1.34 1.10 0.65 1.65 0.67 1.82 0.94 0.70 1.44 0.65 1.36 1.02 0.82 1.21 0.84 1.23 1.21 0.08

Na(+)/H(+) exchange regulatory cofactor NHE-RF2 (NHERF-2) (NHE3 kinase A regulatory protein E3KARP) (SRY-interacting protein 1) (SIP-1) (Sodium-hydrogen exchanger regulatory factor 2) (Solute carrier family 9 isoform A3 regulatory factor 2) (Tyrosine kinase activator protein 1) (TKA-1)Q15599 sp|Q15599|NHRF2_HUMAN3 3 105 1 1 1 13.68 13.84 12.53 12.7 18.18 18.44 29.9699992 23.15 23.15 29.9699992 9 8 6 9 15 8 6 15 1.30 0.03 1.23 1.05 1.60 1.55 0.00 1.20 1.30 1.86 0.74 0.02 1.23 0.61 0.91 0.96 0.55 1.20 0.80 1.15 1.06 0.43 1.22 0.87 1.30 0.91 0.20 1.20 0.76 1.08 1.04 0.70 1.31 0.79 1.36 1.80 0.01 1.36 1.33 2.44 0.89 0.18 1.25 0.71 1.11 0.70 0.16 1.82 0.39 1.28 1.12 0.22 1.25 0.89 1.40 0.95 0.55 1.25 0.76 1.20 1.37 0.29 2.16 0.63 2.95 0.88 0.29 1.37 0.64 1.21 1.12 0.18 1.21 0.93 1.37 0.92 0.54

Proteasome subunit alpha type-1 (EC 3.4.25.1) (30 kDa prosomal protein) (PROS-30) (Macropain subunit C2) (Multicatalytic endopeptidase complex subunit C2) (Proteasome component C2) (Proteasome nu chain)P25786 sp|P25786|PSA1_HUMAN 3 3 105 1 1 1 14.24 14.73 16.87 17.58 7.59 8.59 40.2999997 40.2999997 34.5999986 22.8100002 9 9 9 6 14 14 10 12 0.73 0.00 1.16 0.63 0.85 2.03 0.00 1.28 1.58 2.60 0.67 0.01 1.27 0.53 0.85 0.62 0.03 1.52 0.41 0.94 0.85 0.03 1.15 0.74 0.98 0.77 0.08 1.34 0.58 1.04 0.66 0.01 1.33 0.50 0.88 0.64 0.03 1.49 0.43 0.95 2.60 0.00 1.32 1.97 3.43 0.68 0.16 1.81 0.38 1.23 0.73 0.14 1.55 0.47 1.14 0.70 0.00 1.14 0.61 0.80 0.70 0.00 1.17 0.60 0.82 0.55 0.01 1.49 0.37 0.83 1.70 0.01 1.36 1.25 2.30 0.87 0.11

Nicotinamide phosphoribosyltransferase (NAmPRTase) (Nampt) (EC 2.4.2.12) (Pre-B-cell colony-enhancing factor 1) (Pre-B cell-enhancing factor) (Visfatin)P43490 sp|P43490|NAMPT_HUMAN3 3 105 1 1 1 13.74 15.76 6.02 7.01 10.32 11.82 23.6300007 23.6300007 7.9429999 13.6500001 9 9 4 5 14 10 5 14 0.95 0.53 1.21 0.78 1.15 0.60 0.00 1.24 0.48 0.74 1.15 0.16 1.24 0.93 1.43 1.14 0.37 1.37 0.83 1.56 1.56 0.00 1.20 1.30 1.87 1.21 0.06 1.23 0.99 1.49 1.13 0.06 1.14 0.99 1.28 1.12 0.16 1.19 0.93 1.33 0.74 0.01 1.21 0.61 0.89 0.88 0.30 1.35 0.65 1.19 1.00 0.96 1.20 0.83 1.19 0.98 0.79 1.20 0.82 1.17 0.99 0.86 1.19 0.83 1.18 0.95 0.70 1.38 0.69 1.31 0.97 0.60 1.14 0.85 1.11 0.84 0.05

BTB/POZ domain-containing protein KCTD12 (Pfetin) (Predominantly fetal expressed T1 domain)Q96CX2 sp|Q96CX2|KCD12_HUMAN3 3 105 1 1 1 9.16 9.36 13.16 13.4 11.19 11.63 25.850001 16.3100004 25.850001 23.3799994 9 8 7 9 14 8 11 14 1.35 0.18 1.65 0.81 2.23 0.78 0.02 1.21 0.64 0.94 1.18 0.45 1.73 0.68 2.05 1.19 0.21 1.38 0.86 1.64 1.01 0.87 1.25 0.81 1.26 1.13 0.35 1.38 0.82 1.56 1.13 0.22 1.27 0.89 1.43 1.19 0.08 1.23 0.97 1.47 1.16 0.07 1.18 0.99 1.36 0.83 0.11 1.28 0.65 1.06 1.29 0.00 1.14 1.14 1.47 1.03 0.64 1.16 0.89 1.19 1.23 0.07 1.26 0.98 1.55 0.94 0.59 1.32 0.71 1.23 1.23 0.04 1.21 1.02 1.49 0.89 0.36

Proteasome subunit alpha type-3 (EC 3.4.25.1) (Macropain subunit C8) (Multicatalytic endopeptidase complex subunit C8) (Proteasome component C8)P25788 sp|P25788|PSA3_HUMAN 3 3 105 1 1 1 9.91 10.15 12.93 13.51 10.86 11.42 26.67 24.3100002 26.67 21.1799994 9 8 9 7 13 13 13 13 0.67 0.08 1.61 0.41 1.07 2.15 0.00 1.27 1.70 2.72 0.64 0.20 2.29 0.28 1.46 0.53 0.08 2.08 0.26 1.11 0.83 0.25 1.47 0.57 1.22 0.69 0.19 1.90 0.36 1.31 0.61 0.08 1.81 0.34 1.10 0.57 0.03 1.61 0.36 0.92 2.66 0.00 1.20 2.21 3.21 0.61 0.27 2.69 0.23 1.65 0.66 0.00 1.26 0.53 0.83 0.71 0.01 1.27 0.56 0.90 0.73 0.03 1.29 0.57 0.95 0.68 0.05 1.48 0.46 1.01 1.79 0.00 1.17 1.54 2.09 0.93 0.35

Tyrosine-protein phosphatase non-receptor type 6 (EC 3.1.3.48) (Hematopoietic cell protein-tyrosine phosphatase) (Protein-tyrosine phosphatase 1C) (PTP-1C) (Protein-tyrosine phosphatase SHP-1) (SH-PTP1)P29350 sp|P29350|PTN6_HUMAN 3 3 105 1 1 1 17.31 17.63 6.88 7.45 13.44 14.79 18.4900001 18.4900001 11.09 16.3000003 9 9 5 9 13 13 6 12 0.88 0.06 1.15 0.76 1.01 0.57 0.00 1.24 0.46 0.70 0.99 0.92 1.15 0.87 1.14 0.97 0.54 1.13 0.86 1.09 1.26 0.01 1.17 1.08 1.47 1.02 0.76 1.14 0.89 1.17 1.33 0.00 1.13 1.18 1.50 1.07 0.52 1.33 0.80 1.42 1.07 0.43 1.26 0.85 1.35 1.08 0.48 1.34 0.80 1.44 1.02 0.85 1.26 0.80 1.28 0.99 0.91 1.26 0.79 1.25 1.04 0.59 1.26 0.83 1.32 1.09 0.31 1.26 0.87 1.38 0.74 0.00 1.15 0.64 0.85 1.08 0.29

Protein DJ-1 (EC 3.4.-.-) (Oncogene DJ1) (Parkinson disease protein 7)Q99497 sp|Q99497|PARK7_HUMAN3 3 105 1 1 1 9.64 9.97 10.56 10.82 16.01 16.33 60.3200018 32.8000009 40.2099997 60.3200018 9 5 6 9 13 10 9 13 1.32 0.05 1.32 1.00 1.74 0.96 0.65 1.22 0.79 1.18 1.08 0.38 1.21 0.89 1.31 1.06 0.66 1.39 0.77 1.47 1.52 0.00 1.19 1.27 1.81 0.96 0.63 1.24 0.77 1.19 1.07 0.34 1.18 0.91 1.27 1.25 0.01 1.17 1.07 1.47 0.76 0.01 1.20 0.63 0.92 0.79 0.21 1.50 0.53 1.19 1.18 0.09 1.23 0.96 1.46 1.09 0.20 1.16 0.94 1.27 1.01 0.89 1.17 0.87 1.18 1.08 0.51 1.29 0.83 1.39 1.09 0.36 1.23 0.88 1.34 1.16 0.05

Alcohol dehydrogenase 1C (EC 1.1.1.1) (Alcohol dehydrogenase subunit gamma)P00326 sp|P00326|ADH1G_HUMAN3 3 105 1 1 1 14.71 15.01 7.11 7.24 4.25 4.49 19.7300002 19.7300002 11.2000004 14.3999994 9 9 4 5 12 12 8 7 1.11 0.36 1.27 0.87 1.41 0.76 0.03 1.26 0.61 0.96 1.55 0.00 1.23 1.26 1.91 0.53 0.00 1.35 0.39 0.72 1.67 0.00 1.29 1.29 2.15 0.82 0.12 1.30 0.63 1.07 1.38 0.03 1.33 1.04 1.83 0.82 0.10 1.28 0.65 1.05 0.58 0.00 1.17 0.50 0.67 1.31 0.08 1.36 0.96 1.79 1.41 0.03 1.35 1.04 1.91 1.17 0.14 1.27 0.93 1.48 0.92 0.55 1.40 0.66 1.29 0.80 0.32 1.70 0.47 1.35 0.89 0.78 3.07 0.29 2.72 0.97 0.91

Isoleucine--tRNA ligase, cytoplasmic (EC 6.1.1.5) (Isoleucyl-tRNA synthetase) (IRS) (IleRS)P41252 sp|P41252|SYIC_HUMAN 3 3 105 1 1 1 11.81 13.76 15.05 16.78 11.52 14.06 7.28999972 5.70500009 7.28999972 6.33900017 9 5 9 8 12 8 12 6 0.99 0.80 1.14 0.86 1.12 1.27 0.01 1.19 1.07 1.51 0.84 0.10 1.24 0.68 1.05 0.86 0.06 1.16 0.74 1.01 0.86 0.03 1.14 0.75 0.98 0.86 0.27 1.34 0.65 1.15 1.00 0.98 1.33 0.75 1.32 0.93 0.30 1.16 0.81 1.08 1.62 0.00 1.21 1.34 1.96 0.94 0.65 1.34 0.70 1.26 0.91 0.07 1.11 0.82 1.01 1.23 0.00 1.13 1.09 1.38 0.87 0.11 1.19 0.73 1.04 0.86 0.19 1.28 0.67 1.10 1.41 0.05 1.41 1.00 1.99 1.05 0.61

Ras-related protein Rab-7aP51149 sp|P51149|RAB7A_HUMAN3 3 105 1 1 1 15.19 15.36 10.9 10.98 8.35 8.49 46.3800013 46.3800013 46.3800013 33.3299995 9 9 8 6 12 9 12 10 0.83 0.23 1.40 0.59 1.16 1.31 0.08 1.37 0.96 1.79 0.85 0.07 1.20 0.71 1.02 0.93 0.31 1.18 0.79 1.10 1.00 0.99 1.19 0.84 1.19 0.85 0.08 1.21 0.70 1.03 1.00 0.96 1.18 0.85 1.18 0.95 0.73 1.44 0.66 1.36 0.90 0.41 1.34 0.67 1.21 1.01 0.96 1.59 0.64 1.60 0.83 0.13 1.30 0.64 1.07 0.92 0.44 1.26 0.73 1.17 1.04 0.79 1.41 0.73 1.47 1.01 0.95 1.59 0.64 1.61 1.06 0.63 1.34 0.79 1.42 0.76 0.05

Ras-related protein Rab-10P61026 sp|P61026|RAB10_HUMAN 3 3 105 1 1 1 9.52 15.21 8.18 11.72 6.27 9.66 37.0000005 37.0000005 36.500001 24.5000005 9 9 9 6 12 7 11 12 1.28 0.20 1.75 0.73 2.24 1.81 0.02 1.45 1.25 2.62 0.75 0.10 1.52 0.50 1.15 0.99 0.91 1.57 0.63 1.55 1.15 0.31 1.55 0.74 1.78 0.90 0.38 1.49 0.60 1.35 0.97 0.75 1.45 0.67 1.40 1.22 0.30 3.57 0.34 4.36 1.20 0.32 3.58 0.34 4.31 0.78 0.47 16.50 0.05 12.94 1.03 0.81 3.58 0.29 3.69 1.13 0.44 3.57 0.32 4.03 0.85 0.38 4.03 0.21 3.43 0.84 0.53 11.62 0.07 9.75 1.17 0.24 1.51 0.77 1.77 0.72 0.15

Cytoplasmic dynein 2 heavy chain 1 (Cytoplasmic dynein 2 heavy chain) (Dynein cytoplasmic heavy chain 2) (Dynein heavy chain 11) (hDHC11) (Dynein heavy chain isotype 1B)Q8NCM8 sp|Q8NCM8|DYHC2_HUMAN3 3 105 1 1 1 18.56 22.85 9.39 14.45 10.65 12.77 2.66999994 2.66999994 1.18399998 1.69500001 9 9 4 5 12 12 7 9 1.26 0.00 1.13 1.11 1.43 0.88 0.05 1.13 0.78 1.00 0.91 0.12 1.13 0.81 1.03 0.90 0.19 1.18 0.77 1.06 0.97 0.53 1.13 0.86 1.09 0.82 0.02 1.16 0.70 0.95 1.11 0.08 1.13 0.98 1.25 0.99 0.92 1.28 0.77 1.27 1.05 0.41 1.16 0.91 1.22 1.30 0.35 1.91 0.68 2.49 1.19 0.03 1.16 1.03 1.39 1.11 0.43 1.38 0.81 1.54 1.14 0.33 1.37 0.83 1.57 1.04 0.81 1.45 0.72 1.50 1.31 0.10 1.42 0.92 1.87 0.99 0.93

Aminopeptidase B (AP-B) (EC 3.4.11.6) (Arginine aminopeptidase) (Arginyl aminopeptidase)Q9H4A4 sp|Q9H4A4|AMPB_HUMAN3 3 105 1 1 1 16.17 17.22 14.08 15.14 15.01 15.96 18.0000007 15.8500001 18.0000007 16.6199997 9 9 8 9 12 11 6 12 1.32 0.01 1.22 1.08 1.61 0.75 0.04 1.32 0.57 0.99 1.30 0.00 1.16 1.12 1.51 1.06 0.65 1.33 0.80 1.41 1.18 0.02 1.15 1.03 1.36 1.11 0.16 1.17 0.95 1.29 1.19 0.02 1.14 1.04 1.36 1.20 0.28 1.48 0.81 1.77 0.86 0.26 1.36 0.63 1.17 0.95 0.61 1.25 0.76 1.19 1.14 0.12 1.20 0.95 1.37 1.09 0.43 1.29 0.84 1.41 0.73 0.07 1.42 0.52 1.04 0.99 0.86 1.20 0.82 1.19 0.98 0.84 1.29 0.76 1.26 1.01 0.93

Flotillin-2 (Epidermal surface antigen) (ESA) (Membrane component chromosome 17 surface marker 1)Q14254 sp|Q14254|FLOT2_HUMAN 3 3 105 1 1 1 14.65 15.29 8.73 9.22 8.13 8.57 21.7299998 21.7299998 14.4899994 11.2099998 9 9 5 4 11 10 5 11 1.42 0.01 1.25 1.14 1.78 1.29 0.04 1.27 1.02 1.64 1.01 0.94 1.20 0.84 1.21 0.87 0.20 1.27 0.68 1.10 1.00 1.00 1.20 0.83 1.20 0.90 0.10 1.14 0.79 1.03 1.02 0.69 1.14 0.90 1.17 0.95 0.63 1.32 0.72 1.25 1.04 0.68 1.28 0.81 1.34 0.68 0.05 1.49 0.46 1.01 1.10 0.56 1.50 0.73 1.64 1.19 0.26 1.43 0.83 1.70 1.04 0.76 1.39 0.75 1.45 1.06 0.75 1.59 0.67 1.69 1.18 0.12 1.28 0.92 1.52 1.10 0.43

Vacuolar protein sorting-associated protein 35 (hVPS35) (Maternal-embryonic 3) (Vesicle protein sorting 35)Q96QK1 sp|Q96QK1|VPS35_HUMAN3 3 105 1 1 1 7.38 8.22 7.85 8.49 15.11 16.08 13.0700007 5.528 7.412 13.0700007 9 4 5 9 11 5 5 11 1.39 0.03 1.32 1.06 1.84 0.56 0.00 1.27 0.44 0.71 1.23 0.19 1.43 0.86 1.76 1.06 0.55 1.28 0.83 1.36 1.39 0.01 1.21 1.15 1.67 1.03 0.69 1.21 0.85 1.24 1.09 0.41 1.29 0.84 1.40 1.00 1.00 1.41 0.71 1.41 0.79 0.06 1.29 0.61 1.01 1.01 0.97 2.22 0.46 2.24 1.19 0.23 1.42 0.84 1.69 1.01 0.94 1.22 0.82 1.23 0.98 0.90 1.44 0.68 1.42 1.13 0.76 2.73 0.41 3.07 0.93 0.49 1.28 0.73 1.18 0.88 0.38

Intraflagellar transport protein 172 homologQ9UG01 sp|Q9UG01|IF172_HUMAN 3 3 105 1 1 1 17.15 20.26 15.43 18.18 7.17 10.57 5.94599992 5.60300015 5.94599992 2.63 9 9 9 4 11 11 6 3 1.24 0.08 1.28 0.96 1.59 0.86 0.06 1.18 0.73 1.01 1.12 0.27 1.23 0.90 1.38 1.14 0.10 1.17 0.97 1.33 0.94 0.21 1.12 0.83 1.05 0.88 0.03 1.12 0.78 0.99 1.05 0.33 1.12 0.94 1.18 1.09 0.42 1.30 0.84 1.41 0.96 0.51 1.16 0.82 1.12 0.86 0.34 1.47 0.58 1.25 1.15 0.06 1.16 0.99 1.34 1.22 0.02 1.16 1.05 1.42 1.05 0.70 1.40 0.75 1.47 0.93 0.60 1.37 0.68 1.28 0.83 0.31 3.61 0.23 2.99 0.98 0.92

4F2 cell-surface antigen heavy chain (4F2hc) (4F2 heavy chain antigen) (Lymphocyte activation antigen 4F2 large subunit) (Solute carrier family 3 member 2) (CD antigen CD98)P08195 sp|P08195|4F2_HUMAN 3 3 105 1 1 1 13.76 14.37 12.95 13.63 12.28 13.34 15.3999999 15.3999999 14.2900005 10.9499998 9 7 9 7 10 9 9 10 0.75 0.07 1.36 0.55 1.03 1.20 0.10 1.25 0.96 1.50 1.23 0.20 1.41 0.87 1.73 1.32 0.01 1.21 1.09 1.59 1.01 0.80 1.14 0.89 1.16 0.95 0.64 1.25 0.76 1.20 1.62 0.00 1.20 1.35 1.93 1.25 0.43 1.88 0.66 2.35 0.81 0.14 1.35 0.60 1.10 1.72 0.00 1.35 1.27 2.32 1.07 0.52 1.26 0.84 1.35 1.17 0.07 1.19 0.98 1.40 1.40 0.00 1.20 1.17 1.68 1.06 0.77 1.57 0.67 1.66 0.74 0.00 1.15 0.64 0.85 0.87 0.11

Vinculin (Metavinculin) (MV)P18206 sp|P18206|VINC_HUMAN 3 3 105 1 1 1 13.61 14.55 5.39 6.22 6.96 8.42 8.02500024 8.02500024 4.40899991 6.26100004 9 9 3 6 10 10 3 8 1.09 0.57 1.45 0.76 1.58 0.89 0.22 1.23 0.72 1.10 1.16 0.28 1.37 0.85 1.59 1.20 0.25 1.41 0.85 1.68 1.35 0.05 1.36 0.99 1.84 0.89 0.34 1.33 0.67 1.18 1.05 0.52 1.20 0.88 1.26 0.88 0.51 2.00 0.44 1.76 0.93 0.51 1.46 0.64 1.36 0.80 0.40 2.40 0.33 1.93 1.17 0.21 1.46 0.81 1.71 1.18 0.20 1.46 0.81 1.72 0.95 0.60 1.46 0.65 1.38 0.88 0.27 1.45 0.60 1.27 1.02 0.86 1.30 0.78 1.32 1.03 0.77

26S proteasome non-ATPase regulatory subunit 3 (26S proteasome regulatory subunit RPN3) (26S proteasome regulatory subunit S3) (Proteasome subunit p58)O43242 sp|O43242|PSMD3_HUMAN3 3 105 1 1 1 10.77 11.17 13.63 14.14 11.81 12.52 18.9099997 12.5499994 18.9099997 15.1700005 9 5 9 6 9 6 9 8 0.91 0.56 1.47 0.62 1.34 1.36 0.11 1.50 0.90 2.04 0.69 0.67 8.21 0.08 5.69 0.65 0.62 7.84 0.08 5.13 0.98 0.90 1.43 0.68 1.41 0.87 0.48 1.57 0.56 1.37 0.81 0.18 1.42 0.57 1.15 0.61 0.02 1.49 0.41 0.91 2.05 0.01 1.51 1.35 3.09 0.77 0.12 1.42 0.54 1.10 0.83 0.03 1.17 0.71 0.97 0.80 0.01 1.17 0.69 0.94 0.87 0.08 1.19 0.73 1.03 0.89 0.87 5.50 0.16 4.90 1.41 0.05 1.41 1.00 1.99 1.19 0.26

Nucleoside diphosphate kinase B (NDK B) (NDP kinase B) (EC 2.7.4.6) (C-myc purine-binding transcription factor PUF) (Histidine protein kinase NDKB) (EC 2.7.13.3) (nm23-H2)P22392 sp|P22392|NDKB_HUMAN 3 3 105 1 1 1 10.78 11.13 9.45 9.97 8.21 8.8 53.9499998 53.9499998 42.7599996 31.5800011 9 9 6 5 9 6 4 9 0.84 0.07 1.21 0.70 1.03 0.77 0.02 1.21 0.64 0.94 0.77 0.02 1.21 0.64 0.94 0.73 0.01 1.21 0.60 0.88 1.22 0.05 1.22 1.01 1.49 0.81 0.05 1.23 0.65 1.00 0.70 0.01 1.21 0.58 0.85 0.95 0.80 2.19 0.43 2.08 1.71 0.03 1.47 1.17 2.51 0.82 0.19 1.53 0.54 1.26 1.10 0.36 1.42 0.78 1.55 0.92 0.43 1.42 0.65 1.31 1.06 0.80 2.38 0.45 2.52 1.06 0.79 2.19 0.48 2.32 0.98 0.78 1.20 0.82 1.17 1.47 0.00

Macrophage-capping protein (Actin regulatory protein CAP-G)P40121 sp|P40121|CAPG_HUMAN 3 3 105 1 1 1 13.5 13.65 10.78 10.86 13.72 13.76 29.8900008 20.9800005 19.2499995 29.8900008 9 9 6 9 9 9 4 7 1.04 0.78 1.38 0.75 1.43 0.52 0.00 1.38 0.38 0.72 1.01 0.97 1.33 0.76 1.33 1.02 0.89 1.51 0.68 1.54 1.29 0.07 1.34 0.97 1.73 0.97 0.75 1.21 0.81 1.18 1.02 0.84 1.28 0.80 1.31 1.08 0.97 7068.40 0.00 7647.61 1.06 0.64 1.57 0.67 1.66 1.23 0.35 2.05 0.60 2.52 1.11 0.58 1.93 0.57 2.14 0.89 0.38 1.57 0.57 1.40 1.36 0.90 8390.18 0.00 11388.65 1.52 0.86 6917.19 0.00 10499.20 0.58 0.02 1.47 0.40 0.86 1.12 0.15

Poly(rC)-binding protein 1 (Alpha-CP1) (Heterogeneous nuclear ribonucleoprotein E1) (hnRNP E1) (Nucleic acid-binding protein SUB2.3)Q15365 sp|Q15365|PCBP1_HUMAN3 3 105 1 1 1 4.11 4.93 7.52 7.82 10.37 11 25.5600005 22.4700004 19.3800002 25.5600005 9 7 6 9 8 5 4 8 1.28 0.41 2.78 0.46 3.56 0.87 0.67 3.45 0.25 2.99 1.29 0.09 1.42 0.91 1.83 1.03 0.79 1.58 0.65 1.63 1.11 0.33 1.42 0.78 1.58 1.09 0.40 1.42 0.77 1.55 1.25 0.11 1.42 0.88 1.78 1.11 0.41 1.52 0.73 1.68 0.93 0.69 1.91 0.49 1.79 1.09 0.42 1.44 0.76 1.57 0.91 0.39 1.43 0.64 1.30 1.07 0.52 1.44 0.74 1.53 0.98 0.86 1.58 0.62 1.55 1.13 0.41 1.70 0.67 1.92 1.01 0.94 1.41 0.72 1.42 1.04 0.63

Solute carrier family 15 member 2 (Kidney H(+)/peptide cotransporter) (Oligopeptide transporter, kidney isoform) (Peptide transporter 2)Q16348 sp|Q16348|S15A2_HUMAN3 3 105 1 1 1 14.87 15.37 12.25 12.82 9.21 10.21 10.0100003 10.0100003 9.46500003 8.0930002 9 9 8 6 8 8 6 5 1.58 0.02 1.41 1.12 2.23 1.45 0.00 1.15 1.26 1.67 1.21 0.03 1.18 1.02 1.43 1.08 0.34 1.21 0.90 1.31 0.99 0.86 1.15 0.86 1.14 0.95 0.48 1.18 0.81 1.12 0.74 0.00 1.16 0.64 0.86 1.65 0.00 1.21 1.36 2.01 1.06 0.55 1.26 0.84 1.34 0.86 0.42 1.58 0.54 1.35 1.43 0.00 1.16 1.23 1.66 1.18 0.04 1.16 1.01 1.36 1.15 0.08 1.18 0.97 1.35 0.89 0.28 1.26 0.71 1.13 0.92 0.49 1.41 0.65 1.30 0.75 0.09

Charged multivesicular body protein 1b (CHMP1.5) (Chromatin-modifying protein 1b) (CHMP1b) (Vacuolar protein sorting-associated protein 46-2) (Vps46-2) (hVps46-2)Q7LBR1 sp|Q7LBR1|CHM1B_HUMAN3 3 105 1 1 1 10.24 10.62 10.7 10.99 8.59 8.86 22.6099998 22.6099998 22.1100003 14.5699993 9 9 7 5 8 7 8 7 2.21 0.00 1.35 1.64 2.97 1.63 0.00 1.27 1.29 2.07 0.65 0.04 1.49 0.44 0.96 1.14 0.16 1.23 0.92 1.40 0.74 0.13 1.57 0.47 1.15 0.96 0.67 1.31 0.73 1.25 0.66 0.04 1.45 0.45 0.96 2.57 0.00 1.35 1.90 3.47 1.31 0.08 1.38 0.95 1.80 0.56 0.00 1.32 0.42 0.74 1.06 0.41 1.20 0.89 1.27 0.72 0.01 1.20 0.60 0.86 1.03 0.71 1.20 0.86 1.23 0.89 0.15 1.20 0.74 1.07 0.85 0.09 1.23 0.69 1.04 0.52 0.00

Integrin alpha-X (CD11 antigen-like family member C) (Leu M5) (Leukocyte adhesion glycoprotein p150,95 alpha chain) (Leukocyte adhesion receptor p150,95) (CD antigen CD11c)P20702 sp|P20702|ITAX_HUMAN 3 3 105 1 1 1 17.45 19.17 10.33 10.94 5.38 9.64 9.62999985 9.62999985 6.27700016 3.26699987 9 9 5 4 7 7 5 3 0.67 0.00 1.19 0.57 0.80 0.84 0.29 1.48 0.57 1.24 1.15 0.26 1.32 0.87 1.51 1.02 0.80 1.26 0.81 1.30 0.85 0.07 1.19 0.71 1.02 1.04 0.61 1.20 0.87 1.25 1.73 0.02 1.50 1.16 2.60 1.00 1.00 1.46 0.68 1.46 0.87 0.41 1.54 0.56 1.33 1.06 0.71 1.52 0.70 1.62 0.81 0.28 1.61 0.50 1.30 1.55 0.08 1.68 0.93 2.61 1.61 0.04 1.53 1.05 2.45 1.14 0.27 1.33 0.86 1.52 0.78 0.28 4.49 0.17 3.49 1.21 0.35

Importin subunit beta-1 (Importin-90) (Karyopherin subunit beta-1) (Nuclear factor p97) (Pore targeting complex 97 kDa subunit) (PTAC97)Q14974 sp|Q14974|IMB1_HUMAN 3 3 105 1 1 1 11.43 12.63 5.01 5.65 8.13 9.22 12.0999999 12.0999999 4.90900017 6.73500001 9 9 3 4 7 7 7 7 0.92 0.76 2.02 0.45 1.85 1.97 0.22 3.48 0.57 6.86 0.98 0.87 1.40 0.70 1.37 0.88 0.46 1.50 0.59 1.32 0.89 0.27 1.27 0.70 1.13 1.00 0.98 1.32 0.75 1.32 0.86 0.10 1.22 0.70 1.05 0.93 0.62 3.53 0.26 3.30 1.17 0.36 3.52 0.33 4.12 0.94 0.63 3.53 0.27 3.30 0.95 0.68 3.52 0.27 3.34 1.25 0.27 3.52 0.35 4.39 0.78 0.24 3.52 0.22 2.76 0.98 0.86 3.52 0.28 3.44 0.94 0.68 1.70 0.55 1.60 1.00 0.98

Ras-related protein Rab-3DO95716 sp|O95716|RAB3D_HUMAN3 3 105 1 1 1 6.57 13.39 10.53 12.77 2.71 7.19 36.53 34.2500001 36.53 16.8899998 9 8 9 5 5 3 5 4 1.48 0.27 3.07 0.48 4.55 1.91 0.03 1.60 1.19 3.06 1.18 0.20 1.46 0.81 1.72 0.92 0.69 2.11 0.44 1.95 1.91 0.08 2.32 0.82 4.45 1.39 0.25 2.44 0.57 3.40 0.79 0.30 2.06 0.38 1.63 1.07 0.58 1.34 0.79 1.43 0.94 0.42 1.20 0.79 1.13 0.84 0.52 2.00 0.42 1.68 1.03 0.72 1.20 0.86 1.23 1.09 0.54 1.42 0.77 1.54 0.79 0.07 1.29 0.61 1.03 0.88 0.66 2.03 0.44 1.80 0.74 0.43 22.25 0.03 16.44 1.60 0.29

Calpain small subunit 1 (CSS1) (Calcium-activated neutral proteinase small subunit) (CANP small subunit) (Calcium-dependent protease small subunit) (CDPS) (Calcium-dependent protease small subunit 1) (Calpain regulatory subunit)P04632 sp|P04632|CPNS1_HUMAN 3 3 105 1 1 1 10.7 11.12 6.25 6.43 7.86 8.09 45.8999991 45.8999991 28.7299991 35.8200014 9 9 6 8 5 4 3 5 1.12 0.80 5.17 0.22 5.77 0.76 0.10 1.50 0.51 1.14 1.55 0.04 1.47 1.05 2.27 1.52 0.20 2.58 0.59 3.92 1.13 0.53 2.02 0.56 2.28 1.19 0.19 1.47 0.81 1.74 1.04 0.74 1.46 0.71 1.52 0.91 0.42 1.49 0.61 1.36 0.77 0.36 2.63 0.29 2.02 1.02 0.89 1.90 0.54 1.94 1.03 0.91 3.17 0.33 3.28 1.00 1.00 2.50 0.40 2.50 1.18 0.21 1.49 0.79 1.76 1.07 0.52 1.49 0.72 1.60 1.18 0.22 1.40 0.84 1.66 1.04 0.68

Coatomer subunit gamma-2 (Gamma-2-coat protein) (Gamma-2-COP)Q9UBF2 sp|Q9UBF2|COPG2_HUMAN3 3 105 1 1 1 6.45 17.23 5.19 13.07 2.77 12.5 11.2499997 11.2499997 9.30000022 8.61100033 9 9 6 6 5 4 5 4 0.96 0.70 1.36 0.71 1.30 1.11 0.46 1.48 0.75 1.64 1.01 0.95 1.42 0.71 1.43 0.83 0.18 1.39 0.60 1.16 1.11 0.56 1.65 0.67 1.82 1.00 0.99 2.12 0.47 2.12 1.01 0.89 1.33 0.76 1.35 1.02 0.86 1.27 0.80 1.29 1.00 0.99 1.30 0.77 1.30 1.01 0.94 1.29 0.78 1.29 1.02 0.84 1.22 0.83 1.24 1.17 0.10 1.22 0.95 1.43 0.95 0.68 1.40 0.67 1.33 0.80 0.26 1.59 0.51 1.28 1.32 0.24 4.22 0.31 5.58 1.62 0.15

Myosin regulatory light chain 12A (MLC-2B) (Myosin RLC) (Myosin regulatory light chain 2, nonsarcomeric) (Myosin regulatory light chain MRLC3)P19105 sp|P19105|ML12A_HUMAN3 3 105 1 1 1 8.44 8.47 13.02 13.11 12.65 12.79 43.8600004 33.919999 43.8600004 40.3499991 9 9 8 8 13 7 11 13 0.54 0.00 1.27 0.42 0.68 1.04 0.64 1.27 0.82 1.32 0.96 0.82 1.72 0.56 1.65 0.52 0.00 1.27 0.41 0.66 0.75 0.03 1.27 0.59 0.95 0.71 0.02 1.27 0.56 0.90 1.24 0.06 1.27 0.98 1.57 0.76 0.05 1.31 0.58 1.00 2.07 0.00 1.16 1.78 2.41 0.80 0.08 1.31 0.61 1.04 0.66 0.00 1.20 0.55 0.80 0.92 0.21 1.16 0.79 1.07 0.82 0.05 1.22 0.67 1.00 0.81 0.06 1.24 0.66 1.01 1.71 0.00 1.22 1.40 2.08 0.70 0.02

Platelet glycoprotein 4 (Fatty acid translocase) (FAT) (Glycoprotein IIIb) (GPIIIB) (Leukocyte differentiation antigen CD36) (PAS IV) (PAS-4) (Platelet collagen receptor) (Platelet glycoprotein IV) (GPIV) (Thrombospondin receptor) (CD antigen CD36)P16671 sp|P16671|CD36_HUMAN 3 3 105 1 1 1 14.78 15.67 7.66 8.3 13.07 13.85 22.2499996 22.2499996 13.3499995 16.0999999 8 8 5 7 22 15 9 22 1.41 0.06 1.44 0.98 2.03 1.16 0.07 1.19 0.98 1.38 0.82 0.08 1.26 0.66 1.03 1.72 0.00 1.17 1.46 2.02 2.28 0.00 1.20 1.90 2.75 1.03 0.70 1.19 0.86 1.23 0.87 0.10 1.18 0.74 1.03 1.10 0.31 1.28 0.86 1.40 0.68 0.02 1.29 0.53 0.87 0.83 0.27 1.58 0.52 1.30 0.91 0.31 1.28 0.71 1.16 0.85 0.13 1.28 0.67 1.09 0.92 0.33 1.28 0.72 1.17 0.95 0.90 2.91 0.33 2.78 0.90 0.07 1.13 0.79 1.01 1.02 0.77

Arrestin domain-containing protein 1Q8N5I2 sp|Q8N5I2|ARRD1_HUMAN3 3 105 1 1 1 9.49 10.19 6.45 6.69 10.14 10.95 22.1699998 18.4799999 16.1699995 22.1699998 8 6 6 8 19 7 8 19 1.62 0.01 1.32 1.22 2.14 1.29 0.09 1.39 0.93 1.79 0.87 0.51 1.67 0.52 1.46 1.27 0.20 1.54 0.82 1.94 1.12 0.20 1.23 0.91 1.38 0.86 0.31 1.43 0.60 1.23 0.76 0.06 1.33 0.57 1.01 1.57 0.01 1.28 1.23 2.02 0.95 0.54 1.28 0.74 1.22 0.75 0.28 2.04 0.37 1.52 1.37 0.08 1.48 0.93 2.04 0.96 0.65 1.28 0.75 1.23 1.12 0.47 1.55 0.72 1.75 0.88 0.49 1.65 0.54 1.45 1.12 0.18 1.21 0.92 1.35 0.82 0.25

Golgi-associated plant pathogenesis-related protein 1 (GAPR-1) (Golgi-associated PR-1 protein) (Glioma pathogenesis-related protein 2) (GliPR 2)Q9H4G4 sp|Q9H4G4|GAPR1_HUMAN3 3 105 1 1 1 9.63 9.8 5.73 5.95 6.7 7 37.6599997 37.6599997 25.97 35.710001 8 8 5 6 18 11 11 18 0.86 0.17 1.26 0.68 1.09 1.01 0.83 1.17 0.86 1.19 1.17 0.19 1.29 0.90 1.51 1.04 0.76 1.33 0.78 1.38 1.03 0.69 1.17 0.88 1.20 1.08 0.63 1.46 0.74 1.58 1.47 0.00 1.17 1.25 1.72 1.37 0.28 2.01 0.68 2.76 0.99 0.93 1.53 0.64 1.51 1.13 0.24 1.28 0.88 1.45 1.19 0.35 1.58 0.75 1.88 1.28 0.02 1.20 1.06 1.54 1.62 0.06 1.66 0.98 2.68 1.11 0.43 1.38 0.80 1.53 0.93 0.44 1.28 0.73 1.19 0.98 0.82

40S ribosomal protein S4, X isoform (SCR10) (Single copy abundant mRNA protein)P62701 sp|P62701|RS4X_HUMAN 3 3 105 1 1 1 15.94 16.36 10.27 10.69 14.63 15.18 30.7999998 30.7999998 14.8300007 30.7999998 8 8 4 8 16 7 6 16 0.79 0.19 1.49 0.53 1.18 0.92 0.60 1.45 0.64 1.34 0.84 0.09 1.25 0.67 1.04 0.87 0.57 1.77 0.49 1.55 1.05 0.79 1.56 0.68 1.63 0.78 0.21 1.55 0.51 1.21 0.91 0.31 1.25 0.73 1.13 0.92 0.75 2.82 0.32 2.58 1.94 0.17 3.90 0.50 7.55 0.94 0.89 5.41 0.17 5.08 0.83 0.31 1.82 0.46 1.51 0.83 0.29 1.77 0.47 1.47 0.98 0.97 7.96 0.12 7.80 1.16 0.83 15.00 0.08 17.43 1.34 0.02 1.26 1.07 1.69 1.22 0.44

60S ribosomal protein L6 (Neoplasm-related protein C140) (Tax-responsive enhancer element-binding protein 107) (TaxREB107)Q02878 sp|Q02878|RL6_HUMAN 3 3 105 1 1 1 5.41 5.63 12.52 12.64 16.2 16.39 31.25 11.1100003 22.9200006 31.25 8 3 7 8 16 4 16 15 0.47 0.10 4.37 0.11 2.04 0.64 0.33 24.50 0.03 15.75 0.53 0.37 202.89 0.00 107.03 0.43 0.09 4.34 0.10 1.88 0.63 0.38 50.08 0.01 31.77 0.43 0.09 4.37 0.10 1.86 0.84 0.61 24.81 0.03 20.73 0.44 0.00 1.47 0.30 0.65 3.74 0.00 1.28 2.92 4.77 0.42 0.00 1.54 0.27 0.64 0.81 0.05 1.23 0.66 1.00 0.78 0.04 1.25 0.62 0.98 0.64 0.01 1.35 0.47 0.86 0.54 0.00 1.28 0.42 0.70 1.48 0.01 1.24 1.20 1.83 1.15 0.09

Proteasome subunit beta type-8 (EC 3.4.25.1) (Low molecular mass protein 7) (Macropain subunit C13) (Multicatalytic endopeptidase complex subunit C13) (Proteasome component C13) (Proteasome subunit beta-5i) (Really interesting new gene 10 protein)P28062 sp|P28062|PSB8_HUMAN 3 3 105 1 1 1 9.65 9.93 11.56 11.76 13.14 13.29 28.2599986 22.4600002 27.1699995 28.2599986 8 7 8 8 15 6 12 15 0.64 0.00 1.20 0.53 0.77 1.39 0.02 1.31 1.07 1.82 0.80 0.09 1.31 0.61 1.06 0.71 0.08 1.50 0.48 1.07 0.75 0.00 1.16 0.64 0.86 0.80 0.03 1.21 0.66 0.97 0.75 0.02 1.24 0.60 0.92 0.91 0.51 1.41 0.65 1.29 2.01 0.00 1.41 1.43 2.83 1.06 0.75 1.56 0.68 1.65 0.78 0.02 1.21 0.64 0.94 1.00 0.98 1.21 0.83 1.21 1.04 0.81 1.57 0.66 1.64 0.93 0.58 1.43 0.65 1.32 1.37 0.01 1.20 1.14 1.65 1.00 0.97

Methionine--tRNA ligase, cytoplasmic (EC 6.1.1.10) (Methionyl-tRNA synthetase) (MetRS)P56192 sp|P56192|SYMC_HUMAN 3 3 105 1 1 1 8.45 9.58 4.97 6.43 17.68 20.01 12.9999995 6.55599982 6.22199997 12.9999995 8 5 3 8 15 5 4 15 0.81 0.07 1.28 0.63 1.04 0.97 0.93 2.41 0.40 2.35 0.70 0.02 1.27 0.55 0.89 0.83 0.09 1.28 0.65 1.06 0.64 0.55 8.58 0.07 5.46 1.45 0.46 4.01 0.36 5.81 0.76 0.11 1.47 0.52 1.12 1.49 0.40 3.70 0.40 5.53 1.30 0.13 1.51 0.86 1.96 1.62 0.16 2.27 0.71 3.68 0.83 0.13 1.34 0.62 1.11 1.06 0.53 1.28 0.82 1.35 0.95 0.73 1.50 0.63 1.43 1.08 0.67 1.67 0.65 1.80 1.32 0.00 1.14 1.16 1.52 1.29 0.00

26S proteasome non-ATPase regulatory subunit 13 (26S proteasome regulatory subunit RPN9) (26S proteasome regulatory subunit S11) (26S proteasome regulatory subunit p40.5)Q9UNM6 sp|Q9UNM6|PSD13_HUMAN3 3 105 1 1 1 5.49 5.78 8.57 9.17 7.11 7.98 15.1600003 9.30899978 15.1600003 11.4399999 8 4 8 5 14 6 7 14 0.88 0.30 1.37 0.64 1.21 1.23 0.29 1.68 0.73 2.07 0.64 0.05 1.57 0.41 1.01 0.53 0.03 1.69 0.32 0.90 0.88 0.18 1.26 0.70 1.11 0.60 0.04 1.56 0.39 0.94 0.57 0.01 1.38 0.41 0.79 0.68 0.17 1.92 0.35 1.30 2.53 0.00 1.48 1.71 3.73 0.73 0.16 1.64 0.45 1.20 0.85 0.08 1.21 0.70 1.03 0.80 0.03 1.21 0.66 0.97 0.80 0.18 1.47 0.54 1.17 0.88 0.36 1.39 0.64 1.23 1.49 0.03 1.43 1.04 2.13 1.04 0.72

Adenylate kinase isoenzyme 1 (AK 1) (EC 2.7.4.3) (EC 2.7.4.6) (ATP-AMP transphosphorylase 1) (ATP:AMP phosphotransferase) (Adenylate monophosphate kinase) (Myokinase)P00568 sp|P00568|KAD1_HUMAN 3 3 105 1 1 1 13.31 13.95 8.98 9.25 10.08 10.51 43.2999998 43.2999998 35.5699986 29.3799996 8 8 7 7 13 9 9 13 1.71 0.01 1.33 1.28 2.27 0.89 0.50 1.58 0.56 1.40 0.90 0.19 1.21 0.74 1.09 1.04 0.75 1.42 0.74 1.48 1.74 0.00 1.21 1.44 2.11 0.75 0.03 1.29 0.58 0.97 0.99 0.91 1.21 0.82 1.20 1.13 0.30 1.35 0.83 1.52 1.01 0.90 1.27 0.80 1.28 0.65 0.26 2.71 0.24 1.77 1.24 0.07 1.27 0.97 1.57 1.31 0.06 1.33 0.99 1.74 0.99 0.89 1.35 0.73 1.33 0.62 0.10 1.90 0.33 1.17 0.93 0.37 1.26 0.73 1.17 1.36 0.02

Tumor-associated calcium signal transducer 2 (Cell surface glycoprotein Trop-2) (Membrane component chromosome 1 surface marker 1) (Pancreatic carcinoma marker protein GA733-1)P09758 sp|P09758|TACD2_HUMAN3 3 105 1 1 1 8.79 9.58 13.78 15.27 12.75 13.63 27.55 15.4799998 27.55 22.9100004 8 5 7 8 13 6 9 13 1.07 0.66 1.48 0.72 1.58 1.65 0.01 1.30 1.27 2.14 1.03 0.89 1.80 0.57 1.85 0.73 0.15 1.64 0.44 1.20 0.70 0.02 1.30 0.53 0.91 0.89 0.47 1.48 0.60 1.32 0.98 0.90 1.50 0.66 1.47 1.26 0.01 1.16 1.09 1.46 1.01 0.92 1.16 0.87 1.17 1.04 0.76 1.35 0.77 1.41 0.95 0.46 1.18 0.81 1.12 1.57 0.03 1.48 1.06 2.32 1.01 0.90 1.15 0.87 1.16 1.00 0.98 1.19 0.84 1.18 1.38 0.07 1.44 0.96 1.98 1.32 0.28

Folate receptor alpha (FR-alpha) (Adult folate-binding protein) (FBP) (Folate receptor 1) (Folate receptor, adult) (KB cells FBP) (Ovarian tumor-associated antigen MOv18)P15328 sp|P15328|FOLR1_HUMAN 3 3 105 1 1 1 9.8 9.94 11.95 12.18 4.74 4.75 32.3000014 30.3499997 32.3000014 18.6800003 8 8 8 4 13 9 10 13 0.86 0.58 1.98 0.44 1.70 1.36 0.01 1.20 1.13 1.62 0.99 0.83 1.20 0.82 1.18 1.47 0.00 1.20 1.23 1.76 1.07 0.38 1.20 0.89 1.27 1.44 0.01 1.26 1.14 1.82 0.84 0.05 1.20 0.70 1.00 1.24 0.01 1.16 1.07 1.44 0.68 0.02 1.34 0.51 0.90 1.16 0.42 1.50 0.77 1.74 1.32 0.02 1.25 1.06 1.65 1.06 0.41 1.19 0.89 1.27 1.14 0.46 1.49 0.76 1.70 0.99 0.94 1.31 0.76 1.30 0.79 0.08 1.33 0.59 1.05 0.52 0.06

Kallistatin (Kallikrein inhibitor) (Peptidase inhibitor 4) (PI-4) (Serpin A4)P29622 sp|P29622|KAIN_HUMAN 3 3 105 1 1 1 13.62 14.37 11.77 12.14 12.8 13.29 23.1900007 21.5499997 18.2699993 23.1900007 8 8 6 8 13 13 7 12 0.79 0.01 1.15 0.68 0.91 0.45 0.04 2.10 0.21 0.94 1.33 0.00 1.15 1.16 1.54 1.56 0.00 1.15 1.36 1.80 0.84 0.06 1.20 0.70 1.01 1.17 0.08 1.20 0.98 1.40 1.66 0.00 1.26 1.32 2.08 0.58 0.23 2.88 0.20 1.68 0.58 0.00 1.25 0.46 0.72 1.91 0.00 1.32 1.44 2.52 1.23 0.07 1.26 0.98 1.55 0.73 0.02 1.25 0.59 0.92 1.11 0.37 1.33 0.83 1.48 1.32 0.04 1.30 1.02 1.72 0.50 0.01 1.51 0.33 0.75 0.59 0.01

Barrier-to-autointegration factor (Breakpoint cluster region protein 1) [Cleaved into: Barrier-to-autointegration factor, N-terminally processed]O75531 sp|O75531|BAF_HUMAN 3 3 105 1 1 1 3.49 3.8 3.85 4.06 8.68 9.1 65.170002 57.3000014 40.4500008 65.170002 8 6 2 8 12 9 5 12 1.25 0.79 22.42 0.06 28.04 3.89 0.01 1.80 2.16 7.01 0.57 0.21 3.80 0.15 2.16 0.37 0.01 1.50 0.25 0.55 1.65 0.03 1.48 1.12 2.44 0.40 0.01 1.48 0.27 0.59 0.37 0.06 3.02 0.12 1.10 1.20 0.33 3.77 0.32 4.54 1.95 0.10 3.77 0.52 7.35 0.10 0.03 3.78 0.03 0.38 0.62 0.14 3.73 0.17 2.33 0.23 0.04 3.76 0.06 0.86 0.27 0.05 3.75 0.07 1.02 0.12 0.13 325.98 0.00 39.10 2.37 0.00 1.20 1.98 2.85 0.87 0.10

Intraflagellar transport protein 140 homolog (WD and tetratricopeptide repeats protein 2)Q96RY7 sp|Q96RY7|IF140_HUMAN 3 3 105 1 1 1 17.38 19.84 10.32 11.62 11.98 15 6.29300028 6.29300028 4.10399996 5.13000004 8 8 5 6 12 12 6 10 1.36 0.06 1.37 0.99 1.87 0.93 0.52 1.26 0.74 1.18 1.20 0.01 1.14 1.05 1.38 1.30 0.00 1.13 1.15 1.46 1.04 0.60 1.18 0.88 1.23 1.07 0.40 1.20 0.89 1.29 1.18 0.02 1.14 1.04 1.34 1.07 0.30 1.17 0.92 1.25 0.86 0.16 1.26 0.69 1.09 0.94 0.82 1.90 0.49 1.79 1.26 0.06 1.27 0.99 1.59 1.08 0.28 1.18 0.91 1.28 0.90 0.48 1.44 0.62 1.29 0.84 0.81 6.15 0.14 5.15 1.45 0.02 1.33 1.09 1.93 1.12 0.20

Cytochrome b-245 heavy chain (EC 1.-.-.-) (CGD91-phox) (Cytochrome b(558) subunit beta) (Cytochrome b558 subunit beta) (Heme-binding membrane glycoprotein gp91phox) (NADPH oxidase 2) (Neutrophil cytochrome b 91 kDa polypeptide) (Superoxide-generating NADPH oxidase heavy chain subunit) (gp91-1) (gp91-phox) (p22 phagocyte B-cytochrome)P04839 sp|P04839|CY24B_HUMAN 3 3 105 1 1 1 9.59 10.25 10.21 10.37 5.39 5.8 13.3300006 11.4 13.3300006 6.14 8 6 8 4 11 11 7 9 0.53 0.01 1.48 0.36 0.78 0.61 0.01 1.34 0.45 0.82 1.53 0.02 1.40 1.10 2.14 1.45 0.02 1.34 1.08 1.95 0.84 0.06 1.19 0.71 1.01 1.02 0.83 1.29 0.79 1.32 2.39 0.00 1.37 1.74 3.29 0.65 0.01 1.27 0.51 0.82 0.77 0.06 1.33 0.58 1.02 1.85 0.00 1.30 1.43 2.40 0.81 0.03 1.20 0.67 0.97 1.25 0.03 1.20 1.04 1.50 1.63 0.01 1.32 1.23 2.17 1.06 0.68 1.47 0.72 1.56 0.60 0.01 1.25 0.48 0.76 0.72 0.12

60S acidic ribosomal protein P0 (60S ribosomal protein L10E)P05388 sp|P05388|RLA0_HUMAN 3 3 105 1 1 1 6.84 7.26 13.4 13.84 8.99 9.5 23.9700005 23.3400002 23.9700005 18.6100006 8 5 8 5 11 6 11 9 0.78 0.17 1.55 0.50 1.21 0.48 0.07 2.39 0.20 1.15 0.81 0.25 1.58 0.51 1.29 0.63 0.04 1.54 0.41 0.97 0.68 0.01 1.27 0.53 0.86 0.82 0.31 1.66 0.50 1.36 0.91 0.28 1.27 0.71 1.15 0.64 0.01 1.37 0.46 0.87 3.11 0.00 1.32 2.36 4.10 0.62 0.00 1.32 0.47 0.81 0.73 0.00 1.14 0.64 0.83 0.95 0.61 1.23 0.77 1.18 0.67 0.01 1.29 0.52 0.87 0.71 0.02 1.30 0.55 0.93 1.08 0.28 1.19 0.91 1.29 0.69 0.04

Coatomer subunit beta' (Beta'-coat protein) (Beta'-COP) (p102)P35606 sp|P35606|COPB2_HUMAN3 3 105 1 1 1 13.43 14.7 10.06 11.01 14.85 17.07 11.1500002 9.71300006 6.73300028 11.1500002 8 8 5 8 11 11 4 11 1.06 0.67 1.32 0.80 1.39 1.15 0.12 1.20 0.96 1.38 1.14 0.10 1.17 0.97 1.33 1.07 0.49 1.23 0.87 1.32 0.95 0.31 1.12 0.84 1.06 1.12 0.28 1.25 0.90 1.41 0.96 0.49 1.15 0.83 1.10 0.95 0.82 2.06 0.46 1.95 1.52 0.01 1.26 1.20 1.91 1.02 0.94 2.44 0.42 2.49 1.04 0.66 1.26 0.82 1.30 1.08 0.43 1.32 0.82 1.42 0.82 0.49 2.24 0.37 1.84 0.65 0.36 3.46 0.19 2.27 0.99 0.84 1.19 0.83 1.17 1.41 0.02

Proteasome activator complex subunit 1 (11S regulator complex subunit alpha) (REG-alpha) (Activator of multicatalytic protease subunit 1) (Interferon gamma up-regulated I-5111 protein) (IGUP I-5111) (Proteasome activator 28 subunit alpha) (PA28a) (PA28alpha)Q06323 sp|Q06323|PSME1_HUMAN3 3 105 1 1 1 8.92 9.16 8.84 9.08 14.67 14.91 32.5300008 22.8900001 19.6799994 32.5300008 8 7 6 8 11 7 5 11 1.05 0.67 1.29 0.81 1.34 0.48 0.00 1.32 0.36 0.64 1.11 0.13 1.16 0.95 1.29 1.02 0.86 1.24 0.82 1.26 1.28 0.01 1.16 1.10 1.49 1.21 0.02 1.16 1.04 1.41 1.23 0.02 1.16 1.05 1.43 0.66 0.16 3.97 0.17 2.62 1.17 0.52 7.83 0.15 9.12 0.78 0.24 3.57 0.22 2.77 1.04 0.77 3.53 0.29 3.67 1.22 0.29 3.56 0.34 4.36 0.88 0.50 5.18 0.17 4.56 1.05 0.72 3.55 0.30 3.72 0.83 0.08 1.24 0.67 1.03 0.95 0.44

Monoglyceride lipase (MGL) (EC 3.1.1.23) (HU-K5) (Lysophospholipase homolog) (Lysophospholipase-like) (Monoacylglycerol lipase) (MAGL)Q99685 sp|Q99685|MGLL_HUMAN 3 3 105 1 1 1 2.16 2.22 11.84 12.77 9.26 10.39 31.0200006 3.29999998 31.0200006 25.7400006 8 1 8 8 11 2 11 8 1.34 0.35 9.37 0.14 12.55 2.04 0.13 6.13 0.33 12.48 0.60 0.16 5.17 0.12 3.10 0.81 0.49 13.37 0.06 10.86 0.70 0.18 3.79 0.18 2.65 0.76 0.29 5.54 0.14 4.18 0.59 0.23 13.34 0.04 7.82 1.98 0.01 1.49 1.33 2.95 1.39 0.03 1.33 1.05 1.85 1.04 0.85 1.72 0.61 1.78 1.33 0.02 1.25 1.07 1.66 1.22 0.06 1.23 0.99 1.51 0.89 0.15 1.21 0.73 1.07 1.00 0.97 1.28 0.78 1.27 1.13 0.16 1.22 0.93 1.37 0.55 0.02

Peroxiredoxin-2 (EC 1.11.1.15) (Natural killer cell-enhancing factor B) (NKEF-B) (PRP) (Thiol-specific antioxidant protein) (TSA) (Thioredoxin peroxidase 1) (Thioredoxin-dependent peroxide reductase 1)P32119 sp|P32119|PRDX2_HUMAN 3 3 105 1 1 1 7.71 8.28 10.1 12.81 10.09 15.28 39.8999989 39.8999989 32.3199987 35.8599991 8 5 6 8 10 5 8 10 1.09 0.31 1.26 0.87 1.37 0.84 0.10 1.26 0.67 1.06 0.89 0.20 1.26 0.70 1.12 0.83 0.09 1.26 0.66 1.05 1.19 0.09 1.26 0.95 1.50 1.08 0.36 1.26 0.86 1.36 1.02 0.79 1.26 0.81 1.28 0.82 0.15 1.37 0.60 1.12 1.50 0.01 1.25 1.19 1.88 0.90 0.37 1.35 0.66 1.21 0.97 0.69 1.20 0.81 1.16 1.17 0.08 1.20 0.97 1.40 0.91 0.53 1.49 0.61 1.35 0.86 0.30 1.44 0.60 1.23 0.83 0.05 1.20 0.69 1.00 1.17 0.07

40S ribosomal protein S16P62249 sp|P62249|RS16_HUMAN 3 3 105 1 1 1 6.1 6.32 14.05 14.2 9.08 9.31 52.7400017 28.7699997 52.7400017 27.3999989 8 4 8 5 10 6 10 9 0.63 0.05 1.62 0.39 1.01 0.87 0.39 1.55 0.56 1.35 0.73 0.28 2.15 0.34 1.57 0.59 0.01 1.34 0.44 0.79 0.84 0.30 1.55 0.54 1.30 0.61 0.16 2.30 0.26 1.41 0.92 0.73 1.98 0.47 1.82 1.52 0.34 2.75 0.55 4.17 2.28 0.00 1.26 1.82 2.87 0.70 0.14 1.69 0.42 1.18 1.04 0.57 1.17 0.89 1.21 1.04 0.52 1.17 0.89 1.21 0.85 0.05 1.18 0.72 1.00 0.83 0.11 1.29 0.64 1.07 1.20 0.09 1.27 0.95 1.52 1.40 0.03

Heterogeneous nuclear ribonucleoprotein U (hnRNP U) (Scaffold attachment factor A) (SAF-A) (p120) (pp120)Q00839 sp|Q00839|HNRPU_HUMAN3 3 105 1 1 1 12.1 12.61 16.76 17.62 10.94 11.67 10.7900001 10.7900001 9.33300033 7.63600022 8 8 8 6 10 9 10 5 0.57 0.02 1.49 0.38 0.86 0.79 0.03 1.23 0.65 0.97 1.08 0.65 1.52 0.71 1.64 0.98 0.86 1.42 0.69 1.38 1.07 0.38 1.20 0.89 1.29 0.95 0.80 1.56 0.61 1.48 1.26 0.01 1.18 1.07 1.48 0.91 0.36 1.24 0.74 1.13 2.03 0.00 1.29 1.58 2.62 0.67 0.17 1.88 0.35 1.25 1.57 0.00 1.25 1.26 1.96 1.35 0.00 1.17 1.15 1.58 1.11 0.08 1.13 0.98 1.26 1.03 0.83 1.42 0.73 1.47 0.66 0.06 1.57 0.42 1.04 1.57 0.02

C-1-tetrahydrofolate synthase, cytoplasmic (C1-THF synthase) [Cleaved into: C-1-tetrahydrofolate synthase, cytoplasmic, N-terminally processed] [Includes: Methylenetetrahydrofolate dehydrogenase (EC 1.5.1.5); Methenyltetrahydrofolate cyclohydrolase (EC 3.5.4.9); Formyltetrahydrofolate synthetase (EC 6.3.4.3)]P11586 sp|P11586|C1TC_HUMAN 3 3 105 1 1 1 15.18 17.17 13.14 14.68 11.5 13.26 10.3699997 10.3699997 9.19800028 7.05899969 8 8 7 7 9 8 5 9 1.28 0.20 1.54 0.84 1.97 0.54 0.00 1.36 0.40 0.73 1.06 0.41 1.18 0.90 1.25 1.02 0.83 1.30 0.79 1.33 1.11 0.23 1.22 0.91 1.36 1.13 0.09 1.15 0.97 1.30 1.05 0.61 1.22 0.85 1.28 1.13 0.16 1.21 0.93 1.37 0.80 0.06 1.26 0.64 1.01 1.07 0.62 1.42 0.75 1.52 0.92 0.30 1.22 0.76 1.12 0.86 0.15 1.26 0.68 1.09 1.01 0.93 1.34 0.75 1.36 1.19 0.38 1.62 0.73 1.92 0.90 0.18 1.19 0.76 1.08 1.05 0.52

Phosphoglucomutase-1 (PGM 1) (EC 5.4.2.2) (Glucose phosphomutase 1)P36871 sp|P36871|PGM1_HUMAN 3 3 105 1 1 1 15.05 15.75 4.1 4.69 9.65 10.38 16.1899999 16.1899999 6.58399984 12.4600001 8 8 4 6 9 8 2 9 1.51 0.01 1.31 1.15 1.98 0.80 0.03 1.21 0.66 0.97 1.01 0.94 1.31 0.77 1.33 1.11 0.10 1.14 0.98 1.26 1.33 0.01 1.18 1.13 1.58 1.20 0.01 1.14 1.05 1.38 0.99 0.93 1.28 0.77 1.27 1.11 0.57 4.87 0.23 5.40 0.73 0.21 3.96 0.18 2.88 0.78 0.24 3.55 0.22 2.76 1.42 0.18 3.55 0.40 5.03 1.46 0.17 3.55 0.41 5.17 0.89 0.50 4.70 0.19 4.17 0.68 0.79 1823552.25 0.00 1232107.75 0.89 0.15 1.21 0.73 1.07 1.05 0.52

Coatomer subunit delta (Archain) (Delta-coat protein) (Delta-COP)P48444 sp|P48444|COPD_HUMAN 3 3 105 1 1 1 14.59 15.22 10.89 11.23 8.53 9.12 15.6599999 15.6599999 10.3699997 8.61100033 8 8 5 4 9 9 7 6 0.98 0.73 1.13 0.87 1.11 1.45 0.00 1.14 1.27 1.65 1.04 0.65 1.20 0.86 1.24 1.04 0.43 1.13 0.92 1.18 1.05 0.36 1.13 0.93 1.19 1.03 0.71 1.22 0.84 1.26 0.93 0.22 1.13 0.83 1.05 0.93 0.64 1.43 0.66 1.33 1.38 0.01 1.23 1.13 1.70 1.09 0.62 1.55 0.71 1.70 0.94 0.35 1.16 0.81 1.09 0.86 0.04 1.16 0.74 0.99 0.92 0.60 1.49 0.61 1.37 1.22 0.28 1.53 0.80 1.86 1.04 0.69 1.47 0.71 1.53 1.05 0.61

Rho GDP-dissociation inhibitor 2 (Rho GDI 2) (Ly-GDI) (Rho-GDI beta)P52566 sp|P52566|GDIR2_HUMAN 3 3 105 1 1 1 10.9 11.34 7.6 7.96 5.72 6.4 42.2899991 42.2899991 32.8399986 22.3900005 8 8 6 5 9 9 7 7 0.82 0.01 1.15 0.72 0.95 0.60 0.01 1.35 0.45 0.81 0.69 0.03 1.36 0.51 0.94 1.29 0.39 1.96 0.66 2.53 1.07 0.42 1.20 0.89 1.28 0.98 0.75 1.19 0.82 1.17 1.07 0.34 1.17 0.91 1.25 0.81 0.05 1.22 0.67 1.00 0.98 0.88 1.36 0.72 1.34 1.05 0.78 1.55 0.68 1.63 1.02 0.85 1.24 0.82 1.26 0.94 0.50 1.25 0.75 1.18 1.16 0.25 1.35 0.86 1.57 1.14 0.26 1.31 0.87 1.49 0.88 0.18 1.27 0.69 1.12 0.89 0.24

Syntaxin-binding protein 1 (MUNC18-1) (N-Sec1) (Protein unc-18 homolog 1) (Unc18-1) (Protein unc-18 homolog A) (Unc-18A) (p67)P61764 sp|P61764|STXB1_HUMAN 3 3 105 1 1 1 14.21 15 6.13 6.71 5.44 6.34 16.5000007 16.5000007 7.57599995 6.73400015 8 8 3 3 9 5 4 9 1.42 0.17 1.80 0.79 2.56 1.10 0.58 1.58 0.70 1.74 1.25 0.20 1.50 0.83 1.88 1.23 0.05 1.23 1.00 1.51 1.07 0.81 2.06 0.52 2.20 1.04 0.77 1.39 0.75 1.44 1.09 0.30 1.21 0.89 1.32 1.26 0.10 1.42 0.89 1.79 0.96 0.68 1.49 0.64 1.42 0.87 0.59 2.55 0.34 2.22 1.37 0.06 1.42 0.96 1.94 1.07 0.48 1.42 0.76 1.52 1.01 0.90 1.42 0.71 1.43 0.88 0.48 1.95 0.45 1.71 0.93 0.57 1.38 0.68 1.28 0.80 0.04

Dynactin subunit 1 (150 kDa dynein-associated polypeptide) (DAP-150) (DP-150) (p135) (p150-glued)Q14203 sp|Q14203|DCTN1_HUMAN3 3 105 1 1 1 6.41 8.79 13.36 16.52 10.84 15.02 7.19899982 5.16400002 7.19899982 6.96400031 8 6 8 7 9 3 8 9 0.62 0.03 1.42 0.44 0.88 1.81 0.02 1.42 1.28 2.57 0.77 0.10 1.49 0.52 1.14 0.69 0.05 1.42 0.49 0.99 0.71 0.05 1.42 0.50 1.01 0.72 0.06 1.42 0.51 1.03 0.67 0.04 1.42 0.47 0.95 0.60 0.01 1.33 0.45 0.80 3.04 0.00 1.20 2.54 3.64 0.59 0.02 1.50 0.40 0.89 0.77 0.01 1.17 0.66 0.90 0.82 0.03 1.17 0.70 0.96 0.67 0.06 1.53 0.43 1.02 0.66 0.10 1.68 0.40 1.12 1.63 0.02 1.43 1.14 2.33 0.70 0.18

Guanine nucleotide-binding protein G(I)/G(S)/G(O) subunit gamma-12Q9UBI6 sp|Q9UBI6|GBG12_HUMAN3 3 105 1 1 1 6.17 6.23 6 6.08 6.06 6.15 56.9400013 56.9400013 56.9400013 56.9400013 8 8 5 4 9 6 8 9 1.10 0.56 1.60 0.69 1.76 1.32 0.03 1.27 1.04 1.69 0.89 0.53 1.66 0.54 1.48 0.91 0.50 1.50 0.60 1.36 1.05 0.59 1.27 0.82 1.33 0.95 0.68 1.46 0.65 1.38 0.95 0.68 1.45 0.66 1.37 1.43 0.05 1.45 0.99 2.08 0.92 0.46 1.46 0.63 1.35 0.93 0.48 1.45 0.64 1.35 1.30 0.09 1.45 0.90 1.89 0.99 0.92 1.59 0.62 1.57 1.16 0.22 1.45 0.80 1.69 0.95 0.71 1.64 0.58 1.56 1.08 0.60 3.59 0.30 3.86 0.78 0.54

AP-2 complex subunit alpha-2 (100 kDa coated vesicle protein C) (Adapter-related protein complex 2 subunit alpha-2) (Adaptor protein complex AP-2 subunit alpha-2) (Alpha-adaptin C) (Alpha2-adaptin) (Clathrin assembly protein complex 2 alpha-C large chain) (Huntingtin yeast partner J) (Huntingtin-interacting protein 9) (HIP-9) (Huntingtin-interacting protein J) (Plasma membrane adaptor HA2/AP2 adaptin alpha C subunit)O94973 sp|O94973|AP2A2_HUMAN3 3 105 1 1 1 7.73 8.98 8.04 8.98 9.89 10.87 12.1399999 5.75099997 8.30700025 12.1399999 8 4 5 8 8 6 4 8 1.17 0.14 1.28 0.91 1.49 1.20 0.58 2.59 0.47 3.12 1.00 0.97 1.35 0.74 1.34 0.94 0.68 1.49 0.63 1.41 0.99 0.94 1.31 0.76 1.30 0.90 0.31 1.32 0.68 1.19 0.74 0.09 1.48 0.50 1.10 1.43 0.05 1.44 0.99 2.05 1.17 0.63 3.35 0.35 3.92 1.16 0.64 3.28 0.35 3.81 1.17 0.42 1.97 0.60 2.31 1.14 0.57 2.32 0.49 2.65 0.95 0.72 1.65 0.58 1.57 0.97 0.88 1.95 0.50 1.90 0.78 0.24 1.72 0.45 1.34 0.87 0.63

60S ribosomal protein L13 (Breast basic conserved protein 1)P26373 sp|P26373|RL13_HUMAN 3 3 105 1 1 1 12.02 13.01 12.48 13.22 6.21 6.85 32.2299987 26.5399993 32.2299987 13.7400001 8 6 8 3 8 5 8 5 0.42 0.02 1.85 0.23 0.78 0.57 0.08 1.99 0.29 1.14 0.34 0.10 4.51 0.07 1.51 0.59 0.09 1.95 0.30 1.15 0.85 0.21 1.37 0.62 1.17 0.39 0.00 1.41 0.28 0.55 0.71 0.06 1.46 0.48 1.03 0.83 0.12 1.28 0.65 1.07 2.77 0.00 1.62 1.71 4.48 0.87 0.85 5.38 0.16 4.70 1.05 0.44 1.15 0.91 1.20 0.86 0.02 1.13 0.76 0.97 0.75 0.03 1.29 0.58 0.97 0.58 0.16 2.31 0.25 1.33 0.83 0.42 2.27 0.36 1.88 1.23 0.22

Alpha-soluble NSF attachment protein (SNAP-alpha) (N-ethylmaleimide-sensitive factor attachment protein alpha)P54920 sp|P54920|SNAA_HUMAN 3 3 105 1 1 1 13.95 14.32 6.94 7.16 6.52 7.02 28.4700006 28.4700006 13.2200003 16.2699997 8 8 4 4 8 8 4 3 1.32 0.09 1.41 0.94 1.86 1.12 0.11 1.16 0.97 1.30 0.94 0.60 1.31 0.72 1.23 1.13 0.40 1.39 0.81 1.57 1.00 0.97 1.18 0.85 1.18 1.02 0.86 1.36 0.75 1.39 0.99 0.91 1.21 0.82 1.19 1.64 0.03 1.42 1.16 2.33 0.94 0.51 1.42 0.66 1.33 1.05 0.83 2.50 0.42 2.63 1.29 0.09 1.42 0.91 1.84 1.01 0.88 1.42 0.72 1.44 1.03 0.72 1.42 0.73 1.47 0.89 0.29 1.42 0.63 1.26 1.02 0.84 1.56 0.66 1.59 0.89 0.30

Guanine nucleotide-binding protein subunit beta-2-like 1 (Cell proliferation-inducing gene 21 protein) (Guanine nucleotide-binding protein subunit beta-like protein 12.3) (Human lung cancer oncogene 7 protein) (HLC-7) (Receptor for activated C kinase) (Receptor of activated protein kinase C 1) (RACK1) [Cleaved into: Guanine nucleotide-binding protein subunit beta-2-like 1, N-terminally processed]P63244 sp|P63244|GBLP_HUMAN 3 3 105 1 1 1 13.98 15.57 9.13 11.25 2.06 3.93 33.7500006 33.7500006 24.2899999 12.3000003 8 8 6 3 8 8 5 5 1.14 0.26 1.30 0.88 1.49 0.55 0.00 1.35 0.41 0.74 1.36 0.00 1.15 1.18 1.56 0.95 0.40 1.16 0.82 1.09 1.12 0.29 1.25 0.89 1.40 1.24 0.00 1.13 1.10 1.41 1.21 0.02 1.16 1.05 1.40 1.16 0.13 1.26 0.92 1.47 0.51 0.01 1.44 0.36 0.74 1.36 0.02 1.26 1.08 1.71 0.93 0.41 1.26 0.74 1.18 1.14 0.22 1.32 0.87 1.51 1.15 0.38 1.52 0.75 1.74 1.29 0.25 1.77 0.73 2.28 0.60 0.22 9.88 0.06 5.93 0.97 0.84

6-phosphofructokinase type C (EC 2.7.1.11) (6-phosphofructokinase, platelet type) (Phosphofructo-1-kinase isozyme C) (PFK-C) (Phosphofructokinase 1) (Phosphohexokinase)Q01813 sp|Q01813|K6PP_HUMAN 3 3 105 1 1 1 11.66 13.23 7.6 10.5 11.67 12.41 11.8600003 11.8600003 8.67300034 10.5899997 8 7 6 8 8 8 5 7 0.87 0.16 1.23 0.71 1.08 0.72 0.01 1.21 0.60 0.88 1.25 0.02 1.19 1.04 1.48 0.92 0.64 1.51 0.61 1.40 1.01 0.90 1.24 0.82 1.25 1.16 0.11 1.21 0.96 1.41 1.12 0.12 1.17 0.96 1.32 0.68 0.01 1.26 0.54 0.85 1.06 0.65 1.46 0.73 1.55 1.67 0.05 1.69 0.98 2.83 1.13 0.19 1.26 0.90 1.42 1.18 0.10 1.26 0.94 1.49 0.97 0.67 1.25 0.77 1.21 1.06 0.66 1.49 0.71 1.58 1.28 0.02 1.20 1.07 1.54 0.78 0.10

EGF-containing fibulin-like extracellular matrix protein 1 (Extracellular protein S1-5) (Fibrillin-like protein) (Fibulin-3) (FIBL-3)Q12805 sp|Q12805|FBLN3_HUMAN3 3 105 1 1 1 14.79 15.05 8.52 8.7 6.63 6.82 16.02 16.02 8.31599981 6.69400021 8 8 4 3 8 8 7 4 0.75 0.12 1.48 0.51 1.11 0.46 0.00 1.21 0.38 0.55 0.90 0.16 1.18 0.76 1.06 1.20 0.05 1.21 1.00 1.45 1.05 0.51 1.18 0.89 1.24 1.04 0.54 1.18 0.89 1.23 1.08 0.37 1.23 0.88 1.33 0.94 0.44 1.27 0.74 1.19 1.33 0.04 1.29 1.03 1.72 1.39 0.04 1.37 1.01 1.90 1.23 0.07 1.27 0.97 1.56 0.66 0.01 1.27 0.52 0.84 1.02 0.91 1.55 0.66 1.57 0.99 0.97 1.89 0.52 1.88 0.56 0.16 6.81 0.08 3.81 0.75 0.45

Coagulation factor XII (EC 3.4.21.38) (Hageman factor) (HAF) [Cleaved into: Coagulation factor XIIa heavy chain; Beta-factor XIIa part 1; Beta-factor XIIa part 2; Coagulation factor XIIa light chain]P00748 sp|P00748|FA12_HUMAN 3 3 105 1 1 1 13.06 13.17 11.51 11.82 9.63 9.72 17.0699999 17.0699999 13.6600003 8.29299986 8 8 7 6 7 6 7 7 0.78 0.08 1.33 0.59 1.04 0.52 0.00 1.42 0.36 0.74 1.66 0.01 1.40 1.18 2.33 1.85 0.00 1.22 1.51 2.26 0.70 0.00 1.17 0.60 0.82 1.24 0.07 1.27 0.97 1.57 1.39 0.02 1.28 1.09 1.78 0.53 0.09 2.15 0.25 1.15 0.37 0.02 2.12 0.18 0.79 3.02 0.00 1.23 2.46 3.71 0.92 0.45 1.31 0.71 1.20 0.77 0.02 1.22 0.63 0.94 1.43 0.01 1.22 1.17 1.75 1.16 0.12 1.23 0.94 1.43 0.44 0.01 1.45 0.30 0.63 0.62 0.01

60 kDa heat shock protein, mitochondrial (60 kDa chaperonin) (Chaperonin 60) (CPN60) (Heat shock protein 60) (HSP-60) (Hsp60) (HuCHA60) (Mitochondrial matrix protein P1) (P60 lymphocyte protein)P10809 sp|P10809|CH60_HUMAN 3 3 105 1 1 1 4.45 5.1 7.88 8.59 7.93 8.93 13.9599994 5.40999994 13.9599994 13.9599994 8 2 7 8 7 4 6 7 0.85 0.18 1.42 0.60 1.21 1.04 0.69 1.42 0.73 1.47 0.77 0.39 2.86 0.27 2.19 0.62 0.10 2.02 0.31 1.26 0.78 0.23 1.88 0.42 1.47 0.87 0.30 1.53 0.57 1.33 0.92 0.47 1.50 0.61 1.38 0.96 0.58 1.26 0.76 1.21 1.87 0.01 1.43 1.31 2.67 1.05 0.65 1.33 0.79 1.39 0.56 0.01 1.36 0.41 0.76 0.89 0.22 1.26 0.71 1.13 0.67 0.01 1.26 0.53 0.84 0.85 0.20 1.38 0.61 1.17 0.93 0.49 1.44 0.65 1.34 1.77 0.11

Flavin reductase (NADPH) (FR) (EC 1.5.1.30) (Biliverdin reductase B) (BVR-B) (EC 1.3.1.24) (Biliverdin-IX beta-reductase) (Green heme-binding protein) (GHBP) (NADPH-dependent diaphorase) (NADPH-flavin reductase) (FLR)P30043 sp|P30043|BLVRB_HUMAN 3 3 105 1 1 1 8.56 9.4 7.26 7.53 4.62 4.98 39.320001 39.320001 31.0699999 22.3299995 8 8 6 3 7 7 3 4 1.71 0.01 1.36 1.26 2.32 0.79 0.06 1.30 0.61 1.02 1.11 0.21 1.21 0.92 1.34 1.05 0.53 1.21 0.87 1.27 1.50 0.03 1.40 1.07 2.10 1.10 0.24 1.21 0.91 1.33 1.10 0.47 1.39 0.79 1.53 0.89 0.31 1.47 0.60 1.31 0.81 0.32 2.04 0.40 1.64 1.07 0.66 1.79 0.60 1.92 1.36 0.44 4.04 0.34 5.49 1.12 0.34 1.47 0.76 1.65 1.10 0.63 2.13 0.52 2.35 1.01 0.98 10.01 0.10 10.13 0.63 0.14 3.62 0.17 2.27 1.17 0.36

Sorbitol dehydrogenase (EC 1.1.1.14) (L-iditol 2-dehydrogenase)Q00796 sp|Q00796|DHSO_HUMAN 3 3 105 1 1 1 10.69 11.25 8.19 8.54 11.69 12.45 23.2500002 23.2500002 22.6899996 23.2500002 8 7 6 8 7 5 7 6 1.17 0.09 1.22 0.96 1.42 0.67 0.01 1.23 0.55 0.83 1.47 0.01 1.22 1.21 1.79 0.62 0.12 1.96 0.32 1.22 1.06 0.45 1.22 0.87 1.29 1.22 0.09 1.29 0.95 1.58 0.92 0.28 1.21 0.75 1.11 0.94 0.70 1.47 0.64 1.39 0.82 0.23 1.46 0.57 1.20 0.77 0.20 1.60 0.48 1.24 1.01 0.87 1.26 0.81 1.27 2.18 0.02 1.77 1.23 3.85 1.84 0.22 3.25 0.57 6.00 1.04 0.77 1.36 0.76 1.41 0.67 0.01 1.22 0.55 0.82 1.67 0.00

Guanine nucleotide-binding protein subunit alpha-13 (G alpha-13) (G-protein subunit alpha-13)Q14344 sp|Q14344|GNA13_HUMAN3 3 105 1 1 1 7.26 12.84 6.56 12.45 5.35 8.09 26.789999 16.7099997 16.7099997 26.789999 8 8 8 8 7 7 5 6 1.24 0.04 1.21 1.02 1.50 1.22 0.04 1.20 1.02 1.47 1.05 0.52 1.20 0.87 1.26 1.10 0.22 1.21 0.91 1.33 1.22 0.09 1.28 0.95 1.56 0.94 0.43 1.22 0.77 1.15 1.18 0.07 1.21 0.98 1.42 1.02 0.78 1.20 0.85 1.22 0.80 0.04 1.23 0.65 0.99 1.13 0.50 1.61 0.71 1.82 1.02 0.74 1.20 0.85 1.23 1.07 0.41 1.22 0.87 1.31 1.16 0.15 1.27 0.92 1.48 1.00 0.99 1.65 0.61 1.65 1.28 0.28 4.28 0.30 5.47 0.69 0.19

Aldehyde dehydrogenase family 16 member A1Q8IZ83 sp|Q8IZ83|A16A1_HUMAN 3 3 105 1 1 1 12.96 13.47 12.28 12.61 11.09 11.36 12.0899998 12.0899998 11.4699997 11.2199999 8 7 7 8 7 6 7 6 0.76 0.24 1.75 0.43 1.33 1.74 0.03 1.60 1.09 2.78 0.88 0.35 1.41 0.62 1.23 0.98 0.90 1.45 0.68 1.42 0.66 0.01 1.23 0.54 0.82 1.12 0.19 1.22 0.92 1.37 0.89 0.17 1.22 0.72 1.09 0.62 0.15 2.17 0.29 1.35 2.29 0.02 1.70 1.35 3.89 1.12 0.64 2.07 0.54 2.32 0.68 0.02 1.32 0.52 0.90 0.70 0.02 1.31 0.53 0.92 0.71 0.30 2.37 0.30 1.68 0.79 0.46 2.49 0.32 1.95 1.54 0.04 1.49 1.04 2.30 0.92 0.83

Ig heavy chain V-II region WAHP01824 sp|P01824|HV206_HUMAN 3 3 105 1 1 1 4.04 4.42 6.36 7.04 4.01 6.42 31.7799985 21.7099994 31.7799985 29.460001 8 5 8 7 6 3 2 6 0.59 0.37 76.98 0.01 45.45 0.54 0.22 17.48 0.03 9.37 1.70 0.22 10.80 0.16 18.40 1.29 0.26 4.09 0.32 5.28 0.78 0.27 4.12 0.19 3.22 1.89 0.12 4.67 0.40 8.82 1.08 0.80 21.24 0.05 22.99 1.09 0.64 5.74 0.19 6.27 0.68 0.18 4.14 0.16 2.82 1.86 0.11 4.14 0.45 7.70 0.48 0.16 11.18 0.04 5.42 0.64 0.22 8.17 0.08 5.21 1.59 0.15 4.12 0.38 6.54 1.91 0.26 36.50 0.05 69.62 0.61 0.20 8.02 0.08 4.90 1.31 0.43

40S ribosomal protein S3a (v-fos transformation effector protein) (Fte-1)P61247 sp|P61247|RS3A_HUMAN 3 3 105 1 1 1 13.31 13.66 8.74 9.02 6.28 6.63 26.5199989 26.5199989 18.9400002 11.3600001 8 8 5 3 6 6 6 6 0.56 0.00 1.23 0.46 0.70 1.09 0.28 1.21 0.90 1.31 0.92 0.65 1.58 0.58 1.45 0.71 0.03 1.33 0.54 0.95 0.84 0.06 1.21 0.70 1.01 0.64 0.00 1.21 0.54 0.78 1.05 0.55 1.21 0.87 1.26 0.86 0.06 1.18 0.73 1.01 2.02 0.00 1.28 1.58 2.58 0.91 0.20 1.18 0.77 1.07 0.88 0.09 1.17 0.75 1.03 0.88 0.16 1.23 0.72 1.08 0.84 0.04 1.18 0.71 0.99 0.87 0.39 1.44 0.61 1.26 1.29 0.10 1.44 0.89 1.86 1.26 0.14

Syntenin-2 (Syndecan-binding protein 2)Q9H190 sp|Q9H190|SDCB2_HUMAN3 3 105 1 1 1 7.92 9.41 7.37 8.56 4.48 7.74 22.5999996 22.5999996 20.5500007 12.3300001 8 8 8 5 6 6 6 6 1.94 0.00 1.21 1.60 2.36 2.25 0.00 1.21 1.86 2.73 0.48 0.07 2.34 0.20 1.12 1.22 0.34 1.67 0.73 2.04 0.38 0.07 2.99 0.13 1.14 0.89 0.32 1.32 0.68 1.18 0.57 0.00 1.21 0.47 0.69 2.12 0.00 1.32 1.62 2.79 1.52 0.05 1.53 0.99 2.33 0.80 0.82 12.12 0.07 9.76 1.19 0.06 1.20 0.99 1.42 0.61 0.13 2.05 0.30 1.25 0.81 0.57 2.67 0.30 2.15 0.80 0.17 1.45 0.55 1.16 1.07 0.47 1.30 0.82 1.39 0.65 0.09

Uteroglobin (Clara cell phospholipid-binding protein) (CCPBP) (Clara cells 10 kDa secretory protein) (CC10) (Secretoglobin family 1A member 1) (Urinary protein 1) (UP-1) (UP1) (Urine protein 1)P11684 sp|P11684|UTER_HUMAN 3 3 105 1 1 1 3.72 3.9 4.68 4.75 5.1 5.39 58.2400024 57.1399987 58.2400024 57.1399987 8 8 6 8 5 5 5 4 0.67 0.21 5.46 0.12 3.67 1.26 0.59 49.16 0.03 61.74 1.56 0.16 4.42 0.35 6.88 1.47 0.19 4.47 0.33 6.56 1.05 0.76 4.44 0.24 4.66 0.84 0.71 93.13 0.01 78.38 0.79 0.55 34.80 0.02 27.46 2.30 0.12 4.01 0.57 9.24 0.60 0.03 1.49 0.40 0.89 0.72 0.57 7.74 0.09 5.60 1.30 0.37 2.67 0.49 3.47 1.06 0.72 1.78 0.59 1.88 0.89 0.81 5.93 0.15 5.28 1.10 0.70 2.52 0.44 2.77 1.40 0.19 3.67 0.38 5.16 0.85 0.52

Ras-related protein Rab-5BP61020 sp|P61020|RAB5B_HUMAN3 3 105 1 1 1 4 12.12 4 11.37 4.05 7.8 32.5599998 30.2300006 32.5599998 21.8600005 8 8 7 4 5 5 2 2 1.25 0.45 11.68 0.11 14.63 1.30 0.57 67.60 0.02 88.11 0.98 0.91 10.34 0.09 10.08 0.94 0.64 3.61 0.26 3.38 0.98 0.90 3.60 0.27 3.55 0.90 0.49 3.62 0.25 3.26 0.91 0.52 3.61 0.25 3.29 1.30 0.65 242.46 0.01 315.97 1.15 0.54 7.87 0.15 9.07 1.07 0.94 4903.46 0.00 5242.84 1.20 0.32 3.59 0.33 4.31 0.94 0.80 10.06 0.09 9.48 1.05 0.86 18.70 0.06 19.72 1.57 0.65 12180.48 0.00 19161.02 0.79 0.73 814.54 0.00 642.18 0.48 0.17

Nck-associated protein 1 (NAP 1) (Membrane-associated protein HEM-2) (p125Nap1)Q9Y2A7 sp|Q9Y2A7|NCKP1_HUMAN3 3 105 1 1 1 13.29 14.4 10.18 11.41 4.72 6.02 7.62400031 7.62400031 7.44699985 4.61000018 8 8 7 4 5 5 4 2 1.00 0.99 1.26 0.79 1.26 1.01 0.95 1.64 0.62 1.66 1.30 0.19 1.58 0.82 2.05 1.06 0.58 1.34 0.79 1.43 1.03 0.80 1.30 0.79 1.34 1.11 0.38 1.33 0.83 1.47 0.97 0.77 1.31 0.74 1.27 1.13 0.37 1.44 0.78 1.62 0.79 0.06 1.30 0.61 1.02 1.13 0.22 1.29 0.88 1.47 1.21 0.10 1.30 0.93 1.58 1.27 0.06 1.30 0.97 1.65 1.14 0.21 1.30 0.88 1.48 0.95 0.61 1.30 0.74 1.24 1.40 0.20 3.98 0.35 5.55 1.06 0.86

Apolipoprotein A-II (Apo-AII) (ApoA-II) (Apolipoprotein A2) [Cleaved into: Truncated apolipoprotein A-II (Apolipoprotein A-II(1-76))]P02652 sp|P02652|APOA2_HUMAN3 3 105 1 1 1 6.24 6.54 4.15 4.39 6.13 6.36 37.0000005 37.0000005 28.0000001 37.0000005 7 7 3 5 36 15 22 36 0.31 0.05 3.13 0.10 0.97 0.32 0.01 1.52 0.21 0.49 1.12 0.33 1.45 0.77 1.61 2.20 0.02 1.55 1.42 3.42 0.49 0.03 1.72 0.28 0.84 1.60 0.03 1.44 1.11 2.31 2.17 0.02 1.54 1.41 3.35 0.44 0.08 3.56 0.12 1.57 0.77 0.25 3.91 0.20 3.01 2.03 0.22 24.56 0.08 49.78 0.60 0.20 8.31 0.07 5.01 0.56 0.11 3.81 0.15 2.12 0.90 0.47 3.54 0.25 3.17 1.41 0.43 32.80 0.04 46.24 0.48 0.04 1.90 0.25 0.91 0.62 0.09

Coronin-1A (Coronin-like protein A) (Clipin-A) (Coronin-like protein p57) (Tryptophan aspartate-containing coat protein) (TACO)P31146 sp|P31146|COR1A_HUMAN3 3 105 1 1 1 8.88 10 8.33 9.21 9.51 9.85 16.0500005 13.2300004 16.0500005 13.6700004 7 5 5 7 18 8 9 18 0.56 0.02 1.52 0.37 0.86 0.51 0.00 1.41 0.36 0.71 0.94 0.60 1.31 0.72 1.24 0.80 0.27 1.60 0.50 1.28 0.84 0.04 1.18 0.71 0.99 1.28 0.01 1.19 1.08 1.53 1.12 0.12 1.17 0.96 1.32 0.67 0.03 1.38 0.49 0.93 0.66 0.01 1.26 0.53 0.83 1.10 0.55 1.45 0.76 1.59 0.58 0.00 1.32 0.44 0.76 1.04 0.54 1.18 0.89 1.23 0.88 0.27 1.29 0.68 1.14 1.11 0.44 1.38 0.80 1.53 1.06 0.43 1.20 0.89 1.28 0.71 0.02

Chloride intracellular channel protein 3O95833 sp|O95833|CLIC3_HUMAN 3 3 105 1 1 1 12.8 14.12 10.07 10.75 11.01 12.32 33.4699988 31.7799985 33.4699988 30.9300005 7 7 7 6 17 11 7 17 1.08 0.53 1.31 0.82 1.42 1.24 0.09 1.30 0.96 1.62 0.96 0.48 1.16 0.82 1.11 1.49 0.00 1.21 1.23 1.80 1.46 0.01 1.29 1.13 1.88 0.95 0.42 1.16 0.82 1.10 0.80 0.03 1.22 0.65 0.98 1.72 0.01 1.33 1.30 2.28 0.65 0.00 1.20 0.54 0.78 0.79 0.06 1.29 0.61 1.02 1.24 0.12 1.36 0.92 1.69 0.92 0.38 1.28 0.72 1.17 1.04 0.78 1.44 0.72 1.50 1.18 0.07 1.20 0.98 1.42 1.07 0.42 1.20 0.89 1.29 1.12 0.11

Lipopolysaccharide-binding protein (LBP)P18428 sp|P18428|LBP_HUMAN 3 3 105 1 1 1 8.06 8.97 5.37 5.83 11.18 11.99 16.0099998 10.5999999 10.8099997 16.0099998 7 4 4 7 16 8 5 16 0.61 0.02 1.37 0.44 0.83 0.32 0.04 2.78 0.11 0.89 1.77 0.01 1.34 1.32 2.38 1.50 0.01 1.26 1.19 1.89 0.44 0.01 1.62 0.27 0.70 1.53 0.01 1.29 1.19 1.98 1.33 0.03 1.26 1.06 1.68 0.21 0.02 2.98 0.07 0.64 0.32 0.00 1.40 0.23 0.45 2.90 0.00 1.27 2.28 3.70 0.49 0.00 1.28 0.38 0.62 0.59 0.01 1.28 0.46 0.76 0.89 0.24 1.28 0.70 1.14 2.15 0.00 1.27 1.69 2.74 0.70 0.00 1.21 0.58 0.85 0.58 0.02

Proteasome subunit alpha type-4 (EC 3.4.25.1) (Macropain subunit C9) (Multicatalytic endopeptidase complex subunit C9) (Proteasome component C9) (Proteasome subunit L)P25789 sp|P25789|PSA4_HUMAN 3 3 105 1 1 1 11.76 12.22 10.66 11.14 10.24 10.65 22.6099998 22.2200006 20.3099996 22.6099998 7 7 6 5 16 7 8 16 0.52 0.00 1.27 0.41 0.66 2.00 0.00 1.28 1.56 2.55 0.60 0.02 1.47 0.41 0.88 0.47 0.02 1.74 0.27 0.82 0.75 0.03 1.26 0.60 0.95 0.63 0.02 1.39 0.46 0.87 0.57 0.01 1.43 0.40 0.81 0.46 0.02 1.83 0.25 0.84 2.73 0.00 1.62 1.68 4.44 0.63 0.17 2.18 0.29 1.37 0.62 0.04 1.53 0.41 0.95 0.55 0.01 1.38 0.40 0.75 0.62 0.02 1.39 0.44 0.86 0.70 0.19 1.87 0.38 1.31 1.94 0.00 1.25 1.55 2.42 0.75 0.01

HLA class II histocompatibility antigen, DQ beta 1 chain (MHC class II antigen DQB1)P01920 sp|P01920|DQB1_HUMAN 3 3 105 1 1 1 11.31 11.31 8.35 9.19 9 9.01 21.4599997 21.4599997 13.7899995 18.0099994 7 7 5 6 15 12 10 15 0.78 0.34 1.82 0.43 1.42 0.97 0.92 2.16 0.45 2.09 1.49 0.15 1.81 0.82 2.70 0.57 0.02 1.52 0.37 0.86 0.86 0.47 1.65 0.52 1.42 0.92 0.69 1.62 0.57 1.49 1.62 0.08 1.74 0.93 2.82 1.36 0.01 1.22 1.12 1.66 0.62 0.06 1.65 0.38 1.02 1.67 0.00 1.24 1.34 2.07 1.29 0.15 1.49 0.87 1.93 0.77 0.02 1.21 0.63 0.93 1.59 0.00 1.22 1.31 1.93 1.00 0.98 1.49 0.67 1.49 0.82 0.18 1.41 0.58 1.15 1.65 0.02

Actin-related protein 2/3 complex subunit 4 (Arp2/3 complex 20 kDa subunit) (p20-ARC)P59998 sp|P59998|ARPC4_HUMAN 3 3 105 1 1 1 12.29 12.49 8.73 8.9 7.98 8.25 35.1200014 35.1200014 25 29.1700006 7 7 4 5 14 8 9 14 0.86 0.20 1.31 0.66 1.13 1.11 0.33 1.28 0.86 1.42 0.79 0.02 1.20 0.65 0.95 0.64 0.00 1.20 0.53 0.77 1.00 0.98 1.30 0.77 1.29 0.82 0.04 1.20 0.68 0.99 0.78 0.02 1.20 0.65 0.94 0.86 0.25 1.41 0.61 1.21 2.05 0.05 2.05 1.00 4.21 0.66 0.19 2.21 0.30 1.45 0.90 0.27 1.27 0.71 1.15 0.77 0.05 1.28 0.61 0.99 0.77 0.04 1.27 0.61 0.99 0.84 0.18 1.38 0.61 1.16 1.35 0.03 1.28 1.05 1.73 1.04 0.65

26S proteasome non-ATPase regulatory subunit 1 (26S proteasome regulatory subunit RPN2) (26S proteasome regulatory subunit S1) (26S proteasome subunit p112)Q99460 sp|Q99460|PSMD1_HUMAN3 3 105 1 1 1 9.19 10.53 10.75 12.03 10.47 11.66 9.96899977 9.33900029 9.96899977 9.54900011 7 6 6 7 13 6 10 13 0.84 0.20 1.36 0.62 1.15 1.24 0.04 1.22 1.02 1.50 0.97 0.82 1.50 0.65 1.45 0.90 0.53 1.52 0.59 1.37 0.83 0.06 1.22 0.68 1.01 0.91 0.50 1.42 0.64 1.29 0.80 0.56 2.64 0.30 2.11 0.58 0.02 1.48 0.39 0.86 2.51 0.02 1.97 1.28 4.93 0.78 0.35 1.87 0.42 1.45 0.77 0.02 1.21 0.63 0.93 0.81 0.02 1.18 0.68 0.96 0.66 0.01 1.29 0.51 0.86 1.12 0.50 1.51 0.74 1.70 1.47 0.04 1.42 1.03 2.10 1.15 0.17

Heat shock protein beta-1 (HspB1) (28 kDa heat shock protein) (Estrogen-regulated 24 kDa protein) (Heat shock 27 kDa protein) (HSP 27) (Stress-responsive protein 27) (SRP27)P04792 sp|P04792|HSPB1_HUMAN 3 3 105 1 1 1 8.68 8.92 9.48 9.48 14.26 14.32 38.5399997 24.8799995 26.3399988 38.5399997 7 5 5 7 12 6 7 12 0.98 0.85 1.31 0.75 1.29 0.76 0.07 1.36 0.56 1.04 1.21 0.20 1.46 0.83 1.77 1.26 0.28 1.76 0.72 2.22 0.85 0.11 1.26 0.67 1.07 1.05 0.56 1.27 0.83 1.33 0.90 0.24 1.26 0.71 1.13 1.07 0.42 1.22 0.87 1.30 2.04 0.00 1.20 1.69 2.45 0.92 0.62 1.52 0.61 1.40 0.87 0.19 1.28 0.68 1.11 0.93 0.43 1.27 0.73 1.18 1.01 0.93 1.34 0.75 1.35 1.03 0.89 1.81 0.57 1.87 1.10 0.51 1.38 0.79 1.52 1.23 0.12

60S ribosomal protein L18aQ02543 sp|Q02543|RL18A_HUMAN3 3 105 1 1 1 7.54 7.63 10.57 10.62 5.71 5.8 26.699999 22.7300003 26.699999 17.6100001 7 4 7 3 12 8 12 10 0.62 0.08 1.77 0.35 1.09 0.80 0.39 1.81 0.45 1.45 0.72 0.07 1.46 0.49 1.05 0.61 0.00 1.30 0.47 0.79 0.66 0.00 1.17 0.56 0.77 0.74 0.10 1.48 0.50 1.09 1.01 0.93 1.18 0.86 1.18 0.67 0.01 1.28 0.53 0.86 2.57 0.00 1.22 2.11 3.15 0.69 0.02 1.33 0.52 0.92 0.90 0.13 1.17 0.77 1.05 0.91 0.20 1.17 0.78 1.07 0.72 0.00 1.17 0.62 0.84 0.67 0.00 1.17 0.57 0.78 1.42 0.02 1.26 1.12 1.79 1.18 0.12

2',3'-cyclic-nucleotide 3'-phosphodiesterase (CNP) (CNPase) (EC 3.1.4.37)P09543 sp|P09543|CN37_HUMAN 3 3 105 1 1 1 12.99 13.75 4.64 5.81 7.64 8.61 14.9599999 14.9599999 8.78899992 4.75100018 7 7 3 3 11 11 3 9 1.06 0.42 1.17 0.91 1.23 1.17 0.04 1.16 1.01 1.35 1.00 0.98 1.19 0.84 1.19 1.00 1.00 1.15 0.87 1.15 1.08 0.22 1.15 0.94 1.25 0.98 0.79 1.15 0.85 1.13 1.02 0.75 1.15 0.88 1.18 1.09 0.55 1.66 0.66 1.80 0.93 0.58 1.64 0.57 1.52 0.98 0.94 3.31 0.29 3.23 1.19 0.38 1.93 0.61 2.30 1.18 0.29 1.67 0.71 1.97 1.07 0.54 1.50 0.72 1.60 0.98 0.94 2.21 0.44 2.18 1.03 0.75 1.30 0.80 1.34 0.93 0.47

Acylamino-acid-releasing enzyme (AARE) (EC 3.4.19.1) (Acyl-peptide hydrolase) (APH) (Acylaminoacyl-peptidase) (Oxidized protein hydrolase) (OPH)P13798 sp|P13798|ACPH_HUMAN 3 3 105 1 1 1 13.18 14.12 10.35 11.15 9.02 10.02 11.6099998 11.6099998 7.1039997 9.15300027 7 7 5 5 11 6 5 11 1.03 0.86 1.55 0.67 1.59 1.65 0.00 1.24 1.33 2.04 0.88 0.42 1.46 0.60 1.28 0.73 0.14 1.59 0.46 1.16 0.93 0.41 1.23 0.75 1.15 1.02 0.78 1.24 0.83 1.27 0.83 0.07 1.23 0.68 1.02 0.81 0.03 1.20 0.67 0.97 1.54 0.01 1.33 1.16 2.04 0.60 0.01 1.40 0.43 0.84 0.69 0.00 1.20 0.57 0.82 1.10 0.24 1.22 0.91 1.34 0.77 0.03 1.24 0.62 0.95 0.76 0.13 1.49 0.51 1.13 1.20 0.13 1.29 0.93 1.55 1.60 0.02

Ras-related protein Rab-11B (GTP-binding protein YPT3)Q15907 sp|Q15907|RB11B_HUMAN3 3 105 1 1 1 12.58 12.76 13.67 13.73 11.37 11.53 36.2399995 29.8200011 36.2399995 26.6099989 7 7 7 6 11 7 8 11 1.18 0.04 1.17 1.01 1.39 1.20 0.03 1.17 1.02 1.40 0.80 0.04 1.24 0.65 0.99 0.91 0.22 1.18 0.78 1.08 1.01 0.88 1.17 0.86 1.18 0.87 0.12 1.20 0.73 1.05 0.96 0.56 1.17 0.82 1.13 1.13 0.13 1.18 0.95 1.33 1.16 0.07 1.17 0.99 1.36 0.85 0.56 1.92 0.44 1.64 1.01 0.84 1.17 0.86 1.19 1.05 0.49 1.17 0.89 1.23 0.97 0.59 1.17 0.82 1.13 0.94 0.72 1.49 0.63 1.40 1.37 0.00 1.17 1.17 1.60 0.80 0.02

Programmed cell death protein 6 (Apoptosis-linked gene 2 protein) (Probable calcium-binding protein ALG-2)O75340 sp|O75340|PDCD6_HUMAN3 3 105 1 1 1 10.87 11 7.54 7.72 4.78 5.06 34.0299994 26.699999 34.0299994 9.94800031 7 7 5 2 10 10 6 8 1.07 0.44 1.23 0.87 1.31 1.53 0.00 1.19 1.29 1.82 1.02 0.79 1.18 0.86 1.20 1.27 0.02 1.19 1.07 1.52 1.25 0.01 1.17 1.07 1.46 0.86 0.06 1.17 0.74 1.01 0.97 0.74 1.28 0.76 1.23 0.86 0.13 1.27 0.68 1.09 0.94 0.58 1.36 0.69 1.28 0.81 0.48 2.30 0.35 1.86 0.97 0.69 1.27 0.76 1.23 1.06 0.58 1.37 0.78 1.46 0.78 0.12 1.43 0.55 1.12 1.02 0.79 1.27 0.81 1.29 1.24 0.10 1.33 0.93 1.65 1.20 0.11

Apolipoprotein C-I (Apolipoprotein C1) [Cleaved into: Truncated apolipoprotein C-I]P02654 sp|P02654|APOC1_HUMAN3 3 105 1 1 1 7.93 7.93 7.21 7.29 8.39 8.47 44.5800006 44.5800006 33.7300003 33.7300003 7 7 6 7 10 10 2 5 0.55 0.00 1.27 0.43 0.69 0.97 0.70 1.27 0.76 1.23 1.13 0.43 1.52 0.74 1.71 1.75 0.02 1.44 1.21 2.53 1.11 0.29 1.29 0.86 1.43 1.46 0.04 1.40 1.04 2.04 1.74 0.01 1.36 1.27 2.37 0.36 0.09 6.79 0.05 2.41 1.41 0.53 119.34 0.01 168.87 2.21 0.79 ############# 0.00 ############# 0.60 0.51 801.32 0.00 478.78 0.77 0.58 77.00 0.01 59.02 1.23 0.80 3209.71 0.00 3956.71 0.76 0.73 2348.19 0.00 1788.05 0.86 0.58 2.20 0.39 1.88 0.87 0.18

Actin-related protein 2/3 complex subunit 2 (Arp2/3 complex 34 kDa subunit) (p34-ARC)O15144 sp|O15144|ARPC2_HUMAN3 3 105 1 1 1 9.29 10.4 13.09 14.09 12.26 13.11 23.6699998 15.0000006 18.0000007 23.6699998 7 5 7 7 9 9 9 8 0.72 0.00 1.17 0.62 0.84 0.98 0.72 1.17 0.84 1.14 0.91 0.27 1.23 0.74 1.11 0.74 0.00 1.17 0.63 0.86 0.96 0.59 1.19 0.81 1.15 0.93 0.31 1.18 0.78 1.10 0.87 0.07 1.17 0.75 1.02 0.79 0.06 1.30 0.61 1.02 1.59 0.03 1.46 1.09 2.32 0.90 0.62 1.67 0.54 1.50 0.91 0.17 1.17 0.77 1.06 0.82 0.02 1.17 0.70 0.95 0.96 0.80 1.47 0.65 1.41 0.94 0.72 1.52 0.62 1.43 1.13 0.24 1.27 0.89 1.44 1.01 0.83

Charged multivesicular body protein 2a (Chromatin-modifying protein 2a) (CHMP2a) (Putative breast adenocarcinoma marker BC-2) (Vacuolar protein sorting-associated protein 2-1) (Vps2-1) (hVps2-1)O43633 sp|O43633|CHM2A_HUMAN3 3 105 1 1 1 9.35 11.27 3.28 4.69 7.71 9 23.8700002 23.8700002 18.0199996 15.7700002 7 7 5 6 9 4 3 9 1.85 0.01 1.35 1.37 2.50 1.52 0.10 1.76 0.86 2.68 0.65 0.07 1.66 0.39 1.07 1.05 0.58 1.31 0.80 1.38 0.79 0.12 1.42 0.56 1.12 0.80 0.18 1.51 0.53 1.20 0.52 0.02 1.51 0.34 0.79 2.37 0.13 10.04 0.24 23.85 1.42 0.31 10.44 0.14 14.87 0.76 0.45 20.14 0.04 15.31 1.13 0.54 6.04 0.19 6.85 0.70 0.18 3.69 0.19 2.58 1.10 0.66 7.66 0.14 8.41 1.27 0.26 3.71 0.34 4.70 0.83 0.08 1.26 0.66 1.04 0.65 0.02

F-actin-capping protein subunit beta (CapZ beta)P47756 sp|P47756|CAPZB_HUMAN 3 3 105 1 1 1 11.38 11.62 7.35 7.48 4.99 5.09 27.0799995 27.0799995 11.5500003 9.74700004 7 7 4 3 9 9 6 5 0.95 0.45 1.15 0.83 1.10 1.03 0.64 1.16 0.89 1.20 0.93 0.33 1.18 0.79 1.10 0.84 0.03 1.15 0.73 0.97 1.02 0.72 1.16 0.88 1.19 1.00 0.99 1.21 0.83 1.21 0.95 0.40 1.15 0.82 1.09 0.85 0.33 1.56 0.54 1.33 1.37 0.03 1.28 1.07 1.75 0.68 0.16 1.97 0.34 1.33 0.82 0.44 2.03 0.40 1.67 0.93 0.74 1.85 0.50 1.73 0.81 0.43 2.08 0.39 1.68 0.84 0.58 2.46 0.34 2.07 0.98 0.83 1.44 0.68 1.41 1.01 0.90

Rho-related GTP-binding protein RhoF (Rho family GTPase Rif) (Rho in filopodia)Q9HBH0 sp|Q9HBH0|RHOF_HUMAN3 3 105 1 1 1 10.02 10.56 11.99 12.46 12.33 12.89 36.9700015 27.4899989 31.279999 36.9700015 7 5 6 7 9 8 9 9 1.67 0.00 1.23 1.36 2.05 1.66 0.00 1.26 1.32 2.09 0.57 0.03 1.58 0.36 0.90 1.01 0.92 1.22 0.82 1.23 0.64 0.00 1.22 0.53 0.78 0.94 0.47 1.22 0.77 1.15 0.48 0.05 2.08 0.23 1.00 2.38 0.00 1.20 1.99 2.84 1.29 0.01 1.19 1.08 1.54 0.99 0.96 1.67 0.59 1.65 1.13 0.12 1.18 0.96 1.33 0.76 0.01 1.19 0.64 0.91 1.07 0.57 1.35 0.80 1.45 0.96 0.76 1.42 0.67 1.36 0.76 0.02 1.25 0.61 0.95 0.56 0.00

26S proteasome non-ATPase regulatory subunit 12 (26S proteasome regulatory subunit RPN5) (26S proteasome regulatory subunit p55)O00232 sp|O00232|PSD12_HUMAN3 3 105 1 1 1 10.49 11.16 9.57 10.17 8.31 9.08 22.8100002 22.8100002 13.6000007 13.1600007 7 7 5 6 8 7 6 8 0.95 0.56 1.23 0.77 1.17 1.32 0.01 1.19 1.11 1.57 0.66 0.04 1.47 0.45 0.97 0.76 0.21 1.63 0.47 1.24 0.90 0.19 1.19 0.76 1.07 0.85 0.23 1.37 0.62 1.16 0.69 0.00 1.20 0.57 0.82 0.66 0.05 1.49 0.44 0.99 1.83 0.04 1.78 1.03 3.25 1.06 0.90 3.58 0.30 3.79 0.86 0.31 1.49 0.58 1.28 0.77 0.07 1.36 0.56 1.04 0.72 0.03 1.30 0.56 0.94 1.13 0.82 5.04 0.23 5.72 1.32 0.04 1.27 1.04 1.67 0.95 0.65

Complement component C8 gamma chainP07360 sp|P07360|CO8G_HUMAN 3 3 105 1 1 1 8.61 8.68 8.02 8.14 9.88 10.17 49.0099996 32.1799994 34.1600001 49.0099996 7 6 4 7 8 8 7 8 0.54 0.00 1.27 0.42 0.68 0.54 0.02 1.57 0.35 0.86 1.41 0.02 1.25 1.13 1.77 1.53 0.01 1.25 1.23 1.92 0.76 0.03 1.25 0.61 0.96 1.40 0.02 1.25 1.12 1.75 1.58 0.01 1.33 1.19 2.09 0.55 0.02 1.60 0.34 0.88 0.40 0.00 1.25 0.32 0.50 3.29 0.00 1.32 2.50 4.35 0.64 0.00 1.20 0.53 0.77 0.90 0.18 1.20 0.75 1.08 1.26 0.03 1.22 1.04 1.53 2.35 0.00 1.27 1.86 2.98 0.60 0.09 1.96 0.30 1.17 1.08 0.44

Ras-related C3 botulinum toxin substrate 2 (GX) (Small G protein) (p21-Rac2)P15153 sp|P15153|RAC2_HUMAN 3 3 105 1 1 1 4.31 12.63 3.97 10.38 8.14 11.06 31.7699999 31.7699999 27.0799995 27.0799995 7 7 7 6 8 4 5 8 0.40 0.07 3.53 0.11 1.40 0.69 0.17 3.56 0.19 2.45 0.71 0.31 10.59 0.07 7.48 0.68 0.16 3.55 0.19 2.43 0.57 0.11 3.60 0.16 2.05 1.04 0.80 4.92 0.21 5.12 1.14 0.59 8.97 0.13 10.22 0.74 0.33 8.68 0.09 6.47 1.59 0.15 4.01 0.40 6.36 0.98 0.88 3.96 0.25 3.88 0.63 0.14 3.95 0.16 2.47 0.98 0.90 4.01 0.24 3.94 0.89 0.49 3.96 0.23 3.54 0.87 0.42 3.96 0.22 3.45 1.19 0.35 3.90 0.31 4.65 0.52 0.10

Carcinoembryonic antigen-related cell adhesion molecule 6 (Non-specific crossreacting antigen) (Normal cross-reacting antigen) (CD antigen CD66c)P40199 sp|P40199|CEAM6_HUMAN3 3 105 1 1 1 5.43 5.63 9.71 9.85 6.65 6.81 23.5499993 16.5700004 23.5499993 18.6000004 7 5 7 5 8 7 8 8 1.77 0.04 1.62 1.09 2.86 2.35 0.04 2.13 1.10 4.99 0.55 0.16 3.32 0.17 1.82 1.08 0.46 1.45 0.75 1.56 0.75 0.30 2.40 0.31 1.81 0.89 0.79 5.13 0.17 4.58 0.57 0.07 1.94 0.29 1.10 2.40 0.00 1.32 1.81 3.17 1.15 0.35 1.45 0.79 1.68 1.05 0.78 1.51 0.69 1.58 1.08 0.48 1.33 0.81 1.44 0.79 0.05 1.25 0.63 0.99 1.21 0.31 1.59 0.76 1.93 1.21 0.47 1.96 0.62 2.38 0.90 0.85 8.08 0.11 7.26 0.82 0.56

26S protease regulatory subunit 6B (26S proteasome AAA-ATPase subunit RPT3) (MB67-interacting protein) (MIP224) (Proteasome 26S subunit ATPase 4) (Tat-binding protein 7) (TBP-7)P43686 sp|P43686|PRS6B_HUMAN 3 3 105 1 1 1 7.75 11.45 6.47 6.96 8.16 9.13 17.4600005 17.4600005 7.41600022 15.5499995 7 7 6 7 8 8 5 8 0.86 0.08 1.20 0.72 1.03 1.17 0.07 1.20 0.98 1.40 0.74 0.07 1.42 0.52 1.04 0.62 0.02 1.46 0.42 0.90 0.80 0.03 1.20 0.67 0.96 0.78 0.02 1.20 0.65 0.93 0.68 0.01 1.28 0.53 0.87 0.68 0.04 1.44 0.48 0.98 2.17 0.02 1.79 1.21 3.89 0.94 0.79 1.90 0.50 1.79 0.88 0.53 1.74 0.51 1.54 0.91 0.56 1.61 0.56 1.46 0.87 0.91 49.75 0.02 43.05 0.80 0.73 6.51 0.12 5.20 1.19 0.06 1.21 0.99 1.44 1.06 0.49

26S protease regulatory subunit 8 (26S proteasome AAA-ATPase subunit RPT6) (Proteasome 26S subunit ATPase 5) (Proteasome subunit p45) (Thyroid hormone receptor-interacting protein 1) (TRIP1) (p45/SUG)P62195 sp|P62195|PRS8_HUMAN 3 3 105 1 1 1 9.78 13.19 8.36 8.95 6.5 7.06 17.7300006 17.7300006 15.2700007 11.8199997 7 6 7 4 8 7 8 4 0.84 0.18 1.33 0.63 1.13 1.13 0.41 1.45 0.78 1.64 0.84 0.53 1.99 0.43 1.68 0.59 0.01 1.38 0.43 0.82 0.91 0.31 1.25 0.73 1.14 0.74 0.18 1.66 0.45 1.23 0.71 0.08 1.51 0.47 1.07 0.69 0.00 1.16 0.59 0.80 1.91 0.00 1.37 1.39 2.62 0.91 0.54 1.47 0.62 1.33 0.86 0.04 1.16 0.74 0.99 0.83 0.03 1.16 0.72 0.97 0.66 0.01 1.33 0.49 0.87 0.93 0.75 1.79 0.52 1.65 1.81 0.17 3.37 0.54 6.10 1.08 0.76

60S ribosomal protein L18Q07020 sp|Q07020|RL18_HUMAN 3 3 105 1 1 1 8.36 8.45 9.99 10.2 7.62 7.78 31.9099993 25 31.9099993 28.7200004 7 4 7 6 8 4 8 4 0.57 0.03 1.60 0.36 0.91 0.69 0.06 1.50 0.46 1.04 0.74 0.07 1.41 0.52 1.05 0.68 0.13 1.81 0.38 1.23 0.73 0.02 1.27 0.57 0.93 0.71 0.05 1.41 0.51 1.01 0.86 0.14 1.27 0.68 1.09 0.87 0.37 1.47 0.59 1.28 2.41 0.01 1.56 1.54 3.75 0.54 0.16 2.71 0.20 1.46 0.84 0.05 1.19 0.70 1.00 0.95 0.43 1.20 0.79 1.13 0.68 0.04 1.42 0.48 0.97 0.63 0.03 1.45 0.43 0.91 1.37 0.17 1.89 0.73 2.59 0.89 0.33

Probable cation-transporting ATPase 13A4 (EC 3.6.3.-) (P5-ATPase isoform 4)Q4VNC1 sp|Q4VNC1|AT134_HUMAN3 3 105 1 1 1 13.24 14.37 7.54 7.99 4.94 5.6 6.85599968 6.85599968 3.92999984 2.17400007 7 7 6 2 8 6 5 8 1.04 0.81 1.51 0.69 1.57 1.62 0.10 1.87 0.87 3.04 0.88 0.55 1.69 0.52 1.48 1.16 0.20 1.29 0.90 1.50 0.58 0.01 1.39 0.41 0.80 0.92 0.71 1.71 0.54 1.57 0.68 0.15 1.77 0.38 1.21 1.72 0.01 1.26 1.36 2.17 1.37 0.04 1.32 1.04 1.80 0.95 0.64 1.39 0.68 1.32 1.08 0.39 1.26 0.85 1.36 0.86 0.15 1.28 0.67 1.10 0.92 0.32 1.26 0.73 1.16 1.12 0.22 1.26 0.89 1.42 0.90 0.21 1.21 0.74 1.09 0.67 0.01

Acid sphingomyelinase-like phosphodiesterase 3b (ASM-like phosphodiesterase 3b) (EC 3.1.4.-)Q92485 sp|Q92485|ASM3B_HUMAN3 3 105 1 1 1 4.2 4.45 11.24 11.56 7.13 7.31 20.6599996 11.6499998 20.6599996 9.66999978 7 3 7 5 8 3 7 8 1.46 0.07 1.58 0.92 2.31 1.29 0.17 1.68 0.77 2.17 0.77 0.16 1.68 0.46 1.30 1.26 0.10 1.42 0.89 1.79 0.80 0.11 1.42 0.57 1.14 0.75 0.07 1.42 0.53 1.06 0.88 0.24 1.42 0.62 1.24 1.66 0.00 1.17 1.41 1.94 1.01 0.93 1.28 0.79 1.29 1.00 0.98 1.18 0.85 1.17 1.28 0.01 1.17 1.10 1.50 1.09 0.30 1.22 0.90 1.33 0.97 0.62 1.17 0.83 1.13 1.48 0.00 1.19 1.24 1.77 0.82 0.14 1.36 0.60 1.12 0.92 0.35

ADP-ribosylation factor 4P18085 sp|P18085|ARF4_HUMAN 3 3 105 1 1 1 10.5 10.7 2.82 6.41 12.08 12.45 43.8899994 39.4400001 31.1100006 43.8899994 7 7 6 7 7 7 3 5 1.19 0.09 1.26 0.95 1.51 1.16 0.13 1.26 0.92 1.47 1.16 0.21 1.35 0.86 1.57 1.06 0.59 1.38 0.77 1.47 1.24 0.06 1.26 0.99 1.57 1.42 0.43 3.36 0.42 4.77 1.11 0.35 1.35 0.82 1.51 1.19 0.36 4.11 0.29 4.89 1.13 0.48 4.04 0.28 4.55 0.86 0.52 7.97 0.11 6.85 1.20 0.46 7.89 0.15 9.46 1.40 0.20 4.09 0.34 5.71 0.91 0.53 4.01 0.23 3.64 0.74 0.36 11.37 0.06 8.39 1.03 0.94 4.72 0.22 4.88 0.71 0.22

Dynamin-2 (EC 3.6.5.5)P50570 sp|P50570|DYN2_HUMAN 3 3 105 1 1 1 13.52 14.64 2.22 2.92 7.06 8.61 9.76999998 9.76999998 2.41400003 4.25300002 7 7 2 3 7 7 3 5 1.16 0.06 1.17 0.99 1.35 0.71 0.00 1.16 0.62 0.83 0.99 0.83 1.16 0.85 1.14 0.95 0.46 1.16 0.82 1.11 1.10 0.18 1.16 0.95 1.27 0.98 0.79 1.23 0.80 1.20 1.02 0.80 1.19 0.86 1.21 0.93 0.49 1.46 0.64 1.35 0.96 0.70 1.46 0.66 1.40 1.24 0.13 1.46 0.85 1.81 1.11 0.36 1.46 0.76 1.62 1.08 0.47 1.46 0.74 1.58 1.12 0.74 3.59 0.31 4.01 1.15 0.49 2.07 0.56 2.39 1.06 0.50 1.26 0.84 1.33 1.16 0.16

Spectrin beta chain, non-erythrocytic 1 (Beta-II spectrin) (Fodrin beta chain) (Spectrin, non-erythroid beta chain 1)Q01082 sp|Q01082|SPTB2_HUMAN 3 3 105 1 1 1 12.13 16.55 14.75 18.39 5.48 8.39 4.146 2.87599992 4.146 1.523 7 6 7 3 7 7 7 4 0.99 0.84 1.18 0.83 1.17 1.63 0.00 1.21 1.35 1.96 0.91 0.43 1.31 0.70 1.19 0.83 0.19 1.37 0.60 1.13 0.76 0.10 1.41 0.54 1.07 0.79 0.01 1.19 0.66 0.93 0.84 0.06 1.20 0.69 1.01 1.07 0.51 1.25 0.85 1.33 1.17 0.26 1.37 0.86 1.61 0.84 0.44 1.70 0.49 1.42 0.93 0.40 1.20 0.78 1.12 1.14 0.28 1.30 0.87 1.48 0.95 0.72 1.38 0.69 1.31 0.88 0.59 1.77 0.50 1.55 1.70 0.07 1.89 0.90 3.20 1.19 0.52

Caveolin-1 Q03135 sp|Q03135|CAV1_HUMAN 3 3 105 1 1 1 9.79 10 7.08 7.23 5.15 5.38 40.4500008 26.3999999 40.4500008 12.9199997 7 6 7 3 7 7 6 6 1.23 0.03 1.20 1.03 1.48 2.12 0.00 1.20 1.77 2.53 0.40 0.00 1.64 0.24 0.65 0.84 0.05 1.20 0.70 1.00 0.56 0.00 1.19 0.47 0.66 0.58 0.00 1.32 0.44 0.76 0.35 0.00 1.39 0.25 0.49 2.62 0.00 1.50 1.74 3.94 1.64 0.01 1.33 1.24 2.17 0.80 0.53 2.69 0.30 2.15 1.20 0.12 1.31 0.91 1.58 0.66 0.02 1.32 0.50 0.87 0.86 0.44 1.74 0.49 1.49 0.83 0.28 1.59 0.52 1.31 1.01 0.95 1.56 0.65 1.57 0.69 0.05

Acid ceramidase (AC) (ACDase) (Acid CDase) (EC 3.5.1.23) (Acylsphingosine deacylase) (N-acylsphingosine amidohydrolase) (Putative 32 kDa heart protein) (PHP32) [Cleaved into: Acid ceramidase subunit alpha; Acid ceramidase subunit beta]Q13510 sp|Q13510|ASAH1_HUMAN3 3 105 1 1 1 9.27 9.71 9.89 10.27 5.39 5.73 17.4700007 17.4700007 16.9599995 9.36700031 7 6 7 3 7 4 7 6 0.98 0.75 1.26 0.78 1.22 1.03 0.71 1.26 0.82 1.29 0.78 0.04 1.25 0.62 0.98 0.62 0.06 1.68 0.37 1.04 1.50 0.01 1.26 1.19 1.89 0.60 0.01 1.36 0.44 0.81 0.77 0.24 1.76 0.44 1.36 0.76 0.01 1.20 0.64 0.91 2.28 0.00 1.20 1.91 2.73 0.63 0.02 1.40 0.45 0.88 0.65 0.03 1.44 0.45 0.94 0.66 0.00 1.20 0.55 0.79 0.74 0.02 1.24 0.60 0.93 0.57 0.03 1.59 0.36 0.91 1.28 0.05 1.28 1.00 1.64 1.15 0.21

Serine/threonine-protein kinase TAO1 (EC 2.7.11.1) (Kinase from chicken homolog B) (hKFC-B) (MARK Kinase) (MARKK) (Prostate-derived sterile 20-like kinase 2) (PSK-2) (PSK2) (Prostate-derived STE20-like kinase 2) (Thousand and one amino acid protein kinase 1) (TAOK1) (hTAOK1)Q7L7X3 sp|Q7L7X3|TAOK1_HUMAN3 3 105 1 1 1 7.35 8.28 14.14 15.02 7.51 8.88 9.09100026 5.89400008 9.09100026 6.39400035 7 5 7 5 7 3 7 2 1.35 0.20 3.51 0.39 4.74 1.27 0.25 3.51 0.36 4.46 0.93 0.85 39.61 0.02 36.87 1.25 0.27 3.51 0.36 4.39 1.30 0.42 13.25 0.10 17.17 0.85 0.35 3.51 0.24 2.99 0.83 0.39 5.35 0.15 4.43 1.42 0.00 1.20 1.19 1.71 0.94 0.40 1.18 0.80 1.11 1.05 0.78 1.58 0.67 1.66 1.24 0.02 1.17 1.05 1.45 1.03 0.65 1.17 0.88 1.21 1.08 0.51 1.30 0.82 1.40 1.04 0.72 1.31 0.79 1.37 1.06 0.87 27.22 0.04 28.77 0.89 0.84

Pyridoxal kinase (EC 2.7.1.35) (Pyridoxine kinase)O00764 sp|O00764|PDXK_HUMAN 3 3 105 1 1 1 12.07 12.21 7.57 7.74 8.73 8.85 25 25 16.99 22.1200004 7 7 4 5 6 6 4 3 1.39 0.01 1.22 1.14 1.69 0.71 0.02 1.31 0.54 0.92 1.41 0.05 1.42 0.99 2.00 1.08 0.34 1.21 0.89 1.31 1.15 0.24 1.30 0.88 1.50 1.19 0.04 1.17 1.01 1.39 1.07 0.33 1.18 0.91 1.26 1.16 0.35 1.70 0.68 1.98 0.72 0.10 1.65 0.43 1.18 0.85 0.66 4.05 0.21 3.42 0.94 0.64 1.67 0.56 1.57 1.05 0.60 1.42 0.74 1.50 1.02 0.96 3.73 0.27 3.79 0.89 0.75 3.63 0.25 3.24 1.15 0.76 85.51 0.01 98.39 0.60 0.48

AP-1 complex subunit gamma-1 (Adapter-related protein complex 1 subunit gamma-1) (Adaptor protein complex AP-1 subunit gamma-1) (Clathrin assembly protein complex 1 gamma-1 large chain) (Gamma1-adaptin) (Golgi adaptor HA1/AP1 adaptin subunit gamma-1)O43747 sp|O43747|AP1G1_HUMAN3 3 105 1 1 1 11.92 12.6 3.65 4.67 8.05 9.3 10.3399999 10.3399999 3.89299989 6.44799992 7 7 2 5 6 6 2 6 0.85 0.57 2.23 0.38 1.89 0.76 0.04 1.27 0.60 0.97 0.97 0.67 1.27 0.76 1.23 1.15 0.21 1.31 0.87 1.50 1.06 0.69 1.52 0.70 1.61 0.82 0.23 1.51 0.55 1.24 1.04 0.76 1.43 0.73 1.48 0.89 0.47 3.63 0.25 3.24 1.09 0.55 3.68 0.30 4.02 1.26 0.27 3.67 0.34 4.61 1.28 0.25 3.66 0.35 4.68 1.14 0.42 3.67 0.31 4.19 1.03 0.82 3.69 0.28 3.80 1.08 0.66 4.74 0.23 5.10 1.11 0.18 1.20 0.93 1.33 1.00 0.98

Complement component C6P13671 sp|P13671|CO6_HUMAN 3 3 105 1 1 1 5.93 6.57 3.82 4.1 9.1 10.37 8.99399966 8.99399966 4.28300016 7.06600025 7 7 3 5 6 6 2 6 0.43 0.01 1.52 0.28 0.65 0.69 0.10 1.61 0.43 1.12 1.76 0.00 1.25 1.40 2.20 1.70 0.01 1.38 1.24 2.35 0.81 0.03 1.20 0.67 0.97 1.56 0.00 1.20 1.30 1.88 1.41 0.01 1.21 1.16 1.71 0.52 0.17 9.14 0.06 4.77 0.33 0.07 4.23 0.08 1.40 2.31 0.14 11.60 0.20 26.74 0.70 0.32 11.19 0.06 7.88 0.69 0.19 4.18 0.16 2.88 0.91 0.88 649.77 0.00 589.17 2.25 0.09 4.19 0.54 9.43 0.73 0.01 1.23 0.59 0.90 0.96 0.66

Signal transducer and activator of transcription 1-alpha/beta (Transcription factor ISGF-3 components p91/p84)P42224 sp|P42224|STAT1_HUMAN 3 3 105 1 1 1 7.69 8.45 3.65 4.28 6.15 7.24 10.0000002 10.0000002 2.80000009 8.5330002 7 7 2 6 6 5 3 6 0.80 0.03 1.20 0.67 0.96 0.64 0.03 1.45 0.44 0.93 1.09 0.51 1.39 0.78 1.51 1.05 0.67 1.32 0.79 1.38 0.98 0.79 1.25 0.79 1.22 1.32 0.02 1.23 1.07 1.63 1.13 0.19 1.25 0.91 1.41 0.69 0.16 2.07 0.33 1.42 0.71 0.06 1.46 0.49 1.04 1.21 0.16 1.46 0.83 1.76 0.89 0.33 1.46 0.61 1.30 1.05 0.66 1.46 0.72 1.53 0.97 0.86 1.95 0.50 1.89 1.98 0.09 2.61 0.76 5.16 0.78 0.05 1.29 0.61 1.01 0.99 0.97

CD81 antigen (26 kDa cell surface protein TAPA-1) (Target of the antiproliferative antibody 1) (Tetraspanin-28) (Tspan-28) (CD antigen CD81)P60033 sp|P60033|CD81_HUMAN 3 3 105 1 1 1 5.25 5.36 3.35 3.45 2.47 2.54 18.22 18.22 18.22 15.2500004 7 7 4 5 6 6 6 5 1.16 0.23 1.39 0.84 1.61 1.72 0.02 1.49 1.15 2.56 1.12 0.61 1.94 0.58 2.18 1.33 0.03 1.26 1.06 1.68 1.10 0.59 1.65 0.67 1.81 0.99 0.89 1.26 0.79 1.24 1.13 0.46 1.56 0.72 1.75 1.59 0.10 1.98 0.80 3.15 0.93 0.54 1.55 0.60 1.44 1.19 0.77 9.42 0.13 11.20 1.20 0.16 1.43 0.84 1.71 1.01 0.93 1.43 0.71 1.44 1.55 0.40 5.77 0.27 8.93 1.23 0.48 2.84 0.43 3.50 0.77 0.20 1.83 0.42 1.40 1.01 0.94

Ubiquitin-conjugating enzyme E2 variant 3 (UEV-3) (EV and lactate/malate dehydrogenase domain-containing protein)Q8IX04 sp|Q8IX04|UEVLD_HUMAN 3 3 105 1 1 1 7.92 8.43 11.62 12.03 4.36 5.05 18.8999996 9.97899994 18.8999996 6.58200011 7 4 7 4 6 6 6 6 2.11 0.04 1.98 1.07 4.17 1.43 0.06 1.48 0.96 2.12 0.54 0.02 1.53 0.35 0.82 1.06 0.56 1.42 0.75 1.50 0.66 0.04 1.42 0.46 0.93 0.90 0.48 1.66 0.54 1.50 0.57 0.02 1.46 0.39 0.83 2.62 0.01 1.79 1.46 4.70 1.27 0.14 1.42 0.89 1.81 0.76 0.24 1.70 0.45 1.29 1.00 0.98 1.19 0.84 1.19 0.87 0.22 1.30 0.67 1.12 1.17 0.27 1.39 0.85 1.63 0.92 0.60 1.45 0.63 1.34 0.80 0.06 1.27 0.63 1.02 0.60 0.04

Copine-2 (Copine II)Q96FN4 sp|Q96FN4|CPNE2_HUMAN3 3 105 1 1 1 13.67 14.26 6.19 6.8 8.69 9.23 13.6899993 13.6899993 5.8389999 8.57700035 7 7 4 5 6 5 4 6 1.50 0.01 1.27 1.19 1.90 1.52 0.04 1.45 1.05 2.21 1.28 0.12 1.44 0.89 1.85 1.12 0.22 1.27 0.88 1.42 1.08 0.39 1.26 0.85 1.36 1.22 0.27 1.60 0.77 1.95 0.95 0.53 1.26 0.75 1.20 1.05 0.65 1.51 0.70 1.59 0.97 0.79 1.51 0.64 1.47 0.59 0.07 1.92 0.31 1.14 1.06 0.59 1.51 0.70 1.61 1.28 0.12 1.51 0.85 1.94 1.10 0.44 1.51 0.72 1.66 0.94 0.69 1.76 0.54 1.66 0.95 0.66 1.43 0.66 1.36 0.73 0.03

Calcium-binding protein 39 (MO25alpha) (Protein Mo25)Q9Y376 sp|Q9Y376|CAB39_HUMAN3 3 105 1 1 1 12.41 12.99 11.14 11.59 10.28 11.02 21.9899997 21.9899997 14.6599993 17.8900003 7 7 5 5 6 4 6 2 1.47 0.02 1.34 1.10 1.97 1.11 0.26 1.28 0.87 1.42 0.79 0.26 1.70 0.46 1.35 1.17 0.13 1.27 0.92 1.50 1.31 0.04 1.27 1.03 1.67 0.98 0.82 1.35 0.72 1.32 1.04 0.70 1.39 0.75 1.45 1.30 0.23 1.68 0.78 2.19 0.92 0.76 1.98 0.46 1.83 1.00 0.99 1.70 0.59 1.71 1.20 0.36 1.64 0.73 1.97 1.11 0.19 1.20 0.92 1.34 1.05 0.55 1.26 0.84 1.32 1.00 1.00 3.24 0.31 3.24 1.32 0.22 3.52 0.37 4.63 1.00 0.99

Alcohol dehydrogenase class 4 mu/sigma chain (EC 1.1.1.1) (Alcohol dehydrogenase class IV mu/sigma chain) (Gastric alcohol dehydrogenase) (Retinol dehydrogenase)P40394 sp|P40394|ADH7_HUMAN 3 3 105 1 1 1 11.09 11.8 2.12 2.24 4.86 5.11 18.1299999 18.1299999 2.59099994 6.73599988 7 7 1 3 5 5 2 4 1.00 1.00 1.34 0.75 1.34 0.42 0.00 1.40 0.30 0.60 1.47 0.00 1.20 1.22 1.77 0.55 0.00 1.21 0.45 0.66 1.80 0.00 1.27 1.42 2.28 1.06 0.84 2.13 0.50 2.26 2.05 0.02 1.65 1.24 3.39 1.02 0.88 3.72 0.27 3.80 0.63 0.52 535.92 0.00 336.12 1.41 0.19 3.72 0.38 5.25 0.90 0.49 3.76 0.24 3.38 1.15 0.41 3.73 0.31 4.28 0.90 0.50 3.76 0.24 3.38 0.72 0.92 ############# 0.00 ############# 0.72 0.19 3.61 0.20 2.60 2.81 0.16

Dedicator of cytokinesis protein 2Q92608 sp|Q92608|DOCK2_HUMAN3 3 105 1 1 1 8 10.76 8.68 12.32 5.17 8 3.77000012 3.22399996 3.77000012 1.85800009 7 5 7 3 5 5 4 3 0.62 0.00 1.24 0.50 0.78 0.84 0.37 1.64 0.51 1.37 0.87 0.16 1.26 0.69 1.09 0.88 0.17 1.24 0.71 1.09 1.01 0.90 1.23 0.82 1.25 0.95 0.77 1.59 0.60 1.51 0.97 0.69 1.23 0.79 1.19 0.80 0.13 1.42 0.56 1.13 1.59 0.05 1.58 1.01 2.51 0.98 0.93 1.89 0.52 1.85 0.82 0.08 1.27 0.65 1.04 0.75 0.07 1.39 0.54 1.04 0.88 0.53 1.76 0.50 1.55 1.11 0.60 1.77 0.63 1.96 0.85 0.25 1.55 0.55 1.31 0.87 0.39

Vacuolar protein sorting-associated protein 37B (hVps37B) (ESCRT-I complex subunit VPS37B)Q9H9H4 sp|Q9H9H4|VP37B_HUMAN3 3 105 1 1 1 9.05 9.29 7.24 7.28 9.44 9.65 36.8400008 28.0699998 18.2500005 36.8400008 7 7 4 7 5 5 4 5 1.40 0.11 1.62 0.86 2.27 1.38 0.02 1.26 1.10 1.73 0.86 0.12 1.26 0.68 1.08 1.16 0.51 1.92 0.61 2.24 1.07 0.44 1.26 0.85 1.34 0.96 0.65 1.26 0.77 1.21 0.76 0.13 1.54 0.49 1.17 1.59 0.05 1.58 1.00 2.52 0.95 0.67 1.43 0.66 1.36 1.05 0.85 2.06 0.51 2.17 1.04 0.61 1.25 0.83 1.30 0.83 0.08 1.25 0.66 1.04 0.99 0.91 1.25 0.79 1.24 1.15 0.29 1.40 0.82 1.61 1.07 0.41 1.25 0.85 1.34 0.88 0.36

Brain-specific angiogenesis inhibitor 1-associated protein 2-like protein 1 (BAI1-associated protein 2-like protein 1) (Insulin receptor tyrosine kinase substrate)Q9UHR4 sp|Q9UHR4|BI2L1_HUMAN 3 3 105 1 1 1 7.04 8.37 3.02 3.51 2.62 3.28 16.0500005 16.0500005 6.84899986 3.71799991 7 7 3 1 5 2 2 5 1.01 0.93 3.69 0.27 3.73 1.13 0.45 3.71 0.30 4.19 0.88 0.43 3.67 0.24 3.23 0.97 0.79 3.68 0.26 3.55 1.02 0.88 3.68 0.28 3.76 1.32 0.22 3.69 0.36 4.88 1.17 0.37 3.68 0.32 4.29 1.10 0.72 13.66 0.08 15.02 0.84 0.32 3.52 0.24 2.94 0.85 0.40 4.49 0.19 3.82 1.25 0.26 3.52 0.36 4.42 1.24 0.28 3.53 0.35 4.37 1.20 0.32 3.53 0.34 4.22 0.81 0.28 3.53 0.23 2.85 1.15 0.56 8.07 0.14 9.25 0.90 0.78

Ig lambda chain V-II region BURP01708 sp|P01708|LV205_HUMAN 3 3 105 1 1 1 3.64 6.28 4 7.2 2.17 5.62 39.4499987 39.4499987 32.1099997 22.0200002 7 7 6 4 4 4 3 4 0.52 0.03 1.64 0.32 0.85 0.61 0.25 3.80 0.16 2.32 1.52 0.08 1.73 0.88 2.64 1.74 0.33 6.32 0.27 10.98 0.66 0.25 3.02 0.22 2.00 1.45 0.06 1.49 0.97 2.16 1.32 0.32 2.48 0.53 3.26 1.35 0.23 4.23 0.32 5.72 0.58 0.13 4.07 0.14 2.37 2.11 0.13 6.90 0.31 14.53 0.57 0.40 179.80 0.00 102.10 0.83 0.35 4.09 0.20 3.41 2.84 0.11 10.16 0.28 28.86 1.41 0.59 333.14 0.00 469.08 0.49 0.39 625.46 0.00 306.83 1.53 0.16

Programmed cell death protein 10 (Cerebral cavernous malformations 3 protein) (TF-1 cell apoptosis-related protein 15)Q9BUL8 sp|Q9BUL8|PDC10_HUMAN3 3 105 1 1 1 5.02 5.58 4.62 5.38 4.5 5.4 28.7699997 28.7699997 9.43399966 9.43399966 7 7 2 2 4 4 3 4 1.11 0.49 1.74 0.64 1.94 1.06 0.56 1.46 0.73 1.55 0.75 0.26 2.24 0.33 1.68 1.12 0.32 1.46 0.77 1.64 1.25 0.41 2.53 0.49 3.17 0.81 0.21 1.66 0.49 1.34 0.90 0.34 1.46 0.61 1.31 1.20 0.19 1.48 0.81 1.77 0.90 0.52 1.81 0.50 1.62 0.73 0.43 3.94 0.19 2.88 1.01 0.89 1.44 0.70 1.46 1.01 0.93 1.45 0.70 1.46 0.97 0.88 1.92 0.51 1.87 1.09 0.79 3.43 0.32 3.74 1.20 0.15 1.42 0.85 1.71 0.92 0.40

40S ribosomal protein S9P46781 sp|P46781|RS9_HUMAN 3 3 105 1 1 1 7.18 7.33 6.66 6.99 10.91 11.4 22.1599996 18.0399999 12.37 22.1599996 6 5 3 6 16 5 5 16 0.60 0.01 1.28 0.47 0.77 0.76 0.03 1.25 0.61 0.95 0.75 0.03 1.25 0.60 0.93 0.71 0.02 1.25 0.57 0.89 0.90 0.23 1.25 0.72 1.12 0.78 0.04 1.26 0.62 0.98 1.14 0.17 1.25 0.91 1.42 0.62 0.03 1.46 0.42 0.90 2.65 0.01 1.46 1.82 3.86 0.52 0.02 1.47 0.35 0.76 1.00 0.97 1.46 0.68 1.45 1.02 0.86 1.46 0.70 1.49 0.66 0.04 1.46 0.45 0.96 0.64 0.10 1.92 0.33 1.22 1.47 0.00 1.18 1.24 1.73 1.19 0.19

Serum paraoxonase/arylesterase 1 (PON 1) (EC 3.1.1.2) (EC 3.1.1.81) (EC 3.1.8.1) (Aromatic esterase 1) (A-esterase 1) (K-45) (Serum aryldialkylphosphatase 1)P27169 sp|P27169|PON1_HUMAN 3 3 105 1 1 1 5.44 5.67 11.11 11.56 11.89 12.35 25.9200007 7.60599971 21.4100003 25.9200007 6 3 5 6 14 5 6 14 0.35 0.02 2.12 0.16 0.74 0.44 0.05 2.24 0.20 0.98 1.22 0.37 1.83 0.67 2.23 2.12 0.00 1.31 1.62 2.79 0.83 0.16 1.39 0.59 1.15 2.09 0.00 1.31 1.59 2.75 1.71 0.01 1.28 1.33 2.19 0.43 0.13 3.39 0.13 1.46 0.66 0.06 1.56 0.42 1.03 4.58 0.00 1.27 3.60 5.84 0.67 0.02 1.36 0.49 0.90 0.67 0.04 1.43 0.47 0.96 0.84 0.34 1.58 0.53 1.32 1.52 0.00 1.20 1.26 1.83 0.58 0.00 1.30 0.44 0.75 0.53 0.03

Proteasome subunit beta type-3 (EC 3.4.25.1) (Proteasome chain 13) (Proteasome component C10-II) (Proteasome theta chain)P49720 sp|P49720|PSB3_HUMAN 3 3 105 1 1 1 3.28 3.42 7.9 8.28 8.8 9.04 33.1699997 23.4099999 33.1699997 28.7800014 6 4 6 5 14 4 12 14 0.56 0.01 1.35 0.42 0.76 1.91 0.03 1.73 1.10 3.31 0.80 0.36 1.97 0.40 1.56 0.46 0.00 1.37 0.34 0.63 0.79 0.08 1.35 0.58 1.06 0.73 0.05 1.35 0.54 0.99 0.61 0.06 1.73 0.35 1.05 0.65 0.02 1.38 0.47 0.90 2.13 0.01 1.68 1.27 3.59 1.09 0.75 1.89 0.58 2.05 0.69 0.00 1.21 0.57 0.83 0.77 0.01 1.18 0.66 0.91 0.81 0.09 1.30 0.62 1.05 0.89 0.47 1.47 0.61 1.31 2.02 0.00 1.28 1.58 2.58 0.60 0.03

BPI fold-containing family A member 1 (Lung-specific protein X) (Nasopharyngeal carcinoma-related protein) (Palate lung and nasal epithelium clone protein) (Secretory protein in upper respiratory tracts) (Tracheal epithelium-enriched protein) (Von Ebner protein Hl)Q9NP55 sp|Q9NP55|PLUNC_HUMAN3 3 105 1 1 1 7.96 8.47 6.06 6.55 9.66 10.29 26.9499987 21.48 13.6700004 26.9499987 6 4 3 6 14 6 5 14 0.62 0.22 2.69 0.23 1.65 0.55 0.02 1.55 0.35 0.85 0.87 0.52 1.88 0.46 1.63 0.60 0.39 5.10 0.12 3.05 1.51 0.10 1.73 0.87 2.61 0.60 0.30 3.69 0.16 2.21 1.27 0.06 1.31 0.98 1.67 0.71 0.07 1.49 0.48 1.06 0.93 0.67 1.88 0.49 1.74 0.49 0.12 3.27 0.15 1.60 0.27 0.01 1.51 0.18 0.41 1.06 0.54 1.45 0.74 1.54 2.11 0.05 2.06 1.02 4.34 0.81 0.14 1.47 0.55 1.19 2.13 0.04 2.05 1.04 4.37 0.31 0.09

26S proteasome non-ATPase regulatory subunit 11 (26S proteasome regulatory subunit RPN6) (26S proteasome regulatory subunit S9) (26S proteasome regulatory subunit p44.5)O00231 sp|O00231|PSD11_HUMAN3 3 105 1 1 1 10.23 11.86 10.47 11.73 9.71 10.74 18.4799999 18.4799999 15.3999999 16.3499996 6 6 6 6 11 6 7 11 0.96 0.62 1.21 0.80 1.16 1.20 0.21 1.40 0.86 1.68 0.89 0.16 1.20 0.74 1.07 0.72 0.03 1.33 0.54 0.95 0.94 0.44 1.21 0.78 1.14 0.81 0.05 1.24 0.66 1.01 0.75 0.01 1.21 0.62 0.91 0.72 0.02 1.29 0.56 0.92 1.80 0.01 1.47 1.22 2.64 0.71 0.15 1.69 0.42 1.19 0.87 0.09 1.18 0.74 1.03 1.02 0.91 1.59 0.64 1.63 0.80 0.04 1.23 0.65 0.98 0.76 0.16 1.52 0.50 1.16 1.36 0.02 1.26 1.07 1.71 0.97 0.62

Integrin alpha-L (CD11 antigen-like family member A) (Leukocyte adhesion glycoprotein LFA-1 alpha chain) (LFA-1A) (Leukocyte function-associated molecule 1 alpha chain) (CD antigen CD11a)P20701 sp|P20701|ITAL_HUMAN 3 3 105 1 1 1 10.38 11.78 6.62 7.96 8.1 9.37 5.98299988 5.12799993 4.95700017 5.98299988 6 6 4 6 11 7 4 11 0.57 0.00 1.27 0.45 0.73 0.87 0.13 1.23 0.71 1.07 1.18 0.07 1.21 0.98 1.43 1.50 0.01 1.24 1.21 1.87 1.18 0.08 1.21 0.97 1.43 1.04 0.61 1.24 0.84 1.29 1.83 0.00 1.21 1.51 2.22 0.85 0.23 1.49 0.57 1.27 0.75 0.17 1.83 0.41 1.37 1.17 0.24 1.49 0.78 1.74 0.90 0.37 1.50 0.60 1.34 1.15 0.28 1.50 0.77 1.72 1.28 0.11 1.49 0.86 1.91 1.03 0.91 3.22 0.32 3.34 0.83 0.02 1.16 0.71 0.96 1.15 0.09

26S proteasome non-ATPase regulatory subunit 6 (26S proteasome regulatory subunit RPN7) (26S proteasome regulatory subunit S10) (Breast cancer-associated protein SGA-113M) (Phosphonoformate immuno-associated protein 4) (Proteasome regulatory particle subunit p44S10) (p42A)Q15008 sp|Q15008|PSMD6_HUMAN3 3 105 1 1 1 12.12 12.42 10.2 10.71 10.07 11.06 16.7099997 16.4499998 16.7099997 12.6000002 6 6 6 5 9 7 7 9 0.99 0.92 1.28 0.78 1.27 1.40 0.00 1.17 1.20 1.64 0.78 0.18 1.52 0.51 1.18 0.58 0.02 1.54 0.38 0.90 0.91 0.18 1.17 0.78 1.06 0.74 0.04 1.32 0.56 0.98 0.76 0.03 1.26 0.60 0.97 0.62 0.03 1.47 0.42 0.91 2.17 0.00 1.36 1.59 2.96 0.91 0.71 1.90 0.48 1.73 0.76 0.02 1.21 0.63 0.92 0.80 0.03 1.21 0.66 0.97 0.68 0.06 1.50 0.45 1.02 0.88 0.71 2.54 0.35 2.22 1.53 0.01 1.26 1.21 1.92 0.91 0.32

Bifunctional ATP-dependent dihydroxyacetone kinase/FAD-AMP lyase (cyclizing) [Includes: ATP-dependent dihydroxyacetone kinase (DHA kinase) (EC 2.7.1.28) (EC 2.7.1.29) (Glycerone kinase) (Triokinase) (Triose kinase); FAD-AMP lyase (cyclizing) (EC 4.6.1.15) (FAD-AMP lyase (cyclic FMN forming)) (FMN cyclase)]Q3LXA3 sp|Q3LXA3|DHAK_HUMAN 3 3 105 1 1 1 8.01 9.02 11.15 11.81 9.21 9.86 18.2600007 12.8700003 18.2600007 17.0399994 6 4 6 6 9 6 8 9 1.49 0.07 1.61 0.93 2.40 0.71 0.13 1.72 0.41 1.22 1.30 0.22 1.72 0.75 2.23 1.28 0.09 1.38 0.93 1.76 1.13 0.40 1.47 0.77 1.65 1.25 0.18 1.50 0.83 1.88 1.16 0.13 1.25 0.92 1.45 1.06 0.70 1.44 0.74 1.53 0.86 0.10 1.20 0.72 1.04 1.06 0.68 1.40 0.76 1.48 1.29 0.01 1.20 1.08 1.55 1.33 0.02 1.25 1.06 1.66 1.18 0.06 1.20 0.99 1.42 0.88 0.35 1.37 0.64 1.20 0.87 0.25 1.33 0.65 1.15 1.04 0.60

Unconventional myosin-If (Myosin-Ie)O00160 sp|O00160|MYO1F_HUMAN3 3 105 1 1 1 7.99 9.98 9.35 10.53 9.11 12.3 5.46399988 5.37299998 5.46399988 5.19100018 6 5 6 5 8 2 6 8 0.65 0.27 12.44 0.05 8.05 0.57 0.16 5.99 0.09 3.41 0.93 0.63 4.35 0.21 4.03 1.04 0.80 4.27 0.24 4.43 1.25 0.60 47.73 0.03 59.55 0.81 0.61 45.21 0.02 36.56 1.04 0.92 57.14 0.02 59.43 0.92 0.39 1.29 0.71 1.18 1.09 0.53 1.41 0.77 1.53 1.38 0.17 1.69 0.81 2.33 0.98 0.77 1.21 0.81 1.18 0.88 0.14 1.21 0.73 1.06 0.83 0.05 1.21 0.69 1.00 1.31 0.16 1.53 0.85 2.00 1.11 0.46 1.42 0.78 1.57 1.28 0.11

Niemann-Pick C1 proteinO15118 sp|O15118|NPC1_HUMAN 3 3 105 1 1 1 11.19 12.19 8.39 9.08 2.42 3.09 4.06900011 4.06900011 3.20799984 1.72099993 6 6 5 2 8 8 5 2 1.00 0.96 1.17 0.86 1.17 2.57 0.00 1.41 1.82 3.63 0.84 0.19 1.33 0.63 1.12 0.99 0.94 1.38 0.72 1.36 1.56 0.02 1.37 1.14 2.13 0.99 0.94 1.33 0.74 1.32 0.65 0.14 1.89 0.34 1.22 2.01 0.00 1.28 1.57 2.56 0.94 0.51 1.30 0.72 1.22 0.77 0.09 1.40 0.55 1.08 0.99 0.92 1.28 0.78 1.27 0.94 0.47 1.27 0.74 1.20 1.40 0.02 1.28 1.10 1.79 0.78 0.65 4.81 0.16 3.75 0.91 0.53 3.75 0.24 3.41 1.20 0.34

Polyadenylate-binding protein 1 (PABP-1) (Poly(A)-binding protein 1)P11940 sp|P11940|PABP1_HUMAN 3 3 105 1 1 1 9.37 10.21 10.52 11.14 7.93 9.09 10.8499996 10.8499996 10.6899999 8.3329998 6 5 6 5 8 8 6 4 0.75 0.08 1.39 0.54 1.05 0.93 0.49 1.28 0.73 1.19 1.01 0.84 1.18 0.86 1.19 0.82 0.18 1.39 0.59 1.14 1.25 0.02 1.18 1.06 1.48 1.02 0.81 1.18 0.86 1.20 1.16 0.07 1.18 0.98 1.37 0.87 0.12 1.21 0.72 1.06 1.40 0.00 1.19 1.17 1.67 0.95 0.73 1.46 0.65 1.38 1.02 0.73 1.17 0.87 1.20 1.37 0.02 1.25 1.10 1.72 0.97 0.64 1.17 0.83 1.14 1.26 0.01 1.17 1.08 1.49 0.78 0.12 1.49 0.52 1.17 1.76 0.03

UMP-CMP kinase (EC 2.7.4.14) (Deoxycytidylate kinase) (CK) (dCMP kinase) (Nucleoside-diphosphate kinase) (EC 2.7.4.6) (Uridine monophosphate/cytidine monophosphate kinase) (UMP/CMP kinase) (UMP/CMPK)P30085 sp|P30085|KCY_HUMAN 3 3 105 1 1 1 9.65 10.12 7.66 7.96 7.58 8.1 35.1999998 35.1999998 18.8800007 18.8800007 6 6 4 4 8 8 5 7 1.01 0.89 1.25 0.81 1.27 0.58 0.00 1.21 0.48 0.70 1.22 0.08 1.27 0.96 1.55 0.91 0.39 1.32 0.69 1.20 1.52 0.01 1.24 1.23 1.88 1.03 0.77 1.25 0.82 1.29 1.66 0.00 1.21 1.37 2.02 0.94 0.47 1.28 0.73 1.20 0.66 0.01 1.28 0.51 0.84 0.77 0.33 2.07 0.37 1.59 0.94 0.46 1.28 0.73 1.20 1.95 0.04 1.85 1.05 3.62 0.89 0.32 1.39 0.64 1.23 0.82 0.29 1.63 0.51 1.34 1.12 0.44 1.66 0.67 1.86 1.23 0.40

40S ribosomal protein S5 [Cleaved into: 40S ribosomal protein S5, N-terminally processed]P46782 sp|P46782|RS5_HUMAN 3 3 105 1 1 1 6.85 7.16 4.02 4.17 3.63 3.89 22.0599994 22.0599994 13.73 17.6499993 6 6 3 4 8 8 3 6 0.59 0.03 1.57 0.38 0.93 0.67 0.05 1.50 0.44 1.00 0.90 0.49 1.53 0.59 1.38 0.62 0.03 1.47 0.42 0.91 0.93 0.40 1.28 0.72 1.19 1.11 0.66 2.01 0.55 2.25 0.84 0.17 1.35 0.62 1.14 0.63 0.36 40.27 0.02 25.56 2.29 0.22 42.46 0.05 97.15 0.54 0.37 185.87 0.00 100.01 0.85 0.42 4.79 0.18 4.09 0.86 0.42 4.58 0.19 3.92 0.63 0.31 21.37 0.03 13.51 0.55 0.26 24.56 0.02 13.55 1.53 0.16 4.17 0.37 6.39 1.07 0.64

Serine/threonine-protein phosphatase PP1-beta catalytic subunit (PP-1B) (PPP1CD) (EC 3.1.3.16) (EC 3.1.3.53)P62140 sp|P62140|PP1B_HUMAN 3 3 105 1 1 1 8.65 9.06 6.97 7.23 8.93 9.4 20.8000004 15.2899995 17.1299994 20.8000004 6 4 5 6 8 8 6 6 1.04 0.79 1.39 0.74 1.44 0.98 0.89 1.37 0.72 1.34 0.90 0.25 1.23 0.73 1.11 0.93 0.41 1.24 0.75 1.15 1.08 0.50 1.32 0.82 1.42 0.96 0.57 1.17 0.83 1.12 1.16 0.22 1.31 0.89 1.51 1.09 0.32 1.27 0.86 1.39 0.97 0.74 1.27 0.76 1.24 1.04 0.78 1.48 0.70 1.54 1.29 0.04 1.27 1.02 1.64 1.22 0.22 1.52 0.81 1.85 0.85 0.64 2.81 0.30 2.37 0.96 0.81 1.57 0.62 1.51 1.08 0.38 1.23 0.87 1.33 0.95 0.52

Serine/threonine-protein kinase 24 (EC 2.7.11.1) (Mammalian STE20-like protein kinase 3) (MST-3) (STE20-like kinase MST3) [Cleaved into: Serine/threonine-protein kinase 24 36 kDa subunit (Mammalian STE20-like protein kinase 3 N-terminal) (MST3/N); Serine/threonine-protein kinase 24 12 kDa subunit (Mammalian STE20-like protein kinase 3 C-terminal) (MST3/C)]Q9Y6E0 sp|Q9Y6E0|STK24_HUMAN 3 3 105 1 1 1 4.81 5.34 12 12.68 4.88 5.65 14.9000004 10.1599999 14.9000004 12.4200001 6 5 6 3 8 2 8 4 1.01 0.94 5.30 0.19 5.36 0.96 0.74 3.72 0.26 3.55 1.26 0.27 3.77 0.33 4.74 1.01 0.94 3.78 0.27 3.81 1.34 0.22 3.75 0.36 5.03 1.02 0.86 3.78 0.27 3.87 1.12 0.47 3.78 0.30 4.24 1.25 0.01 1.17 1.07 1.46 0.80 0.01 1.17 0.68 0.93 1.16 0.29 1.38 0.84 1.60 1.22 0.02 1.17 1.04 1.42 1.08 0.24 1.17 0.93 1.27 1.03 0.73 1.25 0.83 1.29 1.16 0.48 1.63 0.71 1.89 1.13 0.58 2.28 0.50 2.58 0.96 0.69

PDZ domain-containing protein GIPC1 (GAIP C-terminus-interacting protein) (RGS-GAIP-interacting protein) (RGS19-interacting protein 1) (Tax interaction protein 2) (TIP-2)O14908 sp|O14908|GIPC1_HUMAN 3 3 105 1 1 1 10.75 11.43 4.09 4.27 5.99 6.31 21.6199994 21.6199994 7.80799985 12.9099995 6 6 2 3 7 7 4 6 1.33 0.07 1.37 0.97 1.82 1.48 0.02 1.37 1.08 2.03 0.95 0.63 1.28 0.74 1.22 1.05 0.52 1.18 0.89 1.23 0.99 0.83 1.18 0.84 1.16 1.01 0.94 1.24 0.81 1.25 0.96 0.76 1.37 0.70 1.32 2.01 0.10 4.14 0.49 8.33 0.96 0.78 4.15 0.23 3.99 0.77 0.33 6.57 0.12 5.08 1.20 0.35 4.17 0.29 5.02 1.08 0.63 4.15 0.26 4.47 1.12 0.49 4.10 0.27 4.60 1.06 0.70 4.12 0.26 4.36 1.23 0.13 1.44 0.85 1.78 0.98 0.91

Calpain-5 (EC 3.4.22.-) (Calpain htra-3) (New calpain 3) (nCL-3)O15484 sp|O15484|CAN5_HUMAN 3 3 105 1 1 1 10.57 11.29 10.05 10.43 5.98 6.51 12.6599997 10.4699999 12.6599997 9.06300023 6 6 6 4 7 7 4 3 1.10 0.58 1.48 0.74 1.63 1.07 0.51 1.25 0.85 1.33 1.16 0.10 1.21 0.96 1.41 0.71 0.04 1.39 0.51 0.99 1.37 0.03 1.32 1.04 1.81 0.76 0.03 1.26 0.61 0.96 1.04 0.56 1.16 0.90 1.20 0.93 0.75 1.92 0.49 1.78 0.85 0.11 1.25 0.68 1.07 0.69 0.12 1.72 0.40 1.18 1.10 0.28 1.25 0.88 1.38 1.45 0.07 1.51 0.96 2.20 0.78 0.12 1.44 0.54 1.13 0.77 0.30 1.92 0.40 1.48 1.30 0.54 41.12 0.03 53.37 0.69 0.52

Syntaxin-11 O75558 sp|O75558|STX11_HUMAN 3 3 105 1 1 1 4.99 5.48 10.74 11.01 1.52 1.88 25.4400015 11.8500002 25.4400015 7.66599998 6 3 6 2 7 5 7 2 1.34 0.03 1.26 1.07 1.68 1.67 0.01 1.28 1.30 2.13 0.78 0.04 1.26 0.62 0.98 1.02 0.80 1.26 0.81 1.28 0.73 0.03 1.30 0.56 0.94 0.87 0.18 1.28 0.68 1.12 0.98 0.78 1.26 0.78 1.23 1.94 0.00 1.25 1.55 2.43 1.07 0.41 1.21 0.88 1.30 1.13 0.10 1.17 0.97 1.32 1.06 0.36 1.17 0.91 1.24 1.26 0.19 1.49 0.85 1.88 1.26 0.03 1.21 1.04 1.52 1.11 0.40 1.33 0.83 1.47 0.82 0.30 3.53 0.23 2.91 0.64 0.42

Glutamine synthetase (GS) (EC 6.3.1.2) (Glutamate decarboxylase) (EC 4.1.1.15) (Glutamate--ammonia ligase)P15104 sp|P15104|GLNA_HUMAN 3 3 105 1 1 1 11.97 12.39 9.02 9.46 3.85 4.59 18.5000002 18.5000002 11.2599999 6.43400028 6 6 4 3 7 7 7 6 0.71 0.16 1.74 0.41 1.24 1.18 0.30 1.46 0.81 1.72 0.96 0.56 1.21 0.79 1.16 1.03 0.88 1.62 0.63 1.67 0.81 0.07 1.27 0.64 1.03 1.25 0.45 2.08 0.60 2.60 0.99 0.86 1.21 0.81 1.20 1.10 0.44 1.41 0.78 1.55 1.46 0.12 1.76 0.83 2.56 1.17 0.41 1.69 0.69 1.97 0.97 0.75 1.27 0.77 1.23 1.12 0.52 1.65 0.68 1.85 1.16 0.54 2.02 0.57 2.35 1.62 0.03 1.48 1.09 2.40 0.76 0.08 1.42 0.54 1.08 1.97 0.03

Receptor-type tyrosine-protein phosphatase eta (Protein-tyrosine phosphatase eta) (R-PTP-eta) (EC 3.1.3.48) (Density-enhanced phosphatase 1) (DEP-1) (HPTP eta) (Protein-tyrosine phosphatase receptor type J) (R-PTP-J) (CD antigen CD148)Q12913 sp|Q12913|PTPRJ_HUMAN 3 3 105 1 1 1 12.33 14.6 12.14 14.3 4.44 6.54 5.98400012 5.90899997 5.98400012 1.94499996 6 6 6 2 7 6 6 7 1.75 0.00 1.17 1.50 2.04 1.56 0.01 1.27 1.23 1.99 0.73 0.03 1.31 0.56 0.96 1.08 0.25 1.16 0.93 1.25 0.86 0.06 1.18 0.73 1.01 0.87 0.06 1.17 0.74 1.01 0.87 0.21 1.29 0.67 1.12 1.71 0.00 1.26 1.35 2.16 1.21 0.06 1.22 0.99 1.47 0.95 0.74 1.50 0.63 1.42 0.95 0.44 1.17 0.81 1.11 0.83 0.02 1.16 0.72 0.97 1.07 0.29 1.16 0.92 1.24 0.99 0.91 1.27 0.78 1.25 1.18 0.22 1.49 0.79 1.75 0.65 0.30

E3 ubiquitin-protein ligase HUWE1 (EC 6.3.2.-) (ARF-binding protein 1) (ARF-BP1) (HECT, UBA and WWE domain-containing protein 1) (Homologous to E6AP carboxyl terminus homologous protein 9) (HectH9) (Large structure of UREB1) (LASU1) (Mcl-1 ubiquitin ligase E3) (Mule) (Upstream regulatory element-binding protein 1) (URE-B1) (URE-binding protein 1)Q7Z6Z7 sp|Q7Z6Z7|HUWE1_HUMAN3 3 105 1 1 1 5.16 8.14 10.61 12.66 7.91 9.18 2.33200006 0.98310001 2.33200006 1.578 6 3 6 4 7 2 6 7 0.87 0.40 3.68 0.24 3.19 1.46 0.26 7.83 0.19 11.44 0.90 0.49 3.68 0.24 3.31 1.03 0.95 164.94 0.01 170.11 1.10 0.51 3.65 0.30 4.03 0.90 0.48 3.67 0.24 3.30 1.02 0.98 211.71 0.00 215.01 0.81 0.09 1.31 0.61 1.06 1.36 0.03 1.31 1.04 1.79 1.06 0.82 1.88 0.56 1.99 0.96 0.61 1.20 0.80 1.16 0.95 0.53 1.22 0.78 1.17 0.97 0.88 1.75 0.55 1.69 0.96 0.95 4.91 0.20 4.71 1.05 0.66 1.41 0.75 1.49 1.21 0.28

ATP-dependent RNA helicase DDX1 (EC 3.6.4.13) (DEAD box protein 1) (DEAD box protein retinoblastoma) (DBP-RB)Q92499 sp|Q92499|DDX1_HUMAN 3 3 105 1 1 1 3.99 4.58 7.52 8.74 5.66 6.88 11.0799998 5.67599982 9.8650001 11.0799998 6 4 6 5 7 2 6 7 0.95 0.76 4.68 0.20 4.47 0.59 0.14 4.77 0.12 2.81 0.92 0.62 4.70 0.20 4.32 0.71 0.22 4.72 0.15 3.35 0.94 0.68 4.76 0.20 4.45 0.75 0.34 8.84 0.08 6.64 1.43 0.44 41.99 0.03 60.11 1.04 0.78 1.37 0.76 1.42 1.42 0.00 1.19 1.20 1.68 1.08 0.68 1.59 0.68 1.72 1.00 1.00 1.18 0.85 1.18 1.07 0.35 1.18 0.91 1.26 1.17 0.33 1.46 0.80 1.71 1.15 0.39 1.45 0.79 1.67 0.99 0.94 1.28 0.77 1.27 1.00 0.97

Ubiquitin thioesterase OTUB1 (EC 3.4.19.12) (Deubiquitinating enzyme OTUB1) (OTU domain-containing ubiquitin aldehyde-binding protein 1) (Otubain-1) (hOTU1) (Ubiquitin-specific-processing protease OTUB1)Q96FW1 sp|Q96FW1|OTUB1_HUMAN3 3 105 1 1 1 9.4 9.54 8.19 8.25 7.33 7.49 25.4599989 25.4599989 19.19 19.19 6 6 4 4 7 6 6 7 1.36 0.01 1.21 1.12 1.64 0.50 0.00 1.29 0.39 0.64 0.92 0.29 1.20 0.77 1.11 1.01 0.85 1.20 0.84 1.22 1.36 0.01 1.20 1.13 1.63 0.95 0.52 1.20 0.79 1.15 1.39 0.01 1.20 1.15 1.67 1.03 0.70 1.25 0.82 1.29 0.79 0.05 1.25 0.63 1.00 0.94 0.77 1.78 0.53 1.68 1.03 0.74 1.25 0.82 1.28 1.28 0.04 1.25 1.02 1.61 0.93 0.43 1.26 0.74 1.18 0.95 0.96 35.57 0.03 33.64 0.75 0.09 1.45 0.51 1.08 1.13 0.26

Protein kinase C and casein kinase substrate in neurons protein 3 (SH3 domain-containing protein 6511)Q9UKS6 sp|Q9UKS6|PACN3_HUMAN3 3 105 1 1 1 8.47 8.97 12.59 13.29 6.44 6.77 17.2199994 13.9200002 17.2199994 7.54700005 6 5 6 3 7 7 7 7 1.61 0.12 2.04 0.79 3.28 1.35 0.07 1.42 0.95 1.92 0.66 0.14 1.90 0.35 1.26 0.84 0.17 1.36 0.62 1.14 0.75 0.11 1.50 0.50 1.13 1.12 0.65 2.05 0.55 2.29 0.50 0.02 1.64 0.30 0.82 1.92 0.00 1.44 1.34 2.76 0.94 0.56 1.27 0.74 1.20 1.10 0.55 1.43 0.77 1.57 1.05 0.62 1.25 0.84 1.31 0.89 0.08 1.15 0.77 1.02 0.99 0.89 1.26 0.78 1.24 1.16 0.50 1.68 0.69 1.95 0.99 0.87 1.25 0.79 1.24 0.76 0.13

Unconventional myosin-VI (Unconventional myosin-6)Q9UM54 sp|Q9UM54|MYO6_HUMAN3 3 105 1 1 1 10.29 12.73 4.51 5.89 4.21 5.93 6.18200004 6.18200004 1.932 2.54999995 6 6 2 2 7 7 4 6 1.63 0.01 1.39 1.18 2.27 1.32 0.10 1.43 0.92 1.88 0.81 0.17 1.39 0.59 1.13 0.88 0.34 1.38 0.64 1.21 0.83 0.04 1.19 0.70 0.98 0.82 0.14 1.34 0.61 1.10 0.78 0.01 1.18 0.66 0.92 2.24 0.01 1.42 1.58 3.17 1.17 0.20 1.42 0.82 1.66 0.81 0.32 2.05 0.39 1.65 1.10 0.51 1.65 0.67 1.81 1.13 0.26 1.42 0.80 1.60 0.95 0.61 1.43 0.66 1.36 1.11 0.52 1.82 0.61 2.02 1.22 0.64 56.93 0.02 69.47 0.70 0.35

Calpain-7 (EC 3.4.22.-) (PalB homolog) (PalBH)Q9Y6W3 sp|Q9Y6W3|CAN7_HUMAN3 3 105 1 1 1 8.72 10.57 3.63 4.41 4.92 5.88 6.39600009 6.39600009 2.70600002 2.33699996 6 6 2 2 7 6 3 7 1.75 0.01 1.47 1.19 2.58 1.31 0.01 1.18 1.10 1.54 0.85 0.13 1.26 0.68 1.07 0.99 0.86 1.17 0.84 1.16 0.92 0.41 1.26 0.73 1.16 0.93 0.25 1.17 0.79 1.08 0.77 0.05 1.31 0.59 1.01 2.53 0.20 49.24 0.05 124.52 0.96 0.78 4.57 0.21 4.37 0.70 0.46 54.82 0.01 38.13 1.10 0.70 9.81 0.11 10.75 0.86 0.42 4.57 0.19 3.91 1.05 0.73 4.57 0.23 4.82 1.21 0.35 4.56 0.27 5.54 0.96 0.71 1.56 0.61 1.50 0.80 0.17

Flotillin-1 O75955 sp|O75955|FLOT1_HUMAN 3 3 105 1 1 1 9.61 10.26 10.97 11.67 7.68 8.53 17.5600007 12.6499996 17.5600007 11.9400002 6 5 6 4 6 5 5 6 1.35 0.09 1.47 0.92 1.99 1.43 0.06 1.47 0.97 2.10 0.91 0.50 1.40 0.65 1.28 0.89 0.20 1.24 0.72 1.10 1.01 0.88 1.24 0.82 1.25 0.88 0.30 1.35 0.65 1.19 0.89 0.22 1.24 0.72 1.11 1.41 0.12 1.62 0.87 2.28 0.97 0.73 1.26 0.77 1.22 0.92 0.35 1.25 0.74 1.15 1.20 0.21 1.41 0.85 1.69 1.24 0.33 1.71 0.72 2.11 1.45 0.21 2.01 0.72 2.91 1.35 0.16 1.64 0.83 2.22 1.34 0.04 1.30 1.03 1.75 1.09 0.50

Activator of 90 kDa heat shock protein ATPase homolog 1 (AHA1) (p38)O95433 sp|O95433|AHSA1_HUMAN3 3 105 1 1 1 4 4.4 7.2 7.73 3.4 3.78 15.6800002 9.17199999 15.6800002 9.17199999 6 3 6 4 6 5 6 6 2.14 0.16 12.06 0.18 25.81 0.64 0.53 600.26 0.00 381.61 1.11 0.54 4.35 0.25 4.82 1.09 0.61 4.43 0.25 4.81 1.33 0.22 3.60 0.37 4.77 1.03 0.90 7.23 0.14 7.42 1.26 0.39 7.86 0.16 9.88 1.02 0.89 1.38 0.74 1.40 0.86 0.14 1.26 0.68 1.09 0.84 0.10 1.27 0.66 1.06 1.26 0.05 1.26 0.99 1.59 1.26 0.05 1.26 1.00 1.60 1.05 0.64 1.32 0.79 1.38 0.92 0.59 1.52 0.61 1.40 0.88 0.41 3.51 0.25 3.08 0.91 0.53

Protein S100-A6 (Calcyclin) (Growth factor-inducible protein 2A9) (MLN 4) (Prolactin receptor-associated protein) (PRA) (S100 calcium-binding protein A6)P06703 sp|P06703|S10A6_HUMAN 3 3 105 1 1 1 4.12 4.49 3.59 3.76 3.59 3.87 24.4399995 24.4399995 16.6700006 16.6700006 6 6 5 4 6 4 4 6 1.32 0.08 1.43 0.92 1.89 1.60 0.06 1.67 0.96 2.67 0.99 0.96 2.51 0.39 2.48 1.09 0.54 1.66 0.66 1.81 1.66 0.08 1.91 0.87 3.18 1.18 0.32 1.75 0.68 2.07 1.31 0.26 2.11 0.62 2.77 1.23 0.28 3.52 0.35 4.32 0.85 0.51 7.66 0.11 6.54 0.49 0.16 9.91 0.05 4.86 1.02 0.94 12.52 0.08 12.75 1.13 0.66 15.44 0.07 17.51 0.82 0.42 6.82 0.12 5.62 0.58 0.17 6.45 0.09 3.74 1.42 0.18 3.65 0.39 5.19 1.12 0.62

Complement C1s subcomponent (EC 3.4.21.42) (C1 esterase) (Complement component 1 subcomponent s) [Cleaved into: Complement C1s subcomponent heavy chain; Complement C1s subcomponent light chain]P09871 sp|P09871|C1S_HUMAN 3 3 105 1 1 1 8.7 8.99 4.55 4.72 4.58 4.74 13.3699998 13.3699998 3.34299989 3.48800011 6 6 3 3 6 6 3 5 0.26 0.03 2.81 0.09 0.74 0.41 0.06 2.69 0.15 1.09 1.31 0.07 1.35 0.97 1.77 1.66 0.02 1.38 1.21 2.28 0.62 0.02 1.40 0.44 0.87 1.11 0.31 1.30 0.85 1.44 1.28 0.22 1.67 0.77 2.13 0.46 0.07 2.48 0.19 1.15 0.38 0.06 2.77 0.14 1.07 3.25 0.01 1.45 2.25 4.70 0.58 0.06 1.77 0.33 1.03 0.67 0.04 1.44 0.47 0.97 1.03 0.75 1.44 0.71 1.49 5.19 0.00 1.45 3.59 7.50 0.46 0.01 1.46 0.31 0.67 0.66 0.06

Delta-aminolevulinic acid dehydratase (ALADH) (EC 4.2.1.24) (Porphobilinogen synthase)P13716 sp|P13716|HEM2_HUMAN 3 3 105 1 1 1 9.68 10.25 9.19 9.37 9.34 9.69 23.0299994 16.6700006 23.0299994 19.6999997 6 5 6 5 6 6 4 6 1.07 0.57 1.33 0.81 1.42 1.55 0.00 1.22 1.27 1.90 0.95 0.71 1.37 0.70 1.31 0.98 0.77 1.19 0.82 1.17 0.82 0.03 1.19 0.69 0.98 1.18 0.05 1.19 1.00 1.40 0.92 0.74 1.87 0.49 1.72 1.09 0.35 1.27 0.85 1.39 1.22 0.34 1.73 0.70 2.11 1.33 0.25 1.88 0.71 2.49 1.14 0.47 1.64 0.69 1.87 0.90 0.30 1.30 0.69 1.17 1.00 1.00 1.40 0.71 1.40 1.42 0.49 4.08 0.35 5.77 0.83 0.09 1.28 0.65 1.06 1.32 0.25

Phosphatidylethanolamine-binding protein 1 (PEBP-1) (HCNPpp) (Neuropolypeptide h3) (Prostatic-binding protein) (Raf kinase inhibitor protein) (RKIP) [Cleaved into: Hippocampal cholinergic neurostimulating peptide (HCNP)]P30086 sp|P30086|PEBP1_HUMAN 3 3 105 1 1 1 10.66 10.89 11.61 11.72 3.67 3.85 31.5499991 28.3399999 31.5499991 11.7600001 6 5 6 2 6 6 6 4 1.74 0.00 1.21 1.43 2.11 1.31 0.03 1.26 1.03 1.65 0.83 0.13 1.30 0.64 1.08 1.27 0.06 1.29 0.98 1.64 1.26 0.01 1.18 1.07 1.48 0.85 0.05 1.18 0.72 1.00 0.90 0.16 1.18 0.76 1.06 1.32 0.01 1.18 1.12 1.56 0.88 0.12 1.19 0.74 1.05 0.99 0.84 1.18 0.84 1.16 1.23 0.02 1.18 1.04 1.45 1.12 0.14 1.18 0.95 1.32 1.18 0.28 1.41 0.84 1.66 0.98 0.82 1.25 0.79 1.22 1.35 0.20 3.57 0.38 4.83 0.88 0.63

60S ribosomal protein L13a (23 kDa highly basic protein)P40429 sp|P40429|RL13A_HUMAN 3 3 105 1 1 1 4.22 4.44 6.51 6.6 1.66 1.79 27.5900006 7.38900006 27.5900006 6.89700022 6 2 6 2 6 6 5 3 0.50 0.00 1.23 0.41 0.61 0.56 0.00 1.24 0.45 0.69 0.61 0.01 1.32 0.47 0.81 0.65 0.00 1.22 0.53 0.79 0.73 0.01 1.21 0.60 0.89 0.61 0.00 1.21 0.51 0.74 1.07 0.38 1.21 0.88 1.30 0.65 0.02 1.37 0.47 0.88 2.32 0.00 1.39 1.67 3.22 0.91 0.54 1.51 0.60 1.37 0.78 0.15 1.47 0.53 1.14 0.72 0.01 1.20 0.60 0.86 0.82 0.15 1.37 0.59 1.12 1.00 0.98 1.72 0.58 1.72 1.65 0.12 3.55 0.46 5.86 0.81 0.28

Dipeptidyl peptidase 1 (EC 3.4.14.1) (Cathepsin C) (Cathepsin J) (Dipeptidyl peptidase I) (DPP-I) (DPPI) (Dipeptidyl transferase) [Cleaved into: Dipeptidyl peptidase 1 exclusion domain chain (Dipeptidyl peptidase I exclusion domain chain); Dipeptidyl peptidase 1 heavy chain (Dipeptidyl peptidase I heavy chain); Dipeptidyl peptidase 1 light chain (Dipeptidyl peptidase I light chain)]P53634 sp|P53634|CATC_HUMAN 3 3 105 1 1 1 8.28 8.47 4.57 4.68 2.42 2.71 11.6599999 11.6599999 6.69500008 2.59199999 6 6 3 2 6 6 3 2 0.79 0.19 1.51 0.52 1.19 1.06 0.44 1.18 0.89 1.25 1.19 0.07 1.21 0.98 1.44 1.05 0.63 1.28 0.82 1.35 1.65 0.00 1.28 1.29 2.11 1.44 0.02 1.31 1.10 1.89 0.88 0.28 1.29 0.68 1.14 1.02 0.86 3.52 0.29 3.60 0.81 0.29 3.52 0.23 2.87 1.09 0.81 27.97 0.04 30.38 1.11 0.49 3.53 0.31 3.91 0.95 0.71 3.53 0.27 3.36 1.22 0.64 55.37 0.02 67.56 1.15 0.72 46.66 0.02 53.72 1.61 0.33 31.44 0.05 50.59 2.02 0.15

Alpha/beta hydrolase domain-containing protein 14B (Abhydrolase domain-containing protein 14B) (EC 3.-.-.-) (CCG1-interacting factor B)Q96IU4 sp|Q96IU4|ABHEB_HUMAN3 3 105 1 1 1 7.35 7.59 6 6.23 4.01 4.14 22.3800004 22.3800004 15.7100007 10.9499998 6 6 4 2 6 6 6 5 1.83 0.03 1.61 1.13 2.96 0.73 0.05 1.36 0.54 0.99 1.04 0.85 1.79 0.58 1.86 0.98 0.88 1.48 0.66 1.45 1.50 0.01 1.29 1.16 1.93 0.95 0.76 1.65 0.58 1.56 1.46 0.02 1.29 1.13 1.89 1.10 0.40 1.45 0.75 1.59 0.96 0.66 1.46 0.66 1.39 0.66 0.26 3.15 0.21 2.07 0.94 0.58 1.46 0.65 1.38 1.41 0.06 1.46 0.97 2.05 0.84 0.18 1.46 0.57 1.22 0.57 0.02 1.46 0.39 0.83 0.79 0.49 19.17 0.04 15.13 1.43 0.20

CD2-associated protein (Adapter protein CMS) (Cas ligand with multiple SH3 domains)Q9Y5K6 sp|Q9Y5K6|CD2AP_HUMAN3 3 105 1 1 1 9.04 11.47 5.28 6.09 2.94 4.67 11.8900001 11.8900001 7.5120002 4.69500013 6 6 4 3 6 6 2 2 1.31 0.02 1.24 1.05 1.62 1.45 0.01 1.28 1.13 1.87 0.80 0.11 1.33 0.60 1.07 1.06 0.42 1.17 0.90 1.24 0.74 0.00 1.17 0.63 0.87 0.90 0.29 1.26 0.71 1.13 0.67 0.01 1.28 0.52 0.85 1.81 0.24 21.15 0.09 38.35 1.27 0.54 30.40 0.04 38.48 0.99 0.99 27.82 0.04 27.67 1.13 0.50 4.71 0.24 5.32 1.07 0.67 4.71 0.23 5.06 1.28 0.29 4.67 0.27 6.00 1.30 0.53 41.92 0.03 54.61 1.03 0.82 3.66 0.28 3.77 0.63 0.14

AP-2 complex subunit alpha-1 (100 kDa coated vesicle protein A) (Adapter-related protein complex 2 subunit alpha-1) (Adaptor protein complex AP-2 subunit alpha-1) (Alpha-adaptin A) (Alpha1-adaptin) (Clathrin assembly protein complex 2 alpha-A large chain) (Plasma membrane adaptor HA2/AP2 adaptin alpha A subunit)O95782 sp|O95782|AP2A1_HUMAN3 3 105 1 1 1 4 5.28 3.66 7.83 3.27 8.83 7.57400021 2.25200001 5.62900007 7.57400021 6 2 4 6 5 3 2 5 0.90 0.62 7.20 0.12 6.47 1.14 0.44 4.00 0.29 4.58 0.89 0.52 4.73 0.19 4.21 0.79 0.33 5.39 0.15 4.26 0.92 0.58 3.97 0.23 3.65 0.79 0.27 3.93 0.20 3.11 0.88 0.46 3.98 0.22 3.52 1.18 0.46 6.58 0.18 7.80 1.39 0.35 12.64 0.11 17.59 0.87 0.42 4.10 0.21 3.56 1.09 0.61 4.83 0.23 5.28 1.24 0.37 6.13 0.20 7.61 0.82 0.37 4.99 0.16 4.11 0.95 0.84 11.09 0.09 10.57 0.98 0.87 3.82 0.26 3.73 1.09 0.71

Corticosteroid-binding globulin (CBG) (Serpin A6) (Transcortin)P08185 sp|P08185|CBG_HUMAN 3 3 105 1 1 1 9.6 10.35 5.32 5.58 3.92 4.23 16.0500005 16.0500005 10.3699997 14.0699998 6 6 4 5 5 4 5 3 1.47 0.04 1.43 1.02 2.10 0.43 0.08 2.84 0.15 1.23 1.24 0.09 1.33 0.94 1.64 1.86 0.00 1.28 1.45 2.39 0.94 0.48 1.28 0.73 1.20 1.20 0.12 1.32 0.92 1.58 1.41 0.04 1.39 1.02 1.97 0.68 0.05 1.47 0.46 0.99 0.61 0.15 2.26 0.27 1.38 1.92 0.00 1.30 1.48 2.49 0.97 0.76 1.30 0.75 1.26 0.84 0.12 1.30 0.65 1.09 1.05 0.64 1.33 0.79 1.39 1.69 0.01 1.29 1.30 2.18 0.68 0.20 4.84 0.14 3.27 0.82 0.43

Ras-related protein Ral-AP11233 sp|P11233|RALA_HUMAN 3 3 105 1 1 1 7.47 8.52 4.81 6.19 6.11 7.26 29.6099991 29.6099991 25.729999 24.2699996 6 6 5 5 5 4 2 5 1.23 0.32 1.98 0.62 2.43 1.31 0.12 1.56 0.84 2.05 1.08 0.57 1.62 0.67 1.74 1.12 0.51 1.83 0.61 2.05 0.88 0.25 1.42 0.62 1.25 0.98 0.80 1.42 0.69 1.39 0.93 0.45 1.43 0.65 1.32 1.54 0.18 4.99 0.31 7.67 1.05 0.81 8.53 0.12 8.99 1.01 0.99 245.60 0.00 247.47 1.37 0.21 3.94 0.35 5.40 1.04 0.79 3.95 0.26 4.09 0.91 0.56 4.22 0.22 3.84 0.67 0.20 5.27 0.13 3.55 1.08 0.59 3.66 0.30 3.95 0.68 0.36

Myristoylated alanine-rich C-kinase substrate (MARCKS) (Protein kinase C substrate, 80 kDa protein, light chain) (80K-L protein) (PKCSL)P29966 sp|P29966|MARCS_HUMAN3 3 105 1 1 1 9.9 9.92 5.65 5.69 7.4 7.44 30.4199994 30.4199994 24.4000003 28.3100009 6 6 5 6 5 4 5 3 1.63 0.03 1.47 1.11 2.39 1.17 0.23 1.47 0.79 1.71 0.96 0.68 1.47 0.65 1.41 0.77 0.27 2.08 0.37 1.61 0.96 0.72 1.47 0.66 1.42 0.71 0.12 1.76 0.40 1.25 1.04 0.69 1.47 0.71 1.53 1.21 0.29 1.59 0.76 1.91 0.99 0.95 1.29 0.77 1.28 0.74 0.36 2.40 0.31 1.78 1.28 0.05 1.29 0.99 1.65 1.40 0.02 1.29 1.08 1.81 1.09 0.53 1.50 0.73 1.64 0.98 0.92 1.64 0.60 1.62 1.59 0.26 13.63 0.12 21.73 0.67 0.17

CD151 antigen (GP27) (Membrane glycoprotein SFA-1) (Platelet-endothelial tetraspan antigen 3) (PETA-3) (Tetraspanin-24) (Tspan-24) (CD antigen CD151)P48509 sp|P48509|CD151_HUMAN 3 3 105 1 1 1 6.67 6.89 5.67 6.36 4.75 4.98 13.0400002 10.6700003 13.0400002 7.50999972 6 4 6 3 5 5 3 3 1.00 0.99 1.84 0.54 1.84 1.40 0.04 1.36 1.03 1.91 0.99 0.93 1.32 0.75 1.31 1.09 0.65 1.60 0.68 1.74 0.78 0.05 1.27 0.61 0.99 1.41 0.13 1.65 0.86 2.34 0.86 0.29 1.41 0.61 1.22 1.15 0.42 1.82 0.63 2.10 0.64 0.04 1.51 0.42 0.96 1.14 0.39 1.69 0.68 1.93 0.99 0.95 2.56 0.38 2.53 0.99 0.93 1.52 0.65 1.50 1.74 0.09 2.19 0.79 3.81 1.44 0.87 4656.06 0.00 6694.35 0.74 0.20 1.99 0.37 1.47 0.68 0.06

Ras-related protein Rap-2bP61225 sp|P61225|RAP2B_HUMAN 3 3 105 1 1 1 8.03 10.88 4.21 6.37 6.2 7.48 33.3299995 33.3299995 19.1300005 23.4999999 6 6 4 5 5 2 3 5 1.15 0.40 3.54 0.32 4.07 1.13 0.44 3.56 0.32 4.02 0.76 0.22 3.55 0.21 2.69 0.94 0.65 3.56 0.26 3.35 0.81 0.28 3.56 0.23 2.88 0.67 0.16 3.57 0.19 2.39 0.73 0.50 58.34 0.01 42.43 1.09 0.74 13.12 0.08 14.33 1.48 0.37 27.52 0.05 40.67 1.98 0.55 21496.40 0.00 42455.64 1.13 0.62 9.34 0.12 10.54 0.91 0.53 3.89 0.23 3.53 1.30 0.25 3.89 0.33 5.06 0.95 0.86 22.03 0.04 20.84 0.96 0.68 1.42 0.68 1.36 0.82 0.14

40S ribosomal protein S18 (Ke-3) (Ke3)P62269 sp|P62269|RS18_HUMAN 3 3 105 1 1 1 4.41 4.73 5.38 6.29 4.44 5.21 25 15.7900006 25 17.7599996 6 3 4 6 5 4 5 5 0.65 0.03 1.41 0.46 0.92 0.48 0.00 1.26 0.38 0.60 0.64 0.12 1.96 0.33 1.25 0.71 0.10 1.57 0.45 1.12 1.10 0.30 1.26 0.87 1.38 0.79 0.24 1.68 0.47 1.33 1.03 0.72 1.27 0.81 1.30 0.70 0.01 1.22 0.57 0.85 2.44 0.00 1.41 1.73 3.43 0.74 0.22 1.77 0.42 1.32 0.98 0.73 1.20 0.81 1.17 0.91 0.21 1.20 0.75 1.09 0.90 0.19 1.20 0.75 1.08 0.80 0.03 1.22 0.65 0.97 1.28 0.05 1.27 1.01 1.63 1.24 0.27

ATP-dependent RNA helicase A (RHA) (EC 3.6.4.13) (DEAH box protein 9) (Leukophysin) (LKP) (Nuclear DNA helicase II) (NDH II)Q08211 sp|Q08211|DHX9_HUMAN 3 3 105 1 1 1 4.05 4.74 3.89 4.87 4.5 5.57 5.27600013 2.67699994 1.96899995 5.27600013 6 2 2 6 5 3 3 5 0.64 0.14 3.57 0.18 2.27 0.64 0.14 3.54 0.18 2.26 0.94 0.85 37.41 0.02 34.98 0.88 0.81 207.65 0.00 182.57 0.89 0.52 4.97 0.18 4.42 0.99 0.97 33.78 0.03 33.40 0.96 0.77 3.56 0.27 3.43 0.89 0.82 148.85 0.01 132.48 1.07 0.94 2916.61 0.00 3110.09 1.57 0.38 46.74 0.03 73.38 0.82 0.63 49.36 0.02 40.30 1.05 0.81 6.95 0.15 7.28 1.02 0.96 53.20 0.02 54.18 1.51 0.56 521.29 0.00 786.34 0.56 0.29 5.64 0.10 3.16 1.19 0.34

Syntaxin-7 O15400 sp|O15400|STX7_HUMAN 3 3 105 1 1 1 3.7 3.83 9.89 9.95 2.12 2.21 33.7199986 22.2200006 33.7199986 11.1100003 6 4 6 2 4 2 4 3 1.31 0.23 3.57 0.37 4.67 1.53 0.15 3.57 0.43 5.45 1.11 0.78 37.34 0.03 41.31 0.98 0.85 3.55 0.27 3.47 0.95 0.90 90.82 0.01 85.93 1.02 0.85 3.56 0.29 3.64 1.01 0.95 4.91 0.21 4.95 2.00 0.03 1.67 1.20 3.35 1.12 0.34 1.49 0.75 1.67 1.37 0.07 1.46 0.94 2.00 1.21 0.17 1.47 0.82 1.77 0.93 0.48 1.46 0.64 1.35 1.16 0.59 2.70 0.43 3.12 1.34 0.12 1.61 0.83 2.16 1.01 0.96 7.59 0.13 7.67 0.93 0.74

HEAT repeat-containing protein 2Q86Y56 sp|Q86Y56|HEAT2_HUMAN3 3 105 1 1 1 5.61 6.67 7.85 8.28 4.19 4.99 7.25099966 3.62600014 7.25099966 2.69000009 6 3 6 2 3 3 3 3 1.35 0.07 1.43 0.95 1.93 0.62 0.03 1.42 0.44 0.88 0.97 0.75 1.42 0.69 1.38 1.00 0.97 1.42 0.71 1.42 0.89 0.27 1.42 0.63 1.26 1.43 0.44 5.08 0.28 7.27 1.29 0.09 1.42 0.91 1.82 0.95 0.62 1.49 0.63 1.42 0.93 0.66 1.80 0.52 1.67 0.68 0.32 3.49 0.20 2.38 1.11 0.38 1.50 0.74 1.66 1.58 0.06 1.62 0.98 2.56 0.85 0.22 1.50 0.56 1.27 0.57 0.05 1.82 0.31 1.03 1.71 0.25 17.48 0.10 29.92 0.86 0.40

Dermcidin (EC 3.4.-.-) (Preproteolysin) [Cleaved into: Survival-promoting peptide; DCD-1]P81605 sp|P81605|DCD_HUMAN 3 3 105 1 1 1 3.23 3.32 4.1 4.25 6.69 7.02 52.73 30.9100002 40.9099996 52.73 6 3 4 6 7 4 4 7 0.67 0.04 1.43 0.47 0.96 2.09 0.03 1.75 1.20 3.65 0.79 0.10 1.44 0.55 1.13 1.15 0.23 1.43 0.81 1.65 0.67 0.04 1.43 0.47 0.96 0.98 0.87 1.71 0.57 1.68 1.00 0.96 1.43 0.69 1.43 0.83 0.34 4.12 0.20 3.41 0.47 0.25 56.92 0.01 26.56 1.34 0.21 3.71 0.36 4.98 1.21 0.39 5.57 0.22 6.74 0.94 0.76 8.72 0.11 8.16 1.36 0.21 3.69 0.37 5.01 2.40 0.07 3.68 0.65 8.85 0.65 0.07 1.66 0.39 1.08 1.53 0.06

Protein S100-A10 (Calpactin I light chain) (Calpactin-1 light chain) (Cellular ligand of annexin II) (S100 calcium-binding protein A10) (p10 protein) (p11)P60903 sp|P60903|S10AA_HUMAN 3 3 105 1 1 1 3.5 3.92 4.44 4.74 5.09 5.45 35.0499988 35.0499988 17.5300002 35.0499988 5 3 3 5 15 4 9 15 1.33 0.28 2.30 0.58 3.05 1.33 0.30 2.46 0.54 3.28 0.98 0.96 6.61 0.15 6.45 1.12 0.37 1.52 0.73 1.71 0.84 0.52 2.66 0.32 2.23 0.91 0.77 3.15 0.29 2.89 0.81 0.17 1.56 0.52 1.26 1.80 0.00 1.27 1.42 2.27 0.75 0.08 1.42 0.53 1.07 0.97 0.87 1.74 0.56 1.68 1.24 0.06 1.26 0.98 1.56 1.11 0.23 1.26 0.89 1.40 1.10 0.35 1.32 0.83 1.45 0.83 0.08 1.26 0.66 1.04 1.18 0.12 1.27 0.93 1.49 1.11 0.27

Glutathione S-transferase omega-1 (GSTO-1) (EC 2.5.1.18) (Glutathione S-transferase omega 1-1) (GSTO 1-1) (Glutathione-dependent dehydroascorbate reductase) (EC 1.8.5.1) (Monomethylarsonic acid reductase) (MMA(V) reductase) (EC 1.20.4.2) (S-(Phenacyl)glutathione reductase) (SPG-R)P78417 sp|P78417|GSTO1_HUMAN3 3 105 1 1 1 8.1 8.51 3.84 3.95 7.28 7.44 17.0100004 16.5999994 9.12899971 17.0100004 5 4 3 5 14 10 5 14 1.12 0.25 1.26 0.89 1.42 1.01 0.90 1.30 0.78 1.32 0.96 0.66 1.28 0.75 1.22 1.04 0.61 1.20 0.86 1.25 1.47 0.00 1.16 1.26 1.71 0.87 0.20 1.28 0.68 1.11 1.00 1.00 1.19 0.84 1.19 1.06 0.57 1.50 0.71 1.60 1.16 0.21 1.42 0.82 1.65 0.86 0.21 1.42 0.61 1.23 1.04 0.65 1.42 0.73 1.49 0.99 0.93 1.42 0.70 1.41 0.90 0.31 1.42 0.63 1.27 0.87 0.23 1.42 0.61 1.24 0.98 0.82 1.21 0.82 1.19 1.41 0.02

Glucose-6-phosphate 1-dehydrogenase (G6PD) (EC 1.1.1.49)P11413 sp|P11413|G6PD_HUMAN 3 3 105 1 1 1 5.53 6.19 8.49 8.8 9.52 10.09 9.9030003 6.79600015 8.54400024 9.9030003 5 3 4 5 12 5 5 12 1.00 0.99 1.55 0.64 1.55 0.67 0.04 1.45 0.46 0.98 0.85 0.31 1.52 0.56 1.29 0.95 0.84 2.23 0.43 2.11 1.45 0.02 1.27 1.14 1.83 1.08 0.60 1.51 0.72 1.62 0.94 0.59 1.37 0.69 1.29 1.30 0.20 1.66 0.78 2.16 1.18 0.11 1.26 0.93 1.49 1.25 0.30 1.79 0.70 2.24 1.00 0.97 1.26 0.80 1.26 0.97 0.74 1.37 0.70 1.32 0.76 0.20 1.69 0.45 1.29 0.83 0.20 1.44 0.58 1.19 0.91 0.33 1.26 0.72 1.14 1.18 0.18

Proteasome activator complex subunit 2 (11S regulator complex subunit beta) (REG-beta) (Activator of multicatalytic protease subunit 2) (Proteasome activator 28 subunit beta) (PA28b) (PA28beta)Q9UL46 sp|Q9UL46|PSME2_HUMAN3 3 105 1 1 1 9.86 10.18 5.37 5.62 9.28 9.84 30.9599996 24.6900007 15.8999994 30.9599996 5 5 3 5 12 6 4 12 0.86 0.18 1.31 0.66 1.13 0.58 0.04 1.64 0.35 0.95 0.96 0.87 2.02 0.48 1.94 0.83 0.39 1.77 0.47 1.48 1.13 0.25 1.30 0.86 1.47 1.21 0.29 1.60 0.76 1.94 1.12 0.28 1.31 0.85 1.46 0.77 0.10 1.43 0.54 1.09 1.00 0.98 1.35 0.74 1.35 0.90 0.72 2.34 0.38 2.10 0.99 0.95 1.35 0.74 1.34 1.14 0.27 1.36 0.84 1.54 1.02 0.87 1.35 0.76 1.37 1.27 0.64 4.24 0.30 5.37 0.88 0.30 1.30 0.68 1.15 0.91 0.30

Integrin beta-1 (Fibronectin receptor subunit beta) (Glycoprotein IIa) (GPIIA) (VLA-4 subunit beta) (CD antigen CD29)P05556 sp|P05556|ITB1_HUMAN 3 3 105 1 1 1 8.66 9.5 5.6 6.11 5.69 8.71 8.39599967 7.14299977 4.63699997 8.39599967 5 5 3 5 11 8 6 11 0.91 0.09 1.13 0.80 1.02 1.40 0.00 1.19 1.18 1.67 1.06 0.36 1.16 0.92 1.23 1.16 0.06 1.16 0.99 1.35 0.99 0.84 1.13 0.88 1.11 1.04 0.44 1.13 0.92 1.17 1.33 0.00 1.18 1.13 1.57 1.10 0.35 1.42 0.78 1.56 0.92 0.43 1.42 0.65 1.31 1.43 0.13 1.85 0.77 2.64 1.00 1.00 1.42 0.71 1.42 1.20 0.16 1.42 0.84 1.69 1.10 0.35 1.42 0.78 1.56 1.31 0.08 1.42 0.92 1.85 0.96 0.48 1.16 0.82 1.11 1.00 0.95

Actin-related protein 2/3 complex subunit 3 (Arp2/3 complex 21 kDa subunit) (p21-ARC)O15145 sp|O15145|ARPC3_HUMAN3 3 105 1 1 1 5.75 6.14 5.11 5.58 5.36 5.67 17.4199998 17.4199998 17.4199998 17.4199998 5 4 5 5 10 6 4 10 0.73 0.03 1.31 0.56 0.96 1.11 0.24 1.26 0.88 1.39 0.93 0.64 1.56 0.60 1.45 0.69 0.02 1.27 0.54 0.88 0.97 0.72 1.26 0.77 1.22 0.90 0.23 1.25 0.72 1.13 0.78 0.04 1.26 0.62 0.98 0.72 0.06 1.42 0.51 1.03 2.11 0.01 1.42 1.49 2.98 0.79 0.36 2.33 0.34 1.85 0.91 0.37 1.42 0.64 1.29 0.78 0.09 1.42 0.55 1.10 0.75 0.07 1.42 0.53 1.06 1.00 1.00 2.98 0.34 2.98 1.57 0.03 1.42 1.10 2.24 0.90 0.32

Gamma-glutamyltransferase 5 (GGT 5) (EC 2.3.2.2) (Gamma-glutamyl transpeptidase-related enzyme) (GGT-rel) (Gamma-glutamyltransferase-like activity 1) (Gamma-glutamyltranspeptidase 5) (Glutathione hydrolase 5) (EC 3.4.19.13) (Leukotriene-C4 hydrolase) (EC 3.4.19.14) [Cleaved into: Gamma-glutamyltransferase 5 heavy chain; Gamma-glutamyltransferase 5 light chain]P36269 sp|P36269|GGT5_HUMAN 3 3 105 1 1 1 5.59 6.51 6.34 6.7 8.56 9.26 10.9200001 5.80199994 7.67899975 10.9200001 5 3 3 5 10 5 7 10 1.18 0.34 3.56 0.33 4.22 1.44 0.17 3.55 0.40 5.11 0.76 0.37 10.79 0.07 8.15 1.06 0.71 3.96 0.27 4.18 1.02 0.94 22.42 0.05 22.91 1.08 0.70 7.61 0.14 8.25 0.66 0.28 11.22 0.06 7.43 1.55 0.36 4.99 0.31 7.70 1.39 0.26 2.49 0.56 3.46 1.04 0.86 2.44 0.43 2.54 0.93 0.52 1.47 0.64 1.37 1.52 0.15 2.21 0.69 3.36 1.11 0.46 1.66 0.67 1.85 1.11 0.59 2.08 0.53 2.32 0.82 0.08 1.27 0.64 1.04 0.65 0.07

Cytoplasmic dynein 1 intermediate chain 2 (Cytoplasmic dynein intermediate chain 2) (Dynein intermediate chain 2, cytosolic) (DH IC-2)Q13409 sp|Q13409|DC1I2_HUMAN 3 3 105 1 1 1 8 9.44 4.01 4.6 6.66 7.47 13.3200005 10.4999997 7.05299974 13.3200005 5 4 5 5 10 10 2 9 0.85 0.12 1.27 0.67 1.08 1.22 0.07 1.27 0.96 1.55 0.62 0.13 2.09 0.29 1.29 0.67 0.09 1.70 0.39 1.13 0.90 0.30 1.32 0.68 1.19 0.75 0.18 1.69 0.45 1.27 0.83 0.09 1.26 0.66 1.05 1.08 0.62 4.43 0.24 4.80 1.45 0.35 17.32 0.08 25.10 0.64 0.33 25.32 0.03 16.20 0.71 0.21 4.36 0.16 3.09 0.83 0.35 4.40 0.19 3.65 0.88 0.82 298.69 0.00 261.99 1.47 0.19 4.39 0.33 6.43 1.30 0.13 1.51 0.86 1.97 1.26 0.10

Septin-9 (MLL septin-like fusion protein MSF-A) (MLL septin-like fusion protein) (Ovarian/Breast septin) (Ov/Br septin) (Septin D1)Q9UHD8 sp|Q9UHD8|SEPT9_HUMAN3 3 105 1 1 1 6.17 7.11 2.45 3.23 7.78 9.56 10.2399997 8.36199969 1.70600005 10.2399997 5 4 1 5 10 4 3 10 1.03 0.72 1.28 0.81 1.32 0.96 0.66 1.28 0.75 1.23 1.20 0.11 1.28 0.93 1.53 0.87 0.23 1.35 0.64 1.17 1.09 0.34 1.28 0.85 1.40 0.98 0.89 1.69 0.58 1.65 1.11 0.26 1.28 0.87 1.43 0.86 0.23 1.45 0.59 1.25 1.24 0.13 1.46 0.85 1.82 0.88 0.27 1.45 0.60 1.28 0.95 0.61 1.46 0.65 1.38 1.30 0.10 1.46 0.89 1.90 0.85 0.43 2.07 0.41 1.75 1.05 0.65 1.45 0.72 1.52 1.09 0.37 1.24 0.88 1.35 0.92 0.48

N-acetyl-D-glucosamine kinase (N-acetylglucosamine kinase) (EC 2.7.1.59) (GlcNAc kinase)Q9UJ70 sp|Q9UJ70|NAGK_HUMAN 3 3 105 1 1 1 10.38 10.47 7.11 7.49 8.75 9.16 20.0599998 20.0599998 14.2399997 16.2799999 5 5 4 5 10 8 6 10 1.25 0.01 1.17 1.07 1.47 0.67 0.00 1.15 0.58 0.76 1.01 0.93 1.21 0.83 1.22 1.05 0.39 1.15 0.92 1.21 1.30 0.02 1.22 1.07 1.59 0.96 0.52 1.17 0.82 1.12 0.96 0.64 1.24 0.77 1.19 1.21 0.09 1.27 0.95 1.53 1.00 0.97 1.19 0.84 1.19 1.09 0.36 1.27 0.86 1.39 1.01 0.92 1.19 0.84 1.20 1.03 0.67 1.19 0.86 1.23 0.92 0.28 1.19 0.77 1.10 1.12 0.23 1.24 0.90 1.38 0.85 0.07 1.19 0.72 1.02 0.90 0.27

von Willebrand factor (vWF) [Cleaved into: von Willebrand antigen 2 (von Willebrand antigen II)]P04275 sp|P04275|VWF_HUMAN 3 3 105 1 1 1 2.92 5.39 5.15 7.21 8.09 9.82 2.13300008 1.03099998 1.38600003 2.13300008 5 3 4 5 9 4 5 9 0.45 0.11 3.51 0.13 1.57 1.01 0.95 2.39 0.43 2.42 0.81 0.17 1.54 0.52 1.24 1.57 0.19 2.72 0.58 4.28 0.51 0.19 4.54 0.11 2.30 1.59 0.25 3.53 0.45 5.63 0.78 0.31 2.20 0.35 1.72 0.52 0.15 3.37 0.15 1.76 0.54 0.02 1.49 0.36 0.81 3.45 0.04 2.87 1.20 9.88 0.60 0.17 2.83 0.21 1.70 0.57 0.03 1.54 0.37 0.88 0.69 0.13 1.89 0.36 1.31 2.14 0.03 1.77 1.21 3.79 0.63 0.04 1.53 0.41 0.97 1.19 0.09

Proteasome subunit beta type-4 (EC 3.4.25.1) (26 kDa prosomal protein) (HsBPROS26) (PROS-26) (Macropain beta chain) (Multicatalytic endopeptidase complex beta chain) (Proteasome beta chain) (Proteasome chain 3) (HsN3)P28070 sp|P28070|PSB4_HUMAN 3 3 105 1 1 1 3.85 4.25 8.1 8.87 7.12 7.46 21.2099999 9.47000012 21.2099999 20.4500005 5 2 5 4 9 2 5 9 0.66 0.16 4.02 0.16 2.65 2.28 0.08 3.99 0.57 9.08 0.36 0.12 12.55 0.03 4.54 0.31 0.09 7.64 0.04 2.34 0.69 0.40 33.00 0.02 22.61 0.48 0.15 8.82 0.05 4.23 0.55 0.12 4.03 0.14 2.24 0.67 0.24 2.39 0.28 1.60 2.77 0.00 1.52 1.83 4.19 0.68 0.34 2.94 0.23 2.01 0.62 0.07 1.74 0.36 1.08 0.60 0.05 1.69 0.35 1.01 0.74 0.19 1.78 0.42 1.32 0.68 0.15 1.90 0.36 1.28 1.63 0.03 1.46 1.12 2.39 0.77 0.04

Rho GDP-dissociation inhibitor 1 (Rho GDI 1) (Rho-GDI alpha)P52565 sp|P52565|GDIR1_HUMAN 3 3 105 1 1 1 3.12 3.22 5.99 6.22 5.27 5.43 25 20.5899999 25 21.5700001 5 3 5 4 9 3 5 9 0.97 0.91 19.93 0.05 19.24 0.79 0.26 3.65 0.22 2.87 0.77 0.51 33.10 0.02 25.38 0.86 0.39 3.66 0.24 3.16 0.69 0.51 129.40 0.01 89.72 1.06 0.75 6.29 0.17 6.67 1.31 0.27 4.78 0.27 6.27 1.06 0.61 1.37 0.77 1.45 1.11 0.23 1.25 0.89 1.40 1.07 0.58 1.42 0.75 1.52 1.01 0.92 1.25 0.80 1.26 1.24 0.06 1.25 0.99 1.55 1.19 0.28 1.52 0.78 1.81 1.12 0.39 1.44 0.78 1.62 1.06 0.62 1.39 0.76 1.47 1.08 0.37

Leukocyte surface antigen CD47 (Antigenic surface determinant protein OA3) (Integrin-associated protein) (IAP) (Protein MER6) (CD antigen CD47)Q08722 sp|Q08722|CD47_HUMAN 3 3 105 1 1 1 5.69 6.06 5.92 6.12 6.02 6.3 10.8400002 10.8400002 8.66900012 8.66900012 5 5 5 4 9 5 5 9 1.16 0.14 1.28 0.91 1.48 1.44 0.02 1.28 1.13 1.85 0.89 0.23 1.28 0.70 1.14 0.98 0.79 1.28 0.77 1.25 0.80 0.07 1.28 0.63 1.03 0.81 0.07 1.28 0.63 1.03 0.92 0.36 1.28 0.72 1.18 1.31 0.26 2.11 0.62 2.77 1.04 0.68 1.42 0.73 1.47 0.96 0.67 1.42 0.68 1.36 1.27 0.10 1.42 0.89 1.80 1.34 0.07 1.42 0.94 1.89 1.22 0.13 1.42 0.86 1.73 0.88 0.58 2.26 0.39 1.99 0.96 0.67 1.42 0.67 1.37 0.76 0.08

Protein Niban (Cell growth-inhibiting gene 39 protein) (Protein FAM129A)Q9BZQ8 sp|Q9BZQ8|NIBAN_HUMAN3 3 105 1 1 1 11.11 12.89 6.07 6.94 9.3 10.64 7.00400025 6.03399985 3.66399996 7.00400025 5 5 3 5 9 9 4 6 1.07 0.40 1.20 0.89 1.29 1.05 0.40 1.14 0.92 1.20 1.14 0.13 1.20 0.95 1.37 1.09 0.37 1.25 0.88 1.36 1.25 0.03 1.23 1.02 1.54 1.25 0.12 1.34 0.93 1.67 1.07 0.27 1.15 0.93 1.23 1.17 0.28 1.58 0.74 1.85 0.87 0.26 1.47 0.59 1.28 0.97 0.78 1.47 0.66 1.43 1.06 0.56 1.47 0.72 1.57 1.27 0.11 1.47 0.87 1.87 0.86 0.24 1.47 0.59 1.27 0.71 0.07 1.53 0.46 1.09 1.00 0.99 1.52 0.66 1.52 1.20 0.24

Exportin-1 (Exp1) (Chromosome region maintenance 1 protein homolog)O14980 sp|O14980|XPO1_HUMAN 3 3 105 1 1 1 6.69 7.55 6.15 7.3 8.83 10.04 8.03000033 7.00299963 6.16200008 8.03000033 5 5 5 5 8 6 5 8 1.37 0.15 1.69 0.81 2.31 1.11 0.78 2.90 0.38 3.21 0.93 0.43 1.27 0.73 1.19 0.84 0.11 1.27 0.66 1.07 1.01 0.91 1.45 0.70 1.47 0.92 0.39 1.29 0.72 1.19 1.01 0.92 1.28 0.79 1.29 1.00 1.00 2.27 0.44 2.27 1.14 0.27 1.47 0.78 1.68 1.08 0.85 4.82 0.22 5.21 1.17 0.21 1.47 0.80 1.72 1.15 0.25 1.47 0.79 1.69 1.09 0.83 4.68 0.23 5.10 1.30 0.42 3.13 0.42 4.07 1.26 0.11 1.42 0.89 1.78 0.96 0.76

Cystatin-B (CPI-B) (Liver thiol proteinase inhibitor) (Stefin-B)P04080 sp|P04080|CYTB_HUMAN 3 3 105 1 1 1 8.28 8.29 8.77 8.83 8.37 8.45 46.9399989 46.9399989 46.9399989 46.9399989 5 5 4 5 8 5 8 8 0.96 0.65 1.31 0.73 1.26 1.07 0.44 1.28 0.83 1.38 0.98 0.90 1.74 0.56 1.70 1.12 0.25 1.28 0.87 1.44 1.20 0.10 1.29 0.93 1.55 0.86 0.19 1.33 0.65 1.14 1.25 0.07 1.29 0.97 1.60 1.10 0.34 1.30 0.85 1.43 1.12 0.37 1.42 0.79 1.60 1.06 0.59 1.40 0.76 1.49 0.95 0.60 1.30 0.73 1.24 1.15 0.21 1.31 0.88 1.50 1.21 0.11 1.30 0.92 1.57 1.17 0.53 2.00 0.58 2.33 0.93 0.44 1.27 0.73 1.18 1.43 0.05

Protein FAM49B (L1)Q9NUQ9 sp|Q9NUQ9|FA49B_HUMAN3 3 105 1 1 1 8.55 8.96 6.32 6.53 6.93 7.35 16.9799998 16.3599998 12.0399997 16.9799998 5 5 4 5 8 8 3 7 1.01 0.96 1.49 0.68 1.50 0.87 0.32 1.40 0.62 1.21 0.80 0.08 1.30 0.61 1.04 1.10 0.60 1.57 0.70 1.73 1.06 0.39 1.18 0.90 1.25 1.04 0.65 1.25 0.83 1.31 1.12 0.13 1.18 0.95 1.33 1.04 0.72 1.48 0.70 1.54 0.83 0.49 2.56 0.33 2.13 1.06 0.73 1.89 0.56 2.01 0.96 0.71 1.48 0.65 1.42 1.03 0.80 1.48 0.69 1.52 1.21 0.18 1.48 0.82 1.78 1.13 0.49 1.90 0.60 2.16 0.74 0.13 1.67 0.44 1.24 0.99 0.90

Perilipin-3 (47 kDa mannose 6-phosphate receptor-binding protein) (47 kDa MPR-binding protein) (Cargo selection protein TIP47) (Mannose-6-phosphate receptor-binding protein 1) (Placental protein 17) (PP17)O60664 sp|O60664|PLIN3_HUMAN 3 3 105 1 1 1 11.16 11.38 2.92 3.05 4.68 4.97 20.2800006 20.2800006 9.21700001 12.8999993 5 5 3 3 7 7 4 5 1.35 0.01 1.21 1.11 1.64 0.93 0.32 1.18 0.79 1.10 1.06 0.41 1.18 0.90 1.25 0.83 0.06 1.22 0.68 1.01 0.79 0.08 1.32 0.60 1.04 1.12 0.20 1.21 0.92 1.36 1.22 0.03 1.18 1.04 1.43 0.87 0.59 2.07 0.42 1.81 1.49 0.02 1.29 1.15 1.91 0.84 0.45 1.90 0.44 1.60 0.78 0.05 1.29 0.61 1.01 0.93 0.44 1.29 0.72 1.20 1.08 0.71 1.81 0.60 1.96 1.00 0.98 1.88 0.53 1.87 1.44 0.05 1.43 1.00 2.07 1.10 0.37

Neprilysin (EC 3.4.24.11) (Atriopeptidase) (Common acute lymphocytic leukemia antigen) (CALLA) (Enkephalinase) (Neutral endopeptidase 24.11) (NEP) (Neutral endopeptidase) (Skin fibroblast elastase) (SFE) (CD antigen CD10)P08473 sp|P08473|NEP_HUMAN 3 3 105 1 1 1 10.47 11.07 6.92 7.28 4.07 4.43 8.79999995 8.79999995 7.19999969 2.93300003 5 5 5 2 7 7 4 4 0.64 0.00 1.17 0.55 0.76 1.73 0.00 1.24 1.39 2.16 0.97 0.79 1.33 0.73 1.29 1.58 0.00 1.27 1.24 2.00 0.94 0.45 1.21 0.78 1.14 0.92 0.30 1.20 0.77 1.10 0.92 0.47 1.30 0.71 1.20 1.06 0.57 1.43 0.74 1.51 0.97 0.76 1.43 0.68 1.39 1.44 0.05 1.43 1.01 2.06 1.18 0.18 1.43 0.83 1.69 1.07 0.51 1.47 0.73 1.58 1.04 0.83 2.11 0.50 2.19 0.99 0.97 2.97 0.33 2.93 0.79 0.39 7.72 0.10 6.13 0.57 0.12

Monocyte differentiation antigen CD14 (Myeloid cell-specific leucine-rich glycoprotein) (CD antigen CD14) [Cleaved into: Monocyte differentiation antigen CD14, urinary form; Monocyte differentiation antigen CD14, membrane-bound form]P08571 sp|P08571|CD14_HUMAN 3 3 105 1 1 1 2.88 3.04 2.56 2.64 9.46 9.98 19.7300002 6.93299994 2.40000002 19.7300002 5 2 1 5 7 2 2 7 0.98 0.96 43.63 0.02 42.79 0.82 0.30 3.52 0.23 2.89 1.38 0.35 12.44 0.11 17.11 1.62 0.19 6.29 0.26 10.18 0.96 0.76 3.52 0.27 3.39 1.67 0.12 3.53 0.47 5.90 1.34 0.21 3.53 0.38 4.74 0.69 0.17 3.78 0.18 2.59 0.80 0.40 7.82 0.10 6.27 1.45 0.17 3.70 0.39 5.37 0.85 0.40 4.51 0.19 3.84 1.02 0.89 3.70 0.28 3.77 1.29 0.30 5.13 0.25 6.60 1.36 0.20 3.67 0.37 5.00 0.79 0.11 1.37 0.58 1.09 0.86 0.47

Phosphoglycerate mutase 1 (EC 3.1.3.13) (EC 5.4.2.11) (EC 5.4.2.4) (BPG-dependent PGAM 1) (Phosphoglycerate mutase isozyme B) (PGAM-B)P18669 sp|P18669|PGAM1_HUMAN3 3 105 1 1 1 4.48 5.07 7.44 8.17 8.28 9.18 28.3499986 15.7499999 23.2299998 28.3499986 5 4 5 4 7 7 3 2 1.22 0.21 1.45 0.84 1.77 0.84 0.16 1.32 0.64 1.11 0.85 0.26 1.43 0.59 1.21 0.78 0.33 1.85 0.42 1.44 1.20 0.37 1.65 0.73 1.98 1.07 0.69 1.52 0.70 1.62 0.96 0.83 1.71 0.56 1.63 1.05 0.82 9.01 0.12 9.48 0.73 0.19 3.53 0.21 2.56 1.50 0.15 3.52 0.43 5.28 1.03 0.81 3.54 0.29 3.65 1.13 0.43 3.54 0.32 4.02 1.10 0.52 3.52 0.31 3.87 1.55 0.14 3.55 0.44 5.49 0.77 0.24 3.80 0.20 2.92 1.13 0.45

Glutathione S-transferase theta-1 (EC 2.5.1.18) (GST class-theta-1) (Glutathione transferase T1-1)P30711 sp|P30711|GSTT1_HUMAN 3 3 105 1 1 1 8.24 8.98 10.04 10.56 3.28 3.5 27.0799995 27.0799995 27.0799995 5.83299995 5 5 5 1 7 5 7 2 0.94 0.51 1.30 0.72 1.22 0.95 0.80 1.81 0.53 1.72 1.25 0.17 1.47 0.85 1.84 0.94 0.54 1.31 0.72 1.24 1.69 0.04 1.59 1.06 2.69 1.07 0.62 1.51 0.71 1.62 1.53 0.07 1.62 0.94 2.47 0.57 0.42 5.20 0.11 2.94 1.15 0.30 1.36 0.84 1.55 1.11 0.51 1.45 0.76 1.60 1.64 0.01 1.34 1.22 2.19 0.78 0.02 1.21 0.64 0.94 0.97 0.90 1.68 0.58 1.63 1.34 0.14 1.53 0.87 2.05 0.96 0.78 3.64 0.27 3.51 0.84 0.52

26S proteasome non-ATPase regulatory subunit 7 (26S proteasome regulatory subunit RPN8) (26S proteasome regulatory subunit S12) (Mov34 protein homolog) (Proteasome subunit p40)P51665 sp|P51665|PSD7_HUMAN 3 3 105 1 1 1 8.03 8.37 7.37 7.74 4.27 4.52 19.1400006 19.1400006 14.8100004 8.3329998 5 5 4 3 7 7 4 6 0.92 0.31 1.25 0.73 1.15 1.13 0.26 1.32 0.86 1.50 0.86 0.18 1.31 0.66 1.13 0.75 0.03 1.26 0.60 0.94 0.96 0.73 1.40 0.69 1.34 0.87 0.15 1.26 0.69 1.09 0.82 0.07 1.26 0.66 1.03 0.62 0.02 1.43 0.43 0.89 2.35 0.00 1.26 1.87 2.96 0.77 0.12 1.47 0.52 1.13 0.82 0.07 1.26 0.65 1.03 0.78 0.04 1.26 0.62 0.99 0.75 0.03 1.26 0.59 0.94 0.83 0.19 1.42 0.59 1.18 1.74 0.11 3.52 0.49 6.13 1.03 0.80

Rho-related GTP-binding protein RhoGP84095 sp|P84095|RHOG_HUMAN 3 3 105 1 1 1 4 6.06 3.8 6.01 7.27 9.42 34.0299994 18.8500002 18.8500002 34.0299994 5 3 3 5 7 3 2 7 1.01 0.98 28.48 0.04 28.67 1.44 0.20 4.59 0.31 6.63 0.80 0.49 16.41 0.05 13.11 1.05 0.85 15.79 0.07 16.65 0.91 0.56 4.52 0.20 4.09 0.95 0.90 55.02 0.02 52.47 1.19 0.39 4.53 0.26 5.37 1.28 0.34 6.35 0.20 8.11 1.06 0.76 6.26 0.17 6.62 0.94 0.83 18.82 0.05 17.67 1.04 0.77 4.43 0.24 4.62 1.19 0.38 4.42 0.27 5.26 1.14 0.45 4.34 0.26 4.97 0.87 0.75 65.56 0.01 57.10 0.97 0.84 1.45 0.67 1.42 0.91 0.57

Unconventional myosin-Ig [Cleaved into: Minor histocompatibility antigen HA-2 (mHag HA-2)]B0I1T2 sp|B0I1T2|MYO1G_HUMAN3 3 105 1 1 1 5.01 8.57 5.38 8.56 8.21 11.65 8.74300003 6.28700033 6.87600002 8.74300003 5 4 5 5 6 4 2 6 0.51 0.07 2.24 0.23 1.14 0.71 0.08 1.54 0.46 1.09 1.11 0.55 1.87 0.59 2.07 1.42 0.06 1.48 0.97 2.10 0.79 0.15 1.56 0.51 1.23 1.47 0.05 1.46 1.00 2.15 2.10 0.01 1.47 1.43 3.08 0.54 0.25 25.97 0.02 13.97 0.47 0.23 37.11 0.01 17.50 1.37 0.48 43.57 0.03 59.68 0.84 0.37 4.53 0.18 3.79 1.64 0.36 56.50 0.03 92.57 1.39 0.19 3.63 0.38 5.04 1.12 0.73 22.41 0.05 24.99 0.83 0.15 1.43 0.58 1.18 1.13 0.28

Complement C1r subcomponent (EC 3.4.21.41) (Complement component 1 subcomponent r) [Cleaved into: Complement C1r subcomponent heavy chain; Complement C1r subcomponent light chain]P00736 sp|P00736|C1R_HUMAN 3 3 105 1 1 1 6.6 7.16 6.7 7.08 2.99 3.25 6.66700006 6.66700006 6.66700006 3.5459999 5 5 4 2 6 6 4 2 0.46 0.05 2.13 0.22 0.98 0.51 0.06 2.10 0.25 1.08 1.43 0.02 1.26 1.13 1.81 1.53 0.07 1.61 0.95 2.46 0.63 0.01 1.31 0.48 0.82 1.44 0.06 1.48 0.97 2.13 1.22 0.14 1.37 0.89 1.68 0.62 0.16 2.25 0.28 1.40 0.46 0.05 2.11 0.22 0.98 3.28 0.01 1.75 1.87 5.72 0.70 0.02 1.30 0.54 0.91 0.81 0.08 1.30 0.62 1.05 1.08 0.41 1.30 0.83 1.41 4.08 0.01 2.08 1.96 8.51 0.52 0.18 11.25 0.05 5.86 0.68 0.42

60S acidic ribosomal protein P2 (Renal carcinoma antigen NY-REN-44)P05387 sp|P05387|RLA2_HUMAN 3 3 105 1 1 1 6 6.04 7.72 7.8 5.39 5.49 45.2199996 38.2600009 45.2199996 40.0000006 5 3 5 4 6 2 4 6 0.23 0.04 3.56 0.07 0.83 0.30 0.09 9.22 0.03 2.81 0.41 0.17 21.27 0.02 8.70 0.28 0.15 53.25 0.01 14.94 0.24 0.06 4.94 0.05 1.20 0.32 0.05 3.56 0.09 1.12 0.29 0.05 3.55 0.08 1.02 0.57 0.08 2.11 0.27 1.19 3.59 0.16 12.65 0.28 45.38 0.71 0.12 1.78 0.40 1.26 0.55 0.05 1.87 0.29 1.03 0.55 0.03 1.52 0.36 0.83 0.67 0.09 1.75 0.38 1.18 0.69 0.08 1.61 0.43 1.11 1.55 0.17 4.67 0.33 7.24 0.34 0.27

Low affinity immunoglobulin gamma Fc region receptor III-A (CD16a antigen) (Fc-gamma RIII-alpha) (Fc-gamma RIII) (Fc-gamma RIIIa) (FcRIII) (FcRIIIa) (FcR-10) (IgG Fc receptor III-2) (CD antigen CD16a)P08637 sp|P08637|FCG3A_HUMAN 3 3 105 1 1 1 9.23 9.41 6.49 6.62 4.67 4.85 17.7200005 17.7200005 14.5699993 9.44899991 5 5 4 3 6 6 4 4 0.54 0.07 2.11 0.26 1.14 0.59 0.14 2.66 0.22 1.56 1.25 0.11 1.42 0.88 1.78 1.67 0.02 1.42 1.17 2.38 1.49 0.04 1.42 1.04 2.12 1.49 0.04 1.42 1.05 2.12 1.84 0.02 1.42 1.29 2.62 0.64 0.03 1.42 0.45 0.91 0.58 0.04 1.60 0.36 0.93 1.79 0.08 2.13 0.84 3.82 0.75 0.07 1.43 0.52 1.07 1.26 0.11 1.43 0.88 1.80 1.38 0.11 1.67 0.83 2.30 1.84 0.05 1.84 1.00 3.38 0.79 0.12 1.46 0.54 1.16 1.02 0.85

Vasodilator-stimulated phosphoprotein (VASP)P50552 sp|P50552|VASP_HUMAN 3 3 105 1 1 1 6.34 6.39 6.43 6.55 8.08 8.25 15.5300006 8.94699991 11.5800001 15.5300006 5 3 5 5 6 4 3 6 0.84 0.18 1.43 0.59 1.21 0.89 0.31 1.43 0.63 1.27 1.22 0.15 1.46 0.84 1.79 1.15 0.24 1.43 0.80 1.64 1.23 0.13 1.43 0.86 1.76 1.20 0.16 1.43 0.84 1.71 1.31 0.08 1.43 0.92 1.87 1.07 0.64 1.72 0.62 1.84 1.29 0.15 1.60 0.81 2.06 0.82 0.36 2.09 0.39 1.71 1.18 0.28 1.60 0.73 1.89 1.12 0.54 1.99 0.57 2.24 1.05 0.76 1.74 0.60 1.82 0.84 0.44 2.12 0.40 1.79 0.97 0.76 1.45 0.67 1.41 1.06 0.60

60S ribosomal protein L7a (PLA-X polypeptide) (Surfeit locus protein 3)P62424 sp|P62424|RL7A_HUMAN 3 3 105 1 1 1 2.87 3 8.91 9.05 2.77 3.13 18.7999994 11.6499998 18.7999994 5.63899986 5 3 5 2 6 2 6 2 0.64 0.14 3.54 0.18 2.27 0.69 0.17 3.55 0.20 2.46 0.60 0.29 22.11 0.03 13.32 0.64 0.15 4.08 0.16 2.60 0.93 0.72 6.93 0.13 6.44 0.51 0.22 21.98 0.02 11.28 0.80 0.30 4.41 0.18 3.52 0.85 0.47 1.92 0.44 1.63 2.63 0.01 1.71 1.53 4.50 0.81 0.06 1.26 0.64 1.02 0.96 0.65 1.26 0.76 1.22 0.85 0.12 1.26 0.68 1.08 0.91 0.36 1.33 0.68 1.21 0.85 0.16 1.32 0.64 1.12 1.18 0.78 334.16 0.00 394.04 1.07 0.60

60S ribosomal protein L23 (60S ribosomal protein L17)P62829 sp|P62829|RL23_HUMAN 3 3 105 1 1 1 5.08 5.18 7.04 7.08 4.29 4.37 36.4300013 30.7099998 36.4300013 30.7099998 5 5 4 3 6 3 6 6 0.67 0.04 1.44 0.46 0.96 1.10 0.40 1.47 0.75 1.62 0.76 0.24 2.01 0.38 1.53 0.67 0.08 1.65 0.41 1.11 0.89 0.29 1.44 0.62 1.28 0.69 0.20 2.34 0.29 1.61 1.03 0.73 1.44 0.72 1.49 0.85 0.12 1.26 0.68 1.07 2.17 0.00 1.37 1.58 2.96 0.65 0.54 7.16 0.09 4.67 1.01 0.92 1.26 0.80 1.27 0.92 0.31 1.26 0.73 1.15 0.78 0.36 2.07 0.38 1.61 0.83 0.46 2.06 0.40 1.71 1.11 0.35 1.45 0.76 1.61 1.25 0.17

Probable phospholipid-transporting ATPase IH (EC 3.6.3.1) (ATPase IS) (ATPase class VI type 11A)P98196 sp|P98196|AT11A_HUMAN 3 3 105 1 1 1 7.45 8.98 7.93 8.77 3.13 4.22 6.61400035 6.17300011 6.61400035 2.02799998 5 5 5 2 6 6 5 5 1.47 0.08 1.56 0.94 2.28 1.57 0.01 1.35 1.16 2.12 0.85 0.30 1.48 0.57 1.25 1.03 0.72 1.20 0.85 1.23 0.85 0.18 1.33 0.64 1.13 0.89 0.35 1.36 0.66 1.21 0.85 0.07 1.20 0.71 1.02 1.92 0.01 1.48 1.30 2.83 1.31 0.03 1.25 1.05 1.63 0.93 0.79 2.11 0.44 1.95 1.04 0.64 1.22 0.85 1.26 0.88 0.15 1.22 0.72 1.07 1.16 0.14 1.26 0.92 1.46 0.99 0.94 1.51 0.66 1.49 0.84 0.16 1.43 0.59 1.19 0.80 0.11

Spliceosome RNA helicase DDX39B (EC 3.6.4.13) (56 kDa U2AF65-associated protein) (ATP-dependent RNA helicase p47) (DEAD box protein UAP56) (HLA-B-associated transcript 1 protein)Q13838 sp|Q13838|DX39B_HUMAN3 3 105 1 1 1 9.08 9.95 5.75 6.3 6.59 7.59 12.6200005 12.6200005 6.54200018 8.87899995 5 5 3 4 6 5 4 6 1.56 0.02 1.39 1.12 2.16 0.44 0.04 2.14 0.20 0.93 1.10 0.23 1.20 0.91 1.32 0.99 0.90 1.20 0.82 1.19 1.09 0.26 1.20 0.91 1.31 1.06 0.61 1.35 0.78 1.44 1.32 0.01 1.20 1.09 1.58 0.95 0.53 1.27 0.75 1.20 0.84 0.24 1.44 0.58 1.22 0.64 0.15 2.07 0.31 1.33 1.31 0.04 1.27 1.03 1.67 1.51 0.03 1.41 1.07 2.14 1.01 0.92 1.27 0.79 1.28 0.72 0.19 1.89 0.38 1.35 0.79 0.19 1.56 0.51 1.23 1.00 1.00

Proteasome-associated protein ECM29 homolog (Ecm29)Q5VYK3 sp|Q5VYK3|ECM29_HUMAN3 3 105 1 1 1 6.45 8.99 2.7 4.6 9.15 12.87 4.28199992 2.81799994 0.65040002 4.28199992 5 4 1 5 6 3 2 6 1.03 0.78 1.43 0.72 1.47 0.86 0.31 1.60 0.54 1.38 1.14 0.41 1.74 0.66 1.98 0.87 0.24 1.43 0.61 1.25 1.15 0.23 1.43 0.80 1.65 1.04 0.69 1.43 0.73 1.49 0.93 0.49 1.43 0.65 1.34 0.79 0.26 3.59 0.22 2.84 1.21 0.52 13.07 0.09 15.82 1.76 0.54 3548.98 0.00 6233.62 0.95 0.80 6.88 0.14 6.55 0.91 0.76 20.97 0.04 19.09 0.73 0.20 3.57 0.21 2.61 1.38 0.71 5164.92 0.00 7138.09 1.29 0.15 1.50 0.86 1.94 0.80 0.24

Uncharacterized protein C8orf47Q6P6B1 sp|Q6P6B1|CH047_HUMAN3 3 105 1 1 1 10.3 10.98 5.62 6.03 8.02 8.97 15.2400002 15.2400002 12.3000003 12.5699997 5 5 4 4 6 6 3 5 1.81 0.02 1.57 1.15 2.84 1.08 0.53 1.35 0.80 1.45 0.99 0.90 1.21 0.82 1.20 0.70 0.16 1.75 0.40 1.23 1.00 0.98 1.21 0.83 1.21 0.71 0.10 1.57 0.45 1.12 0.90 0.22 1.21 0.75 1.10 1.37 0.07 1.45 0.94 1.98 1.04 0.68 1.45 0.72 1.51 0.50 0.02 1.45 0.35 0.73 1.18 0.19 1.45 0.81 1.71 1.62 0.03 1.45 1.12 2.35 0.95 0.62 1.45 0.66 1.38 1.06 0.85 3.35 0.32 3.57 1.26 0.09 1.36 0.93 1.72 0.82 0.08

Sialic acid synthase (N-acetylneuraminate synthase) (EC 2.5.1.56) (N-acetylneuraminate-9-phosphate synthase) (EC 2.5.1.57) (N-acetylneuraminic acid phosphate synthase) (N-acetylneuraminic acid synthase)Q9NR45 sp|Q9NR45|SIAS_HUMAN 3 3 105 1 1 1 8.13 8.71 7.6 7.83 6 6.6 18.1099996 18.1099996 14.7599995 13.0899996 5 5 4 4 6 6 4 5 1.16 0.14 1.26 0.93 1.46 0.40 0.02 1.96 0.20 0.78 1.13 0.14 1.20 0.94 1.36 1.02 0.82 1.21 0.84 1.23 1.40 0.06 1.44 0.98 2.02 0.90 0.19 1.20 0.75 1.08 1.20 0.31 1.53 0.78 1.83 1.05 0.58 1.30 0.81 1.36 0.75 0.07 1.39 0.54 1.05 0.94 0.82 2.21 0.43 2.08 1.34 0.08 1.42 0.94 1.91 1.26 0.13 1.41 0.89 1.77 1.20 0.35 1.71 0.70 2.05 1.04 0.92 3.33 0.31 3.46 0.65 0.04 1.47 0.44 0.95 1.08 0.43

Dual oxidase 1 (EC 1.11.1.-) (EC 1.6.3.1) (Large NOX 1) (Long NOX 1) (NADPH thyroid oxidase 1) (Thyroid oxidase 1)Q9NRD9 sp|Q9NRD9|DUOX1_HUMAN3 3 105 1 1 1 7.69 10.95 7.13 8.27 2.34 4.28 3.675 2.96599995 3.675 0.7737 5 5 4 1 6 6 4 4 2.11 0.00 1.26 1.68 2.65 1.03 0.69 1.19 0.86 1.23 0.85 0.12 1.25 0.68 1.07 0.74 0.03 1.29 0.57 0.95 1.12 0.15 1.19 0.94 1.33 0.71 0.01 1.26 0.56 0.89 0.80 0.03 1.21 0.67 0.97 0.89 0.27 1.31 0.68 1.17 0.83 0.17 1.40 0.59 1.16 0.75 0.43 2.72 0.28 2.04 1.09 0.40 1.31 0.83 1.43 1.23 0.26 1.59 0.77 1.95 0.76 0.43 2.59 0.30 1.98 1.06 0.80 2.01 0.53 2.14 1.58 0.14 3.81 0.42 6.03 1.20 0.43

Sodium- and chloride-dependent neutral and basic amino acid transporter B(0+) (Amino acid transporter ATB0+) (Solute carrier family 6 member 14)Q9UN76 sp|Q9UN76|S6A14_HUMAN3 3 105 1 1 1 4.62 4.95 6.42 6.6 3.71 3.94 7.00900033 2.18100008 7.00900033 3.11500002 5 2 5 2 6 3 4 6 1.37 0.51 5.51 0.25 7.56 1.85 0.10 2.43 0.76 4.50 1.69 0.23 3.81 0.44 6.43 1.53 0.16 2.34 0.65 3.58 1.94 0.06 2.09 0.92 4.05 0.75 0.35 2.81 0.27 2.10 0.81 0.13 1.43 0.57 1.16 1.07 0.81 2.99 0.36 3.20 0.98 0.95 2.84 0.35 2.79 1.08 0.79 3.05 0.36 3.30 0.92 0.42 1.46 0.63 1.34 1.26 0.18 1.63 0.77 2.06 1.32 0.20 1.87 0.71 2.46 1.06 0.56 1.47 0.72 1.56 0.99 0.95 1.73 0.57 1.71 1.07 0.52

Platelet endothelial cell adhesion molecule (PECAM-1) (EndoCAM) (GPIIA') (PECA1) (CD antigen CD31)P16284 sp|P16284|PECA1_HUMAN 3 3 105 1 1 1 8 8.71 6.09 6.96 4.32 5.11 6.09799996 6.09799996 3.79399993 5.82699999 5 5 3 4 5 5 3 3 0.59 0.02 1.42 0.42 0.84 1.31 0.04 1.27 1.03 1.66 0.93 0.37 1.26 0.73 1.17 1.05 0.57 1.26 0.83 1.32 1.09 0.33 1.27 0.86 1.38 0.65 0.01 1.27 0.51 0.82 1.69 0.01 1.27 1.33 2.14 1.07 0.51 1.43 0.75 1.52 1.16 0.21 1.42 0.82 1.66 1.03 0.75 1.42 0.72 1.47 0.79 0.22 1.77 0.45 1.40 1.21 0.15 1.44 0.84 1.73 1.34 0.07 1.43 0.94 1.91 0.78 0.13 1.53 0.51 1.19 0.95 0.83 14.16 0.07 13.38 1.06 0.80

Valine--tRNA ligase (EC 6.1.1.9) (Protein G7a) (Valyl-tRNA synthetase) (ValRS)P26640 sp|P26640|SYVC_HUMAN 3 3 105 1 1 1 8.06 9.38 7.59 9.03 8.34 10.01 6.01300001 4.58899997 6.01300001 5.45900017 5 4 5 5 5 5 4 4 1.02 0.85 1.26 0.81 1.28 1.00 0.96 1.31 0.76 1.31 0.98 0.89 1.49 0.66 1.46 0.79 0.14 1.47 0.53 1.16 1.11 0.23 1.26 0.88 1.40 0.89 0.54 1.72 0.52 1.53 0.89 0.37 1.42 0.63 1.26 1.12 0.39 1.45 0.78 1.63 1.45 0.08 1.55 0.93 2.25 0.87 0.40 1.60 0.54 1.38 1.06 0.51 1.30 0.82 1.38 0.96 0.81 1.68 0.57 1.61 1.01 0.97 1.49 0.68 1.50 1.05 0.59 1.31 0.80 1.38 1.01 0.90 1.28 0.79 1.29 1.23 0.11

Neuronal membrane glycoprotein M6-a (M6a)P51674 sp|P51674|GPM6A_HUMAN3 3 105 1 1 1 3.39 3.62 5.7 6.09 5.63 5.93 10.0699998 6.11499995 10.0699998 10.0699998 5 4 5 5 5 2 4 5 1.49 0.45 80.71 0.02 120.21 2.43 0.07 3.67 0.66 8.90 0.99 0.99 166.67 0.01 165.67 1.78 0.11 3.70 0.48 6.58 0.88 0.42 3.67 0.24 3.21 1.14 0.72 28.97 0.04 32.90 0.53 0.10 3.72 0.14 1.97 2.02 0.04 1.79 1.12 3.61 0.88 0.27 1.45 0.61 1.27 0.69 0.11 1.78 0.38 1.22 1.61 0.03 1.45 1.11 2.34 0.86 0.35 1.72 0.50 1.48 1.26 0.26 1.88 0.67 2.37 0.87 0.50 2.11 0.41 1.84 1.01 0.93 1.48 0.68 1.50 0.69 0.16

Transportin-1 (Importin beta-2) (Karyopherin beta-2) (M9 region interaction protein) (MIP)Q92973 sp|Q92973|TNPO1_HUMAN3 3 105 1 1 1 8.03 9.2 4.81 6.21 3.53 5.84 7.01600015 6.34699985 7.01600015 4.12000008 5 4 5 3 5 5 3 3 1.02 0.82 1.27 0.80 1.29 0.63 0.02 1.41 0.45 0.89 1.01 0.88 1.31 0.78 1.33 0.89 0.44 1.50 0.59 1.34 1.19 0.11 1.28 0.93 1.52 0.89 0.31 1.34 0.67 1.20 1.04 0.61 1.27 0.82 1.32 0.94 0.68 1.70 0.55 1.61 0.99 0.89 1.42 0.69 1.40 1.19 0.42 2.11 0.57 2.51 1.12 0.30 1.42 0.79 1.60 1.08 0.54 1.59 0.68 1.72 0.99 0.98 2.81 0.35 2.79 1.26 0.38 2.49 0.51 3.15 0.76 0.36 9.23 0.08 7.03 0.99 0.99

Multivesicular body subunit 12B (ESCRT-I complex subunit MVB12B) (Protein FAM125B)Q9H7P6 sp|Q9H7P6|F125B_HUMAN3 3 105 1 1 1 8.72 9.44 4.31 5 3.39 3.9 17.87 17.87 9.09100026 6.89700022 5 5 3 2 5 5 4 4 1.48 0.05 1.46 1.01 2.17 1.50 0.05 1.51 0.99 2.25 0.68 0.09 1.61 0.42 1.10 0.91 0.64 1.67 0.55 1.52 0.72 0.01 1.23 0.58 0.88 0.86 0.39 1.56 0.55 1.34 0.67 0.03 1.38 0.49 0.93 2.57 0.00 1.38 1.85 3.56 1.52 0.11 1.80 0.85 2.74 0.57 0.11 2.18 0.26 1.25 1.18 0.19 1.37 0.86 1.62 0.77 0.04 1.26 0.61 0.97 0.77 0.04 1.27 0.61 0.98 0.76 0.21 1.76 0.43 1.33 1.26 0.15 1.56 0.81 1.97 0.56 0.05

Leucine-rich alpha-2-glycoprotein (LRG)P02750 sp|P02750|A2GL_HUMAN 3 3 105 1 1 1 5.94 6.11 2.41 2.59 3.05 3.27 12.6800001 12.6800001 3.17000002 6.05200008 5 5 1 2 4 4 3 4 0.82 0.22 1.49 0.55 1.23 0.90 0.27 1.28 0.70 1.15 1.29 0.32 1.99 0.65 2.57 2.28 0.04 2.19 1.04 5.00 0.91 0.30 1.28 0.71 1.16 1.21 0.09 1.28 0.95 1.54 0.90 0.43 1.47 0.61 1.32 1.05 0.59 1.42 0.74 1.50 0.63 0.08 1.84 0.34 1.15 1.69 0.02 1.42 1.18 2.40 0.98 0.79 1.42 0.69 1.39 0.84 0.17 1.42 0.59 1.20 1.30 0.22 1.88 0.69 2.44 2.38 0.02 1.60 1.49 3.80 0.88 0.61 2.43 0.36 2.15 1.02 0.83

High affinity immunoglobulin epsilon receptor subunit gamma (Fc receptor gamma-chain) (FcRgamma) (Fc-epsilon RI-gamma) (IgE Fc receptor subunit gamma) (FceRI gamma)P30273 sp|P30273|FCERG_HUMAN 3 3 105 1 1 1 6 6.11 6 6.17 4 4.16 32.5599998 32.5599998 32.5599998 22.0899999 5 5 4 3 4 4 4 4 0.45 0.03 1.87 0.24 0.84 0.94 0.52 1.42 0.66 1.33 1.28 0.12 1.51 0.85 1.94 1.43 0.05 1.42 1.01 2.03 1.09 0.40 1.42 0.77 1.54 0.89 0.42 1.66 0.53 1.47 2.32 0.01 1.42 1.64 3.29 0.86 0.22 1.45 0.59 1.24 0.74 0.07 1.44 0.52 1.07 1.47 0.05 1.44 1.02 2.12 0.77 0.10 1.44 0.54 1.12 1.39 0.07 1.48 0.94 2.05 1.39 0.06 1.45 0.96 2.01 0.98 0.85 1.44 0.68 1.42 0.58 0.11 3.55 0.16 2.05 0.96 0.75

Retinoic acid receptor responder protein 1 (RAR-responsive protein TIG1) (Tazarotene-induced gene 1 protein)P49788 sp|P49788|TIG1_HUMAN 3 3 105 1 1 1 7.41 7.51 5.26 5.34 3.68 3.86 17.0100004 17.0100004 10.5400004 7.48300031 5 5 4 3 4 3 4 3 1.13 0.27 1.42 0.80 1.60 0.45 0.03 1.93 0.23 0.86 0.87 0.27 1.47 0.59 1.28 0.52 0.09 2.44 0.21 1.26 1.38 0.06 1.42 0.98 1.96 1.20 0.15 1.42 0.85 1.71 0.51 0.08 2.43 0.21 1.24 0.68 0.07 1.58 0.43 1.07 0.92 0.42 1.43 0.64 1.32 0.71 0.13 1.78 0.40 1.26 0.84 0.17 1.43 0.58 1.20 1.12 0.30 1.43 0.78 1.61 0.81 0.13 1.44 0.57 1.17 1.97 0.01 1.43 1.37 2.82 0.88 0.26 1.42 0.62 1.25 0.72 0.31

Septin-7 (CDC10 protein homolog)Q16181 sp|Q16181|SEPT7_HUMAN 3 3 105 1 1 1 5.44 5.87 2.18 2.64 2.64 3.15 7.77999982 7.77999982 4.34800014 4.34800014 5 5 2 2 4 4 2 4 1.00 0.97 1.46 0.69 1.46 0.80 0.24 1.80 0.44 1.43 0.99 0.94 1.78 0.56 1.76 0.90 0.40 1.53 0.59 1.38 0.91 0.40 1.46 0.62 1.33 0.78 0.12 1.52 0.51 1.18 0.89 0.37 1.54 0.58 1.37 1.15 0.57 9.41 0.12 10.84 0.87 0.60 10.73 0.08 9.36 0.92 0.92 2348.66 0.00 2166.31 0.87 0.55 7.84 0.11 6.83 0.98 0.89 5.66 0.17 5.53 1.08 0.91 898.43 0.00 969.27 1.06 0.86 29.04 0.04 30.76 0.78 0.56 44.35 0.02 34.64 0.74 0.27

Leucine--tRNA ligase, cytoplasmic (EC 6.1.1.4) (Leucyl-tRNA synthetase) (LeuRS)Q9P2J5 sp|Q9P2J5|SYLC_HUMAN 3 3 105 1 1 1 8.31 10.08 5.13 6.89 2.71 4.86 5.27199991 5.27199991 2.55100001 3.6559999 5 5 3 3 4 4 3 3 0.99 0.87 1.26 0.79 1.24 1.28 0.09 1.37 0.93 1.75 0.89 0.20 1.26 0.71 1.12 0.87 0.40 1.56 0.56 1.36 1.08 0.41 1.31 0.83 1.42 0.86 0.24 1.37 0.63 1.18 1.06 0.47 1.27 0.84 1.35 0.73 0.20 3.64 0.20 2.65 1.74 0.12 3.67 0.47 6.37 0.60 0.13 3.80 0.16 2.28 1.01 0.95 3.66 0.28 3.69 1.16 0.39 3.69 0.31 4.26 0.71 0.19 3.66 0.19 2.60 0.57 0.11 3.65 0.16 2.09 1.69 0.30 31.35 0.05 53.06 1.47 0.16

Neutrophil gelatinase-associated lipocalin (NGAL) (25 kDa alpha-2-microglobulin-related subunit of MMP-9) (Lipocalin-2) (Oncogene 24p3) (Siderocalin LCN2) (p25)P80188 sp|P80188|NGAL_HUMAN 3 3 105 1 1 1 7.04 7.28 3.82 4.05 7.17 7.42 21.7199996 20.7100004 19.6999997 21.7199996 4 4 4 4 11 8 4 11 0.68 0.07 1.57 0.43 1.07 0.58 0.02 1.47 0.40 0.86 1.01 0.98 2.13 0.47 2.14 0.45 0.07 2.45 0.19 1.11 1.65 0.01 1.27 1.30 2.10 1.67 0.05 1.68 0.99 2.81 0.61 0.02 1.44 0.42 0.88 0.73 0.40 17.50 0.04 12.80 0.78 0.38 8.97 0.09 6.95 0.58 0.43 253.56 0.00 147.16 1.03 0.86 4.52 0.23 4.64 1.01 0.93 3.56 0.28 3.60 0.88 0.63 13.05 0.07 11.43 0.92 0.68 6.51 0.14 5.99 1.06 0.61 1.40 0.76 1.49 0.67 0.04

6-phosphogluconolactonase (6PGL) (EC 3.1.1.31)O95336 sp|O95336|6PGL_HUMAN 3 3 105 1 1 1 7.47 7.68 6.16 6.19 6.18 6.22 24.8099998 21.3200003 15.1199997 24.8099998 4 4 3 4 10 6 3 10 1.33 0.04 1.30 1.02 1.73 0.65 0.10 1.79 0.36 1.16 0.91 0.34 1.30 0.70 1.18 0.90 0.27 1.29 0.69 1.16 1.24 0.15 1.41 0.88 1.74 0.88 0.22 1.29 0.68 1.14 1.33 0.04 1.30 1.02 1.73 1.20 0.35 4.21 0.29 5.06 1.33 0.21 3.51 0.38 4.66 0.70 0.29 9.23 0.08 6.42 1.15 0.40 3.51 0.33 4.03 1.55 0.14 3.51 0.44 5.43 0.94 0.85 26.80 0.04 25.15 0.95 0.86 19.61 0.05 18.59 0.84 0.12 1.30 0.64 1.09 1.07 0.74

Synaptosomal-associated protein 23 (SNAP-23) (Vesicle-membrane fusion protein SNAP-23)O00161 sp|O00161|SNP23_HUMAN3 3 105 1 1 1 5.14 5.27 6.08 6.27 6.3 6.62 21.7999995 21.7999995 17.5400004 17.5400004 4 4 3 3 9 5 6 9 1.03 0.82 1.76 0.59 1.82 1.23 0.16 1.51 0.81 1.85 1.05 0.85 2.62 0.40 2.75 0.88 0.27 1.42 0.62 1.26 0.90 0.42 1.54 0.59 1.40 0.93 0.55 1.56 0.60 1.45 1.16 0.29 1.57 0.74 1.82 1.11 0.54 1.63 0.68 1.82 0.94 0.61 1.38 0.68 1.30 1.04 0.80 1.56 0.67 1.62 1.01 0.95 1.27 0.79 1.28 0.98 0.89 1.37 0.72 1.35 1.08 0.56 1.49 0.73 1.61 1.18 0.16 1.33 0.89 1.57 1.10 0.26 1.26 0.88 1.39 0.94 0.47

60S ribosomal protein L35a (Cell growth-inhibiting gene 33 protein)P18077 sp|P18077|RL35A_HUMAN 3 3 105 1 1 1 3.34 3.48 5.39 5.65 7.43 7.52 27.2700012 14.5500004 20.9099993 27.2700012 4 2 3 4 9 3 8 9 0.39 0.01 1.47 0.26 0.57 0.59 0.04 1.59 0.37 0.94 0.62 0.22 3.15 0.20 1.97 0.53 0.09 2.41 0.22 1.28 0.70 0.06 1.50 0.47 1.05 0.52 0.11 2.75 0.19 1.44 0.64 0.65 37.82 0.02 24.16 0.51 0.00 1.37 0.37 0.70 3.24 0.00 1.41 2.30 4.55 0.54 0.04 1.75 0.31 0.95 0.81 0.04 1.20 0.67 0.98 0.81 0.03 1.20 0.67 0.97 0.67 0.05 1.52 0.44 1.01 0.63 0.08 1.72 0.37 1.08 1.39 0.02 1.26 1.10 1.75 1.13 0.19

60S ribosomal protein L15P61313 sp|P61313|RL15_HUMAN 3 3 105 1 1 1 6.45 6.68 4.05 4.2 6.26 6.51 17.1599999 17.1599999 10.2899998 13.73 4 4 2 3 9 6 4 9 0.65 0.01 1.30 0.50 0.84 0.77 0.02 1.20 0.64 0.92 0.61 0.00 1.20 0.51 0.73 0.59 0.00 1.25 0.48 0.74 0.71 0.32 2.33 0.30 1.65 0.83 0.37 1.64 0.51 1.37 1.05 0.51 1.20 0.87 1.26 0.60 0.12 3.53 0.17 2.12 2.50 0.07 3.52 0.71 8.78 0.62 0.48 303.47 0.00 188.86 0.94 0.64 3.51 0.27 3.30 1.18 0.34 3.52 0.34 4.17 0.67 0.15 3.51 0.19 2.36 0.72 0.29 7.36 0.10 5.34 1.52 0.09 1.80 0.84 2.74 1.26 0.22

Alpha-2-antiplasmin (Alpha-2-AP) (Alpha-2-plasmin inhibitor) (Alpha-2-PI) (Serpin F2)P08697 sp|P08697|A2AP_HUMAN 3 3 105 1 1 1 2.35 2.62 6.28 6.36 5.89 6.49 12.2199997 4.88799997 10.5899997 12.2199997 4 1 4 4 8 3 6 8 0.45 0.01 1.57 0.29 0.70 0.42 0.02 1.82 0.23 0.77 1.79 0.01 1.33 1.35 2.39 2.32 0.00 1.38 1.68 3.21 0.75 0.06 1.37 0.55 1.03 1.32 0.04 1.28 1.03 1.70 1.76 0.01 1.42 1.24 2.50 0.46 0.03 1.88 0.24 0.87 0.35 0.00 1.49 0.23 0.51 2.72 0.00 1.26 2.16 3.44 0.71 0.08 1.52 0.47 1.07 0.73 0.01 1.23 0.59 0.90 0.97 0.81 1.46 0.66 1.41 2.29 0.01 1.54 1.49 3.53 0.64 0.21 2.50 0.25 1.59 0.87 0.74

Protein S100-A4 (Calvasculin) (Metastasin) (Placental calcium-binding protein) (Protein Mts1) (S100 calcium-binding protein A4)P26447 sp|P26447|S10A4_HUMAN 3 3 105 1 1 1 4.71 4.73 8 8.03 2.79 2.88 35.6400013 26.730001 35.6400013 18.8099995 4 3 4 2 8 8 5 8 0.60 0.22 3.40 0.18 2.06 0.83 0.46 2.35 0.35 1.96 1.04 0.74 1.58 0.66 1.65 1.01 0.89 1.51 0.67 1.53 1.07 0.72 2.04 0.52 2.19 1.23 0.17 1.51 0.81 1.85 1.27 0.13 1.51 0.84 1.92 1.42 0.02 1.27 1.12 1.81 1.01 0.95 1.47 0.68 1.49 1.29 0.11 1.43 0.90 1.85 1.05 0.55 1.27 0.83 1.34 1.13 0.19 1.27 0.89 1.44 1.35 0.03 1.27 1.06 1.71 0.98 0.88 1.54 0.64 1.51 0.89 0.51 4.79 0.19 4.25 1.38 0.23

Transaldolase (EC 2.2.1.2)P37837 sp|P37837|TALDO_HUMAN3 3 105 1 1 1 3.68 4.75 3.58 4.15 7.45 8.3 12.1699996 6.52799979 3.26399989 12.1699996 4 2 1 4 8 4 4 8 0.96 0.59 1.25 0.76 1.20 1.10 0.27 1.26 0.88 1.38 0.92 0.31 1.25 0.73 1.15 0.88 0.18 1.25 0.70 1.11 1.11 0.41 1.40 0.79 1.55 1.28 0.09 1.38 0.93 1.76 1.01 0.86 1.26 0.81 1.27 1.10 0.60 1.69 0.65 1.86 0.77 0.08 1.36 0.57 1.06 0.87 0.47 1.68 0.52 1.47 0.86 0.15 1.28 0.67 1.10 0.92 0.36 1.27 0.73 1.17 0.95 0.73 1.54 0.62 1.46 0.90 0.84 4.46 0.20 4.01 1.17 0.25 1.39 0.84 1.63 1.44 0.01

Eukaryotic translation initiation factor 3 subunit E (eIF3e) (Eukaryotic translation initiation factor 3 subunit 6) (Viral integration site protein INT-6 homolog) (eIF-3 p48)P60228 sp|P60228|EIF3E_HUMAN 3 3 105 1 1 1 3.97 4.16 4.81 5.13 6.49 7.17 10.3399999 4.94400002 6.29199967 10.3399999 4 2 3 4 8 3 3 8 0.79 0.27 3.77 0.21 3.00 1.68 0.19 7.64 0.22 12.87 0.75 0.22 3.88 0.19 2.90 0.71 0.26 6.58 0.11 4.66 0.90 0.49 3.79 0.24 3.40 0.76 0.24 3.87 0.20 2.96 0.71 0.19 3.85 0.18 2.74 0.96 0.94 173.44 0.01 167.28 2.13 0.09 3.96 0.54 8.46 0.74 0.51 57.35 0.01 42.19 1.06 0.68 4.02 0.26 4.26 0.98 0.89 4.66 0.21 4.56 0.91 0.77 27.04 0.03 24.56 0.62 0.37 54.49 0.01 33.83 1.48 0.06 1.53 0.97 2.26 1.00 1.00

UPF0764 protein C16orf89Q6UX73 sp|Q6UX73|CP089_HUMAN3 3 105 1 1 1 5.77 6.1 6.78 7.64 5.43 6.12 10.4500003 8.7059997 10.4500003 7.95999989 4 3 4 3 8 5 7 8 1.09 0.54 1.71 0.64 1.87 0.78 0.25 1.92 0.41 1.50 1.41 0.07 1.53 0.92 2.15 1.62 0.03 1.49 1.09 2.41 1.12 0.35 1.48 0.75 1.66 1.32 0.13 1.60 0.82 2.10 1.06 0.82 2.53 0.42 2.68 0.94 0.56 1.48 0.63 1.39 0.93 0.78 2.69 0.35 2.50 1.39 0.17 1.94 0.71 2.70 1.16 0.50 2.18 0.53 2.53 0.75 0.09 1.49 0.50 1.11 1.25 0.14 1.50 0.84 1.88 1.04 0.89 2.61 0.40 2.71 0.83 0.31 3.51 0.24 2.92 0.81 0.28

Chloride intracellular channel protein 2 (XAP121)O15247 sp|O15247|CLIC2_HUMAN 3 3 105 1 1 1 2.1 5.66 1.74 3.04 4.04 6.38 15.7900006 10.5300002 13.3599997 15.7900006 4 3 3 4 7 3 2 7 1.08 0.61 4.19 0.26 4.54 1.16 0.38 3.73 0.31 4.34 0.79 0.32 5.03 0.16 3.97 1.03 0.84 3.76 0.27 3.86 1.37 0.32 9.17 0.15 12.56 0.90 0.48 3.73 0.24 3.34 0.66 0.17 4.16 0.16 2.77 1.51 0.15 3.52 0.43 5.30 0.94 0.68 4.18 0.22 3.93 1.13 0.60 8.29 0.14 9.36 1.18 0.34 3.52 0.34 4.15 1.00 0.98 3.51 0.28 3.50 1.02 0.97 118.05 0.01 119.95 1.16 0.59 11.94 0.10 13.85 1.00 0.99 3.60 0.28 3.61 1.07 0.64

Catenin alpha-1 (Alpha E-catenin) (Cadherin-associated protein) (Renal carcinoma antigen NY-REN-13)P35221 sp|P35221|CTNA1_HUMAN3 3 105 1 1 1 4.62 5.84 5.63 6.54 3.62 4.61 8.82999972 8.49900022 8.82999972 4.19399999 4 4 4 2 7 3 4 7 1.65 0.56 2230.85 0.00 3670.77 1.58 0.15 4.07 0.39 6.44 0.86 0.39 4.07 0.21 3.48 0.74 0.61 268.60 0.00 197.73 0.82 0.33 4.10 0.20 3.37 0.94 0.89 58.15 0.02 54.86 0.89 0.47 4.04 0.22 3.59 1.41 0.20 1.95 0.72 2.75 0.98 0.80 1.31 0.75 1.28 1.34 0.29 2.05 0.65 2.74 1.10 0.34 1.31 0.84 1.44 1.29 0.21 1.66 0.78 2.15 1.15 0.29 1.42 0.81 1.64 1.42 0.12 1.68 0.84 2.37 1.17 0.23 1.51 0.78 1.77 1.18 0.22

Proteasome subunit beta type-10 (EC 3.4.25.1) (Low molecular mass protein 10) (Macropain subunit MECl-1) (Multicatalytic endopeptidase complex subunit MECl-1) (Proteasome MECl-1) (Proteasome subunit beta-2i)P40306 sp|P40306|PSB10_HUMAN 3 3 105 1 1 1 6.62 6.7 4.87 4.95 5.59 5.64 20.8800003 11.3600001 13.9200002 20.8800003 4 3 4 4 7 4 4 7 0.66 0.10 1.76 0.38 1.17 1.55 0.04 1.47 1.06 2.28 0.75 0.09 1.44 0.52 1.08 0.62 0.06 1.69 0.37 1.04 0.84 0.09 1.25 0.67 1.05 0.81 0.09 1.32 0.61 1.06 0.63 0.03 1.43 0.44 0.90 0.58 0.08 2.03 0.29 1.19 2.84 0.01 1.43 1.99 4.06 0.56 0.13 2.73 0.21 1.54 0.57 0.03 1.52 0.38 0.87 0.60 0.06 1.79 0.34 1.07 0.70 0.08 1.58 0.44 1.10 0.62 0.05 1.58 0.39 0.98 1.64 0.03 1.43 1.14 2.34 0.94 0.56

40S ribosomal protein S11P62280 sp|P62280|RS11_HUMAN 3 3 105 1 1 1 5.27 5.57 7.68 7.99 5.28 5.55 27.2199988 15.8199996 27.2199988 22.1499994 4 3 4 3 7 5 7 6 0.62 0.01 1.37 0.45 0.85 0.84 0.27 1.44 0.59 1.22 0.84 0.28 1.47 0.57 1.24 0.75 0.07 1.37 0.55 1.03 0.80 0.14 1.38 0.58 1.11 0.80 0.13 1.38 0.58 1.10 1.03 0.86 1.60 0.64 1.66 0.77 0.06 1.33 0.58 1.02 2.25 0.00 1.26 1.79 2.82 0.56 0.07 1.95 0.29 1.09 0.94 0.46 1.26 0.75 1.18 1.01 0.90 1.26 0.80 1.27 0.75 0.17 1.65 0.46 1.24 0.76 0.28 1.96 0.39 1.48 1.16 0.21 1.31 0.88 1.51 1.19 0.31

LIM and SH3 domain protein 1 (LASP-1) (Metastatic lymph node gene 50 protein) (MLN 50)Q14847 sp|Q14847|LASP1_HUMAN 3 3 105 1 1 1 4.18 4.89 3.54 3.68 4.95 5.29 16.4800003 8.81199986 12.6399994 16.4800003 4 3 3 4 7 3 3 7 1.24 0.43 8.64 0.14 10.69 1.00 1.00 27.60 0.04 27.54 0.82 0.31 4.00 0.20 3.27 0.99 0.94 5.71 0.17 5.64 0.93 0.77 10.86 0.09 10.10 0.92 0.60 3.99 0.23 3.68 1.06 0.70 3.97 0.27 4.19 1.18 0.34 3.52 0.34 4.16 0.93 0.58 3.52 0.26 3.26 0.73 0.36 12.06 0.06 8.86 0.99 0.92 3.52 0.28 3.48 1.30 0.23 3.52 0.37 4.59 1.03 0.87 4.40 0.23 4.51 0.92 0.55 3.51 0.26 3.23 1.04 0.77 1.55 0.67 1.62 1.25 0.06

Zinc transporter ZIP8 (BCG-induced integral membrane protein in monocyte clone 103 protein) (LIV-1 subfamily of ZIP zinc transporter 6) (LZT-Hs6) (Solute carrier family 39 member 8) (Zrt- and Irt-like protein 8) (ZIP-8)Q9C0K1 sp|Q9C0K1|S39A8_HUMAN3 3 105 1 1 1 3.71 3.82 5.59 5.78 4.07 4.16 12.6100004 6.30400032 12.6100004 6.30400032 4 2 4 3 7 7 6 6 1.40 0.50 69.82 0.02 97.40 2.46 0.07 3.62 0.68 8.90 0.86 0.38 3.62 0.24 3.12 1.06 0.68 3.65 0.29 3.87 0.88 0.42 3.63 0.24 3.19 0.89 0.65 11.11 0.08 9.89 0.69 0.17 3.67 0.19 2.53 1.92 0.02 1.48 1.30 2.85 1.05 0.62 1.47 0.71 1.55 0.78 0.47 3.36 0.23 2.62 1.31 0.11 1.53 0.86 2.00 0.91 0.39 1.47 0.62 1.34 0.63 0.55 16.25 0.04 10.24 0.79 0.15 1.58 0.50 1.24 1.12 0.45 3.57 0.32 4.01 0.46 0.15

Vacuolar protein sorting-associated protein 16 homolog (hVPS16)Q9H269 sp|Q9H269|VPS16_HUMAN3 3 105 1 1 1 4.64 5.72 2.85 3.37 2.59 3.76 5.72099984 5.12499996 5.72099984 2.97999997 4 4 2 3 7 7 4 5 0.93 0.37 1.26 0.74 1.17 1.04 0.59 1.25 0.83 1.31 0.79 0.07 1.30 0.61 1.03 0.88 0.17 1.26 0.70 1.11 1.06 0.45 1.26 0.85 1.33 0.91 0.45 1.41 0.64 1.29 0.94 0.45 1.26 0.75 1.18 0.87 0.56 8.07 0.11 7.03 2.45 0.07 3.59 0.68 8.78 1.02 0.92 10.75 0.10 11.01 1.01 0.94 3.58 0.28 3.62 0.95 0.71 3.56 0.27 3.39 0.71 0.18 3.54 0.20 2.53 1.11 0.49 3.54 0.31 3.93 1.25 0.39 7.36 0.17 9.19 1.33 0.22

Formin-like protein 1 (CLL-associated antigen KW-13) (Leukocyte formin)O95466 sp|O95466|FMNL_HUMAN 3 3 105 1 1 1 6.36 8.04 6.28 7.65 5.91 8.71 5.27300015 3.99999991 3.455 5.27300015 4 3 3 4 6 3 3 6 0.53 0.02 1.43 0.37 0.75 0.76 0.20 1.88 0.40 1.43 1.04 0.87 2.46 0.42 2.56 1.02 0.92 2.29 0.45 2.34 0.85 0.25 1.57 0.54 1.33 1.16 0.44 1.92 0.60 2.22 1.43 0.08 1.59 0.90 2.28 0.73 0.12 1.68 0.43 1.23 1.68 0.03 1.47 1.14 2.47 1.15 0.40 1.79 0.64 2.07 0.77 0.10 1.46 0.53 1.12 1.04 0.67 1.47 0.71 1.53 1.06 0.58 1.47 0.72 1.56 1.16 0.55 2.43 0.48 2.81 1.22 0.26 1.58 0.77 1.92 0.85 0.11

Adenosylhomocysteinase (AdoHcyase) (EC 3.3.1.1) (S-adenosyl-L-homocysteine hydrolase)P23526 sp|P23526|SAHH_HUMAN 3 3 105 1 1 1 8.35 8.81 4.57 4.71 6.3 6.52 9.95400026 9.95400026 7.86999986 5.55600002 4 4 3 3 6 5 3 6 1.24 0.08 1.30 0.96 1.61 1.19 0.08 1.23 0.97 1.46 1.02 0.87 1.33 0.76 1.36 0.81 0.20 1.47 0.55 1.19 1.34 0.01 1.21 1.11 1.62 0.81 0.06 1.25 0.65 1.02 0.91 0.25 1.21 0.76 1.10 1.10 0.60 5.29 0.21 5.82 0.95 0.73 4.83 0.20 4.57 1.66 0.12 3.55 0.47 5.88 1.14 0.41 3.55 0.32 4.05 1.15 0.39 3.53 0.33 4.07 1.16 0.56 9.32 0.12 10.77 1.51 0.15 3.55 0.42 5.35 1.23 0.06 1.25 0.99 1.54 1.15 0.14

Proteasome subunit beta type-9 (EC 3.4.25.1) (Low molecular mass protein 2) (Macropain chain 7) (Multicatalytic endopeptidase complex chain 7) (Proteasome chain 7) (Proteasome subunit beta-1i) (Really interesting new gene 12 protein)P28065 sp|P28065|PSB9_HUMAN 3 3 105 1 1 1 8.04 8.2 4.28 4.32 5.63 5.69 26.4800012 26.4800012 19.63 19.63 4 4 3 3 6 5 2 6 0.66 0.02 1.34 0.49 0.88 2.22 0.00 1.36 1.63 3.02 0.77 0.07 1.35 0.57 1.04 0.68 0.01 1.26 0.54 0.86 0.80 0.05 1.26 0.63 1.01 0.83 0.08 1.26 0.66 1.05 0.74 0.03 1.26 0.59 0.94 0.71 0.57 229.47 0.00 162.07 1.34 0.38 11.86 0.11 15.85 1.66 0.48 458.63 0.00 761.92 0.62 0.22 9.17 0.07 5.68 0.67 0.16 3.55 0.19 2.39 1.16 0.38 3.58 0.32 4.15 1.68 0.43 181.78 0.01 304.61 1.45 0.25 7.14 0.20 10.36 0.81 0.30

Aminoacyl tRNA synthase complex-interacting multifunctional protein 2 (Multisynthase complex auxiliary component p38) (Protein JTV-1)Q13155 sp|Q13155|AIMP2_HUMAN3 3 105 1 1 1 3.48 3.78 4.78 5.03 3.92 4.25 19.0599993 12.8099993 19.0599993 8.43800008 4 4 4 3 6 3 5 6 0.98 0.95 19.90 0.05 19.50 1.56 0.14 3.65 0.43 5.71 0.79 0.50 19.31 0.04 15.35 0.71 0.28 7.94 0.09 5.61 0.96 0.79 4.02 0.24 3.87 0.82 0.58 26.21 0.03 21.42 0.95 0.78 5.73 0.17 5.46 0.82 0.37 2.09 0.39 1.72 1.49 0.29 3.33 0.45 4.97 1.03 0.92 3.18 0.32 3.28 0.97 0.76 1.43 0.68 1.39 1.09 0.62 1.87 0.58 2.03 1.05 0.84 2.53 0.41 2.66 1.30 0.71 13.48 0.10 17.54 1.40 0.06 1.45 0.97 2.03 1.05 0.76

Nicastrin Q92542 sp|Q92542|NICA_HUMAN 3 3 105 1 1 1 5.39 6.05 6.57 7.1 5.37 5.91 4.93699983 4.23099995 4.93699983 3.94899994 4 3 4 3 6 3 5 6 0.96 0.83 1.98 0.49 1.90 1.23 0.37 2.19 0.56 2.70 0.98 0.82 1.42 0.69 1.39 1.28 0.22 1.84 0.70 2.37 1.02 0.90 2.03 0.51 2.08 0.98 0.85 1.53 0.64 1.50 1.09 0.38 1.42 0.77 1.55 1.08 0.61 1.51 0.71 1.63 0.87 0.42 1.60 0.55 1.39 0.87 0.36 1.51 0.58 1.31 1.00 1.00 1.26 0.79 1.26 1.31 0.06 1.35 0.97 1.77 1.13 0.19 1.26 0.90 1.43 1.09 0.65 1.76 0.62 1.92 1.04 0.79 1.78 0.59 1.85 0.89 0.39

Coronin-1B (Coronin-2)Q9BR76 sp|Q9BR76|COR1B_HUMAN3 3 105 1 1 1 6.66 7.2 2.26 3.98 4.69 7.25 7.15700015 6.95300028 3.27199996 7.15700015 4 4 2 4 6 5 3 6 1.29 0.05 1.29 1.00 1.67 0.74 0.04 1.30 0.57 0.97 1.10 0.58 1.64 0.67 1.81 0.98 0.80 1.29 0.76 1.26 1.27 0.06 1.29 0.98 1.64 0.84 0.12 1.30 0.65 1.09 1.07 0.46 1.29 0.83 1.39 1.11 0.52 3.83 0.29 4.23 1.01 0.91 3.81 0.27 3.86 0.95 0.81 8.04 0.12 7.64 1.21 0.32 3.81 0.32 4.63 1.20 0.33 3.82 0.31 4.58 1.79 0.47 838.41 0.00 1502.58 1.21 0.67 78.91 0.02 95.84 0.93 0.85 4.06 0.23 3.78 1.86 0.10

Cytoplasmic dynein 1 light intermediate chain 1 (LIC1) (Dynein light chain A) (DLC-A) (Dynein light intermediate chain 1, cytosolic)Q9Y6G9 sp|Q9Y6G9|DC1L1_HUMAN3 3 105 1 1 1 3.19 3.74 4.54 4.96 4.35 5.09 9.94300023 3.63299996 9.94300023 7.07499981 4 1 4 2 6 3 4 6 0.70 0.20 2.22 0.32 1.55 0.88 0.50 2.03 0.43 1.78 0.94 0.85 3.14 0.30 2.97 0.89 0.58 2.20 0.40 1.95 0.93 0.52 1.48 0.63 1.38 0.77 0.10 1.47 0.53 1.14 0.89 0.32 1.47 0.60 1.31 1.29 0.41 2.90 0.44 3.73 1.67 0.06 1.73 0.96 2.88 1.08 0.59 1.67 0.65 1.80 0.89 0.47 1.76 0.50 1.57 0.88 0.28 1.46 0.60 1.28 0.92 0.68 2.12 0.44 1.95 1.27 0.22 1.78 0.71 2.25 2.04 0.30 9.23 0.22 18.81 2.40 0.31

Eukaryotic translation initiation factor 3 subunit F (eIF3f) (Deubiquitinating enzyme eIF3f) (EC 3.4.19.12) (Eukaryotic translation initiation factor 3 subunit 5) (eIF-3-epsilon) (eIF3 p47)O00303 sp|O00303|EIF3F_HUMAN 3 3 105 1 1 1 7.9 8 6 6.02 6.05 6.2 14.5699993 14.5699993 12.3199999 12.3199999 4 4 4 3 5 5 3 5 0.69 0.01 1.21 0.57 0.83 2.00 0.02 1.69 1.19 3.37 0.62 0.01 1.29 0.48 0.79 0.65 0.01 1.33 0.49 0.87 0.86 0.09 1.21 0.71 1.04 0.80 0.03 1.20 0.66 0.96 0.78 0.02 1.20 0.65 0.94 0.83 0.30 1.80 0.46 1.49 2.00 0.01 1.44 1.39 2.88 0.88 0.66 2.89 0.30 2.55 0.83 0.15 1.44 0.57 1.19 0.94 0.62 1.62 0.58 1.52 0.84 0.17 1.44 0.58 1.20 1.17 0.23 1.47 0.79 1.72 1.13 0.65 12.65 0.09 14.27 1.14 0.42

Disintegrin and metalloproteinase domain-containing protein 10 (ADAM 10) (EC 3.4.24.81) (CDw156) (Kuzbanian protein homolog) (Mammalian disintegrin-metalloprotease) (CD antigen CD156c)O14672 sp|O14672|ADA10_HUMAN3 3 105 1 1 1 7.57 8.42 5.18 5.37 3.85 4.27 6.28300011 6.28300011 4.41199988 4.947 4 4 3 3 5 4 4 5 0.96 0.68 1.43 0.67 1.37 1.74 0.02 1.43 1.22 2.49 0.90 0.32 1.42 0.63 1.28 0.97 0.71 1.43 0.68 1.38 0.96 0.71 1.43 0.68 1.38 0.82 0.30 1.81 0.45 1.50 1.17 0.20 1.43 0.82 1.66 1.69 0.29 4.85 0.35 8.20 1.07 0.49 1.45 0.74 1.56 0.92 0.74 2.45 0.38 2.26 1.25 0.19 1.64 0.76 2.04 1.25 0.12 1.45 0.87 1.81 1.06 0.60 1.51 0.70 1.61 1.02 0.90 2.07 0.49 2.12 1.06 0.80 10.75 0.10 11.44 1.17 0.42

Cytoplasmic dynein 1 light intermediate chain 2 (Dynein light intermediate chain 2, cytosolic) (LIC-2) (LIC53/55)O43237 sp|O43237|DC1L2_HUMAN3 3 105 1 1 1 6.74 7.25 6.09 6.47 4.09 4.72 11.7899999 11.7899999 8.73999968 6.30099997 4 3 4 3 5 2 5 2 0.92 0.56 3.63 0.25 3.34 1.14 0.59 9.61 0.12 10.97 0.66 0.15 3.62 0.18 2.40 0.62 0.13 3.63 0.17 2.25 0.93 0.62 3.59 0.26 3.35 0.83 0.32 3.63 0.23 3.01 0.89 0.44 3.62 0.24 3.21 0.88 0.30 1.51 0.58 1.32 1.65 0.09 2.03 0.81 3.34 0.82 0.23 1.65 0.50 1.35 1.03 0.82 1.51 0.68 1.54 1.03 0.81 1.50 0.68 1.54 0.93 0.54 1.54 0.60 1.43 0.84 0.53 2.71 0.31 2.27 1.28 0.28 4.41 0.29 5.66 1.09 0.67

Ubiquitin-like protein 3 (Membrane-anchored ubiquitin-fold protein) (HsMUB) (MUB) (Protein HCG-1)O95164 sp|O95164|UBL3_HUMAN 3 3 105 1 1 1 2.96 3.02 7.08 7.17 4.87 5.08 34.1899991 17.9499999 34.1899991 23.9299998 4 3 4 3 5 3 4 5 1.35 0.17 1.83 0.74 2.47 1.22 0.30 1.89 0.65 2.31 1.03 0.88 2.03 0.51 2.09 1.11 0.34 1.42 0.78 1.57 0.97 0.72 1.42 0.68 1.37 1.27 0.11 1.46 0.87 1.85 1.09 0.72 2.41 0.45 2.62 1.71 0.07 1.88 0.91 3.22 1.32 0.24 2.05 0.64 2.71 0.83 0.16 1.43 0.58 1.19 1.18 0.38 1.88 0.63 2.21 0.99 0.89 1.43 0.69 1.41 1.15 0.23 1.43 0.81 1.64 0.82 0.18 1.53 0.54 1.25 1.10 0.38 1.45 0.76 1.60 0.91 0.41

Cathepsin D (EC 3.4.23.5) [Cleaved into: Cathepsin D light chain; Cathepsin D heavy chain]P07339 sp|P07339|CATD_HUMAN 3 3 105 1 1 1 3.52 4.13 5.72 6.08 4.38 4.77 15.5300006 10.1899996 15.5300006 7.03900009 4 3 4 3 5 2 4 5 0.68 0.17 3.73 0.18 2.54 0.99 0.95 9.76 0.10 9.64 0.94 0.64 3.74 0.25 3.51 0.96 0.80 4.57 0.21 4.40 1.56 0.19 5.84 0.27 9.10 0.79 0.27 3.75 0.21 2.96 0.88 0.43 3.73 0.24 3.29 0.78 0.30 4.92 0.16 3.83 2.41 0.08 3.81 0.63 9.18 1.08 0.80 18.22 0.06 19.61 0.67 0.17 3.81 0.18 2.57 0.86 0.54 8.39 0.10 7.24 0.62 0.39 70.72 0.01 43.92 0.98 0.94 18.45 0.05 18.03 0.75 0.09 1.47 0.51 1.11 1.18 0.47

Thioredoxin (Trx) (ATL-derived factor) (ADF) (Surface-associated sulphydryl protein) (SASP)P10599 sp|P10599|THIO_HUMAN 3 3 105 1 1 1 3.75 3.8 4.1 4.15 4.22 4.28 29.519999 29.519999 20.95 20.95 4 4 2 4 5 4 4 5 1.00 0.97 3.51 0.29 3.53 1.11 0.48 3.51 0.32 3.90 1.03 0.85 6.21 0.17 6.42 1.11 0.49 3.52 0.31 3.89 1.25 0.26 3.51 0.36 4.41 1.06 0.68 3.51 0.30 3.71 1.52 0.15 3.51 0.43 5.34 0.96 0.73 3.55 0.27 3.39 0.89 0.44 3.54 0.25 3.13 0.86 0.73 79.24 0.01 68.03 1.01 0.92 3.59 0.28 3.63 1.28 0.28 4.47 0.29 5.73 1.10 0.52 3.56 0.31 3.91 1.05 0.72 3.56 0.29 3.73 1.24 0.15 1.50 0.83 1.87 1.29 0.12

26S proteasome non-ATPase regulatory subunit 8 (26S proteasome regulatory subunit RPN12) (26S proteasome regulatory subunit S14) (p31)P48556 sp|P48556|PSMD8_HUMAN3 3 105 1 1 1 3.84 4.13 3.7 4.08 7.15 7.73 11.4299998 7.14299977 4.85699996 11.4299998 4 2 2 4 5 2 3 5 1.03 0.84 3.93 0.26 4.04 1.15 0.43 3.90 0.29 4.46 0.71 0.19 3.90 0.18 2.77 0.69 0.24 7.00 0.10 4.79 1.00 1.00 3.93 0.25 3.93 0.81 0.39 6.72 0.12 5.44 0.69 0.18 3.89 0.18 2.69 0.79 0.34 5.65 0.14 4.49 1.75 0.29 34.37 0.05 60.08 1.01 0.99 40.77 0.02 40.98 0.84 0.34 3.68 0.23 3.09 0.76 0.23 3.66 0.21 2.80 0.90 0.62 6.77 0.13 6.12 0.93 0.76 12.03 0.08 11.15 1.50 0.01 1.27 1.18 1.90 0.78 0.13

Claudin-18 P56856 sp|P56856|CLD18_HUMAN 3 3 105 1 1 1 4 4.04 6 6.04 2.32 2.35 11.49 8.04599971 11.49 4.21499983 4 3 4 1 5 3 3 5 1.36 0.20 3.71 0.37 5.06 2.28 0.08 3.73 0.61 8.53 0.73 0.21 3.75 0.20 2.75 0.94 0.65 3.74 0.25 3.51 0.80 0.28 3.75 0.21 3.00 0.87 0.40 3.73 0.23 3.23 0.60 0.13 3.75 0.16 2.26 1.46 0.38 26.61 0.05 38.90 1.21 0.34 4.13 0.29 4.99 0.71 0.22 4.84 0.15 3.46 1.13 0.52 5.04 0.22 5.67 0.96 0.78 3.64 0.26 3.51 1.41 0.26 6.73 0.21 9.46 0.93 0.81 19.26 0.05 17.93 0.86 0.67 27.49 0.03 23.68 0.82 0.50

ADP-ribosylation factor 6P62330 sp|P62330|ARF6_HUMAN 3 3 105 1 1 1 4.25 6.39 4.3 5.26 3.76 4.64 21.7099994 21.7099994 11.9999997 20.5699995 4 4 2 3 5 5 4 4 1.19 0.13 1.31 0.91 1.57 1.10 0.42 1.36 0.80 1.49 0.91 0.95 73.11 0.01 66.76 0.92 0.71 1.88 0.49 1.74 1.03 0.75 1.32 0.78 1.36 1.02 0.88 1.53 0.67 1.57 1.06 0.70 1.51 0.70 1.59 1.22 0.14 1.42 0.86 1.73 1.11 0.37 1.50 0.74 1.67 1.00 0.99 1.51 0.66 1.50 1.25 0.11 1.42 0.88 1.77 1.26 0.10 1.42 0.89 1.79 1.09 0.46 1.47 0.74 1.60 1.10 0.37 1.42 0.77 1.55 1.09 0.43 1.47 0.74 1.61 0.98 0.95

Ketimine reductase mu-crystallin (EC 1.5.1.25) (NADP-regulated thyroid-hormone-binding protein)Q14894 sp|Q14894|CRYM_HUMAN 3 3 105 1 1 1 5.45 5.7 6 6.11 6.01 6.18 20.3799993 20.3799993 14.6500006 14.6500006 4 4 3 3 5 3 4 5 1.20 0.20 1.53 0.78 1.84 0.72 0.08 1.51 0.48 1.09 1.40 0.11 1.68 0.83 2.36 0.95 0.82 2.42 0.39 2.29 1.28 0.30 2.14 0.60 2.73 1.24 0.16 1.53 0.81 1.91 1.11 0.39 1.52 0.73 1.69 1.34 0.33 2.72 0.49 3.65 0.94 0.83 3.00 0.31 2.82 1.17 0.41 1.92 0.61 2.25 1.15 0.25 1.46 0.79 1.69 1.59 0.04 1.55 1.03 2.46 1.19 0.71 5.60 0.21 6.64 0.98 0.81 1.46 0.67 1.43 0.75 0.07 1.42 0.53 1.07 0.99 0.92

Radial spoke head protein 4 homolog A (Radial spoke head-like protein 3)Q5TD94 sp|Q5TD94|RSH4A_HUMAN3 3 105 1 1 1 4.02 4.22 6.27 6.42 8.35 8.61 8.38000029 4.46900018 5.58700003 8.38000029 4 2 3 4 5 2 2 5 0.93 0.81 23.77 0.04 22.05 0.68 0.19 4.57 0.15 3.09 0.65 0.51 245.84 0.00 161.01 1.11 0.61 6.93 0.16 7.71 0.72 0.40 19.93 0.04 14.40 0.79 0.66 169.77 0.00 133.78 0.92 0.73 8.69 0.11 8.03 1.19 0.34 3.73 0.32 4.45 1.22 0.51 13.01 0.09 15.86 0.50 0.46 2172.05 0.00 1096.60 1.19 0.64 35.04 0.03 41.87 1.28 0.60 70.43 0.02 90.07 0.87 0.41 3.63 0.24 3.17 0.87 0.41 3.63 0.24 3.16 1.16 0.22 1.35 0.86 1.56 0.89 0.53

Eukaryotic translation initiation factor 3 subunit M (eIF3m) (Fetal lung protein B5) (hFL-B5) (PCI domain-containing protein 1)Q7L2H7 sp|Q7L2H7|EIF3M_HUMAN3 3 105 1 1 1 3.76 4.96 4.73 5.88 4.3 5.43 10.96 7.48699978 10.96 5.88200018 4 3 4 2 5 3 4 5 0.67 0.16 3.58 0.19 2.39 2.25 0.14 9.79 0.23 22.04 0.56 0.11 3.55 0.16 2.00 0.59 0.12 3.57 0.16 2.09 0.93 0.62 3.56 0.26 3.32 0.74 0.43 20.65 0.04 15.30 0.78 0.24 3.57 0.22 2.78 0.58 0.03 1.56 0.37 0.90 2.51 0.02 1.76 1.42 4.42 0.76 0.58 6.07 0.12 4.60 0.91 0.41 1.48 0.61 1.35 1.06 0.62 1.49 0.71 1.57 0.63 0.19 2.79 0.23 1.75 0.80 0.32 2.08 0.39 1.66 1.34 0.09 1.50 0.89 2.00 1.04 0.75

Lipolysis-stimulated lipoprotein receptorQ86X29 sp|Q86X29|LSR_HUMAN 3 3 105 1 1 1 7.51 7.88 3.07 3.09 2.75 2.96 8.16600025 8.16600025 4.16000001 4.16000001 4 4 2 2 5 5 2 2 1.12 0.57 1.64 0.68 1.84 1.27 0.06 1.29 0.98 1.63 0.86 0.08 1.20 0.72 1.03 1.04 0.68 1.31 0.79 1.37 1.32 0.08 1.38 0.95 1.82 1.00 0.95 1.20 0.84 1.21 0.96 0.62 1.23 0.78 1.18 1.10 0.50 3.52 0.31 3.88 1.02 0.87 3.63 0.28 3.70 1.00 1.00 69.24 0.01 69.40 1.12 0.45 3.51 0.32 3.94 1.07 0.60 3.51 0.31 3.77 1.16 0.45 4.79 0.24 5.54 1.41 0.30 9.09 0.15 12.78 1.02 0.90 3.52 0.29 3.58 1.24 0.32

Galectin-9 (Gal-9) (Ecalectin) (Tumor antigen HOM-HD-21)O00182 sp|O00182|LEG9_HUMAN 3 3 105 1 1 1 4.05 4.1 6 6.06 3.76 3.82 10.1400003 7.88699985 10.1400003 6.19699992 4 2 4 2 4 3 4 3 1.05 0.72 3.55 0.30 3.72 1.38 0.19 3.55 0.39 4.90 0.82 0.31 3.84 0.21 3.14 0.99 0.96 3.56 0.28 3.53 0.88 0.41 3.54 0.25 3.11 0.98 0.85 3.55 0.27 3.47 1.05 0.72 3.55 0.30 3.72 1.00 0.96 1.44 0.69 1.44 1.50 0.09 1.76 0.85 2.63 0.93 0.77 2.58 0.36 2.40 1.09 0.66 2.00 0.54 2.17 1.04 0.70 1.45 0.72 1.50 0.92 0.42 1.45 0.63 1.33 1.17 0.21 1.46 0.80 1.72 0.99 0.97 3.92 0.25 3.90 1.24 0.29

ATP-dependent RNA helicase DDX3X (EC 3.6.4.13) (DEAD box protein 3, X-chromosomal) (DEAD box, X isoform) (Helicase-like protein 2) (HLP2)O00571 sp|O00571|DDX3X_HUMAN3 3 105 1 1 1 2.38 2.89 8.84 9.01 4.77 4.98 6.49499968 5.28700016 6.49499968 5.73999994 4 3 4 3 4 2 4 3 1.13 0.45 3.62 0.31 4.08 0.80 0.28 3.90 0.20 3.12 0.96 0.75 3.59 0.27 3.44 0.95 0.68 3.59 0.26 3.40 1.36 0.27 5.71 0.24 7.76 0.94 0.63 3.59 0.26 3.36 1.12 0.47 3.62 0.31 4.04 1.45 0.34 2.80 0.52 4.06 1.15 0.59 2.12 0.54 2.44 1.20 0.08 1.25 0.95 1.50 1.13 0.20 1.26 0.89 1.42 1.04 0.73 1.38 0.75 1.44 1.08 0.37 1.25 0.86 1.35 1.15 0.15 1.26 0.92 1.45 0.89 0.51 4.44 0.20 3.96 1.25 0.31

Aminoacyl tRNA synthase complex-interacting multifunctional protein 1 (Multisynthase complex auxiliary component p43) [Cleaved into: Endothelial monocyte-activating polypeptide 2 (EMAP-2) (Endothelial monocyte-activating polypeptide II) (EMAP-II) (Small inducible cytokine subfamily E member 1)]Q12904 sp|Q12904|AIMP1_HUMAN3 3 105 1 1 1 4.17 4.58 7.32 8.54 4.29 4.71 13.1400004 6.40999973 13.1400004 6.40999973 4 2 4 2 4 3 4 3 0.83 0.29 1.77 0.47 1.47 1.56 0.04 1.46 1.06 2.27 0.68 0.18 2.28 0.30 1.54 0.69 0.06 1.50 0.46 1.03 0.87 0.28 1.51 0.58 1.31 0.61 0.10 2.11 0.29 1.29 0.83 0.18 1.50 0.55 1.24 0.81 0.22 1.70 0.47 1.37 1.83 0.06 1.94 0.95 3.55 0.86 0.55 2.55 0.34 2.19 0.82 0.14 1.43 0.57 1.17 1.13 0.29 1.44 0.79 1.62 0.89 0.56 2.05 0.43 1.83 0.83 0.39 2.13 0.39 1.76 1.53 0.28 3.41 0.45 5.19 1.41 0.18

Vacuolar protein sorting-associated protein 33A (hVPS33A)Q96AX1 sp|Q96AX1|VP33A_HUMAN3 3 105 1 1 1 2.26 2.84 7.41 8.22 3.34 4.32 7.38300011 3.18799987 7.38300011 4.19499986 4 2 4 2 4 2 4 3 0.77 0.33 6.83 0.11 5.24 0.78 0.25 3.53 0.22 2.77 0.63 0.35 35.29 0.02 22.32 0.67 0.42 50.32 0.01 33.68 1.00 0.98 3.52 0.28 3.51 0.66 0.35 26.12 0.03 17.19 0.72 0.24 5.43 0.13 3.88 0.76 0.19 1.68 0.45 1.28 1.68 0.06 1.74 0.96 2.93 1.38 0.37 2.65 0.52 3.65 0.76 0.09 1.41 0.54 1.07 0.72 0.05 1.40 0.52 1.01 0.90 0.51 1.55 0.58 1.40 1.08 0.88 4.23 0.25 4.56 0.98 0.90 5.15 0.19 5.05 0.98 0.90

UPF0568 protein C14orf166 (CLE7 homolog) (CLE)Q9Y224 sp|Q9Y224|CN166_HUMAN3 3 105 1 1 1 4.73 4.83 2.95 3.08 3.37 3.49 15.5699998 13.9300004 9.01599973 15.5699998 4 3 2 4 4 3 2 4 0.75 0.12 1.61 0.47 1.21 0.63 0.08 1.81 0.35 1.15 1.10 0.42 1.48 0.74 1.62 1.17 0.67 4.06 0.29 4.76 1.06 0.58 1.51 0.71 1.60 0.79 0.12 1.47 0.54 1.16 1.10 0.39 1.48 0.75 1.63 0.53 0.41 399.11 0.00 211.91 1.64 0.31 29.96 0.05 49.27 0.96 0.85 9.26 0.10 8.87 1.10 0.58 4.85 0.23 5.34 0.96 0.79 5.40 0.18 5.16 0.76 0.27 4.90 0.15 3.71 0.86 0.78 175.61 0.00 151.18 1.04 0.79 4.06 0.26 4.21 1.26 0.28

60S ribosomal protein L36Q9Y3U8 sp|Q9Y3U8|RL36_HUMAN 3 3 105 1 1 1 4.64 4.68 4.71 4.82 4 4.26 25.7099986 20.0000003 25.7099986 20.0000003 4 2 4 3 4 2 4 3 0.48 0.11 5.04 0.09 2.42 0.78 0.24 3.53 0.22 2.74 0.53 0.24 24.03 0.02 12.68 0.47 0.16 11.80 0.04 5.59 0.88 0.41 3.53 0.25 3.09 0.55 0.42 399.66 0.00 219.05 0.95 0.71 3.53 0.27 3.36 0.80 0.29 3.94 0.20 3.16 2.55 0.15 18.05 0.14 45.95 0.64 0.71 87455.74 0.00 56047.18 0.87 0.51 5.98 0.15 5.22 0.69 0.31 12.77 0.05 8.80 1.17 0.78 252.95 0.00 295.44 0.88 0.73 32.62 0.03 28.80 1.54 0.17 4.44 0.35 6.82 1.56 0.17

Retinol-binding protein 4 (Plasma retinol-binding protein) (PRBP) (RBP) [Cleaved into: Plasma retinol-binding protein(1-182); Plasma retinol-binding protein(1-181); Plasma retinol-binding protein(1-179); Plasma retinol-binding protein(1-176)]P02753 sp|P02753|RET4_HUMAN 3 3 105 1 1 1 3.18 3.22 4.04 4.06 5.79 5.9 25.8700013 9.95000005 21.8899995 25.8700013 4 2 3 4 3 3 2 3 0.55 0.14 5.17 0.11 2.86 0.57 0.22 12.26 0.05 7.04 1.30 0.33 6.68 0.19 8.67 2.42 0.11 7.19 0.34 17.42 1.00 0.99 89.25 0.01 89.57 1.08 0.59 4.00 0.27 4.34 1.74 0.11 3.56 0.49 6.19 0.44 0.08 3.72 0.12 1.63 0.74 0.41 17.16 0.04 12.78 3.64 0.06 5.25 0.69 19.08 0.90 0.51 3.67 0.25 3.32 0.77 0.24 3.71 0.21 2.85 0.83 0.32 3.68 0.22 3.04 1.00 0.98 3.72 0.27 3.73 0.92 0.60 4.08 0.23 3.77 0.79 0.28

Sodium/potassium-transporting ATPase subunit beta-1 (Sodium/potassium-dependent ATPase subunit beta-1)P05026 sp|P05026|AT1B1_HUMAN 3 3 105 1 1 1 4.07 4.51 3.73 4.19 4.09 4.56 10.5599999 8.2510002 10.5599999 8.2510002 4 2 4 2 3 2 2 3 1.22 0.30 3.56 0.34 4.34 1.81 0.16 6.69 0.27 12.10 0.92 0.57 3.54 0.26 3.27 0.72 0.44 29.72 0.02 21.45 0.89 0.44 3.57 0.25 3.16 0.91 0.67 7.88 0.12 7.19 0.94 0.67 3.55 0.27 3.35 1.02 0.90 5.93 0.17 6.06 0.84 0.49 8.67 0.10 7.29 0.89 0.46 3.76 0.24 3.34 0.94 0.64 3.79 0.25 3.55 1.15 0.61 11.28 0.10 12.92 0.66 0.18 4.39 0.15 2.92 0.84 0.34 3.84 0.22 3.22 1.23 0.29 3.64 0.34 4.48 0.83 0.31

Protein flightless-1 homologQ13045 sp|Q13045|FLII_HUMAN 3 3 105 1 1 1 6.17 7.2 7.44 9.69 4.97 6.28 4.49200012 4.01900001 4.49200012 3.38799991 4 3 4 3 3 2 3 2 0.84 0.34 3.77 0.22 3.17 0.80 0.51 19.18 0.04 15.35 1.01 0.95 3.77 0.27 3.80 0.88 0.45 3.82 0.23 3.37 1.11 0.51 3.77 0.29 4.18 1.05 0.80 5.70 0.18 5.96 1.04 0.82 4.76 0.22 4.93 0.98 0.84 1.48 0.66 1.45 1.54 0.11 1.95 0.79 3.00 0.74 0.19 1.90 0.39 1.42 0.86 0.24 1.49 0.58 1.28 1.10 0.39 1.49 0.74 1.64 0.93 0.51 1.49 0.62 1.38 0.83 0.26 1.68 0.49 1.39 1.01 0.95 10.82 0.09 10.97 0.96 0.92

Copine-8 (Copine VIII)Q86YQ8 sp|Q86YQ8|CPNE8_HUMAN3 3 105 1 1 1 2.32 4.89 4 6.17 3.05 5.42 7.97900036 5.31900004 7.97900036 7.97900036 4 2 4 4 3 2 2 3 1.28 0.29 4.45 0.29 5.69 1.25 0.34 5.40 0.23 6.75 1.41 0.21 4.44 0.32 6.27 1.33 0.27 5.12 0.26 6.83 1.24 0.32 4.44 0.28 5.52 0.92 0.89 420.56 0.00 386.06 0.83 0.53 12.55 0.07 10.46 1.29 0.50 25.61 0.05 33.05 1.12 0.51 4.39 0.25 4.90 1.10 0.67 7.59 0.14 8.32 1.27 0.26 3.60 0.35 4.57 1.08 0.66 5.57 0.19 6.04 1.00 0.99 3.60 0.28 3.61 1.09 0.55 3.60 0.30 3.92 1.01 0.95 3.81 0.26 3.84 1.03 0.84

Wiskott-Aldrich syndrome protein family member 2 (WASP family protein member 2) (Protein WAVE-2) (Verprolin homology domain-containing protein 2)Q9Y6W5 sp|Q9Y6W5|WASF2_HUMAN3 3 105 1 1 1 6.38 6.95 6.59 6.8 5.81 6.24 10.6399998 7.83099979 10.6399998 9.43799987 4 4 4 4 3 3 2 3 0.88 0.43 3.51 0.25 3.11 0.97 0.82 3.51 0.28 3.41 1.04 0.75 3.51 0.30 3.65 1.03 0.80 3.51 0.29 3.63 0.94 0.62 3.51 0.27 3.28 0.91 0.50 3.51 0.26 3.18 1.22 0.30 3.51 0.35 4.28 0.91 0.52 3.74 0.24 3.40 0.88 0.43 3.76 0.23 3.29 1.16 0.38 3.71 0.31 4.31 0.94 0.70 5.23 0.18 4.90 0.90 0.51 3.75 0.24 3.39 0.83 0.32 3.70 0.22 3.08 0.97 0.83 3.88 0.25 3.77 1.10 0.53 3.88 0.28 4.27 1.15 0.46

TRAF3-interacting protein 1 (Interleukin-13 receptor alpha 1-binding protein 1) (Microtubule-interacting protein associated with TRAF3) (MIP-T3)Q8TDR0 sp|Q8TDR0|MIPT3_HUMAN3 3 105 1 1 1 6.15 7.84 6.15 6.71 4.37 5.29 4.63100001 4.34199981 4.63100001 3.039 4 4 4 3 2 2 2 2 1.60 0.13 3.53 0.45 5.64 0.75 0.21 3.52 0.21 2.64 0.93 0.61 3.55 0.26 3.31 1.15 0.39 3.54 0.32 4.08 1.18 0.35 3.54 0.33 4.17 0.80 0.30 4.25 0.19 3.39 1.24 0.28 3.54 0.35 4.38 0.90 0.50 3.53 0.26 3.19 1.27 0.25 3.52 0.36 4.48 0.64 0.40 60.77 0.01 38.76 1.32 0.22 3.52 0.37 4.63 1.32 0.22 3.52 0.38 4.65 0.92 0.54 3.52 0.26 3.23 0.92 0.75 15.42 0.06 14.12 1.95 0.09 3.54 0.55 6.90 1.57 0.36

Antileukoproteinase (ALP) (BLPI) (HUSI-1) (Mucus proteinase inhibitor) (MPI) (Protease inhibitor WAP4) (Secretory leukocyte protease inhibitor) (Seminal proteinase inhibitor) (WAP four-disulfide core domain protein 4)P03973 sp|P03973|SLPI_HUMAN 3 3 105 1 1 1 2.77 2.82 2.85 2.85 4.19 4.19 15.9099996 15.9099996 15.9099996 15.9099996 3 2 2 3 20 3 2 20 0.49 0.12 5.76 0.08 2.81 0.71 0.29 8.90 0.08 6.29 1.25 0.50 15.97 0.08 19.89 0.85 0.35 3.52 0.24 2.99 0.97 0.87 4.80 0.20 4.67 1.95 0.17 10.08 0.19 19.67 0.63 0.13 3.51 0.18 2.20 0.64 0.14 3.52 0.18 2.27 0.42 0.08 3.97 0.11 1.68 0.82 0.30 3.54 0.23 2.91 0.55 0.11 3.54 0.16 1.95 0.75 0.39 12.93 0.06 9.68 0.46 0.12 7.26 0.06 3.31 0.80 0.27 3.54 0.23 2.83 1.14 0.62 2.68 0.43 3.06 0.51 0.03

Argininosuccinate synthase (EC 6.3.4.5) (Citrulline--aspartate ligase)P00966 sp|P00966|ASSY_HUMAN 3 3 105 1 1 1 5.72 6.07 4.29 4.55 6.88 7.57 6.79600015 6.79600015 6.55300021 6.55300021 3 3 3 3 10 5 3 10 1.10 0.24 1.20 0.91 1.32 0.76 0.07 1.37 0.55 1.03 1.12 0.18 1.21 0.93 1.35 0.73 0.13 1.58 0.46 1.15 1.21 0.11 1.29 0.93 1.56 0.90 0.44 1.41 0.64 1.27 0.87 0.10 1.20 0.72 1.04 0.97 0.77 1.46 0.67 1.41 0.92 0.46 1.46 0.63 1.35 0.98 0.93 1.87 0.53 1.84 1.04 0.68 1.46 0.71 1.52 1.32 0.15 1.68 0.79 2.23 0.85 0.37 1.87 0.45 1.58 0.85 0.40 1.91 0.44 1.63 1.47 0.04 1.44 1.02 2.11 1.20 0.18

Cholinesterase (EC 3.1.1.8) (Acylcholine acylhydrolase) (Butyrylcholine esterase) (Choline esterase II) (Pseudocholinesterase)P06276 sp|P06276|CHLE_HUMAN 3 3 105 1 1 1 2.97 3.32 2.59 2.72 6.47 6.93 7.14299977 7.14299977 3.48800011 6.97700009 3 3 1 3 8 3 2 8 0.34 0.06 3.86 0.09 1.30 0.58 0.20 9.04 0.06 5.26 1.13 0.63 11.83 0.10 13.43 1.25 0.28 3.91 0.32 4.90 1.26 0.27 3.86 0.33 4.87 1.50 0.35 22.67 0.07 33.93 1.86 0.17 8.48 0.22 15.81 0.50 0.09 3.67 0.14 1.84 0.39 0.17 24.52 0.02 9.62 1.88 0.10 3.68 0.51 6.90 0.81 0.29 3.70 0.22 3.00 0.99 0.93 3.69 0.27 3.65 1.63 0.13 3.67 0.44 5.98 1.34 0.32 7.82 0.17 10.48 0.59 0.01 1.26 0.47 0.75 1.06 0.45

Fatty acid-binding protein, adipocyte (Adipocyte lipid-binding protein) (ALBP) (Adipocyte-type fatty acid-binding protein) (A-FABP) (AFABP) (Fatty acid-binding protein 4)P15090 sp|P15090|FABP4_HUMAN 3 3 105 1 1 1 6.07 6.21 6.5 6.57 4.01 4.05 31.8199992 31.8199992 31.0600013 21.9699994 3 3 3 2 7 5 7 6 0.86 0.30 1.62 0.53 1.39 0.93 0.54 1.52 0.61 1.42 0.55 0.14 2.97 0.19 1.64 0.86 0.54 2.38 0.36 2.05 0.97 0.82 1.52 0.64 1.48 0.81 0.44 2.58 0.31 2.09 1.24 0.16 1.54 0.81 1.91 1.60 0.01 1.28 1.25 2.05 2.23 0.02 1.76 1.27 3.92 1.22 0.09 1.30 0.94 1.59 1.57 0.02 1.37 1.15 2.15 0.91 0.30 1.28 0.71 1.16 1.21 0.19 1.44 0.84 1.74 0.79 0.31 1.86 0.42 1.46 0.77 0.27 4.74 0.16 3.63 1.43 0.47

40S ribosomal protein S25P62851 sp|P62851|RS25_HUMAN 3 3 105 1 1 1 4.04 4.13 5.69 5.92 3 3.22 20.8000004 15.1999995 20.8000004 15.1999995 3 2 3 2 7 4 6 7 0.80 0.27 3.52 0.23 2.82 1.89 0.10 3.52 0.54 6.65 0.78 0.24 3.51 0.22 2.74 0.47 0.08 3.51 0.14 1.66 1.04 0.76 3.51 0.30 3.66 0.48 0.08 3.51 0.14 1.68 0.70 0.17 3.51 0.20 2.47 0.64 0.03 1.42 0.45 0.91 2.39 0.01 1.51 1.58 3.61 0.92 0.84 4.45 0.21 4.11 0.77 0.08 1.42 0.54 1.09 0.77 0.09 1.42 0.54 1.09 0.93 0.69 2.02 0.46 1.87 1.18 0.47 2.25 0.53 2.67 1.81 0.17 8.09 0.22 14.65 1.18 0.39

60S ribosomal protein L8P62917 sp|P62917|RL8_HUMAN 3 3 105 1 1 1 5.81 5.93 4.69 4.76 3.73 4.08 13.2300004 13.2300004 10.5099998 7.00400025 3 3 3 2 7 4 4 7 0.50 0.01 1.42 0.35 0.71 0.92 0.41 1.42 0.64 1.31 0.51 0.06 2.03 0.25 1.04 0.65 0.20 2.68 0.24 1.74 0.79 0.10 1.42 0.55 1.12 0.69 0.35 3.63 0.19 2.52 1.10 0.38 1.42 0.77 1.56 0.75 0.25 4.79 0.16 3.57 2.25 0.36 671.82 0.00 1511.15 0.74 0.78 45183.48 0.00 33391.74 0.96 0.75 3.51 0.27 3.37 1.12 0.72 21.02 0.05 23.54 0.79 0.44 11.46 0.07 9.11 0.88 0.80 140.04 0.01 123.44 1.31 0.09 1.44 0.91 1.89 1.60 0.03

Bardet-Biedl syndrome 1 protein (BBS2-like protein 2)Q8NFJ9 sp|Q8NFJ9|BBS1_HUMAN 3 3 105 1 1 1 4.4 5.13 2.12 2.65 6.62 7.83 10.2899998 10.2899998 2.36099996 9.2749998 3 3 1 3 7 2 2 7 1.05 0.71 3.65 0.29 3.84 0.99 0.94 3.62 0.27 3.59 1.34 0.23 4.08 0.33 5.48 1.05 0.77 4.47 0.23 4.67 1.11 0.49 3.63 0.31 4.03 1.30 0.35 7.83 0.17 10.15 1.15 0.41 3.67 0.31 4.21 1.92 0.29 57.13 0.03 109.50 1.05 0.71 3.70 0.28 3.90 1.28 0.27 3.95 0.32 5.05 1.22 0.30 3.74 0.33 4.58 1.05 0.72 3.69 0.28 3.87 1.16 0.39 3.68 0.32 4.26 1.53 0.15 3.67 0.42 5.61 1.26 0.08 1.33 0.95 1.67 1.07 0.47

Apolipoprotein D (Apo-D) (ApoD)P05090 sp|P05090|APOD_HUMAN 3 3 105 1 1 1 5.35 5.47 5.87 6.02 2.32 2.4 16.4000005 16.4000005 15.3400004 8.46600011 3 3 3 2 6 6 3 2 0.41 0.03 2.17 0.19 0.89 0.74 0.06 1.39 0.53 1.03 0.93 0.52 1.35 0.69 1.25 1.39 0.04 1.35 1.03 1.87 0.63 0.00 1.23 0.51 0.78 1.53 0.02 1.35 1.13 2.07 1.81 0.01 1.37 1.33 2.48 0.41 0.01 1.45 0.28 0.59 1.33 0.08 1.46 0.91 1.94 2.16 0.01 1.47 1.47 3.16 0.62 0.03 1.46 0.42 0.91 0.71 0.06 1.46 0.48 1.04 0.72 0.07 1.46 0.50 1.05 0.91 0.39 1.45 0.63 1.32 0.77 0.34 7.20 0.11 5.54 0.61 0.29

60S ribosomal protein L17 (60S ribosomal protein L23) (PD-1)P18621 sp|P18621|RL17_HUMAN 3 3 105 1 1 1 3.16 3.22 6.17 6.84 5.52 6.31 19.5700005 17.9299995 15.7600001 19.5700005 3 3 3 3 6 4 6 5 0.47 0.01 1.40 0.34 0.66 0.66 0.01 1.25 0.53 0.82 0.65 0.03 1.41 0.46 0.91 0.58 0.02 1.46 0.39 0.84 0.82 0.07 1.25 0.66 1.03 0.67 0.16 1.97 0.34 1.32 1.15 0.15 1.25 0.92 1.43 0.66 0.11 1.88 0.35 1.24 2.43 0.03 2.05 1.19 4.98 0.49 0.10 2.96 0.16 1.44 0.88 0.26 1.43 0.61 1.26 0.98 0.79 1.43 0.68 1.40 0.66 0.06 1.56 0.43 1.03 0.67 0.23 2.75 0.24 1.85 0.88 0.51 1.98 0.44 1.75 1.60 0.03

Histidine triad nucleotide-binding protein 1 (EC 3.-.-.-) (Adenosine 5'-monophosphoramidase) (Protein kinase C inhibitor 1) (Protein kinase C-interacting protein 1) (PKCI-1)P49773 sp|P49773|HINT1_HUMAN 3 3 105 1 1 1 4.3 4.75 2.12 2.33 4.54 4.84 28.5699993 21.4300007 7.14299977 28.5699993 3 2 1 3 6 6 3 6 1.45 0.05 1.44 1.00 2.10 0.55 0.02 1.45 0.38 0.80 1.44 0.11 1.77 0.81 2.54 1.01 0.90 1.45 0.70 1.46 1.60 0.03 1.44 1.11 2.32 1.05 0.60 1.44 0.73 1.52 1.19 0.18 1.44 0.82 1.71 1.19 0.33 3.66 0.33 4.37 0.57 0.11 3.68 0.15 2.09 0.97 0.79 3.65 0.26 3.53 1.36 0.20 3.71 0.37 5.07 1.27 0.34 5.96 0.21 7.58 0.89 0.64 9.68 0.09 8.65 1.08 0.57 3.66 0.30 3.97 0.63 0.03 1.46 0.43 0.92 1.27 0.23

AP-3 complex subunit delta-1 (AP-3 complex subunit delta) (Adapter-related protein complex 3 subunit delta-1) (Delta-adaptin)O14617 sp|O14617|AP3D1_HUMAN3 3 105 1 1 1 1.33 2.35 4.22 4.74 3.65 4.65 4.85699996 0.78059998 4.85699996 3.816 3 1 3 3 5 2 3 5 0.71 0.48 60.61 0.01 42.83 1.34 0.23 4.11 0.33 5.50 0.84 0.58 16.92 0.05 14.23 0.87 0.78 139.43 0.01 121.40 1.14 0.54 7.14 0.16 8.17 0.90 0.78 50.25 0.02 45.02 1.05 0.81 6.17 0.17 6.45 0.93 0.85 54.16 0.02 50.24 1.27 0.62 82.37 0.02 104.34 1.03 0.84 4.94 0.21 5.10 0.98 0.88 3.81 0.26 3.74 1.07 0.76 7.73 0.14 8.24 1.06 0.89 62.38 0.02 65.88 1.36 0.21 3.85 0.35 5.22 0.64 0.05 1.59 0.40 1.01 1.16 0.36

Signal transducer and activator of transcription 3 (Acute-phase response factor)P40763 sp|P40763|STAT3_HUMAN 3 3 105 1 1 1 3.25 4.15 2.99 3.3 4.67 5.53 3.89599986 1.688 2.33800001 3.89599986 3 1 1 3 5 4 3 5 0.91 0.27 1.26 0.72 1.14 0.74 0.02 1.25 0.59 0.92 1.06 0.64 1.46 0.73 1.55 1.07 0.42 1.25 0.85 1.34 1.07 0.42 1.26 0.85 1.34 1.08 0.34 1.25 0.87 1.36 1.00 0.97 1.33 0.75 1.34 0.83 0.33 3.77 0.22 3.14 1.14 0.61 10.62 0.11 12.09 1.25 0.28 3.80 0.33 4.74 1.07 0.75 7.53 0.14 8.05 0.92 0.61 4.72 0.19 4.33 1.00 0.98 4.20 0.24 4.19 1.60 0.40 74.50 0.02 119.55 0.93 0.63 4.10 0.23 3.82 0.94 0.70

Ubiquitin-conjugating enzyme E2 N (EC 6.3.2.19) (Bendless-like ubiquitin-conjugating enzyme) (Ubc13) (UbcH13) (Ubiquitin carrier protein N) (Ubiquitin-protein ligase N)P61088 sp|P61088|UBE2N_HUMAN3 3 105 1 1 1 4.46 4.6 6.52 6.69 4.73 4.9 23.68 17.1100006 23.68 16.4499998 3 3 3 2 5 3 5 4 1.27 0.26 3.70 0.34 4.70 0.79 0.46 12.93 0.06 10.26 1.06 0.66 3.73 0.29 3.96 0.97 0.93 34.62 0.03 33.56 1.18 0.36 3.70 0.32 4.35 0.82 0.31 3.70 0.22 3.05 1.02 0.90 3.70 0.27 3.76 1.17 0.16 1.30 0.89 1.52 0.83 0.23 1.50 0.55 1.24 0.86 0.52 1.89 0.46 1.63 0.97 0.73 1.30 0.75 1.26 1.01 0.92 1.30 0.78 1.31 0.95 0.61 1.30 0.73 1.24 0.87 0.49 1.76 0.49 1.53 1.03 0.77 1.42 0.72 1.46 1.04 0.67

Fatty acid-binding protein, epidermal (Epidermal-type fatty acid-binding protein) (E-FABP) (Fatty acid-binding protein 5) (Psoriasis-associated fatty acid-binding protein homolog) (PA-FABP)Q01469 sp|Q01469|FABP5_HUMAN3 3 105 1 1 1 5.54 5.75 3.55 3.92 3.57 3.94 27.4100006 27.4100006 11.8500002 20.0000003 3 3 2 3 5 4 2 5 1.04 0.86 1.77 0.58 1.84 1.68 0.07 1.81 0.93 3.05 0.91 0.54 1.58 0.57 1.43 1.49 0.01 1.26 1.18 1.87 2.00 0.00 1.26 1.59 2.53 0.96 0.75 1.41 0.69 1.35 1.16 0.44 1.69 0.68 1.95 0.67 0.16 3.70 0.18 2.47 0.92 0.55 3.69 0.25 3.38 0.57 0.11 3.65 0.16 2.07 0.76 0.23 3.66 0.21 2.80 1.18 0.35 3.69 0.32 4.37 1.26 0.27 3.70 0.34 4.66 0.79 0.25 3.66 0.21 2.87 1.03 0.77 1.44 0.71 1.48 1.48 0.05

Poly [ADP-ribose] polymerase 9 (PARP-9) (EC 2.4.2.30) (ADP-ribosyltransferase diphtheria toxin-like 9) (ARTD9) (B aggressive lymphoma protein)Q8IXQ6 sp|Q8IXQ6|PARP9_HUMAN3 3 105 1 1 1 6.25 7.17 6.06 6.76 4.42 5.17 4.80099991 3.98100019 3.98100019 4.80099991 3 3 3 3 5 2 2 5 0.75 0.21 3.53 0.21 2.64 1.13 0.45 3.84 0.30 4.36 0.58 0.12 3.52 0.17 2.06 0.91 0.80 50.22 0.02 45.51 1.06 0.67 3.54 0.30 3.75 0.86 0.53 8.04 0.11 6.94 0.67 0.19 4.92 0.14 3.29 0.96 0.76 4.11 0.23 3.93 1.49 0.17 4.07 0.37 6.06 0.73 0.28 6.98 0.10 5.06 0.97 0.82 4.01 0.24 3.88 1.15 0.42 4.08 0.28 4.70 0.79 0.28 4.11 0.19 3.23 1.04 0.82 6.11 0.17 6.37 1.03 0.91 2.54 0.41 2.62 1.34 0.09

BPI fold-containing family B member 2 (Bactericidal/permeability-increasing protein-like 1) (BPI-like 1) (Long palate, lung and nasal epithelium carcinoma-associated protein 2) (RYSR)Q8N4F0 sp|Q8N4F0|BPIL1_HUMAN 3 3 105 1 1 1 4.01 4.37 4.12 4.55 1.75 2.08 12.0099999 12.0099999 9.17000026 1.52799999 3 3 3 1 5 5 3 2 0.33 0.12 6.23 0.05 2.05 0.35 0.24 14.88 0.02 5.26 0.48 0.21 5.52 0.09 2.65 0.41 0.42 44.11 0.01 18.01 3.88 0.04 3.35 1.16 13.00 1.53 0.06 1.59 0.97 2.44 0.70 0.11 1.75 0.40 1.22 0.39 0.06 2.92 0.13 1.14 0.29 0.04 3.11 0.09 0.90 0.76 0.44 3.56 0.21 2.70 0.82 0.16 1.47 0.56 1.21 0.47 0.04 1.97 0.24 0.92 1.04 0.73 1.51 0.69 1.57 0.38 0.14 5.72 0.07 2.16 0.93 0.67 4.73 0.20 4.41 0.59 0.39

Complement C1r subcomponent-like protein (C1r-LP) (C1r-like protein) (EC 3.4.21.-) (C1r-like serine protease analog protein) (CLSPa)Q9NZP8 sp|Q9NZP8|C1RL_HUMAN 3 3 105 1 1 1 3.45 3.53 2.49 2.52 6.05 6.1 6.36600032 4.51700017 3.49100009 6.36600032 3 2 2 3 5 2 2 5 0.75 0.21 3.59 0.21 2.68 0.57 0.11 3.60 0.16 2.04 1.19 0.33 3.57 0.33 4.27 1.30 0.23 3.59 0.36 4.66 0.84 0.42 5.48 0.15 4.61 1.01 0.93 3.58 0.28 3.62 1.37 0.20 3.59 0.38 4.93 0.76 0.23 3.70 0.21 2.81 0.75 0.22 3.68 0.20 2.76 1.47 0.17 3.64 0.40 5.33 0.87 0.41 3.67 0.24 3.20 0.75 0.22 3.66 0.21 2.75 1.18 0.36 3.65 0.32 4.30 1.27 0.26 3.64 0.35 4.62 0.69 0.02 1.29 0.54 0.89 0.97 0.70

Serum amyloid P-component (SAP) (9.5S alpha-1-glycoprotein) [Cleaved into: Serum amyloid P-component(1-203)]P02743 sp|P02743|SAMP_HUMAN 3 3 105 1 1 1 3.79 4.39 4.31 4.45 5.34 5.48 14.8000002 14.8000002 11.2099998 12.1100001 3 3 2 3 4 2 4 4 0.40 0.07 3.57 0.11 1.43 1.42 0.18 3.57 0.40 5.06 1.19 0.34 3.59 0.33 4.26 1.06 0.67 3.59 0.30 3.80 0.53 0.10 3.61 0.15 1.91 2.19 0.28 114.29 0.02 250.49 0.91 0.52 3.57 0.26 3.26 0.56 0.06 1.85 0.30 1.03 0.82 0.23 1.62 0.51 1.33 1.84 0.02 1.44 1.28 2.65 1.10 0.40 1.44 0.76 1.58 0.94 0.52 1.44 0.65 1.35 0.88 0.53 2.10 0.42 1.84 1.98 0.02 1.52 1.31 3.00 0.54 0.02 1.49 0.36 0.80 1.67 0.02

NAD(P)H dehydrogenase [quinone] 1 (EC 1.6.5.2) (Azoreductase) (DT-diaphorase) (DTD) (Menadione reductase) (NAD(P)H:quinone oxidoreductase 1) (Phylloquinone reductase) (Quinone reductase 1) (QR1)P15559 sp|P15559|NQO1_HUMAN 3 3 105 1 1 1 5.91 5.97 2.3 2.35 4.79 4.9 11.31 11.31 3.64999995 11.31 3 3 1 3 4 4 2 4 0.65 0.70 59.23 0.01 38.59 0.86 0.72 4.61 0.19 3.98 1.05 0.66 1.49 0.71 1.56 0.75 0.30 2.43 0.31 1.83 0.47 0.34 13.42 0.04 6.35 0.62 0.58 22.83 0.03 14.15 2.44 0.08 3.22 0.76 7.86 1.01 0.96 4.23 0.24 4.26 0.49 0.10 4.24 0.12 2.08 1.03 0.85 4.25 0.24 4.37 0.80 0.29 4.25 0.19 3.38 1.59 0.31 22.07 0.07 35.02 0.97 0.88 9.11 0.11 8.82 0.45 0.09 4.11 0.11 1.84 1.27 0.27 1.98 0.64 2.51 3.07 0.02

40S ribosomal protein S20P60866 sp|P60866|RS20_HUMAN 3 3 105 1 1 1 3.82 3.95 2.49 2.61 2.14 2.28 19.3299994 19.3299994 19.3299994 9.24400017 3 2 3 3 4 2 4 2 1.09 0.55 3.57 0.31 3.89 0.90 0.60 6.81 0.13 6.11 0.99 0.95 3.57 0.28 3.54 0.74 0.21 3.55 0.21 2.64 0.99 0.91 3.56 0.28 3.51 0.76 0.22 3.55 0.21 2.70 0.85 0.36 3.56 0.24 3.04 1.29 0.57 55.97 0.02 71.93 1.92 0.10 3.51 0.55 6.73 0.79 0.26 3.51 0.23 2.79 0.93 0.61 3.51 0.27 3.28 0.79 0.25 3.51 0.22 2.77 0.93 0.58 3.51 0.26 3.25 0.97 0.90 7.92 0.12 7.72 1.12 0.47 3.54 0.32 3.95 1.53 0.28

Cadherin-related family member 3 (Cadherin-like protein 28)Q6ZTQ4 sp|Q6ZTQ4|CDHR3_HUMAN3 3 105 1 1 1 4.06 4.46 5.41 5.87 5.67 6.32 3.95499989 2.82499995 3.50299999 3.95499989 3 2 3 3 4 2 2 4 1.13 0.45 3.81 0.30 4.31 1.54 0.45 113.01 0.01 173.94 1.17 0.58 13.11 0.09 15.32 0.70 0.65 1811.31 0.00 1259.89 1.28 0.57 47.20 0.03 60.18 0.99 0.99 4017.29 0.00 3987.84 0.86 0.38 3.82 0.22 3.27 1.41 0.19 3.84 0.37 5.40 0.95 0.74 3.85 0.25 3.68 1.06 0.69 3.80 0.28 4.02 0.91 0.53 3.82 0.24 3.47 0.94 0.67 3.85 0.24 3.63 0.95 0.73 3.79 0.25 3.61 1.18 0.36 3.82 0.31 4.51 1.40 0.18 2.03 0.69 2.85 0.56 0.12

Mast cell-expressed membrane protein 1Q8IX19 sp|Q8IX19|MCEM1_HUMAN3 3 105 1 1 1 4.46 4.72 2.63 2.76 1.63 1.84 20.86 20.86 11.7600001 4.81299982 3 3 3 1 4 4 3 2 0.55 0.01 1.40 0.39 0.77 1.30 0.06 1.34 0.97 1.75 1.34 0.03 1.26 1.07 1.69 1.68 0.01 1.25 1.34 2.10 1.29 0.11 1.44 0.90 1.85 1.04 0.66 1.25 0.83 1.30 2.11 0.00 1.35 1.56 2.86 1.16 0.41 4.10 0.28 4.76 0.87 0.39 3.51 0.25 3.04 1.26 0.25 3.51 0.36 4.44 1.11 0.62 7.45 0.15 8.29 1.17 0.52 8.04 0.15 9.38 1.49 0.15 3.51 0.43 5.24 0.74 0.52 59.04 0.01 43.74 0.66 0.17 4.29 0.16 2.85 0.88 0.66

Leucine-rich repeat-containing protein 57Q8N9N7 sp|Q8N9N7|LRC57_HUMAN3 3 105 1 1 1 4.91 5.14 3.19 3.43 3.65 3.94 13.3900002 13.3900002 9.62300003 9.62300003 3 3 2 2 4 3 3 4 1.11 0.34 1.42 0.78 1.57 1.02 0.85 1.42 0.72 1.45 0.82 0.14 1.42 0.57 1.17 0.98 0.85 1.42 0.69 1.40 1.11 0.49 1.75 0.64 1.94 0.89 0.30 1.42 0.63 1.27 0.93 0.58 1.65 0.56 1.53 1.22 0.30 3.75 0.33 4.58 0.94 0.80 12.56 0.07 11.77 0.67 0.39 36.77 0.02 24.49 1.23 0.29 3.62 0.34 4.46 1.16 0.38 3.56 0.32 4.12 0.90 0.71 17.11 0.05 15.36 1.03 0.98 7571.38 0.00 7765.40 0.98 0.94 14.73 0.07 14.42 0.68 0.43

Importin-4 (Imp4) (Importin-4b) (Imp4b) (Ran-binding protein 4) (RanBP4)Q8TEX9 sp|Q8TEX9|IPO4_HUMAN 3 3 105 1 1 1 5.98 6.75 2.36 2.72 5.07 6.21 2.86800005 2.86800005 1.01800002 2.86800005 3 3 1 3 4 3 2 4 1.14 0.25 1.43 0.80 1.62 0.67 0.05 1.50 0.45 1.00 1.20 0.21 1.53 0.78 1.84 0.85 0.19 1.43 0.60 1.21 1.29 0.09 1.42 0.90 1.83 0.95 0.57 1.43 0.66 1.35 1.33 0.07 1.42 0.93 1.89 1.01 0.97 18.65 0.05 18.83 1.26 0.47 14.34 0.09 18.04 0.86 0.38 3.77 0.23 3.23 1.15 0.41 3.80 0.30 4.38 1.62 0.14 3.84 0.42 6.19 0.75 0.23 3.77 0.20 2.85 0.54 0.67 1272028.75 0.00 682839.09 1.40 0.04 1.36 1.03 1.90 0.89 0.55

AP-3 complex subunit beta-1 (Adapter-related protein complex 3 subunit beta-1) (Adaptor protein complex AP-3 subunit beta-1) (Beta-3A-adaptin) (Clathrin assembly protein complex 3 beta-1 large chain)O00203 sp|O00203|AP3B1_HUMAN3 3 105 1 1 1 5.19 6.78 3.03 3.96 4.44 5.87 3.10800001 2.83400007 0.9141 3.10800001 3 3 1 3 3 3 2 2 0.77 0.24 3.76 0.21 2.90 1.48 0.17 3.78 0.39 5.59 0.68 0.17 3.78 0.18 2.58 0.68 0.17 3.78 0.18 2.56 1.16 0.40 3.75 0.31 4.33 0.86 0.38 3.71 0.23 3.19 0.98 0.90 4.77 0.21 4.67 0.72 0.50 60.85 0.01 43.83 1.39 0.45 35.01 0.04 48.76 1.02 0.92 10.83 0.09 11.09 0.80 0.43 9.59 0.08 7.68 0.73 0.49 52.06 0.01 37.88 0.66 0.19 5.02 0.13 3.31 0.49 0.34 244.50 0.00 118.92 0.76 0.31 6.06 0.13 4.63 1.93 0.10

Catenin delta-1 (Cadherin-associated Src substrate) (CAS) (p120 catenin) (p120(ctn)) (p120(cas))O60716 sp|O60716|CTND1_HUMAN3 3 105 1 1 1 5.92 7.37 4 4.73 2.02 3.3 3.926 3.926 2.89299991 3.20199989 3 3 2 2 3 2 3 2 0.97 0.84 3.55 0.27 3.46 1.38 0.19 3.57 0.39 4.92 0.90 0.69 12.05 0.07 10.86 0.75 0.21 3.55 0.21 2.67 0.74 0.24 4.64 0.16 3.43 0.78 0.44 14.62 0.05 11.35 0.94 0.68 4.68 0.20 4.38 1.00 0.99 3.57 0.28 3.57 0.82 0.29 3.56 0.23 2.91 1.34 0.21 3.56 0.38 4.77 1.02 0.85 3.55 0.29 3.63 1.54 0.15 3.55 0.43 5.46 1.02 0.86 3.55 0.29 3.63 1.10 0.51 3.57 0.31 3.94 0.74 0.44 22.57 0.03 16.74 1.30 0.66

Adenine phosphoribosyltransferase (APRT) (EC 2.4.2.7)P07741 sp|P07741|APT_HUMAN 3 3 105 1 1 1 4.33 4.49 2.19 2.27 2.45 2.54 21.6700003 21.6700003 11.6700001 7.22199976 3 3 2 1 3 3 2 2 1.59 0.03 1.46 1.09 2.32 0.72 0.07 1.50 0.48 1.08 1.22 0.16 1.46 0.83 1.77 0.96 0.70 1.46 0.66 1.40 1.30 0.14 1.62 0.80 2.11 0.91 0.56 1.82 0.50 1.66 0.92 0.45 1.48 0.62 1.36 1.15 0.47 4.76 0.24 5.45 0.86 0.44 4.76 0.18 4.10 0.78 0.63 112.84 0.01 88.53 1.28 0.29 4.73 0.27 6.07 1.09 0.66 6.09 0.18 6.63 0.87 0.71 41.98 0.02 36.42 0.84 0.72 118.17 0.01 99.25 0.83 0.34 3.97 0.21 3.29 1.27 0.27

Echinoderm microtubule-associated protein-like 3 (EMAP-3)Q32P44 sp|Q32P44|EMAL3_HUMAN3 3 105 1 1 1 6.18 7.15 4.43 5.27 2.25 3.31 5.57999983 5.57999983 3.79500017 1.78599991 3 3 2 1 3 3 2 2 1.17 0.47 2.14 0.54 2.50 1.37 0.13 1.70 0.81 2.32 1.08 0.47 1.46 0.74 1.58 1.05 0.65 1.46 0.72 1.53 0.89 0.31 1.46 0.61 1.30 1.01 0.93 1.46 0.69 1.47 0.86 0.26 1.50 0.58 1.29 1.10 0.53 3.53 0.31 3.86 1.37 0.19 3.53 0.39 4.84 1.34 0.39 13.05 0.10 17.44 1.05 0.71 3.53 0.30 3.71 0.82 0.29 3.53 0.23 2.88 1.19 0.33 3.52 0.34 4.18 1.28 0.25 3.55 0.36 4.52 1.06 0.77 7.86 0.14 8.35 0.69 0.17

Proteasome subunit beta type-5 (EC 3.4.25.1) (Macropain epsilon chain) (Multicatalytic endopeptidase complex epsilon chain) (Proteasome chain 6) (Proteasome epsilon chain) (Proteasome subunit MB1) (Proteasome subunit X)P28074 sp|P28074|PSB5_HUMAN 3 3 105 1 1 1 2.58 4.69 2.72 3.02 3.82 3.84 12.1699996 8.36500004 10.2700003 12.1699996 3 2 3 3 2 2 2 2 0.76 0.23 3.71 0.20 2.81 1.75 0.11 3.64 0.48 6.38 0.90 0.71 16.45 0.05 14.79 1.11 0.92 34598.98 0.00 38473.52 0.65 0.18 4.78 0.14 3.12 0.73 0.20 3.71 0.20 2.69 0.55 0.12 4.25 0.13 2.33 0.89 0.51 4.66 0.19 4.14 1.32 0.68 668.60 0.00 882.10 0.77 0.39 10.76 0.07 8.26 0.61 0.42 130.04 0.00 78.76 0.70 0.40 27.06 0.03 18.94 0.79 0.26 3.51 0.23 2.78 0.84 0.56 14.83 0.06 12.47 1.96 0.28 58.95 0.03 115.63 0.69 0.34

40S ribosomal protein S26P62854 sp|P62854|RS26_HUMAN 3 3 105 1 1 1 4 4.03 3.22 3.26 4 4.05 20.8700001 20.8700001 20.8700001 20.8700001 2 2 2 2 6 3 2 6 0.53 0.13 4.99 0.11 2.65 0.77 0.28 4.84 0.16 3.73 0.70 0.21 4.77 0.15 3.33 0.63 0.27 13.52 0.05 8.56 0.81 0.33 4.76 0.17 3.84 0.60 0.15 4.76 0.13 2.84 1.15 0.46 4.79 0.24 5.50 0.68 0.42 41.25 0.02 28.12 2.25 0.14 10.03 0.22 22.52 0.69 0.41 34.17 0.02 23.63 0.99 0.93 3.51 0.28 3.48 1.18 0.40 4.60 0.26 5.43 0.86 0.38 3.51 0.25 3.04 0.88 0.41 3.51 0.25 3.08 1.33 0.28 5.37 0.25 7.13 1.45 0.26

Claudin-3 (Clostridium perfringens enterotoxin receptor 2) (CPE-R 2) (CPE-receptor 2) (Rat ventral prostate.1 protein homolog) (hRVP1)O15551 sp|O15551|CLD3_HUMAN 3 3 105 1 1 1 3.41 3.41 3.33 3.33 3.21 3.21 10.4500003 9.5449999 10.4500003 10.4500003 2 2 2 2 5 2 3 5 1.72 0.14 4.40 0.39 7.55 1.47 0.27 9.40 0.16 13.85 1.01 0.98 92.82 0.01 94.07 0.83 0.35 4.43 0.19 3.66 1.19 0.42 5.51 0.22 6.56 0.64 0.17 4.85 0.13 3.10 1.03 0.82 4.41 0.23 4.56 1.47 0.17 3.74 0.39 5.49 0.86 0.39 3.76 0.23 3.25 0.77 0.67 371.38 0.00 285.54 1.03 0.80 3.72 0.28 3.85 1.79 0.14 5.36 0.33 9.61 1.28 0.25 3.74 0.34 4.79 1.22 0.43 7.88 0.16 9.64 1.05 0.79 6.19 0.17 6.50 0.91 0.77

Lysosome-associated membrane glycoprotein 2 (LAMP-2) (Lysosome-associated membrane protein 2) (CD107 antigen-like family member B) (CD antigen CD107b)P13473 sp|P13473|LAMP2_HUMAN3 3 105 1 1 1 3.98 4.31 3.81 4 3.54 3.69 5.12199998 5.12199998 5.12199998 5.12199998 2 2 2 2 5 4 5 4 0.90 0.33 1.44 0.62 1.29 1.83 0.02 1.52 1.21 2.78 0.77 0.21 1.84 0.42 1.42 0.83 0.17 1.47 0.56 1.22 1.54 0.04 1.44 1.07 2.21 1.16 0.25 1.47 0.79 1.70 0.73 0.07 1.44 0.51 1.06 1.06 0.70 4.20 0.25 4.45 1.09 0.54 3.52 0.31 3.84 0.75 0.21 3.53 0.21 2.63 1.02 0.86 3.51 0.29 3.59 1.12 0.54 5.08 0.22 5.70 0.90 0.49 3.52 0.26 3.17 0.94 0.64 3.52 0.27 3.31 0.96 0.76 3.75 0.26 3.59 1.14 0.54

tRNA-splicing ligase RtcB homolog (EC 6.5.1.3)Q9Y3I0 sp|Q9Y3I0|RTCB_HUMAN 3 3 105 1 1 1 2.92 3.76 4.04 4.62 1.93 2.7 3.76200005 2.96999998 2.96999998 3.76200005 2 2 2 2 5 4 3 5 0.80 0.12 1.44 0.55 1.16 0.52 0.02 1.45 0.36 0.75 0.93 0.51 1.45 0.64 1.35 0.65 0.06 1.64 0.39 1.06 0.99 0.92 1.45 0.68 1.43 0.71 0.06 1.45 0.49 1.02 1.00 0.99 1.45 0.69 1.44 0.93 0.47 1.43 0.65 1.33 1.52 0.12 1.96 0.77 2.99 0.80 0.39 2.43 0.33 1.94 0.93 0.48 1.42 0.66 1.32 1.07 0.57 1.58 0.68 1.70 0.85 0.18 1.42 0.60 1.21 0.72 0.28 2.64 0.27 1.89 1.21 0.36 4.60 0.26 5.55 1.32 0.22

Protein XRP2 O75695 sp|O75695|XRP2_HUMAN 3 3 105 1 1 1 2.8 2.98 2.73 2.83 2.61 2.77 3.71400006 3.71400006 2.28599999 2.28599999 2 2 1 1 4 4 3 3 1.04 0.67 1.29 0.80 1.34 1.15 0.15 1.26 0.91 1.44 1.10 0.31 1.28 0.86 1.41 1.20 0.22 1.45 0.82 1.74 1.15 0.15 1.26 0.91 1.44 0.92 0.34 1.26 0.73 1.16 1.14 0.17 1.26 0.91 1.43 0.96 0.72 1.47 0.66 1.41 0.84 0.21 1.51 0.56 1.26 0.92 0.45 1.45 0.64 1.34 1.10 0.40 1.45 0.76 1.59 1.16 0.24 1.45 0.80 1.68 1.07 0.63 1.66 0.64 1.78 0.98 0.87 1.75 0.56 1.71 1.04 0.76 3.52 0.30 3.66 0.85 0.36

Protein S100-A7 (Psoriasin) (S100 calcium-binding protein A7)P31151 sp|P31151|S10A7_HUMAN 3 3 105 1 1 1 4.33 4.46 1.36 1.5 1.59 1.63 21.7800006 21.7800006 10.8900003 10.8900003 2 2 1 1 4 4 2 4 0.57 0.03 1.50 0.38 0.86 3.23 0.02 1.88 1.72 6.07 1.04 0.76 1.66 0.63 1.74 0.62 0.14 2.37 0.26 1.46 0.54 0.02 1.50 0.36 0.81 0.58 0.03 1.49 0.38 0.86 0.78 0.12 1.52 0.51 1.18 0.74 0.21 3.57 0.21 2.66 0.56 0.11 3.59 0.16 2.03 1.71 0.12 3.58 0.48 6.12 1.36 0.20 3.57 0.38 4.88 0.72 0.19 3.57 0.20 2.58 1.14 0.41 3.57 0.32 4.08 1.67 0.16 5.12 0.33 8.55 0.87 0.25 1.47 0.59 1.27 1.68 0.11

Ubiquitin-fold modifier 1P61960 sp|P61960|UFM1_HUMAN 3 3 105 1 1 1 2.76 2.94 2.34 2.49 2.85 3.04 27.0599991 27.0599991 17.6499993 27.0599991 2 2 1 2 4 2 2 4 1.26 0.41 8.93 0.14 11.26 1.24 0.48 13.72 0.09 17.08 1.43 0.48 71.28 0.02 102.08 1.01 0.93 3.97 0.26 4.02 0.99 0.94 3.53 0.28 3.50 1.10 0.79 38.95 0.03 42.91 1.07 0.61 3.52 0.30 3.77 1.31 0.30 5.87 0.22 7.69 1.09 0.55 3.77 0.29 4.12 0.72 0.27 6.57 0.11 4.73 1.10 0.52 3.76 0.29 4.15 1.04 0.78 3.76 0.28 3.91 2.35 0.34 613.93 0.00 1445.80 0.77 0.31 5.85 0.13 4.51 0.96 0.78 3.67 0.26 3.53 0.99 0.91

60S ribosomal protein L19P84098 sp|P84098|RL19_HUMAN 3 3 105 1 1 1 2.23 2.45 3.13 3.6 3.92 4.3 8.1629999 3.57099995 4.59199995 8.1629999 2 1 1 2 4 2 2 4 0.90 0.77 40.59 0.02 36.42 0.83 0.40 5.80 0.14 4.79 1.16 0.43 4.45 0.26 5.14 0.83 0.63 38.88 0.02 32.16 1.01 0.96 4.48 0.22 4.51 0.85 0.41 4.43 0.19 3.79 0.99 0.94 4.44 0.22 4.39 0.95 0.82 9.51 0.10 9.04 3.01 0.06 3.77 0.80 11.33 0.55 0.12 4.01 0.14 2.23 0.99 0.96 3.74 0.27 3.71 0.83 0.32 3.78 0.22 3.12 0.95 0.91 85.77 0.01 81.39 0.81 0.44 8.67 0.09 7.06 1.11 0.61 2.16 0.52 2.40 1.19 0.34

Solute carrier family 2, facilitated glucose transporter member 14 (Glucose transporter type 14) (GLUT-14)Q8TDB8 sp|Q8TDB8|GTR14_HUMAN3 3 105 1 1 1 3.02 3.33 3.57 3.84 4.47 5.21 3.46199982 3.46199982 3.07700001 3.07700001 2 2 2 2 4 2 2 4 1.52 0.17 4.27 0.36 6.47 2.63 0.28 313.85 0.01 824.14 0.85 0.60 16.41 0.05 13.99 0.79 0.41 9.62 0.08 7.59 0.61 0.35 47.25 0.01 28.92 0.70 0.49 85.94 0.01 60.09 0.57 0.45 491.57 0.00 279.91 3.85 0.05 4.22 0.91 16.22 1.50 0.17 4.22 0.35 6.33 0.48 0.10 4.32 0.11 2.06 1.21 0.34 4.21 0.29 5.09 0.68 0.18 4.28 0.16 2.90 0.71 0.28 7.53 0.09 5.34 0.63 0.15 4.17 0.15 2.63 0.80 0.26 1.84 0.44 1.47 0.43 0.22

Cullin-3 (CUL-3)Q13618 sp|Q13618|CUL3_HUMAN 3 3 105 1 1 1 3.36 3.86 2.48 2.86 3.51 4.59 3.38499993 3.38499993 1.69300009 3.38499993 2 2 1 2 3 2 2 3 0.94 0.89 152.53 0.01 142.67 0.81 0.36 5.59 0.14 4.53 1.17 0.36 3.51 0.33 4.10 1.16 0.78 192.41 0.01 223.75 0.87 0.50 5.83 0.15 5.07 1.80 0.45 525.17 0.00 943.73 0.86 0.64 22.13 0.04 18.95 1.18 0.34 3.51 0.34 4.16 0.97 0.87 7.27 0.13 7.04 1.01 0.96 11.74 0.09 11.89 1.11 0.48 3.51 0.32 3.90 1.08 0.73 7.98 0.13 8.59 1.57 0.14 3.51 0.45 5.51 0.97 0.92 14.56 0.07 14.18 1.01 0.96 3.76 0.27 3.79 0.93 0.64

MMS19 nucleotide excision repair protein homolog (hMMS19) (MET18 homolog) (MMS19-like protein)Q96T76 sp|Q96T76|MMS19_HUMAN3 3 105 1 1 1 4.02 4.88 4.09 4.84 4.36 5.5 2.91300006 2.91300006 2.91300006 2.91300006 2 2 2 2 3 2 2 3 1.10 0.52 3.53 0.31 3.88 0.89 0.64 10.32 0.09 9.18 1.09 0.55 3.55 0.31 3.87 1.05 0.71 3.53 0.30 3.71 1.20 0.51 10.81 0.11 12.95 1.20 0.31 3.55 0.34 4.28 1.19 0.33 3.55 0.33 4.23 1.03 0.94 99.89 0.01 103.13 1.05 0.70 3.53 0.30 3.71 1.17 0.35 3.53 0.33 4.14 0.96 0.74 3.51 0.27 3.37 1.01 0.94 3.52 0.29 3.55 0.81 0.28 3.53 0.23 2.86 0.90 0.89 3492.25 0.00 3126.73 1.47 0.16 3.60 0.41 5.30 0.88 0.76

COMM domain-containing protein 4Q9H0A8 sp|Q9H0A8|COMD4_HUMAN3 3 105 1 1 1 4.02 4.13 3.89 4.01 3.68 3.81 12.06 12.06 12.06 12.06 2 2 2 2 3 2 2 3 1.00 0.99 9.16 0.11 9.14 1.14 0.42 3.76 0.30 4.29 0.87 0.40 3.71 0.23 3.22 0.75 0.32 7.48 0.10 5.63 1.27 0.26 3.74 0.34 4.77 0.91 0.54 3.71 0.25 3.39 0.86 0.39 3.73 0.23 3.22 0.68 0.16 3.59 0.19 2.43 1.53 0.68 21704.93 0.00 33302.58 0.62 0.13 3.59 0.17 2.23 0.87 0.82 512.50 0.00 446.02 0.81 0.79 1976.76 0.00 1607.10 0.59 0.42 174.48 0.00 103.17 0.62 0.54 996.85 0.00 619.80 1.27 0.37 7.42 0.17 9.41 1.03 0.90

Vacuolar protein sorting-associated protein VTA1 homolog (Dopamine-responsive gene 1 protein) (DRG-1) (LYST-interacting protein 5) (LIP5) (SKD1-binding protein 1) (SBP1)Q9NP79 sp|Q9NP79|VTA1_HUMAN 3 3 105 1 1 1 2.66 2.73 2.34 2.42 1.65 1.89 9.44600031 9.44600031 6.51500002 6.51500002 2 2 1 1 3 3 2 2 1.49 0.16 3.53 0.42 5.25 1.25 0.29 4.04 0.31 5.05 0.78 0.40 10.48 0.07 8.12 1.14 0.41 3.52 0.32 4.03 0.80 0.27 3.53 0.23 2.84 0.88 0.65 13.81 0.06 12.17 0.86 0.36 3.53 0.24 3.02 1.70 0.12 3.65 0.47 6.19 1.11 0.51 4.11 0.27 4.58 0.90 0.79 57.44 0.02 51.46 0.97 0.83 3.63 0.27 3.54 0.94 0.63 3.66 0.26 3.42 0.99 0.92 3.64 0.27 3.59 0.99 0.95 8.05 0.12 7.94 0.87 0.39 3.51 0.25 3.05 0.69 0.24

0.97550651 0.99545807 0.97933191 0.98719266 0.99091908 0.97693002 0.99902985 0.97255823 0.97507736 0.95737112 1.00023967 0.9966903 0.99355039 0.98426297 0.99118057 0.9913404
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1.11 0.70 0.86 0.81 0.00 1.12 0.73 0.91 1.11 0.00 1.07 1.04 1.19 1.46 0.00 1.07 1.36 1.56 1.03 0.77 1.22 0.84 1.26 1.40 0.00 1.09 1.29 1.53 P02768 ALBU_HUMAN reviewed Serum albumin ALB GIG20 GIG42 PRO0903 PRO1708 PRO2044 PRO2619 PRO2675 UNQ696/PRO1341609 Homo sapiens (Human) 0.49 0.97 0.67 0.37 0.65 0.78 2.15 1.11 0.91 1.06 1.90 1.57 1.00 1.02 2.47 1.13 0.73 0.82 1.11 1.43 1.42 -1.042 -0.042 -0.581 -1.448 -0.617 -0.356 1.101 0.144 -0.130 0.079 0.924 0.655 0.003 0.025 1.307 0.174 -0.453 -0.278 0.146 0.518 0.503

1.06 0.88 0.98 1.02 0.60 1.08 0.95 1.10 0.96 0.09 1.05 0.91 1.01 1.41 0.00 1.05 1.34 1.47 1.22 0.00 1.13 1.08 1.39 2.15 0.00 1.07 2.02 2.30 P01023 A2MG_HUMANreviewed Alpha-2-macroglobulin (Alpha-2-M) (C3 and PZP-like alpha-2-macroglobulin domain-containing protein 5)A2M CPAMD5 FWP007 1474 Homo sapiens (Human) 0.27 0.48 0.42 0.46 0.72 0.94 1.51 1.44 0.92 1.25 4.07 1.52 0.41 1.78 4.33 0.53 0.50 1.04 0.95 1.38 2.17 -1.898 -1.060 -1.247 -1.129 -0.483 -0.094 0.598 0.531 -0.118 0.326 2.026 0.603 -1.287 0.831 2.116 -0.907 -1.005 0.051 -0.067 0.466 1.120

1.04 0.92 1.00 1.08 0.00 1.05 1.03 1.13 0.97 0.07 1.03 0.94 1.00 1.50 0.00 1.04 1.44 1.56 1.08 0.09 1.10 0.99 1.19 1.84 0.00 1.05 1.75 1.93 P01024 CO3_HUMAN reviewed Complement C3 (C3 and PZP-like alpha-2-macroglobulin domain-containing protein 1) [Cleaved into: Complement C3 beta chain; Complement C3 alpha chain; C3a anaphylatoxin; Acylation stimulating protein (ASP) (C3adesArg); Complement C3b alpha' chain; Complement C3c alpha' chain fragment 1; Complement C3dg fragment; Complement C3g fragment; Complement C3d fragment; Complement C3f fragment; Complement C3c alpha' chain fragment 2]C3 CPAMD1 1663 Homo sapiens (Human) 0.72 0.62 0.77 0.57 0.64 0.97 1.53 1.32 1.25 1.11 1.58 1.59 1.12 1.31 1.58 1.10 0.81 1.10 0.97 1.47 1.86 -0.475 -0.699 -0.371 -0.799 -0.653 -0.048 0.617 0.399 0.326 0.152 0.662 0.673 0.161 0.385 0.660 0.135 -0.312 0.137 -0.048 0.558 0.894

1.21 0.96 1.41 1.32 0.09 1.39 0.95 1.84 1.17 0.05 1.17 1.00 1.37 1.55 0.00 1.18 1.31 1.82 1.31 0.06 1.33 0.98 1.74 1.18 0.21 1.31 0.90 1.55 P01834 IGKC_HUMAN reviewed Ig kappa chain C regionIGKC 106 Homo sapiens (Human) 0.56 0.73 1.25 0.47 0.61 1.18 1.20 1.19 1.95 1.34 2.11 1.89 0.69 2.00 2.84 0.76 0.74 1.34 1.17 1.52 1.19 -0.828 -0.460 0.324 -1.086 -0.714 0.234 0.264 0.248 0.967 0.424 1.075 0.919 -0.535 0.997 1.507 -0.403 -0.441 0.424 0.227 0.606 0.250

1.09 0.96 1.14 1.35 0.00 1.14 1.18 1.54 1.35 0.00 1.16 1.17 1.57 1.43 0.00 1.19 1.21 1.70 0.81 0.03 1.21 0.67 0.98 0.82 0.00 1.09 0.75 0.89 P01833 PIGR_HUMAN reviewed Polymeric immunoglobulin receptor (PIgR) (Poly-Ig receptor) (Hepatocellular carcinoma-associated protein TB6) [Cleaved into: Secretory component]PIGR 764 Homo sapiens (Human) 0.86 1.04 1.98 0.88 0.65 1.05 1.22 0.79 1.58 0.83 1.37 1.30 0.68 1.71 1.75 1.08 0.60 1.37 1.35 1.41 0.82 -0.226 0.054 0.989 -0.188 -0.627 0.076 0.292 -0.334 0.659 -0.268 0.450 0.378 -0.557 0.776 0.811 0.105 -0.741 0.453 0.433 0.491 -0.278

1.07 0.72 0.82 1.23 0.00 1.08 1.14 1.33 0.93 0.02 1.06 0.87 0.99 1.36 0.00 1.05 1.29 1.43 1.05 0.30 1.11 0.95 1.17 2.09 0.00 1.08 1.94 2.25 P0C0L5 CO4B_HUMAN reviewed Complement C4-B (Basic complement C4) (C3 and PZP-like alpha-2-macroglobulin domain-containing protein 3) [Cleaved into: Complement C4 beta chain; Complement C4-B alpha chain; C4a anaphylatoxin; C4b-B; C4d-B; Complement C4 gamma chain]C4B CO4 CPAMD3; C4B_21744 Homo sapiens (Human) 0.98 0.56 0.79 0.47 0.73 0.77 1.49 1.10 0.95 1.08 1.51 1.30 1.14 1.80 1.42 1.05 0.94 1.25 0.92 1.34 2.11 -0.029 -0.832 -0.333 -1.082 -0.456 -0.371 0.579 0.134 -0.077 0.113 0.594 0.382 0.189 0.844 0.504 0.075 -0.085 0.327 -0.114 0.417 1.079

1.93 0.98 3.65 1.01 0.99 4.29 0.24 4.34 1.00 0.97 1.20 0.84 1.20 1.04 0.68 1.23 0.84 1.28 1.20 0.54 2.00 0.60 2.39 1.75 0.00 1.30 1.35 2.28 P01857 IGHG1_HUMANreviewed Ig gamma-1 chain C regionIGHG1 330 Homo sapiens (Human) 0.35 0.46 0.54 0.32 0.51 1.91 1.09 1.49 1.29 1.23 2.33 2.21 0.60 1.61 2.64 0.65 0.75 1.03 1.00 1.02 1.77 -1.509 -1.119 -0.880 -1.634 -0.963 0.935 0.130 0.572 0.370 0.294 1.217 1.145 -0.732 0.683 1.400 -0.623 -0.406 0.038 0.000 0.027 0.822

1.22 0.78 1.16 1.35 0.01 1.19 1.14 1.60 1.32 0.05 1.33 0.99 1.74 1.55 0.00 1.19 1.31 1.84 0.80 0.19 1.45 0.55 1.17 0.88 0.14 1.21 0.72 1.06 P01876 IGHA1_HUMANreviewed Ig alpha-1 chain C regionIGHA1 353 Homo sapiens (Human) 0.80 1.00 1.93 0.69 0.51 0.96 0.92 0.71 1.95 0.83 2.33 1.29 0.50 1.71 1.68 0.94 0.54 1.37 1.31 1.52 0.88 -0.329 -0.004 0.945 -0.539 -0.976 -0.059 -0.123 -0.490 0.967 -0.277 1.222 0.371 -0.993 0.773 0.748 -0.089 -0.900 0.455 0.392 0.608 -0.178

1.06 0.88 0.98 1.38 0.00 1.09 1.27 1.50 0.98 0.27 1.04 0.94 1.02 1.13 0.00 1.04 1.08 1.18 1.43 0.00 1.12 1.27 1.60 1.13 0.00 1.05 1.08 1.18 P02751 FINC_HUMAN reviewed Fibronectin (FN) (Cold-insoluble globulin) (CIG) [Cleaved into: Anastellin; Ugl-Y1; Ugl-Y2; Ugl-Y3]FN1 FN 2386 Homo sapiens (Human) 0.41 0.40 0.53 0.34 0.61 0.94 1.81 2.08 1.83 1.46 1.98 2.20 0.53 1.47 3.75 0.76 1.09 1.41 0.97 1.11 1.14 -1.290 -1.336 -0.903 -1.575 -0.708 -0.096 0.855 1.056 0.871 0.551 0.983 1.140 -0.925 0.555 1.906 -0.389 0.129 0.491 -0.039 0.151 0.184

1.11 0.95 1.17 0.94 0.18 1.09 0.86 1.03 1.04 0.35 1.08 0.96 1.12 1.35 0.00 1.08 1.25 1.45 1.10 0.34 1.22 0.90 1.34 1.39 0.00 1.07 1.30 1.49 P02787 TRFE_HUMAN reviewed Serotransferrin (Transferrin) (Beta-1 metal-binding globulin) (Siderophilin)TF PRO1400 698 Homo sapiens (Human) 0.72 0.84 0.73 0.35 0.64 1.06 2.15 1.16 1.19 1.13 2.10 1.56 1.15 1.28 2.67 1.18 0.72 0.96 1.03 1.33 1.40 -0.471 -0.246 -0.448 -1.523 -0.647 0.087 1.104 0.212 0.254 0.174 1.072 0.642 0.203 0.353 1.419 0.239 -0.483 -0.062 0.048 0.406 0.487

1.36 0.92 1.68 0.93 0.44 1.29 0.72 1.20 2.57 0.00 1.29 1.99 3.31 0.85 0.12 1.27 0.67 1.08 0.90 0.54 1.63 0.55 1.47 0.87 0.16 1.27 0.69 1.10 P01861 IGHG4_HUMANreviewed Ig gamma-4 chain C regionIGHG4 327 Homo sapiens (Human) 0.57 0.51 0.71 0.42 0.92 1.25 0.60 0.83 1.99 0.92 0.43 3.01 0.90 0.69 2.37 0.37 1.60 0.95 2.56 0.84 0.88 -0.822 -0.979 -0.490 -1.252 -0.119 0.324 -0.748 -0.271 0.994 -0.115 -1.213 1.589 -0.160 -0.528 1.248 -1.428 0.677 -0.081 1.355 -0.255 -0.185

1.51 0.73 1.67 1.03 0.80 1.37 0.76 1.41 1.91 0.01 1.46 1.31 2.78 1.22 0.26 1.48 0.82 1.80 0.96 0.87 1.81 0.53 1.74 0.55 0.04 1.74 0.32 0.95 P01859 IGHG2_HUMANreviewed Ig gamma-2 chain C regionIGHG2 326 Homo sapiens (Human) 0.32 0.73 0.54 0.40 0.44 1.12 0.63 0.97 1.61 0.99 1.48 1.58 0.95 1.85 1.96 0.48 0.70 1.05 1.90 1.19 0.55 -1.647 -0.447 -0.895 -1.328 -1.196 0.159 -0.659 -0.040 0.687 -0.020 0.563 0.662 -0.079 0.886 0.969 -1.072 -0.514 0.070 0.930 0.256 -0.853

6.18 0.12 4.61 1.26 0.27 3.76 0.33 4.72 1.43 0.18 3.77 0.38 5.39 0.93 0.72 6.94 0.13 6.46 0.73 0.20 3.76 0.19 2.73 0.86 0.65 22.54 0.04 19.43 P01877 IGHA2_HUMANreviewed Ig alpha-2 chain C regionIGHA2 340 Homo sapiens (Human) 0.95 1.23 1.99 0.96 0.65 0.75 1.04 0.88 1.82 0.75 1.52 1.53 0.85 1.58 1.96 0.96 0.64 1.28 1.42 0.91 0.87 -0.074 0.301 0.992 -0.060 -0.632 -0.411 0.055 -0.189 0.865 -0.422 0.603 0.612 -0.239 0.664 0.968 -0.059 -0.635 0.352 0.509 -0.129 -0.200

1.42 0.67 1.36 1.47 0.04 1.42 1.04 2.08 1.21 0.15 1.42 0.85 1.71 1.19 0.17 1.42 0.84 1.68 1.12 0.71 2.94 0.38 3.28 1.38 0.08 1.52 0.91 2.10 P01860 IGHG3_HUMANreviewed Ig gamma-3 chain C region (HDC) (Heavy chain disease protein)IGHG3 377 Homo sapiens (Human) 0.39 0.41 0.60 0.30 0.88 0.96 0.75 1.61 2.07 1.14 5.49 1.08 0.48 2.01 2.04 0.79 0.38 1.49 1.20 1.17 1.40 -1.375 -1.304 -0.746 -1.752 -0.178 -0.052 -0.412 0.691 1.049 0.194 2.458 0.117 -1.047 1.004 1.031 -0.336 -1.386 0.578 0.266 0.223 0.480

1.14 0.68 0.89 0.88 0.01 1.10 0.80 0.96 1.11 0.01 1.08 1.03 1.20 1.12 0.00 1.07 1.05 1.21 0.96 0.66 1.23 0.78 1.17 0.88 0.00 1.08 0.81 0.95 Q08380 LG3BP_HUMANreviewed Galectin-3-binding protein (Basement membrane autoantigen p105) (Lectin galactoside-binding soluble 3-binding protein) (Mac-2-binding protein) (MAC2BP) (Mac-2 BP) (Tumor-associated antigen 90K)LGALS3BP M2BP 585 Homo sapiens (Human) 1.32 1.78 1.36 1.51 0.97 0.78 1.37 0.62 1.40 0.98 0.96 0.34 0.88 1.03 1.29 1.16 0.81 0.89 1.11 1.10 0.89 0.399 0.835 0.441 0.597 -0.044 -0.351 0.457 -0.681 0.481 -0.028 -0.056 -1.539 -0.180 0.039 0.365 0.215 -0.302 -0.169 0.148 0.143 -0.169

1.05 0.96 1.07 1.03 0.25 1.06 0.98 1.10 0.92 0.00 1.04 0.88 0.95 1.00 0.85 1.04 0.96 1.05 0.95 0.18 1.08 0.88 1.02 0.86 0.00 1.05 0.82 0.90 P21333 FLNA_HUMAN reviewed Filamin-A (FLN-A) (Actin-binding protein 280) (ABP-280) (Alpha-filamin) (Endothelial actin-binding protein) (Filamin-1) (Non-muscle filamin)FLNA FLN FLN1 2647 Homo sapiens (Human) 0.75 1.13 0.96 1.82 0.94 1.02 0.71 1.30 0.99 0.97 1.18 1.14 1.09 0.88 1.10 0.87 0.81 1.05 0.91 0.99 0.87 -0.414 0.181 -0.063 0.863 -0.083 0.032 -0.487 0.373 -0.010 -0.039 0.233 0.183 0.120 -0.177 0.140 -0.197 -0.301 0.072 -0.132 -0.019 -0.208

1.14 0.67 0.87 0.46 0.00 1.16 0.40 0.54 0.53 0.00 1.14 0.47 0.60 0.91 0.11 1.14 0.80 1.03 0.91 0.63 1.59 0.57 1.44 0.67 0.00 1.14 0.59 0.77 P35247 SFTPD_HUMANreviewed Pulmonary surfactant-associated protein D (PSP-D) (SP-D) (Collectin-7) (Lung surfactant protein D)SFTPD COLEC7 PSPD SFTP4375 Homo sapiens (Human) 1.58 3.48 2.01 0.73 0.36 0.77 1.21 0.48 1.15 0.93 0.70 0.98 1.62 0.84 0.68 1.47 1.03 0.47 0.53 0.89 0.68 0.656 1.801 1.005 -0.462 -1.493 -0.383 0.275 -1.073 0.203 -0.106 -0.507 -0.022 0.697 -0.253 -0.549 0.559 0.038 -1.088 -0.922 -0.168 -0.555

1.13 0.86 1.10 1.31 0.05 1.31 1.00 1.72 0.99 0.76 1.10 0.90 1.08 1.03 0.46 1.10 0.94 1.14 0.96 0.75 1.35 0.71 1.29 1.24 0.00 1.10 1.12 1.36 P63261 ACTG_HUMAN reviewed Actin, cytoplasmic 2 (Gamma-actin) [Cleaved into: Actin, cytoplasmic 2, N-terminally processed]ACTG1 ACTB ACTG 375 Homo sapiens (Human) 1.05 0.89 1.06 1.20 1.18 0.98 0.80 0.92 0.89 0.98 0.88 0.91 1.23 0.95 0.78 0.93 0.95 1.34 0.98 1.02 1.25 0.076 -0.164 0.090 0.260 0.240 -0.031 -0.316 -0.122 -0.164 -0.029 -0.189 -0.142 0.299 -0.076 -0.357 -0.111 -0.070 0.418 -0.024 0.023 0.319

1.07 1.32 1.50 1.60 0.00 1.08 1.48 1.73 1.68 0.00 1.07 1.56 1.80 1.34 0.00 1.06 1.27 1.42 0.84 0.02 1.15 0.73 0.97 1.26 0.00 1.07 1.17 1.35 Q9Y6R7 FCGBP_HUMANreviewed IgGFc-binding protein (Fcgamma-binding protein antigen) (FcgammaBP)FCGBP 5405 Homo sapiens (Human) 0.83 1.28 0.82 1.03 0.81 1.41 0.47 0.64 0.79 0.86 1.28 0.90 1.22 1.46 1.28 0.87 0.74 1.63 1.67 1.32 1.27 -0.270 0.355 -0.292 0.039 -0.308 0.500 -1.085 -0.637 -0.344 -0.209 0.351 -0.147 0.284 0.542 0.354 -0.197 -0.433 0.705 0.744 0.402 0.345

1.26 0.79 1.26 1.09 0.39 1.24 0.88 1.35 1.72 0.00 1.21 1.42 2.08 0.62 0.00 1.17 0.53 0.72 1.47 0.01 1.32 1.11 1.95 0.78 0.01 1.20 0.65 0.94 P01871 IGHM_HUMAN reviewed Ig mu chain C regionIGHM 452 Homo sapiens (Human) 0.36 0.79 0.74 0.62 1.14 1.01 1.56 1.05 1.02 1.51 2.82 1.40 0.20 1.85 5.07 0.48 0.60 1.11 1.71 0.61 0.79 -1.482 -0.333 -0.432 -0.678 0.190 0.009 0.646 0.065 0.035 0.593 1.495 0.482 -2.296 0.886 2.342 -1.047 -0.735 0.146 0.776 -0.720 -0.346

1.09 0.67 0.79 1.37 0.00 1.08 1.27 1.47 0.75 0.00 1.06 0.71 0.80 0.91 0.00 1.06 0.86 0.96 0.88 0.00 1.07 0.82 0.94 1.05 0.05 1.05 1.00 1.11 P35579 MYH9_HUMANreviewed Myosin-9 (Cellular myosin heavy chain, type A) (Myosin heavy chain 9) (Myosin heavy chain, non-muscle IIa) (Non-muscle myosin heavy chain A) (NMMHC-A) (Non-muscle myosin heavy chain IIa) (NMMHC II-a) (NMMHC-IIA)MYH9 1960 Homo sapiens (Human) 0.63 0.96 0.72 2.05 1.77 0.74 0.60 1.30 0.80 0.90 0.81 0.80 0.75 0.81 0.84 0.67 0.92 1.39 0.75 0.90 1.07 -0.662 -0.054 -0.483 1.035 0.827 -0.443 -0.726 0.375 -0.313 -0.149 -0.306 -0.314 -0.416 -0.307 -0.251 -0.572 -0.120 0.474 -0.411 -0.155 0.091

1.06 1.27 1.43 0.86 0.00 1.07 0.80 0.92 0.72 0.00 1.08 0.66 0.77 0.82 0.00 1.06 0.78 0.87 0.89 0.00 1.08 0.82 0.96 1.09 0.01 1.07 1.02 1.17 Q14204 DYHC1_HUMANreviewed Cytoplasmic dynein 1 heavy chain 1 (Cytoplasmic dynein heavy chain 1) (Dynein heavy chain, cytosolic)DYNC1H1 DHC1 DNCH1 DNCL DNECL DYHC KIAA03254646 Homo sapiens (Human) 0.90 1.20 0.89 1.59 1.23 1.36 0.79 0.94 0.92 0.91 0.98 0.89 1.01 0.85 1.01 0.93 1.07 0.87 0.71 0.81 1.10 -0.147 0.259 -0.160 0.673 0.301 0.440 -0.331 -0.088 -0.124 -0.136 -0.034 -0.166 0.013 -0.228 0.009 -0.098 0.101 -0.202 -0.486 -0.307 0.140

3.73 0.35 4.83 1.05 0.77 5.58 0.19 5.86 1.44 0.17 3.71 0.39 5.36 1.65 0.16 5.39 0.31 8.92 1.04 0.78 3.67 0.28 3.80 0.92 0.58 3.71 0.25 3.42 P01766 HV305_HUMANreviewed Ig heavy chain V-III region BRO 120 Homo sapiens (Human) 0.68 0.86 1.53 0.80 0.62 1.31 1.19 1.41 1.90 1.06 2.04 1.79 0.78 2.30 1.86 0.80 0.67 1.07 1.44 1.63 0.93 -0.565 -0.217 0.612 -0.325 -0.686 0.388 0.257 0.500 0.928 0.090 1.029 0.840 -0.359 1.202 0.895 -0.316 -0.586 0.095 0.525 0.701 -0.100

1.16 1.25 1.69 1.20 0.14 1.28 0.94 1.53 0.53 0.00 1.51 0.35 0.80 1.83 0.00 1.18 1.55 2.16 1.06 0.63 1.30 0.82 1.39 2.67 0.00 1.18 2.27 3.14 P00738 HPT_HUMAN reviewed Haptoglobin (Zonulin) [Cleaved into: Haptoglobin alpha chain; Haptoglobin beta chain]HP 406 Homo sapiens (Human) 0.33 0.94 0.51 0.32 0.32 1.47 1.67 1.01 0.74 1.09 2.16 0.89 1.16 2.24 2.47 0.31 0.62 1.22 0.53 1.80 2.69 -1.597 -0.083 -0.959 -1.629 -1.653 0.552 0.738 0.019 -0.432 0.127 1.114 -0.172 0.219 1.162 1.307 -1.671 -0.696 0.284 -0.917 0.846 1.429

1.12 0.83 1.04 0.91 0.26 1.18 0.77 1.08 1.23 0.00 1.10 1.12 1.35 1.69 0.00 1.11 1.53 1.88 1.21 0.09 1.25 0.97 1.52 1.44 0.00 1.18 1.23 1.70 P01009 A1AT_HUMAN reviewed Alpha-1-antitrypsin (Alpha-1 protease inhibitor) (Alpha-1-antiproteinase) (Serpin A1) [Cleaved into: Short peptide from AAT (SPAAT)]SERPINA1 AAT PI PRO0684 PRO2209418 Homo sapiens (Human) 1.14 0.40 0.69 0.37 0.53 0.93 1.43 1.16 1.39 1.24 2.30 1.77 1.12 1.48 2.13 1.06 1.01 0.92 1.23 1.66 1.46 0.191 -1.314 -0.535 -1.431 -0.929 -0.099 0.518 0.211 0.473 0.315 1.200 0.827 0.161 0.569 1.088 0.086 0.015 -0.113 0.298 0.735 0.545

1.17 0.61 0.83 1.82 0.00 1.17 1.55 2.14 1.05 0.14 1.07 0.98 1.13 1.44 0.00 1.08 1.34 1.56 0.94 0.42 1.16 0.81 1.10 1.19 0.00 1.08 1.10 1.29 Q8TDL5 BPIB1_HUMAN reviewed BPI fold-containing family B member 1 (Long palate, lung and nasal epithelium carcinoma-associated protein 1) (Von Ebner minor salivary gland protein) (VEMSGP)BPIFB1 C20orf114 LPLUNC1 UNQ706/PRO1357484 Homo sapiens (Human) 0.68 0.60 0.41 1.12 1.23 0.71 0.47 0.94 0.85 0.97 0.66 1.31 2.29 1.34 0.68 0.78 0.80 1.85 1.05 1.42 1.20 -0.555 -0.726 -1.276 0.162 0.297 -0.487 -1.103 -0.094 -0.230 -0.051 -0.597 0.388 1.194 0.426 -0.555 -0.350 -0.314 0.891 0.072 0.505 0.263

3.51 0.33 4.03 0.99 0.94 4.38 0.23 4.33 1.52 0.32 18.44 0.08 28.04 1.90 0.10 3.51 0.54 6.67 1.23 0.53 17.33 0.07 21.28 1.71 0.13 4.19 0.41 7.16 P01608 KV116_HUMANreviewed Ig kappa chain V-I region Roy 108 Homo sapiens (Human) 0.71 0.92 1.61 0.50 0.66 1.16 0.82 1.08 1.33 1.26 2.25 1.43 1.66 1.34 1.34 0.55 1.16 1.00 1.52 1.87 1.73 -0.499 -0.122 0.687 -1.002 -0.609 0.213 -0.289 0.116 0.408 0.333 1.170 0.518 0.729 0.423 0.424 -0.858 0.218 0.007 0.600 0.901 0.788

1.11 0.86 1.06 0.72 0.00 1.19 0.61 0.85 1.02 0.58 1.08 0.94 1.10 1.42 0.00 1.07 1.32 1.52 0.95 0.55 1.18 0.81 1.13 1.03 0.40 1.08 0.95 1.12 P26038 MOES_HUMANreviewed Moesin (Membrane-organizing extension spike protein)MSN 577 Homo sapiens (Human) 1.51 1.28 1.94 0.79 0.92 0.96 1.39 0.92 1.15 0.98 0.98 0.79 1.21 1.12 0.87 1.13 0.93 0.73 1.02 1.40 1.04 0.599 0.356 0.953 -0.348 -0.123 -0.052 0.474 -0.127 0.196 -0.034 -0.035 -0.341 0.279 0.167 -0.198 0.171 -0.112 -0.453 0.025 0.482 0.060

1.14 0.78 1.01 0.60 0.00 1.34 0.45 0.80 1.04 0.38 1.11 0.94 1.16 1.18 0.00 1.10 1.08 1.30 0.85 0.09 1.22 0.69 1.03 0.90 0.04 1.11 0.81 1.00 Q9UGT4 SUSD2_HUMANreviewed Sushi domain-containing protein 2SUSD2 822 Homo sapiens (Human) 1.27 1.73 2.72 1.13 0.82 0.90 1.27 0.61 1.12 0.87 1.05 0.74 0.70 1.07 1.16 1.22 0.69 0.61 1.04 1.16 0.91 0.339 0.788 1.446 0.180 -0.285 -0.158 0.339 -0.704 0.161 -0.204 0.067 -0.425 -0.509 0.100 0.219 0.286 -0.530 -0.724 0.057 0.220 -0.138

1.38 0.33 0.63 5.58 0.00 1.15 4.84 6.44 0.95 0.08 1.06 0.90 1.01 1.39 0.00 1.06 1.32 1.47 0.79 0.00 1.12 0.71 0.88 1.04 0.38 1.10 0.95 1.15 P02788 TRFL_HUMAN reviewed Lactotransferrin (Lactoferrin) (EC 3.4.21.-) (Growth-inhibiting protein 12) (Talalactoferrin) [Cleaved into: Lactoferricin-H (Lfcin-H); Kaliocin-1; Lactoferroxin-A; Lactoferroxin-B; Lactoferroxin-C]LTF GIG12 LF 710 Homo sapiens (Human) 0.31 0.50 0.47 0.55 1.32 0.46 0.44 0.51 0.48 0.81 0.69 1.63 1.37 1.04 0.61 0.67 0.62 5.67 0.95 1.37 1.05 -1.667 -0.999 -1.100 -0.867 0.401 -1.127 -1.191 -0.979 -1.067 -0.303 -0.534 0.703 0.458 0.057 -0.715 -0.572 -0.692 2.504 -0.074 0.449 0.075

3.96 0.38 5.98 1.17 0.73 81.56 0.01 95.57 0.98 0.94 21.37 0.05 20.91 1.32 0.41 13.56 0.10 17.90 1.36 0.20 3.52 0.39 4.79 1.06 0.76 5.95 0.18 6.30 P04206 KV307_HUMANreviewed Ig kappa chain V-III region GOL (Rheumatoid factor)109 Homo sapiens (Human) 0.49 0.70 1.29 0.47 0.49 1.52 1.06 1.36 1.65 1.40 2.74 1.66 0.57 3.17 2.11 0.64 0.55 1.19 0.98 1.30 1.07 -1.026 -0.511 0.366 -1.092 -1.020 0.608 0.087 0.448 0.724 0.482 1.454 0.731 -0.811 1.663 1.080 -0.655 -0.865 0.252 -0.036 0.375 0.096

1.15 1.16 1.53 0.86 0.00 1.09 0.78 0.94 1.19 0.00 1.07 1.10 1.27 1.26 0.00 1.07 1.18 1.35 0.96 0.58 1.16 0.82 1.12 0.82 0.00 1.13 0.72 0.92 P35527 K1C9_HUMAN reviewed Keratin, type I cytoskeletal 9 (Cytokeratin-9) (CK-9) (Keratin-9) (K9)KRT9 623 Homo sapiens (Human) 0.58 1.87 0.83 0.47 0.68 1.34 1.39 1.36 1.36 0.98 2.75 0.82 0.58 2.01 1.78 1.00 0.98 0.87 1.18 1.24 0.82 -0.785 0.903 -0.269 -1.090 -0.564 0.426 0.470 0.440 0.448 -0.023 1.457 -0.279 -0.784 1.011 0.831 0.001 -0.035 -0.198 0.241 0.311 -0.280

1.12 0.59 0.75 0.58 0.00 1.36 0.43 0.79 1.33 0.00 1.15 1.16 1.53 1.28 0.00 1.12 1.14 1.43 0.92 0.43 1.27 0.72 1.16 0.71 0.00 1.14 0.62 0.81 O00560 SDCB1_HUMANreviewed Syntenin-1 (Melanoma differentiation-associated protein 9) (MDA-9) (Pro-TGF-alpha cytoplasmic domain-interacting protein 18) (TACIP18) (Scaffold protein Pbp1) (Syndecan-binding protein 1)SDCBP MDA9 SYCL 298 Homo sapiens (Human) 1.82 1.78 2.47 1.48 0.99 0.67 1.14 0.56 1.18 0.94 0.98 0.68 0.81 0.72 1.01 1.05 0.94 0.59 1.33 1.25 0.71 0.862 0.833 1.306 0.569 -0.021 -0.573 0.193 -0.827 0.233 -0.088 -0.032 -0.559 -0.300 -0.469 0.008 0.072 -0.093 -0.755 0.410 0.326 -0.486

1.56 0.77 1.86 1.29 0.56 4.80 0.27 6.19 1.59 0.24 3.37 0.47 5.35 0.86 0.26 1.53 0.56 1.31 1.10 0.80 4.33 0.25 4.78 1.06 0.75 1.92 0.55 2.03 P0CG05 LAC2_HUMAN reviewed Ig lambda-2 chain C regionsIGLC2 106 Homo sapiens (Human) 0.62 0.75 1.07 0.70 0.57 1.20 0.88 1.01 1.83 1.13 2.21 1.68 0.66 1.42 1.59 0.92 0.60 1.31 1.58 0.84 1.07 -0.695 -0.413 0.099 -0.516 -0.811 0.269 -0.178 0.016 0.876 0.179 1.146 0.752 -0.604 0.510 0.667 -0.126 -0.741 0.390 0.663 -0.244 0.095

1.17 0.55 0.76 1.32 0.00 1.11 1.18 1.47 1.53 0.00 1.09 1.41 1.66 1.26 0.00 1.09 1.16 1.37 0.93 0.52 1.26 0.74 1.17 0.96 0.41 1.12 0.85 1.07 Q9UGM3 DMBT1_HUMANreviewed Deleted in malignant brain tumors 1 protein (Glycoprotein 340) (Gp-340) (Hensin) (Salivary agglutinin) (SAG) (Surfactant pulmonary-associated D-binding protein)DMBT1 GP340 2413 Homo sapiens (Human) 0.59 0.86 0.74 0.74 1.02 0.65 1.11 2.10 1.19 0.95 1.67 1.44 1.29 1.16 1.97 0.70 0.85 1.34 1.53 1.24 0.96 -0.751 -0.214 -0.438 -0.443 0.022 -0.615 0.152 1.068 0.249 -0.068 0.737 0.529 0.363 0.211 0.978 -0.509 -0.234 0.422 0.612 0.307 -0.052

1.61 0.70 1.81 0.95 0.66 1.42 0.67 1.34 1.34 0.09 1.47 0.92 1.97 0.99 0.93 1.37 0.72 1.36 0.99 0.96 1.56 0.64 1.55 1.06 0.58 1.33 0.79 1.41 B9A064 IGLL5_HUMAN reviewed Immunoglobulin lambda-like polypeptide 5 (G lambda-1) (Germline immunoglobulin lambda 1)IGLL5 214 Homo sapiens (Human) 0.44 1.01 1.41 0.60 0.57 1.13 1.22 0.89 1.73 1.02 2.61 1.07 0.53 1.20 1.42 0.79 0.56 0.96 1.34 0.97 1.07 -1.178 0.020 0.493 -0.745 -0.800 0.182 0.286 -0.172 0.787 0.025 1.385 0.102 -0.928 0.268 0.501 -0.346 -0.825 -0.055 0.420 -0.038 0.095

1.07 1.03 1.18 1.33 0.00 1.15 1.16 1.53 1.10 0.00 1.07 1.04 1.18 1.29 0.00 1.06 1.21 1.38 1.08 0.09 1.10 0.99 1.19 1.90 0.00 1.11 1.71 2.12 P00450 CERU_HUMAN reviewed Ceruloplasmin (EC 1.16.3.1) (Ferroxidase)CP 1065 Homo sapiens (Human) 0.65 0.62 0.48 0.35 0.64 1.11 1.58 1.21 1.21 1.11 2.15 1.61 1.00 1.49 2.77 0.67 0.72 1.35 1.10 1.27 1.92 -0.632 -0.690 -1.052 -1.519 -0.646 0.152 0.659 0.271 0.274 0.152 1.104 0.689 0.003 0.575 1.470 -0.578 -0.466 0.436 0.139 0.347 0.942

1.07 1.10 1.26 0.84 0.01 1.13 0.74 0.94 0.72 0.00 1.10 0.66 0.80 0.93 0.04 1.07 0.87 0.99 0.76 0.00 1.12 0.68 0.86 1.16 0.00 1.06 1.10 1.23 Q14764 MVP_HUMAN reviewed Major vault protein (MVP) (Lung resistance-related protein)MVP LRP 893 Homo sapiens (Human) 0.96 1.37 1.06 1.58 1.69 1.19 0.67 0.83 0.84 0.78 0.98 0.76 0.60 0.76 1.04 0.82 1.33 0.85 0.72 0.91 1.17 -0.066 0.451 0.082 0.659 0.754 0.249 -0.568 -0.273 -0.248 -0.351 -0.034 -0.402 -0.744 -0.388 0.061 -0.282 0.412 -0.236 -0.470 -0.130 0.232

1.11 0.70 0.86 1.31 0.00 1.19 1.10 1.56 1.28 0.00 1.08 1.18 1.38 1.11 0.01 1.08 1.03 1.20 1.02 0.82 1.19 0.85 1.22 0.94 0.10 1.08 0.87 1.01 P15311 EZRI_HUMAN reviewed Ezrin (Cytovillin) (Villin-2) (p81)EZR VIL2 586 Homo sapiens (Human) 1.22 1.11 1.31 0.80 1.24 0.78 0.83 0.92 1.04 1.05 0.81 0.78 1.34 0.87 0.66 1.24 1.31 1.33 1.27 1.09 0.95 0.287 0.144 0.385 -0.330 0.312 -0.360 -0.276 -0.115 0.054 0.065 -0.302 -0.365 0.417 -0.201 -0.610 0.314 0.387 0.410 0.347 0.130 -0.079

1.12 0.95 1.18 0.79 0.00 1.09 0.73 0.86 1.01 0.64 1.07 0.95 1.08 1.15 0.00 1.07 1.07 1.22 1.06 0.50 1.20 0.88 1.28 0.81 0.00 1.10 0.74 0.90 P07355 ANXA2_HUMANreviewed Annexin A2 (Annexin II) (Annexin-2) (Calpactin I heavy chain) (Calpactin-1 heavy chain) (Chromobindin-8) (Lipocortin II) (Placental anticoagulant protein IV) (PAP-IV) (Protein I) (p36)ANXA2 ANX2 ANX2L4 CAL1H LPC2D339 Homo sapiens (Human) 1.34 1.33 1.58 0.86 1.22 1.07 1.15 1.01 1.08 1.09 0.91 1.64 1.03 1.12 0.99 1.16 1.15 0.80 1.01 1.13 0.82 0.427 0.412 0.664 -0.210 0.289 0.095 0.201 0.009 0.106 0.125 -0.143 0.713 0.042 0.163 -0.017 0.208 0.196 -0.315 0.017 0.173 -0.283

1.16 0.42 0.57 0.43 0.00 1.25 0.34 0.53 1.36 0.00 1.07 1.27 1.46 0.98 0.59 1.07 0.91 1.05 0.74 0.00 1.17 0.63 0.87 0.81 0.00 1.10 0.74 0.90 Q9H6S3 ES8L2_HUMANreviewed Epidermal growth factor receptor kinase substrate 8-like protein 2 (EPS8-like protein 2) (Epidermal growth factor receptor pathway substrate 8-related protein 2) (EPS8-related protein 2)EPS8L2 EPS8R2 PP13181 715 Homo sapiens (Human) 1.79 1.53 3.16 0.97 0.92 0.49 0.97 0.53 1.09 0.76 0.87 0.66 0.57 0.84 0.79 1.64 0.75 0.43 1.36 0.96 0.82 0.836 0.614 1.660 -0.040 -0.113 -1.017 -0.048 -0.916 0.119 -0.395 -0.207 -0.596 -0.818 -0.252 -0.337 0.712 -0.419 -1.211 0.439 -0.052 -0.286

1.09 1.92 2.26 0.86 0.00 1.09 0.79 0.95 0.80 0.00 1.06 0.76 0.85 0.80 0.00 1.08 0.74 0.86 0.94 0.24 1.11 0.85 1.04 0.94 0.24 1.10 0.86 1.04 P55072 TERA_HUMAN reviewed Transitional endoplasmic reticulum ATPase (TER ATPase) (EC 3.6.4.6) (15S Mg(2+)-ATPase p97 subunit) (Valosin-containing protein) (VCP)VCP 806 Homo sapiens (Human) 1.01 1.29 0.93 1.58 1.12 2.10 0.92 0.86 0.81 0.97 1.02 0.97 0.93 0.87 0.89 0.96 1.15 0.88 0.80 0.78 0.95 0.015 0.364 -0.106 0.658 0.158 1.072 -0.119 -0.212 -0.307 -0.051 0.034 -0.051 -0.099 -0.198 -0.171 -0.052 0.201 -0.189 -0.326 -0.349 -0.068

1.09 0.54 0.64 0.78 0.00 1.13 0.69 0.88 1.16 0.00 1.06 1.09 1.23 1.11 0.00 1.06 1.05 1.18 0.77 0.00 1.12 0.69 0.86 0.73 0.00 1.08 0.67 0.78 Q8WUM4 PDC6I_HUMANreviewed Programmed cell death 6-interacting protein (PDCD6-interacting protein) (ALG-2-interacting protein 1) (ALG-2-interacting protein X) (Hp95)PDCD6IP AIP1 ALIX KIAA1375868 Homo sapiens (Human) 1.82 1.44 2.18 1.20 1.08 0.59 1.19 0.59 1.10 0.79 0.83 0.71 0.95 0.76 0.73 1.06 0.98 0.79 1.15 1.09 0.73 0.860 0.523 1.121 0.267 0.106 -0.752 0.253 -0.764 0.143 -0.341 -0.266 -0.502 -0.073 -0.388 -0.447 0.078 -0.035 -0.341 0.205 0.125 -0.449

1.11 0.93 1.15 1.06 0.50 1.18 0.89 1.25 1.13 0.02 1.10 1.02 1.24 1.18 0.00 1.08 1.09 1.28 0.89 0.16 1.18 0.76 1.05 0.81 0.00 1.12 0.73 0.91 P35908 K22E_HUMAN reviewed Keratin, type II cytoskeletal 2 epidermal (Cytokeratin-2e) (CK-2e) (Epithelial keratin-2e) (Keratin-2 epidermis) (Keratin-2e) (K2e) (Type-II keratin Kb2)KRT2 KRT2A KRT2E 639 Homo sapiens (Human) 0.65 2.18 0.92 0.62 0.71 1.04 1.02 0.93 1.40 0.92 2.06 0.76 0.67 1.01 1.87 1.05 1.53 1.07 1.12 1.16 0.82 -0.624 1.125 -0.119 -0.688 -0.487 0.057 0.032 -0.109 0.486 -0.125 1.045 -0.396 -0.576 0.021 0.902 0.076 0.616 0.101 0.166 0.215 -0.281

1.06 0.88 0.99 0.64 0.00 1.15 0.56 0.74 1.09 0.02 1.08 1.02 1.18 1.17 0.00 1.06 1.10 1.25 0.94 0.16 1.09 0.87 1.02 0.82 0.00 1.09 0.75 0.89 Q09666 AHNK_HUMAN reviewed Neuroblast differentiation-associated protein AHNAK (Desmoyokin)AHNAK PM227 5890 Homo sapiens (Human) 1.02 1.13 1.59 1.11 1.14 0.94 0.97 1.28 1.19 0.97 1.08 1.08 0.88 0.95 1.23 1.05 1.10 0.65 1.09 1.15 0.82 0.030 0.182 0.671 0.150 0.187 -0.085 -0.039 0.354 0.253 -0.049 0.114 0.117 -0.178 -0.078 0.301 0.073 0.131 -0.616 0.124 0.206 -0.280

1.27 0.76 1.23 1.44 0.01 1.28 1.13 1.84 1.34 0.00 1.18 1.14 1.58 1.34 0.00 1.16 1.16 1.55 1.18 0.32 1.44 0.82 1.71 0.80 0.03 1.21 0.66 0.97 P01591 IGJ_HUMAN reviewed Immunoglobulin J chainIGJ IGCJ 159 Homo sapiens (Human) 0.81 0.94 2.08 0.83 0.70 0.98 1.13 0.75 1.82 1.21 1.87 1.15 0.62 1.69 1.78 1.08 0.58 1.46 1.34 1.32 0.81 -0.311 -0.083 1.054 -0.266 -0.519 -0.036 0.182 -0.412 0.865 0.278 0.905 0.197 -0.693 0.761 0.829 0.114 -0.779 0.551 0.419 0.402 -0.306

1.50 0.35 0.80 2.10 0.00 1.20 1.74 2.52 1.10 0.43 1.28 0.86 1.41 1.06 0.45 1.18 0.90 1.25 1.07 0.11 1.08 0.98 1.16 0.90 0.20 1.17 0.77 1.06 Q8WXI7 MUC16_HUMANreviewed Mucin-16 (MUC-16) (Ovarian cancer-related tumor marker CA125) (CA-125) (Ovarian carcinoma antigen CA125)MUC16 CA125 22152 Homo sapiens (Human) 0.67 0.82 0.79 1.04 1.14 0.54 0.58 0.96 1.15 1.09 0.67 1.13 2.54 0.78 0.62 1.33 0.85 2.13 1.10 1.04 0.91 -0.581 -0.292 -0.335 0.055 0.183 -0.902 -0.785 -0.065 0.207 0.130 -0.578 0.177 1.344 -0.365 -0.694 0.413 -0.236 1.092 0.137 0.063 -0.130

11860.19 0.00 7874.53 0.54 0.26 30.18 0.02 16.41 0.66 0.46 111.50 0.01 73.25 1.36 0.29 7.00 0.19 9.54 0.98 0.94 27.48 0.04 26.81 0.71 0.50 85.75 0.01 60.70 P01767 HV306_HUMANreviewed Ig heavy chain V-III region BUT 115 Homo sapiens (Human) 0.74 1.16 1.98 0.26 1.32 0.67 0.63 0.96 0.74 1.00 4.32 1.42 0.60 1.54 0.99 2.08 0.34 0.55 0.65 1.34 0.71 -0.426 0.211 0.983 -1.934 0.404 -0.578 -0.658 -0.065 -0.426 0.001 2.112 0.502 -0.733 0.624 -0.019 1.056 -1.551 -0.855 -0.610 0.422 -0.484

1.15 0.55 0.72 0.69 0.00 1.23 0.56 0.85 1.35 0.00 1.11 1.21 1.51 1.13 0.01 1.10 1.03 1.24 0.72 0.00 1.13 0.63 0.81 0.92 0.30 1.19 0.77 1.09 P27105 STOM_HUMANreviewed Erythrocyte band 7 integral membrane protein (Protein 7.2b) (Stomatin)STOM BND7 EPB72 288 Homo sapiens (Human) 2.07 1.71 2.31 1.17 1.00 0.63 1.08 0.64 1.12 0.73 0.92 0.82 0.78 1.11 0.98 1.22 0.85 0.70 1.35 1.11 0.93 1.048 0.777 1.206 0.225 -0.005 -0.660 0.106 -0.651 0.159 -0.445 -0.119 -0.289 -0.360 0.151 -0.022 0.287 -0.227 -0.511 0.430 0.150 -0.111

1.13 1.63 2.09 1.34 0.01 1.23 1.09 1.65 0.67 0.00 1.16 0.58 0.78 1.16 0.00 1.10 1.05 1.27 1.28 0.04 1.25 1.02 1.60 2.47 0.00 1.17 2.11 2.89 P02671 FIBA_HUMAN reviewed Fibrinogen alpha chain [Cleaved into: Fibrinopeptide A; Fibrinogen alpha chain]FGA 866 Homo sapiens (Human) 0.26 0.54 0.45 0.35 0.65 1.86 1.94 0.73 0.84 1.31 2.70 0.96 0.58 2.32 2.36 0.47 0.93 1.36 0.67 1.14 2.49 -1.967 -0.888 -1.162 -1.511 -0.610 0.894 0.955 -0.446 -0.256 0.389 1.432 -0.065 -0.792 1.214 1.238 -1.094 -0.100 0.446 -0.573 0.187 1.318

1.21 1.02 1.49 1.16 0.01 1.11 1.05 1.29 1.08 0.10 1.09 0.98 1.18 1.55 0.00 1.10 1.40 1.71 1.05 0.65 1.25 0.84 1.31 1.91 0.00 1.13 1.69 2.16 P08603 CFAH_HUMAN reviewed Complement factor H (H factor 1)CFH HF HF1 HF2 1231 Homo sapiens (Human) 0.35 0.53 0.67 0.43 0.57 1.24 1.74 1.54 1.14 1.08 2.52 1.67 0.80 1.64 2.23 0.67 0.71 1.18 1.07 1.52 1.93 -1.523 -0.920 -0.586 -1.230 -0.807 0.311 0.803 0.626 0.191 0.107 1.336 0.738 -0.327 0.718 1.159 -0.581 -0.499 0.238 0.102 0.608 0.947

1.20 1.02 1.45 0.96 0.81 1.40 0.69 1.35 1.07 0.34 1.18 0.91 1.27 1.13 0.38 1.36 0.83 1.54 1.10 0.55 1.42 0.77 1.56 0.85 0.05 1.18 0.72 1.00 P08779 K1C16_HUMANreviewed Keratin, type I cytoskeletal 16 (Cytokeratin-16) (CK-16) (Keratin-16) (K16)KRT16 KRT16A 473 Homo sapiens (Human) 0.45 1.62 0.84 0.58 0.73 1.23 1.03 1.05 4.41 1.13 2.78 0.90 0.53 1.52 1.68 0.88 1.20 0.98 1.07 1.11 0.86 -1.141 0.696 -0.251 -0.790 -0.462 0.296 0.042 0.073 2.141 0.172 1.475 -0.153 -0.912 0.608 0.750 -0.189 0.260 -0.030 0.099 0.154 -0.223

1.09 1.03 1.22 1.18 0.18 1.28 0.92 1.51 0.86 0.02 1.13 0.76 0.97 0.83 0.02 1.17 0.71 0.97 1.13 0.32 1.29 0.88 1.46 1.03 0.63 1.15 0.90 1.19 P07900 HS90A_HUMANreviewed Heat shock protein HSP 90-alpha (Heat shock 86 kDa) (HSP 86) (HSP86) (Renal carcinoma antigen NY-REN-38)HSP90AA1 HSP90A HSPC1 HSPCA732 Homo sapiens (Human) 1.63 0.73 1.23 0.92 0.96 1.13 1.01 1.10 1.00 1.16 0.81 1.18 1.29 1.17 0.81 1.20 1.24 1.20 0.86 0.81 1.04 0.704 -0.444 0.299 -0.119 -0.063 0.178 0.013 0.140 0.006 0.213 -0.295 0.239 0.368 0.224 -0.309 0.268 0.315 0.259 -0.222 -0.296 0.061

1.42 1.06 2.14 1.86 0.04 1.77 1.05 3.29 0.31 0.03 2.83 0.11 0.88 1.69 0.02 1.46 1.15 2.47 0.92 0.54 1.36 0.68 1.25 2.13 0.00 1.44 1.48 3.06 P68871 HBB_HUMAN reviewed Hemoglobin subunit beta (Beta-globin) (Hemoglobin beta chain) [Cleaved into: LVV-hemorphin-7; Spinorphin]HBB 147 Homo sapiens (Human) 0.23 0.92 0.44 1.70 0.28 1.52 0.31 0.35 0.44 0.94 0.50 1.29 0.13 3.11 3.97 0.20 1.18 1.89 0.31 1.66 2.15 -2.118 -0.115 -1.184 0.766 -1.829 0.604 -1.704 -1.502 -1.181 -0.083 -1.003 0.371 -2.982 1.637 1.988 -2.340 0.244 0.921 -1.682 0.729 1.105

1.06 0.81 0.92 0.98 0.73 1.10 0.90 1.08 1.52 0.00 1.11 1.37 1.68 1.55 0.00 1.07 1.45 1.66 1.05 0.44 1.14 0.92 1.19 1.80 0.00 1.07 1.68 1.93 P01031 CO5_HUMAN reviewed Complement C5 (C3 and PZP-like alpha-2-macroglobulin domain-containing protein 4) [Cleaved into: Complement C5 beta chain; Complement C5 alpha chain; C5a anaphylatoxin; Complement C5 alpha' chain]C5 CPAMD4 1676 Homo sapiens (Human) 0.77 0.60 0.95 0.55 0.55 0.87 1.39 1.13 1.15 1.08 2.48 1.36 0.74 1.29 2.25 1.06 0.76 1.00 1.51 1.53 1.82 -0.371 -0.726 -0.073 -0.860 -0.870 -0.197 0.479 0.177 0.207 0.108 1.312 0.441 -0.439 0.365 1.172 0.081 -0.387 0.000 0.597 0.609 0.862

1.07 0.83 0.94 1.84 0.00 1.13 1.63 2.08 0.92 0.02 1.07 0.86 0.99 1.34 0.00 1.07 1.25 1.44 1.02 0.63 1.09 0.94 1.11 2.11 0.00 1.12 1.88 2.37 P04114 APOB_HUMAN reviewed Apolipoprotein B-100 (Apo B-100) [Cleaved into: Apolipoprotein B-48 (Apo B-48)]APOB 4563 Homo sapiens (Human) 0.41 0.48 0.51 0.67 0.68 0.89 1.68 1.33 0.76 1.05 1.57 0.80 0.52 1.80 1.89 0.62 0.81 1.87 0.92 1.32 2.13 -1.296 -1.072 -0.962 -0.582 -0.555 -0.165 0.748 0.415 -0.392 0.066 0.648 -0.330 -0.948 0.849 0.917 -0.698 -0.299 0.903 -0.127 0.402 1.093

1.09 1.12 1.33 1.11 0.00 1.07 1.04 1.19 0.83 0.00 1.10 0.76 0.92 0.90 0.01 1.08 0.83 0.97 1.00 0.96 1.14 0.87 1.14 1.21 0.00 1.06 1.14 1.29 Q00610 CLH1_HUMAN reviewed Clathrin heavy chain 1 (Clathrin heavy chain on chromosome 17) (CLH-17)CLTC CLH17 CLTCL2 KIAA00341675 Homo sapiens (Human) 1.00 1.16 0.91 1.37 0.98 1.23 0.79 0.96 0.90 1.02 0.97 1.04 0.95 0.89 0.96 1.15 1.43 1.13 0.83 0.88 1.22 -0.005 0.218 -0.129 0.454 -0.030 0.299 -0.347 -0.064 -0.152 0.032 -0.042 0.060 -0.074 -0.166 -0.063 0.205 0.513 0.177 -0.266 -0.178 0.292

2.45 0.21 1.28 9.92 0.00 1.28 7.72 12.75 0.68 0.00 1.22 0.56 0.83 0.74 0.00 1.14 0.65 0.84 0.75 0.10 1.41 0.53 1.06 0.93 0.25 1.14 0.82 1.06 P05164 PERM_HUMANreviewed Myeloperoxidase (MPO) (EC 1.11.2.2) [Cleaved into: Myeloperoxidase; 89 kDa myeloperoxidase; 84 kDa myeloperoxidase; Myeloperoxidase light chain; Myeloperoxidase heavy chain]MPO 745 Homo sapiens (Human) 0.11 0.20 0.11 0.15 1.11 0.53 0.15 0.15 0.31 0.77 0.47 0.26 0.29 0.49 0.26 0.18 0.35 10.08 0.68 0.73 0.94 -3.211 -2.340 -3.213 -2.701 0.153 -0.923 -2.732 -2.774 -1.684 -0.372 -1.092 -1.964 -1.772 -1.041 -1.952 -2.508 -1.516 3.334 -0.553 -0.458 -0.090

1.43 0.86 1.77 1.18 0.20 1.46 0.81 1.73 2.28 0.22 7.35 0.31 16.76 1.24 0.12 1.43 0.87 1.78 1.77 0.10 2.29 0.77 4.05 1.35 0.07 1.43 0.94 1.93 P80748 LV302_HUMANreviewed Ig lambda chain V-III region LOI 111 Homo sapiens (Human) 0.78 0.77 1.81 0.67 0.75 1.25 0.98 1.42 1.43 1.82 1.72 1.37 0.67 1.65 1.41 0.82 0.56 1.20 2.27 1.22 1.36 -0.367 -0.377 0.858 -0.587 -0.416 0.316 -0.035 0.511 0.520 0.862 0.784 0.456 -0.574 0.724 0.494 -0.287 -0.839 0.266 1.185 0.288 0.448

1.17 1.45 1.98 1.44 0.00 1.19 1.21 1.72 0.75 0.00 1.18 0.63 0.88 1.33 0.00 1.09 1.21 1.45 1.09 0.37 1.22 0.90 1.33 2.22 0.00 1.14 1.95 2.54 P02675 FIBB_HUMAN reviewed Fibrinogen beta chain [Cleaved into: Fibrinopeptide B; Fibrinogen beta chain]FGB 491 Homo sapiens (Human) 0.37 0.62 0.53 0.39 0.76 1.71 2.04 0.79 0.90 1.12 2.49 0.98 0.66 2.24 2.39 0.49 0.89 1.47 0.75 1.30 2.24 -1.446 -0.687 -0.924 -1.364 -0.400 0.772 1.030 -0.348 -0.152 0.162 1.318 -0.024 -0.594 1.162 1.255 -1.038 -0.171 0.554 -0.424 0.382 1.166

1.56 0.27 0.67 3.56 0.00 1.20 2.96 4.28 0.84 0.00 1.12 0.75 0.94 1.51 0.00 1.08 1.40 1.62 0.89 0.23 1.20 0.74 1.08 1.18 0.00 1.08 1.09 1.27 Q9HC84 MUC5B_HUMANreviewed Mucin-5B (MUC-5B) (Cervical mucin) (High molecular weight salivary mucin MG1) (Mucin-5 subtype B, tracheobronchial) (Sublingual gland mucin)MUC5B MUC5 5762 Homo sapiens (Human) 0.58 0.70 0.73 1.01 0.90 0.43 1.51 0.57 0.75 0.92 0.84 0.83 1.34 1.38 0.58 0.69 0.83 3.62 0.84 1.48 1.19 -0.785 -0.511 -0.456 0.015 -0.150 -1.205 0.593 -0.806 -0.412 -0.124 -0.245 -0.268 0.417 0.466 -0.775 -0.542 -0.272 1.855 -0.255 0.567 0.253

1.68 0.33 0.92 1.33 0.16 1.51 0.88 2.01 0.94 0.31 1.14 0.83 1.07 0.82 0.02 1.17 0.70 0.95 0.73 0.02 1.28 0.57 0.94 1.16 0.08 1.19 0.98 1.38 P07988 PSPB_HUMAN reviewed Pulmonary surfactant-associated protein B (SP-B) (18 kDa pulmonary-surfactant protein) (6 kDa protein) (Pulmonary surfactant-associated proteolipid SPL(Phe))SFTPB SFTP3 381 Homo sapiens (Human) 0.66 0.76 0.92 1.69 1.46 0.55 1.45 0.82 0.92 0.75 0.69 1.12 0.77 1.57 0.80 0.82 0.74 1.35 0.94 0.81 1.17 -0.593 -0.405 -0.113 0.757 0.545 -0.857 0.532 -0.286 -0.120 -0.411 -0.530 0.164 -0.382 0.652 -0.316 -0.285 -0.432 0.434 -0.093 -0.313 0.231

1.26 0.66 1.06 0.78 0.01 1.17 0.66 0.91 1.05 0.39 1.14 0.92 1.20 1.35 0.00 1.14 1.18 1.54 1.03 0.83 1.34 0.77 1.37 0.88 0.06 1.14 0.77 1.00 P35241 RADI_HUMAN reviewed Radixin RDX 583 Homo sapiens (Human) 1.35 1.55 2.21 0.81 0.88 0.85 1.19 0.71 1.23 1.05 1.00 0.61 0.92 1.04 0.99 0.97 0.86 0.79 1.05 1.32 0.89 0.437 0.633 1.144 -0.310 -0.182 -0.242 0.251 -0.490 0.299 0.075 -0.003 -0.716 -0.113 0.051 -0.010 -0.037 -0.217 -0.342 0.070 0.406 -0.173

1.09 0.96 1.14 1.19 0.00 1.10 1.08 1.32 1.02 0.63 1.10 0.93 1.12 1.18 0.00 1.06 1.11 1.26 1.26 0.01 1.20 1.06 1.51 1.19 0.00 1.09 1.09 1.30 Q9Y490 TLN1_HUMAN reviewed Talin-1 TLN1 KIAA1027 TLN 2541 Homo sapiens (Human) 0.85 0.72 0.90 1.27 0.96 1.06 1.14 1.27 0.99 1.29 1.13 1.20 1.08 1.17 1.20 0.98 0.91 1.21 1.02 1.16 1.20 -0.238 -0.471 -0.148 0.340 -0.058 0.078 0.184 0.342 -0.018 0.373 0.174 0.261 0.110 0.231 0.265 -0.023 -0.129 0.280 0.027 0.217 0.268

1.54 1.07 2.53 0.85 0.62 3.36 0.25 2.85 0.96 0.69 1.42 0.68 1.37 0.90 0.41 1.56 0.58 1.40 1.18 0.18 1.42 0.83 1.67 1.09 0.41 1.42 0.77 1.55 P68371 TBB4B_HUMANreviewed Tubulin beta-4B chain (Tubulin beta-2 chain) (Tubulin beta-2C chain)TUBB4B TUBB2C 445 Homo sapiens (Human) 1.03 0.46 1.03 0.70 0.67 1.66 1.11 1.76 1.29 1.21 0.87 1.48 1.17 1.00 1.01 1.06 1.80 0.86 0.96 0.88 1.10 0.045 -1.131 0.038 -0.512 -0.567 0.733 0.157 0.815 0.371 0.273 -0.204 0.561 0.221 -0.002 0.016 0.087 0.845 -0.213 -0.060 -0.180 0.138

1.10 0.77 0.92 1.18 0.00 1.09 1.08 1.29 1.11 0.01 1.08 1.03 1.20 1.52 0.00 1.07 1.41 1.63 1.00 0.97 1.24 0.81 1.24 1.79 0.00 1.08 1.65 1.93 P02774 VTDB_HUMAN reviewed Vitamin D-binding protein (DBP) (VDB) (Gc-globulin) (Group-specific component)GC 474 Homo sapiens (Human) 0.67 0.71 0.63 0.42 0.68 0.85 1.88 1.11 1.01 1.03 1.69 1.63 0.97 1.20 1.96 1.25 0.87 1.20 1.11 1.49 1.80 -0.586 -0.484 -0.672 -1.254 -0.559 -0.240 0.912 0.156 0.021 0.042 0.760 0.702 -0.047 0.269 0.967 0.326 -0.202 0.261 0.153 0.576 0.851

1.18 1.08 1.50 0.93 0.38 1.19 0.78 1.11 1.00 0.93 1.12 0.89 1.11 1.07 0.16 1.10 0.97 1.17 0.91 0.12 1.13 0.81 1.03 0.96 0.37 1.10 0.87 1.06 P11142 HSP7C_HUMANreviewed Heat shock cognate 71 kDa protein (Heat shock 70 kDa protein 8)HSPA8 HSC70 HSP73 HSPA10646 Homo sapiens (Human) 1.34 1.13 1.52 1.06 1.16 1.28 0.96 1.00 1.03 0.93 1.00 0.90 1.22 0.91 1.11 0.99 1.07 0.95 0.99 1.05 0.97 0.421 0.179 0.600 0.079 0.211 0.362 -0.053 0.004 0.043 -0.098 0.003 -0.158 0.291 -0.129 0.152 -0.008 0.097 -0.081 -0.011 0.068 -0.043

125.74 0.01 141.75 1.01 0.99 539.25 0.00 544.83 1.29 0.40 10.60 0.12 13.68 1.14 0.80 167.97 0.01 190.85 1.25 0.40 7.78 0.16 9.69 1.04 0.90 23.85 0.04 24.78 P04430 KV122_HUMANreviewed Ig kappa chain V-I region BAN 108 Homo sapiens (Human) 0.82 0.90 1.26 0.45 0.50 1.14 1.56 1.18 2.10 1.28 2.14 1.75 0.96 1.42 2.04 0.69 0.66 1.03 1.29 1.12 1.05 -0.288 -0.158 0.331 -1.165 -1.011 0.185 0.641 0.241 1.073 0.354 1.099 0.811 -0.066 0.503 1.028 -0.535 -0.596 0.038 0.363 0.159 0.069

1.10 1.05 1.27 1.57 0.00 1.21 1.30 1.91 1.09 0.03 1.08 1.01 1.17 1.24 0.00 1.08 1.15 1.35 0.93 0.20 1.12 0.83 1.04 1.16 0.01 1.12 1.03 1.30 P14618 KPYM_HUMANreviewed Pyruvate kinase PKM (EC 2.7.1.40) (Cytosolic thyroid hormone-binding protein) (CTHBP) (Opa-interacting protein 3) (OIP-3) (Pyruvate kinase 2/3) (Pyruvate kinase muscle isozyme) (Thyroid hormone-binding protein 1) (THBP1) (Tumor M2-PK) (p58)PKM OIP3 PK2 PK3 PKM2 531 Homo sapiens (Human) 1.14 0.58 1.04 0.80 0.88 1.17 1.01 1.07 0.97 0.95 1.09 1.36 1.36 1.16 1.19 1.12 1.15 1.60 1.08 1.22 1.17 0.187 -0.791 0.056 -0.317 -0.187 0.225 0.016 0.100 -0.044 -0.071 0.121 0.444 0.444 0.217 0.247 0.163 0.205 0.676 0.114 0.290 0.227

1.10 1.00 1.22 1.02 0.86 1.24 0.82 1.27 1.14 0.01 1.10 1.03 1.26 1.17 0.01 1.10 1.06 1.29 1.22 0.00 1.11 1.10 1.36 0.82 0.00 1.12 0.73 0.92 P13647 K2C5_HUMAN reviewed Keratin, type II cytoskeletal 5 (58 kDa cytokeratin) (Cytokeratin-5) (CK-5) (Keratin-5) (K5) (Type-II keratin Kb5)KRT5 590 Homo sapiens (Human) 0.62 1.93 0.76 0.50 0.65 1.11 1.21 1.15 2.28 1.25 2.23 0.80 0.53 1.79 1.62 0.91 1.07 1.03 1.14 1.15 0.83 -0.690 0.947 -0.401 -1.003 -0.623 0.153 0.275 0.204 1.186 0.324 1.158 -0.320 -0.903 0.841 0.700 -0.144 0.093 0.049 0.186 0.198 -0.274

1.11 0.78 0.96 0.96 0.50 1.12 0.86 1.08 1.14 0.02 1.11 1.03 1.27 1.38 0.00 1.12 1.24 1.54 1.12 0.23 1.21 0.92 1.35 1.16 0.04 1.14 1.01 1.32 P02790 HEMO_HUMANreviewed Hemopexin (Beta-1B-glycoprotein)HPX 462 Homo sapiens (Human) 0.60 0.87 0.68 0.40 0.75 0.87 2.51 1.29 1.15 1.15 1.99 1.39 1.05 1.16 2.43 1.18 0.91 0.98 1.14 1.36 1.17 -0.730 -0.201 -0.547 -1.325 -0.422 -0.201 1.328 0.362 0.198 0.196 0.990 0.479 0.068 0.209 1.281 0.236 -0.143 -0.030 0.186 0.443 0.226

1.13 1.84 2.34 0.60 0.00 1.22 0.49 0.74 1.33 0.00 1.07 1.24 1.42 0.79 0.00 1.10 0.72 0.87 0.96 0.52 1.16 0.83 1.11 2.20 0.00 1.11 1.98 2.45 P21980 TGM2_HUMANreviewed Protein-glutamine gamma-glutamyltransferase 2 (EC 2.3.2.13) (Tissue transglutaminase) (Transglutaminase C) (TG(C)) (TGC) (TGase C) (Transglutaminase H) (TGase H) (Transglutaminase-2) (TGase-2)TGM2 687 Homo sapiens (Human) 0.93 0.78 1.00 0.77 0.71 2.09 1.27 0.75 0.65 0.98 1.48 1.06 1.22 1.35 0.67 1.11 1.17 0.61 1.32 0.78 2.23 -0.107 -0.355 0.002 -0.374 -0.500 1.066 0.342 -0.411 -0.612 -0.030 0.563 0.082 0.283 0.434 -0.568 0.157 0.230 -0.707 0.402 -0.367 1.154

1.23 0.59 0.89 1.25 0.02 1.20 1.04 1.50 0.64 0.00 1.17 0.54 0.74 1.19 0.00 1.10 1.08 1.31 1.10 0.22 1.18 0.94 1.30 2.18 0.00 1.12 1.94 2.45 P02647 APOA1_HUMANreviewed Apolipoprotein A-I (Apo-AI) (ApoA-I) (Apolipoprotein A1) [Cleaved into: Truncated apolipoprotein A-I (Apolipoprotein A-I(1-242))]APOA1 267 Homo sapiens (Human) 0.33 0.36 0.31 1.10 0.56 0.73 2.27 2.35 0.88 1.13 1.31 1.40 0.50 1.52 2.41 0.43 0.72 1.27 0.63 1.17 2.20 -1.614 -1.458 -1.693 0.136 -0.826 -0.458 1.180 1.231 -0.186 0.180 0.395 0.485 -1.007 0.603 1.269 -1.224 -0.466 0.346 -0.659 0.225 1.139

1.11 0.82 1.00 1.06 0.53 1.20 0.88 1.27 1.22 0.00 1.08 1.13 1.32 1.09 0.04 1.08 1.01 1.18 0.94 0.58 1.24 0.76 1.17 1.41 0.00 1.12 1.26 1.58 P06396 GELS_HUMAN reviewed Gelsolin (AGEL) (Actin-depolymerizing factor) (ADF) (Brevin)GSN 782 Homo sapiens (Human) 0.89 0.70 0.76 1.19 0.81 0.91 1.31 1.16 1.06 0.97 1.08 1.37 1.25 1.26 1.86 1.00 0.83 1.08 1.22 1.07 1.43 -0.166 -0.510 -0.400 0.252 -0.296 -0.132 0.388 0.218 0.087 -0.047 0.111 0.449 0.320 0.337 0.895 0.000 -0.265 0.105 0.285 0.097 0.512

1.09 0.66 0.79 0.77 0.04 1.29 0.60 0.99 1.14 0.00 1.09 1.05 1.24 1.56 0.00 1.09 1.44 1.70 1.00 0.99 1.13 0.89 1.13 0.94 0.15 1.09 0.87 1.02 Q9H4M9 EHD1_HUMAN reviewed EH domain-containing protein 1 (PAST homolog 1) (hPAST1) (Testilin)EHD1 PAST PAST1 CDABP0131534 Homo sapiens (Human) 1.13 1.13 2.07 0.77 0.99 0.73 1.16 0.78 1.43 1.03 1.08 0.87 0.76 1.37 1.28 1.37 1.10 0.78 1.14 1.54 0.95 0.176 0.181 1.047 -0.383 -0.013 -0.459 0.210 -0.353 0.517 0.036 0.104 -0.198 -0.393 0.449 0.355 0.457 0.134 -0.361 0.189 0.619 -0.071

1.31 1.22 2.10 1.59 0.01 1.39 1.14 2.20 0.35 0.01 2.01 0.17 0.70 1.84 0.00 1.26 1.45 2.32 1.06 0.64 1.33 0.80 1.41 2.14 0.00 1.37 1.56 2.93 P69905 HBA_HUMAN reviewed Hemoglobin subunit alpha (Alpha-globin) (Hemoglobin alpha chain)HBA1; HBA2 142 Homo sapiens (Human) 0.33 0.98 0.57 1.56 0.27 1.62 0.36 0.40 0.50 1.09 0.51 1.43 0.21 2.92 2.73 0.30 1.03 1.61 0.35 1.80 2.16 -1.584 -0.031 -0.817 0.637 -1.868 0.694 -1.477 -1.317 -1.007 0.122 -0.979 0.520 -2.272 1.547 1.450 -1.744 0.036 0.688 -1.520 0.851 1.113

1.21 1.39 2.04 0.75 0.18 1.57 0.48 1.17 0.86 0.02 1.13 0.77 0.97 0.69 0.00 1.22 0.57 0.84 1.04 0.61 1.17 0.89 1.21 0.92 0.33 1.20 0.77 1.10 P00352 AL1A1_HUMANreviewed Retinal dehydrogenase 1 (RALDH 1) (RalDH1) (EC 1.2.1.36) (ALDH-E1) (ALHDII) (Aldehyde dehydrogenase family 1 member A1) (Aldehyde dehydrogenase, cytosolic)ALDH1A1 ALDC ALDH1 PUMB1501 Homo sapiens (Human) 1.56 1.01 0.96 1.18 1.01 1.70 0.79 1.29 0.89 1.06 0.70 1.39 1.50 0.93 0.78 0.97 1.37 0.76 0.86 0.68 0.93 0.644 0.011 -0.065 0.237 0.015 0.768 -0.349 0.363 -0.165 0.089 -0.519 0.478 0.583 -0.099 -0.358 -0.039 0.455 -0.393 -0.219 -0.560 -0.105

1.82 0.73 2.42 1.02 0.96 2.43 0.42 2.47 0.91 0.27 1.26 0.72 1.14 1.49 0.03 1.39 1.08 2.07 1.13 0.38 1.45 0.78 1.63 1.81 0.07 1.94 0.93 3.52 P07437 TBB5_HUMAN reviewed Tubulin beta chain (Tubulin beta-5 chain)TUBB TUBB5 OK/SW-cl.56444 Homo sapiens (Human) 0.74 0.55 0.98 0.93 0.78 1.34 0.94 1.13 0.94 1.16 1.18 1.04 1.08 1.18 1.24 0.86 1.24 1.03 0.90 1.47 1.83 -0.436 -0.867 -0.036 -0.109 -0.353 0.425 -0.086 0.176 -0.096 0.210 0.240 0.060 0.117 0.237 0.314 -0.219 0.305 0.048 -0.146 0.555 0.870

2.38 0.47 2.64 1.09 0.41 1.43 0.76 1.57 1.22 0.14 1.43 0.85 1.74 1.36 0.17 1.86 0.73 2.53 1.28 0.11 1.46 0.88 1.87 0.97 0.87 1.92 0.51 1.87 P06313 KV403_HUMANreviewed Ig kappa chain V-IV region JI 133 Homo sapiens (Human) 0.59 0.73 1.49 0.63 0.60 1.12 1.21 1.09 1.45 1.31 3.40 1.71 0.68 2.09 3.23 0.82 0.83 1.11 1.21 1.34 0.98 -0.756 -0.460 0.575 -0.667 -0.745 0.164 0.279 0.124 0.535 0.393 1.765 0.771 -0.551 1.064 1.691 -0.291 -0.274 0.150 0.278 0.421 -0.027

1.10 1.17 1.41 1.34 0.00 1.16 1.15 1.55 0.96 0.32 1.08 0.89 1.04 1.02 0.65 1.08 0.94 1.10 1.05 0.47 1.14 0.92 1.20 1.41 0.00 1.10 1.28 1.55 P13796 PLSL_HUMAN reviewed Plastin-2 (L-plastin) (LC64P) (Lymphocyte cytosolic protein 1) (LCP-1)LCP1 PLS2 627 Homo sapiens (Human) 0.95 0.65 1.17 1.67 0.73 1.30 0.98 1.11 0.92 1.07 1.06 0.88 0.98 1.12 0.94 0.94 0.84 1.36 0.96 1.00 1.42 -0.078 -0.612 0.230 0.736 -0.444 0.374 -0.022 0.151 -0.119 0.104 0.081 -0.188 -0.028 0.164 -0.082 -0.083 -0.248 0.445 -0.060 0.000 0.510

1.31 0.64 1.09 0.96 0.77 1.38 0.69 1.32 0.72 0.02 1.30 0.55 0.93 0.80 0.04 1.23 0.65 0.98 0.71 0.05 1.42 0.50 1.01 1.05 0.64 1.22 0.85 1.28 P08238 HS90B_HUMANreviewed Heat shock protein HSP 90-beta (HSP 90) (Heat shock 84 kDa) (HSP 84) (HSP84)HSP90AB1 HSP90B HSPC2 HSPCB724 Homo sapiens (Human) 1.50 0.56 0.99 0.63 0.77 0.84 0.90 1.11 0.73 0.73 0.71 1.09 1.14 1.14 0.66 0.82 0.93 0.97 0.72 0.78 1.06 0.581 -0.834 -0.009 -0.655 -0.385 -0.252 -0.157 0.145 -0.448 -0.459 -0.494 0.125 0.188 0.193 -0.600 -0.285 -0.104 -0.040 -0.481 -0.349 0.078

1.30 0.89 1.49 0.94 0.74 1.58 0.60 1.48 1.11 0.21 1.21 0.92 1.35 1.01 0.95 1.31 0.77 1.32 0.88 0.36 1.39 0.64 1.22 0.76 0.10 1.42 0.53 1.08 P02533 K1C14_HUMANreviewed Keratin, type I cytoskeletal 14 (Cytokeratin-14) (CK-14) (Keratin-14) (K14)KRT14 472 Homo sapiens (Human) 0.46 1.65 0.86 0.58 0.61 1.16 1.10 0.98 4.84 0.90 2.37 0.86 0.45 1.57 1.59 1.01 1.01 0.96 1.11 0.99 0.77 -1.112 0.721 -0.224 -0.795 -0.722 0.216 0.137 -0.023 2.276 -0.148 1.247 -0.224 -1.141 0.649 0.665 0.014 0.012 -0.065 0.152 -0.015 -0.382

1.51 0.32 0.73 0.39 0.00 1.57 0.25 0.62 0.96 0.55 1.17 0.82 1.12 0.98 0.86 1.32 0.74 1.29 0.73 0.18 1.66 0.44 1.20 0.66 0.05 1.52 0.43 1.00 Q8NFJ5 RAI3_HUMAN reviewed Retinoic acid-induced protein 3 (G-protein coupled receptor family C group 5 member A) (Orphan G-protein-coupling receptor PEIG-1) (Retinoic acid-induced gene 1 protein) (RAIG-1)GPRC5A GPCR5A RAI3 RAIG1357 Homo sapiens (Human) 1.72 1.64 2.21 0.99 0.79 0.49 1.10 0.56 1.08 0.74 0.96 0.67 0.63 0.94 0.75 1.28 0.73 0.40 0.96 0.96 0.66 0.786 0.714 1.143 -0.009 -0.336 -1.041 0.131 -0.824 0.111 -0.426 -0.057 -0.567 -0.660 -0.090 -0.413 0.352 -0.460 -1.317 -0.064 -0.055 -0.596

1.57 0.45 1.10 0.67 0.03 1.41 0.48 0.94 1.14 0.11 1.19 0.96 1.36 1.77 0.00 1.15 1.54 2.03 0.89 0.23 1.22 0.73 1.09 1.07 0.17 1.11 0.97 1.19 P05362 ICAM1_HUMANreviewed Intercellular adhesion molecule 1 (ICAM-1) (Major group rhinovirus receptor) (CD antigen CD54)ICAM1 532 Homo sapiens (Human) 1.30 1.29 2.00 0.65 0.91 0.71 1.61 0.86 1.38 0.92 1.15 1.02 0.85 1.26 1.16 1.21 0.96 0.68 1.14 1.74 1.08 0.383 0.362 1.002 -0.615 -0.131 -0.502 0.690 -0.213 0.460 -0.125 0.198 0.032 -0.238 0.337 0.211 0.278 -0.063 -0.552 0.191 0.799 0.114

1.31 0.38 0.66 0.66 0.00 1.21 0.55 0.80 1.65 0.00 1.12 1.48 1.84 0.90 0.19 1.17 0.77 1.06 0.80 0.05 1.26 0.63 1.00 0.57 0.00 1.30 0.44 0.74 P43353 AL3B1_HUMANreviewed Aldehyde dehydrogenase family 3 member B1 (EC 1.2.1.5) (Aldehyde dehydrogenase 7)ALDH3B1 ALDH7 468 Homo sapiens (Human) 1.72 1.96 1.81 1.23 1.10 0.51 0.79 0.71 0.88 0.82 0.91 1.00 1.14 0.68 0.85 1.25 1.03 0.67 1.65 0.89 0.58 0.785 0.972 0.856 0.301 0.135 -0.973 -0.347 -0.488 -0.179 -0.292 -0.141 -0.002 0.192 -0.565 -0.229 0.323 0.041 -0.569 0.719 -0.171 -0.789

1.19 0.80 1.14 1.25 0.01 1.17 1.07 1.46 0.96 0.45 1.14 0.84 1.09 0.98 0.80 1.17 0.84 1.15 0.96 0.74 1.33 0.72 1.27 1.29 0.09 1.35 0.95 1.75 O43707 ACTN4_HUMANreviewed Alpha-actinin-4 (F-actin cross-linking protein) (Non-muscle alpha-actinin 4)ACTN4 911 Homo sapiens (Human) 0.97 0.83 1.01 1.26 1.10 0.96 1.04 0.99 1.07 0.98 1.11 1.00 1.00 1.22 1.05 0.95 1.12 1.27 0.95 0.97 1.30 -0.046 -0.265 0.012 0.332 0.133 -0.054 0.059 -0.015 0.099 -0.025 0.150 0.005 -0.001 0.285 0.069 -0.077 0.169 0.349 -0.070 -0.050 0.381

1.10 0.91 1.11 0.99 0.79 1.11 0.89 1.09 0.99 0.80 1.07 0.92 1.06 1.01 0.73 1.06 0.95 1.07 1.04 0.49 1.11 0.93 1.16 1.11 0.00 1.06 1.04 1.18 P46940 IQGA1_HUMANreviewed Ras GTPase-activating-like protein IQGAP1 (p195)IQGAP1 KIAA0051 1657 Homo sapiens (Human) 1.19 0.97 1.03 1.29 1.07 1.01 0.97 1.07 0.93 1.06 0.95 1.24 1.22 1.04 0.98 1.08 1.06 1.00 0.99 0.99 1.12 0.246 -0.037 0.038 0.370 0.098 0.021 -0.038 0.093 -0.097 0.090 -0.072 0.306 0.292 0.063 -0.026 0.111 0.085 0.003 -0.017 -0.010 0.165

1.15 0.70 0.92 0.81 0.02 1.18 0.69 0.96 1.35 0.01 1.22 1.10 1.65 1.30 0.00 1.08 1.20 1.40 0.99 0.98 1.65 0.60 1.64 0.86 0.01 1.12 0.77 0.97 O00159 MYO1C_HUMANreviewed Unconventional myosin-Ic (Myosin I beta) (MMI-beta) (MMIb)MYO1C 1063 Homo sapiens (Human) 1.16 0.99 1.95 0.75 1.05 0.81 1.02 0.89 1.38 1.02 1.03 1.08 0.90 1.29 1.28 1.23 1.16 0.82 1.34 1.28 0.87 0.214 -0.010 0.960 -0.415 0.069 -0.309 0.033 -0.174 0.463 0.029 0.044 0.108 -0.152 0.363 0.361 0.300 0.214 -0.280 0.427 0.351 -0.198

1.12 0.68 0.85 0.90 0.25 1.22 0.73 1.09 1.29 0.00 1.10 1.17 1.41 1.59 0.00 1.10 1.45 1.75 1.07 0.32 1.14 0.93 1.22 1.46 0.00 1.11 1.32 1.62 P05155 IC1_HUMAN reviewed Plasma protease C1 inhibitor (C1 Inh) (C1Inh) (C1 esterase inhibitor) (C1-inhibiting factor) (Serpin G1)SERPING1 C1IN C1NH 500 Homo sapiens (Human) 0.94 0.61 0.86 0.74 0.81 0.76 1.72 0.95 1.22 1.09 1.33 1.01 1.33 1.11 1.40 1.07 1.01 0.91 1.28 1.57 1.48 -0.084 -0.718 -0.224 -0.434 -0.296 -0.389 0.782 -0.067 0.287 0.129 0.413 0.009 0.415 0.157 0.482 0.097 0.017 -0.136 0.361 0.646 0.565

1.11 0.80 0.98 1.31 0.00 1.11 1.18 1.46 0.76 0.00 1.11 0.68 0.84 1.49 0.00 1.09 1.36 1.62 1.16 0.06 1.17 0.99 1.35 1.79 0.00 1.15 1.56 2.05 P00751 CFAB_HUMAN reviewed Complement factor B (EC 3.4.21.47) (C3/C5 convertase) (Glycine-rich beta glycoprotein) (GBG) (PBF2) (Properdin factor B) [Cleaved into: Complement factor B Ba fragment; Complement factor B Bb fragment]CFB BF BFD 764 Homo sapiens (Human) 0.46 0.52 0.57 0.37 0.55 0.90 1.66 1.52 1.40 1.19 2.77 1.50 0.94 2.20 1.98 0.60 0.88 1.33 0.76 1.46 1.81 -1.122 -0.942 -0.818 -1.435 -0.861 -0.157 0.732 0.606 0.490 0.248 1.471 0.582 -0.089 1.137 0.989 -0.743 -0.190 0.412 -0.403 0.548 0.853

1.11 0.75 0.92 1.01 0.83 1.15 0.88 1.17 0.94 0.15 1.09 0.86 1.03 1.35 0.00 1.10 1.23 1.48 1.22 0.01 1.16 1.05 1.42 2.03 0.00 1.11 1.83 2.26 P00747 PLMN_HUMANreviewed Plasminogen (EC 3.4.21.7) [Cleaved into: Plasmin heavy chain A; Activation peptide; Angiostatin; Plasmin heavy chain A, short form; Plasmin light chain B]PLG 810 Homo sapiens (Human) 0.55 0.73 0.61 0.46 0.49 0.84 2.23 1.92 1.04 1.25 2.62 1.54 0.65 1.48 3.64 0.72 0.69 1.03 0.94 1.33 2.05 -0.866 -0.445 -0.704 -1.126 -1.023 -0.248 1.157 0.940 0.053 0.322 1.388 0.628 -0.624 0.569 1.863 -0.475 -0.526 0.043 -0.096 0.408 1.037

1.12 0.91 1.13 0.57 0.00 1.25 0.46 0.71 0.62 0.00 1.16 0.53 0.71 0.76 0.00 1.15 0.66 0.87 1.47 0.00 1.22 1.20 1.80 1.49 0.00 1.12 1.34 1.67 P06727 APOA4_HUMANreviewed Apolipoprotein A-IV (Apo-AIV) (ApoA-IV) (Apolipoprotein A4)APOA4 396 Homo sapiens (Human) 0.53 0.51 0.30 0.74 0.61 1.02 3.29 2.48 0.83 1.51 0.85 2.02 0.42 1.98 1.30 0.40 0.97 0.58 0.61 0.75 1.51 -0.915 -0.965 -1.716 -0.438 -0.719 0.035 1.718 1.309 -0.274 0.591 -0.238 1.011 -1.257 0.985 0.379 -1.335 -0.042 -0.787 -0.705 -0.423 0.592

4.32 0.22 4.12 1.95 0.43 967.80 0.00 1884.00 0.98 0.92 11.40 0.09 11.13 1.41 0.21 4.34 0.32 6.11 1.08 0.64 4.33 0.25 4.67 2.23 0.17 17.35 0.13 38.74 P68366 TBA4A_HUMANreviewed Tubulin alpha-4A chain (Alpha-tubulin 1) (Testis-specific alpha-tubulin) (Tubulin H2-alpha) (Tubulin alpha-1 chain)TUBA4A TUBA1 448 Homo sapiens (Human) 0.73 0.50 0.93 0.77 1.28 0.96 0.65 1.19 0.95 1.10 1.09 1.05 0.95 1.12 1.09 0.89 1.31 1.98 0.97 1.38 2.25 -0.449 -0.988 -0.112 -0.372 0.358 -0.055 -0.619 0.247 -0.074 0.144 0.126 0.075 -0.076 0.163 0.123 -0.171 0.394 0.984 -0.039 0.467 1.173

1.15 1.43 1.88 1.37 0.01 1.27 1.08 1.73 0.77 0.00 1.09 0.70 0.84 1.38 0.00 1.09 1.26 1.51 0.92 0.54 1.35 0.68 1.24 2.50 0.00 1.12 2.23 2.81 P02679 FIBG_HUMAN reviewed Fibrinogen gamma chainFGG PRO2061 453 Homo sapiens (Human) 0.26 0.53 0.45 0.32 0.70 1.66 2.04 0.66 0.80 0.94 2.56 0.95 0.58 2.41 2.55 0.47 0.84 1.39 0.77 1.36 2.53 -1.943 -0.911 -1.146 -1.622 -0.504 0.729 1.029 -0.598 -0.315 -0.090 1.358 -0.067 -0.779 1.266 1.348 -1.093 -0.253 0.473 -0.381 0.444 1.337

1.40 0.91 1.78 1.36 0.36 2.51 0.54 3.41 1.27 0.20 1.59 0.80 2.03 1.22 0.09 1.29 0.95 1.56 0.93 0.76 1.88 0.50 1.76 0.79 0.09 1.36 0.58 1.08 P01781 HV320_HUMANreviewed Ig heavy chain V-III region GAL 116 Homo sapiens (Human) 0.29 0.55 1.53 0.68 0.70 1.29 1.18 1.02 1.99 0.96 3.18 1.25 0.54 1.32 1.91 0.89 0.70 1.39 1.27 1.20 0.80 -1.777 -0.872 0.613 -0.552 -0.514 0.363 0.244 0.022 0.995 -0.061 1.668 0.318 -0.880 0.399 0.937 -0.174 -0.510 0.470 0.341 0.258 -0.320

1.16 0.45 0.60 1.39 0.00 1.21 1.14 1.68 1.11 0.07 1.13 0.99 1.26 1.35 0.00 1.13 1.20 1.53 1.07 0.41 1.19 0.90 1.27 1.38 0.00 1.13 1.23 1.56 P10909 CLUS_HUMAN reviewed Clusterin (Aging-associated gene 4 protein) (Apolipoprotein J) (Apo-J) (Complement cytolysis inhibitor) (CLI) (Complement-associated protein SP-40,40) (Ku70-binding protein 1) (NA1/NA2) (Testosterone-repressed prostate message 2) (TRPM-2) [Cleaved into: Clusterin beta chain (ApoJalpha) (Complement cytolysis inhibitor a chain); Clusterin alpha chain (ApoJbeta) (Complement cytolysis inhibitor b chain)]CLU APOJ CLI KUB1 AAG4 449 Homo sapiens (Human) 0.60 0.55 0.73 1.02 0.86 0.52 1.25 1.17 1.29 1.09 1.24 1.37 1.31 1.49 1.93 1.06 0.85 1.41 1.11 1.33 1.40 -0.729 -0.854 -0.448 0.028 -0.218 -0.933 0.317 0.221 0.367 0.130 0.311 0.451 0.395 0.571 0.950 0.080 -0.238 0.494 0.152 0.411 0.483

1.24 0.44 0.69 1.76 0.00 1.13 1.56 1.99 0.98 0.55 1.09 0.89 1.07 1.09 0.10 1.12 0.98 1.22 0.98 0.67 1.13 0.86 1.10 0.70 0.00 1.18 0.59 0.83 P15144 AMPN_HUMANreviewed Aminopeptidase N (AP-N) (hAPN) (EC 3.4.11.2) (Alanyl aminopeptidase) (Aminopeptidase M) (AP-M) (Microsomal aminopeptidase) (Myeloid plasma membrane glycoprotein CD13) (gp150) (CD antigen CD13)ANPEP APN CD13 PEPN 967 Homo sapiens (Human) 1.14 1.38 1.41 1.13 1.17 0.56 0.80 0.83 0.98 1.00 0.90 1.10 1.24 0.89 0.88 0.92 1.25 1.79 0.97 1.08 0.71 0.187 0.466 0.491 0.180 0.227 -0.844 -0.315 -0.267 -0.036 0.001 -0.155 0.137 0.311 -0.168 -0.191 -0.118 0.320 0.841 -0.041 0.106 -0.496

1.13 0.74 0.95 1.48 0.02 1.36 1.09 2.02 0.99 0.87 1.13 0.88 1.12 1.43 0.00 1.13 1.26 1.61 1.07 0.45 1.21 0.88 1.30 1.18 0.01 1.13 1.04 1.33 P04406 G3P_HUMAN reviewed Glyceraldehyde-3-phosphate dehydrogenase (GAPDH) (EC 1.2.1.12) (Peptidyl-cysteine S-nitrosylase GAPDH) (EC 2.6.99.-)GAPDH GAPD CDABP0047 OK/SW-cl.12335 Homo sapiens (Human) 1.03 0.78 0.88 0.98 1.14 0.85 0.65 1.17 0.89 1.10 1.05 1.06 1.19 1.05 1.35 0.76 1.23 1.50 0.99 1.40 1.19 0.037 -0.351 -0.186 -0.025 0.184 -0.237 -0.611 0.232 -0.166 0.135 0.076 0.082 0.250 0.070 0.429 -0.397 0.301 0.589 -0.017 0.489 0.248

1.08 1.01 1.19 2.84 0.00 1.26 2.26 3.57 1.11 0.15 1.16 0.96 1.30 0.96 0.50 1.13 0.85 1.08 0.86 0.24 1.30 0.66 1.12 1.12 0.11 1.16 0.97 1.30 P98088 MUC5A_HUMANreviewed Mucin-5AC (MUC-5AC) (Gastric mucin) (Lewis B blood group antigen) (LeB) (Major airway glycoprotein) (Mucin-5 subtype AC, tracheobronchial) (Tracheobronchial mucin) (TBM) (Fragments)MUC5AC MUC5 5030 Homo sapiens (Human) 0.69 1.04 0.72 0.55 1.11 1.11 0.57 0.96 0.78 0.88 0.72 1.42 2.27 0.74 0.90 0.61 0.70 2.89 1.11 0.95 1.13 -0.525 0.054 -0.477 -0.862 0.149 0.148 -0.809 -0.064 -0.363 -0.183 -0.474 0.507 1.183 -0.440 -0.153 -0.720 -0.507 1.530 0.152 -0.081 0.181

1.12 0.90 1.14 0.90 0.15 1.16 0.77 1.04 1.20 0.00 1.08 1.11 1.30 0.85 0.01 1.11 0.76 0.95 0.98 0.77 1.14 0.87 1.12 0.85 0.00 1.08 0.78 0.92 P09525 ANXA4_HUMANreviewed Annexin A4 (35-beta calcimedin) (Annexin IV) (Annexin-4) (Carbohydrate-binding protein p33/p41) (Chromobindin-4) (Endonexin I) (Lipocortin IV) (P32.5) (PP4-X) (Placental anticoagulant protein II) (PAP-II) (Protein II)ANXA4 ANX4 319 Homo sapiens (Human) 1.37 1.66 1.38 0.81 1.16 1.02 1.12 1.08 1.00 1.01 0.87 1.16 1.06 0.78 0.83 1.28 1.13 0.91 1.20 0.84 0.86 0.451 0.732 0.468 -0.302 0.213 0.035 0.163 0.112 -0.006 0.012 -0.199 0.212 0.086 -0.350 -0.260 0.358 0.175 -0.134 0.259 -0.256 -0.223

1.17 0.64 0.88 0.98 0.81 1.23 0.79 1.20 1.21 0.01 1.13 1.07 1.36 1.48 0.00 1.16 1.28 1.71 1.20 0.05 1.20 1.00 1.44 1.68 0.00 1.17 1.43 1.96 P01011 AACT_HUMAN reviewed Alpha-1-antichymotrypsin (ACT) (Cell growth-inhibiting gene 24/25 protein) (Serpin A3) [Cleaved into: Alpha-1-antichymotrypsin His-Pro-less]SERPINA3 AACT GIG24 GIG25423 Homo sapiens (Human) 0.69 0.41 0.45 0.35 0.65 0.76 2.23 1.51 1.14 1.23 2.41 1.69 0.75 1.49 2.43 0.78 0.83 0.99 1.20 1.46 1.69 -0.527 -1.273 -1.155 -1.498 -0.612 -0.396 1.158 0.595 0.189 0.300 1.269 0.755 -0.409 0.578 1.281 -0.361 -0.264 -0.010 0.268 0.541 0.759

1.11 0.96 1.19 1.01 0.87 1.16 0.88 1.17 1.19 0.00 1.08 1.10 1.29 1.24 0.00 1.08 1.15 1.34 0.97 0.76 1.19 0.82 1.16 1.13 0.00 1.08 1.04 1.22 P00558 PGK1_HUMAN reviewed Phosphoglycerate kinase 1 (EC 2.7.2.3) (Cell migration-inducing gene 10 protein) (Primer recognition protein 2) (PRP 2)PGK1 PGKA MIG10 OK/SW-cl.110417 Homo sapiens (Human) 1.76 0.45 1.20 0.46 0.59 1.08 1.22 1.28 1.08 1.00 0.96 1.26 1.67 1.13 0.90 1.27 1.23 1.03 1.19 1.22 1.14 0.814 -1.168 0.265 -1.107 -0.753 0.109 0.282 0.352 0.106 -0.001 -0.065 0.332 0.739 0.173 -0.158 0.345 0.298 0.040 0.251 0.287 0.189

1.12 0.70 0.88 0.82 0.01 1.16 0.70 0.95 1.11 0.05 1.11 1.00 1.23 0.75 0.00 1.15 0.65 0.87 1.34 0.01 1.23 1.09 1.65 0.75 0.01 1.20 0.63 0.91 P05186 PPBT_HUMAN reviewed Alkaline phosphatase, tissue-nonspecific isozyme (AP-TNAP) (TNSALP) (EC 3.1.3.1) (Alkaline phosphatase liver/bone/kidney isozyme)ALPL 524 Homo sapiens (Human) 1.58 1.22 0.65 0.79 1.56 0.79 1.27 1.31 0.97 1.38 0.64 1.18 1.41 1.04 0.63 1.13 1.08 0.83 1.10 0.74 0.76 0.664 0.287 -0.625 -0.349 0.643 -0.339 0.349 0.390 -0.042 0.462 -0.636 0.233 0.500 0.055 -0.660 0.175 0.115 -0.266 0.143 -0.434 -0.392

1.13 0.71 0.91 1.11 0.12 1.14 0.97 1.27 1.07 0.10 1.09 0.99 1.16 1.72 0.00 1.09 1.57 1.88 1.20 0.03 1.18 1.02 1.41 2.34 0.00 1.17 2.00 2.74 P19823 ITIH2_HUMAN reviewed Inter-alpha-trypsin inhibitor heavy chain H2 (ITI heavy chain H2) (ITI-HC2) (Inter-alpha-inhibitor heavy chain 2) (Inter-alpha-trypsin inhibitor complex component II) (Serum-derived hyaluronan-associated protein) (SHAP)ITIH2 IGHEP2 946 Homo sapiens (Human) 0.50 0.43 0.57 0.45 0.51 0.81 1.90 1.93 1.19 1.23 1.70 1.43 0.78 1.42 2.34 0.73 0.68 1.13 1.07 1.69 2.36 -1.011 -1.226 -0.810 -1.167 -0.969 -0.304 0.925 0.946 0.252 0.297 0.763 0.520 -0.354 0.506 1.224 -0.459 -0.557 0.174 0.094 0.756 1.242

1.26 0.51 0.81 2.11 0.00 1.13 1.87 2.38 1.40 0.00 1.10 1.27 1.53 1.10 0.13 1.14 0.97 1.25 0.99 0.94 1.23 0.81 1.22 0.66 0.00 1.20 0.55 0.79 O43490 PROM1_HUMANreviewed Prominin-1 (Antigen AC133) (Prominin-like protein 1) (CD antigen CD133)PROM1 PROML1 MSTP061865 Homo sapiens (Human) 0.99 1.12 1.01 0.97 1.21 0.65 0.59 0.91 0.93 1.02 0.78 0.86 1.46 0.86 0.68 0.95 1.22 2.15 1.39 1.08 0.67 -0.009 0.160 0.020 -0.042 0.274 -0.623 -0.751 -0.136 -0.101 0.026 -0.350 -0.210 0.545 -0.211 -0.549 -0.080 0.292 1.102 0.476 0.112 -0.583

4.65 0.23 5.03 1.04 0.78 4.67 0.22 4.88 0.97 0.82 4.63 0.21 4.47 1.52 0.18 4.71 0.32 7.18 0.98 0.97 67.73 0.01 66.64 1.35 0.25 4.66 0.29 6.28 P04433 KV309_HUMANreviewed Ig kappa chain V-III region VG (Fragment)115 Homo sapiens (Human) 0.61 0.79 1.35 0.48 0.68 1.09 1.19 1.07 1.73 1.01 2.40 1.26 0.73 1.94 2.06 0.50 0.68 1.06 0.96 1.50 1.36 -0.725 -0.342 0.438 -1.061 -0.567 0.126 0.255 0.102 0.792 0.013 1.263 0.337 -0.454 0.953 1.042 -1.011 -0.557 0.086 -0.056 0.583 0.444

1.16 0.88 1.17 0.94 0.33 1.14 0.82 1.07 0.89 0.03 1.12 0.79 0.99 0.86 0.03 1.13 0.76 0.98 1.06 0.39 1.15 0.92 1.22 0.70 0.00 1.19 0.59 0.83 P08758 ANXA5_HUMANreviewed Annexin A5 (Anchorin CII) (Annexin V) (Annexin-5) (Calphobindin I) (CBP-I) (Endonexin II) (Lipocortin V) (Placental anticoagulant protein 4) (PP4) (Placental anticoagulant protein I) (PAP-I) (Thromboplastin inhibitor) (Vascular anticoagulant-alpha) (VAC-alpha)ANXA5 ANX5 ENX2 PP4 320 Homo sapiens (Human) 1.96 1.32 1.38 1.07 1.13 1.02 1.24 1.00 0.93 1.09 0.89 0.97 1.32 1.03 0.73 1.31 1.20 0.95 0.88 0.85 0.71 0.971 0.397 0.460 0.096 0.176 0.030 0.310 0.004 -0.102 0.121 -0.169 -0.048 0.400 0.040 -0.457 0.386 0.266 -0.067 -0.178 -0.237 -0.504

1.28 0.93 1.54 0.94 0.51 1.23 0.77 1.15 0.90 0.20 1.20 0.75 1.07 0.86 0.04 1.15 0.75 0.99 0.84 0.16 1.29 0.65 1.09 0.67 0.00 1.18 0.56 0.79 P08107 HSP71_HUMANreviewed Heat shock 70 kDa protein 1A/1B (Heat shock 70 kDa protein 1/2) (HSP70-1/HSP70-2) (HSP70.1/HSP70.2)HSPA1A HSPA1 HSX70; HSPA1B641 Homo sapiens (Human) 1.61 1.13 1.38 0.99 1.15 1.21 0.97 0.94 0.89 0.86 0.74 0.94 1.22 0.84 0.69 1.07 1.02 0.95 0.89 0.85 0.67 0.683 0.175 0.468 -0.018 0.202 0.274 -0.046 -0.095 -0.165 -0.214 -0.434 -0.083 0.289 -0.248 -0.533 0.092 0.035 -0.068 -0.163 -0.238 -0.572

1.14 0.72 0.95 0.86 0.21 1.28 0.67 1.10 0.94 0.42 1.18 0.80 1.11 0.99 0.84 1.17 0.84 1.15 0.74 0.01 1.22 0.60 0.91 0.89 0.19 1.20 0.74 1.07 P22897 MRC1_HUMANreviewed Macrophage mannose receptor 1 (MMR) (C-type lectin domain family 13 member D) (C-type lectin domain family 13 member D-like) (Macrophage mannose receptor 1-like protein 1) (CD antigen CD206)MRC1 CLEC13D CLEC13DL MRC1L11456 Homo sapiens (Human) 1.23 1.55 0.92 1.04 0.98 0.83 1.49 0.75 0.98 0.76 0.80 1.09 1.27 1.05 0.88 1.32 0.70 0.88 0.94 0.97 0.90 0.293 0.631 -0.126 0.061 -0.033 -0.264 0.578 -0.412 -0.035 -0.398 -0.328 0.123 0.340 0.066 -0.190 0.397 -0.505 -0.189 -0.093 -0.046 -0.153

1.19 1.49 2.12 0.59 0.00 1.35 0.44 0.80 1.16 0.01 1.10 1.05 1.27 1.19 0.00 1.10 1.08 1.31 1.19 0.03 1.17 1.02 1.40 3.06 0.00 1.35 2.28 4.13 Q15063 POSTN_HUMANreviewed Periostin (PN) (Osteoblast-specific factor 2) (OSF-2)POSTN OSF2 836 Homo sapiens (Human) 0.26 0.35 0.45 0.27 0.47 1.79 0.74 1.41 1.99 1.22 2.75 1.50 0.42 1.92 1.13 0.75 0.92 0.60 1.15 1.17 3.09 -1.949 -1.510 -1.148 -1.880 -1.093 0.840 -0.441 0.494 0.995 0.292 1.458 0.580 -1.268 0.942 0.173 -0.408 -0.114 -0.739 0.204 0.223 1.629

1.17 0.92 1.25 1.00 0.99 1.18 0.85 1.18 1.09 0.40 1.25 0.87 1.36 1.02 0.80 1.24 0.83 1.27 1.02 0.80 1.22 0.84 1.25 0.95 0.57 1.26 0.75 1.19 P63104 1433Z_HUMANreviewed 14-3-3 protein zeta/delta (Protein kinase C inhibitor protein 1) (KCIP-1)YWHAZ 245 Homo sapiens (Human) 1.34 0.95 1.26 0.90 0.98 1.08 0.94 0.99 1.04 1.05 1.03 0.94 1.48 0.97 1.00 1.17 1.22 1.02 1.08 1.01 0.95 0.426 -0.078 0.328 -0.158 -0.023 0.111 -0.093 -0.014 0.055 0.068 0.049 -0.086 0.568 -0.046 0.001 0.224 0.287 0.022 0.114 0.008 -0.067

1.13 0.73 0.93 0.86 0.04 1.16 0.74 1.00 1.07 0.20 1.11 0.96 1.19 1.56 0.00 1.09 1.42 1.70 1.33 0.00 1.13 1.18 1.50 1.60 0.00 1.17 1.37 1.87 P01008 ANT3_HUMAN reviewed Antithrombin-III (ATIII) (Serpin C1)SERPINC1 AT3 PRO0309 464 Homo sapiens (Human) 0.71 0.65 0.56 0.40 0.66 0.84 2.30 1.28 1.35 1.37 2.46 1.67 1.00 1.16 2.02 1.13 1.00 0.87 1.06 1.53 1.62 -0.491 -0.620 -0.833 -1.322 -0.605 -0.260 1.204 0.360 0.431 0.453 1.299 0.741 0.004 0.208 1.017 0.172 0.007 -0.202 0.090 0.612 0.693

1.11 1.30 1.60 0.91 0.34 1.23 0.74 1.12 1.18 0.00 1.09 1.08 1.29 1.51 0.00 1.09 1.38 1.64 1.21 0.11 1.26 0.96 1.52 1.14 0.01 1.09 1.04 1.24 P09960 LKHA4_HUMANreviewed Leukotriene A-4 hydrolase (LTA-4 hydrolase) (EC 3.3.2.6) (Leukotriene A(4) hydrolase)LTA4H LTA4 611 Homo sapiens (Human) 1.19 0.55 1.02 0.60 0.52 1.46 1.39 1.40 1.25 1.24 1.14 1.51 1.62 1.19 1.28 1.03 0.95 0.92 1.18 1.48 1.15 0.252 -0.853 0.027 -0.727 -0.936 0.542 0.472 0.481 0.324 0.307 0.195 0.592 0.697 0.248 0.352 0.043 -0.068 -0.117 0.235 0.565 0.199

1.13 0.98 1.24 0.97 0.65 1.13 0.86 1.10 0.99 0.85 1.08 0.92 1.07 1.19 0.00 1.08 1.10 1.28 1.17 0.09 1.21 0.97 1.41 1.00 0.99 1.17 0.85 1.17 Q7L576 CYFP1_HUMANreviewed Cytoplasmic FMR1-interacting protein 1 (Specifically Rac1-associated protein 1) (Sra-1) (p140sra-1)CYFIP1 KIAA0068 1253 Homo sapiens (Human) 0.95 1.22 1.15 1.05 1.02 1.11 1.14 1.27 1.16 1.20 1.12 1.13 0.95 1.04 1.21 1.13 1.11 0.99 0.99 1.17 1.01 -0.075 0.293 0.204 0.066 0.023 0.157 0.184 0.349 0.214 0.267 0.165 0.176 -0.071 0.054 0.272 0.182 0.149 -0.015 -0.014 0.221 0.013

1.12 0.96 1.20 0.71 0.03 1.33 0.54 0.95 0.91 0.09 1.12 0.81 1.02 1.25 0.00 1.12 1.12 1.40 0.95 0.64 1.29 0.73 1.22 0.94 0.50 1.20 0.78 1.13 P06681 CO2_HUMAN reviewed Complement C2 (EC 3.4.21.43) (C3/C5 convertase) [Cleaved into: Complement C2b fragment; Complement C2a fragment]C2 752 Homo sapiens (Human) 1.10 1.00 1.21 0.76 0.62 1.08 1.24 0.74 0.97 0.97 1.54 1.20 1.75 1.40 1.00 1.62 0.80 0.73 0.91 1.23 0.95 0.138 0.000 0.269 -0.389 -0.680 0.109 0.307 -0.442 -0.047 -0.043 0.626 0.269 0.809 0.484 0.005 0.697 -0.316 -0.463 -0.140 0.300 -0.070

1.49 2.16 4.76 1.62 0.00 1.23 1.32 1.99 0.66 0.03 1.43 0.46 0.94 0.85 0.27 1.40 0.60 1.19 1.45 0.23 1.99 0.73 2.89 0.97 0.72 1.22 0.79 1.19 P02794 FRIH_HUMAN reviewed Ferritin heavy chain (Ferritin H subunit) (EC 1.16.3.1) (Cell proliferation-inducing gene 15 protein) [Cleaved into: Ferritin heavy chain, N-terminally processed]FTH1 FTH FTHL6 OK/SW-cl.84 PIG15183 Homo sapiens (Human) 0.55 0.67 0.88 1.73 0.66 3.23 0.82 1.18 0.84 1.49 0.68 0.88 1.04 0.73 1.36 0.56 1.28 1.65 0.66 0.83 0.98 -0.875 -0.574 -0.185 0.792 -0.590 1.693 -0.290 0.237 -0.248 0.572 -0.566 -0.181 0.053 -0.462 0.444 -0.825 0.351 0.721 -0.606 -0.261 -0.029

1.08 0.88 1.03 1.32 0.00 1.08 1.22 1.43 1.06 0.17 1.08 0.98 1.14 1.00 0.96 1.08 0.92 1.08 0.97 0.56 1.10 0.88 1.07 0.87 0.01 1.10 0.79 0.96 P04083 ANXA1_HUMANreviewed Annexin A1 (Annexin I) (Annexin-1) (Calpactin II) (Calpactin-2) (Chromobindin-9) (Lipocortin I) (Phospholipase A2 inhibitory protein) (p35)ANXA1 ANX1 LPC1 346 Homo sapiens (Human) 1.42 1.00 1.05 1.03 1.44 0.96 0.90 1.25 0.99 1.00 0.87 1.02 1.43 0.99 0.84 1.10 1.28 1.34 1.05 0.98 0.88 0.507 0.007 0.068 0.044 0.530 -0.054 -0.160 0.324 -0.017 -0.003 -0.200 0.031 0.516 -0.021 -0.249 0.134 0.361 0.424 0.074 -0.028 -0.183

1.11 1.05 1.29 1.34 0.00 1.13 1.19 1.51 0.91 0.04 1.09 0.84 1.00 0.95 0.19 1.08 0.88 1.03 1.02 0.82 1.16 0.88 1.18 0.98 0.60 1.09 0.90 1.07 P06733 ENOA_HUMAN reviewed Alpha-enolase (EC 4.2.1.11) (2-phospho-D-glycerate hydro-lyase) (C-myc promoter-binding protein) (Enolase 1) (MBP-1) (MPB-1) (Non-neural enolase) (NNE) (Phosphopyruvate hydratase) (Plasminogen-binding protein)ENO1 ENO1L1 MBPB1 MPB1434 Homo sapiens (Human) 1.22 1.28 1.10 1.08 1.28 1.18 0.92 1.06 0.98 1.04 0.98 0.98 1.13 1.14 0.87 1.08 1.19 1.36 0.91 0.93 0.99 0.286 0.358 0.133 0.108 0.357 0.235 -0.123 0.084 -0.032 0.060 -0.034 -0.025 0.182 0.185 -0.195 0.106 0.246 0.444 -0.133 -0.099 -0.017

1.18 0.64 0.89 0.67 0.00 1.25 0.53 0.83 1.13 0.14 1.18 0.96 1.34 1.17 0.05 1.17 1.00 1.38 0.82 0.04 1.21 0.67 0.99 0.85 0.08 1.20 0.71 1.02 Q9NY47 CA2D2_HUMANreviewed Voltage-dependent calcium channel subunit alpha-2/delta-2 (Voltage-gated calcium channel subunit alpha-2/delta-2) [Cleaved into: Voltage-dependent calcium channel subunit alpha-2-2; Voltage-dependent calcium channel subunit delta-2]CACNA2D2 KIAA0558 1150 Homo sapiens (Human) 1.82 1.70 1.53 1.05 0.99 0.77 1.31 0.77 1.22 0.84 0.91 0.91 0.94 1.03 0.93 1.03 0.86 0.68 1.13 1.15 0.86 0.866 0.767 0.611 0.066 -0.011 -0.386 0.390 -0.382 0.283 -0.253 -0.131 -0.135 -0.085 0.040 -0.112 0.048 -0.217 -0.563 0.174 0.208 -0.220

1.17 0.96 1.31 0.91 0.09 1.12 0.81 1.02 0.97 0.59 1.13 0.86 1.09 0.95 0.44 1.16 0.82 1.10 1.05 0.39 1.12 0.93 1.18 0.88 0.02 1.11 0.79 0.97 P50995 ANX11_HUMANreviewed Annexin A11 (56 kDa autoantigen) (Annexin XI) (Annexin-11) (Calcyclin-associated annexin 50) (CAP-50)ANXA11 ANX11 505 Homo sapiens (Human) 0.97 1.47 1.18 1.01 1.39 1.13 1.21 1.04 1.01 1.08 0.86 1.00 1.10 0.74 0.77 1.13 1.08 0.92 0.97 0.93 0.88 -0.049 0.556 0.244 0.019 0.478 0.180 0.275 0.057 0.015 0.107 -0.220 -0.001 0.134 -0.441 -0.377 0.175 0.115 -0.116 -0.049 -0.104 -0.176

1.35 0.62 1.12 0.53 0.00 1.37 0.39 0.73 0.82 0.04 1.21 0.68 0.99 1.36 0.00 1.21 1.13 1.64 0.94 0.55 1.26 0.74 1.18 0.78 0.02 1.21 0.64 0.95 Q9NZN4 EHD2_HUMAN reviewed EH domain-containing protein 2 (PAST homolog 2)EHD2 PAST2 543 Homo sapiens (Human) 1.20 1.11 2.33 0.81 1.00 0.84 1.32 0.81 1.36 0.96 0.89 0.98 0.83 1.47 1.17 1.55 1.09 0.54 0.82 1.34 0.79 0.263 0.147 1.223 -0.313 0.001 -0.252 0.402 -0.309 0.442 -0.059 -0.169 -0.026 -0.267 0.559 0.226 0.633 0.126 -0.882 -0.293 0.422 -0.348

1.18 1.04 1.46 0.84 0.03 1.17 0.71 0.98 0.94 0.39 1.15 0.82 1.08 1.08 0.26 1.15 0.94 1.25 1.08 0.52 1.27 0.84 1.37 0.91 0.17 1.15 0.79 1.05 P05023 AT1A1_HUMANreviewed Sodium/potassium-transporting ATPase subunit alpha-1 (Na(+)/K(+) ATPase alpha-1 subunit) (EC 3.6.3.9) (Sodium pump subunit alpha-1)ATP1A1 1023 Homo sapiens (Human) 1.14 1.26 1.22 0.96 1.14 1.24 0.88 0.96 1.02 1.10 0.85 1.11 0.72 0.91 1.10 1.03 1.54 0.85 0.94 1.06 0.92 0.194 0.339 0.286 -0.060 0.187 0.314 -0.190 -0.053 0.033 0.143 -0.243 0.149 -0.482 -0.138 0.131 0.047 0.625 -0.232 -0.087 0.087 -0.121

2.69 0.37 2.65 1.04 0.86 2.23 0.46 2.32 1.18 0.54 2.63 0.45 3.09 0.61 0.52 14.85 0.04 9.13 1.41 0.16 1.95 0.72 2.74 0.91 0.52 1.70 0.54 1.54 P04208 LV106_HUMANreviewed Ig lambda chain V-I region WAH 109 Homo sapiens (Human) 1.35 0.80 1.75 0.58 0.89 0.99 1.42 0.83 2.16 1.44 2.08 1.14 0.66 1.94 1.61 0.95 0.60 1.05 1.17 0.60 0.92 0.437 -0.331 0.805 -0.796 -0.165 -0.008 0.505 -0.270 1.112 0.528 1.056 0.188 -0.607 0.960 0.683 -0.077 -0.726 0.077 0.231 -0.727 -0.122

1.19 0.74 1.05 2.05 0.01 1.55 1.32 3.19 0.87 0.10 1.20 0.72 1.04 0.90 0.18 1.19 0.76 1.07 0.94 0.72 1.52 0.62 1.42 1.21 0.09 1.26 0.96 1.52 P12814 ACTN1_HUMANreviewed Alpha-actinin-1 (Alpha-actinin cytoskeletal isoform) (F-actin cross-linking protein) (Non-muscle alpha-actinin-1)ACTN1 892 Homo sapiens (Human) 0.91 0.90 1.00 1.50 1.11 0.89 0.98 0.91 0.89 0.96 0.95 1.03 1.01 1.18 1.02 0.94 0.96 2.09 0.86 0.88 1.22 -0.139 -0.154 0.003 0.588 0.146 -0.168 -0.025 -0.136 -0.161 -0.055 -0.075 0.042 0.010 0.239 0.024 -0.095 -0.061 1.060 -0.211 -0.177 0.287

1.24 2.30 3.52 1.80 0.00 1.31 1.38 2.36 0.41 0.00 1.17 0.35 0.48 0.50 0.00 1.17 0.42 0.58 1.08 0.76 1.83 0.59 1.97 0.87 0.10 1.20 0.72 1.04 P02792 FRIL_HUMAN reviewed Ferritin light chain (Ferritin L subunit)FTL 175 Homo sapiens (Human) 0.37 0.68 0.59 2.41 0.59 2.87 1.05 1.09 0.56 1.11 0.65 0.81 1.23 0.68 1.29 0.48 0.72 1.83 0.41 0.49 0.88 -1.454 -0.561 -0.757 1.270 -0.756 1.521 0.070 0.120 -0.834 0.146 -0.612 -0.306 0.301 -0.560 0.371 -1.059 -0.464 0.875 -1.279 -1.034 -0.192

1.33 0.88 1.55 1.09 0.20 1.15 0.95 1.25 0.83 0.01 1.15 0.73 0.95 0.95 0.33 1.12 0.84 1.06 1.01 0.89 1.16 0.87 1.17 1.37 0.00 1.16 1.18 1.59 P78527 PRKDC_HUMANreviewed DNA-dependent protein kinase catalytic subunit (DNA-PK catalytic subunit) (DNA-PKcs) (EC 2.7.11.1) (DNPK1) (p460)PRKDC HYRC HYRC1 4128 Homo sapiens (Human) 0.70 1.54 0.91 1.24 1.42 1.18 0.80 1.02 0.88 1.04 0.89 0.85 0.74 0.82 1.07 1.08 1.42 1.11 0.83 0.93 1.38 -0.521 0.620 -0.140 0.309 0.504 0.237 -0.316 0.022 -0.185 0.051 -0.173 -0.231 -0.439 -0.289 0.102 0.112 0.504 0.150 -0.270 -0.105 0.468

1.17 0.93 1.27 1.41 0.00 1.17 1.20 1.65 0.89 0.01 1.08 0.82 0.96 1.00 0.94 1.10 0.91 1.09 0.80 0.02 1.20 0.67 0.97 0.84 0.00 1.11 0.75 0.93 P29401 TKT_HUMAN reviewed Transketolase (TK) (EC 2.2.1.1)TKT 623 Homo sapiens (Human) 1.35 1.06 1.07 1.47 1.29 1.10 0.83 0.80 0.88 0.82 0.76 0.92 1.18 0.95 0.84 0.93 1.00 1.43 0.89 0.98 0.84 0.435 0.085 0.101 0.552 0.369 0.135 -0.263 -0.317 -0.177 -0.279 -0.402 -0.120 0.234 -0.079 -0.252 -0.111 -0.001 0.517 -0.169 -0.029 -0.243

1.10 1.01 1.24 1.03 0.58 1.14 0.91 1.18 0.97 0.51 1.09 0.89 1.06 0.84 0.02 1.16 0.72 0.97 0.97 0.72 1.23 0.79 1.18 0.84 0.02 1.15 0.73 0.96 P16050 LOX15_HUMANreviewed Arachidonate 15-lipoxygenase (15-LOX) (15-LOX-1) (EC 1.13.11.33) (12/15-lipoxygenase) (Arachidonate 12-lipoxygenase, leukocyte-type) (12-LOX) (EC 1.13.11.31) (Arachidonate omega-6 lipoxygenase)ALOX15 LOG15 662 Homo sapiens (Human) 1.13 0.93 0.72 1.13 1.32 1.13 1.03 1.42 0.79 0.99 0.55 1.22 1.36 0.61 1.51 1.05 1.16 1.05 0.97 0.82 0.85 0.172 -0.097 -0.469 0.177 0.401 0.174 0.040 0.502 -0.335 -0.014 -0.863 0.288 0.447 -0.703 0.591 0.071 0.214 0.073 -0.044 -0.279 -0.238

1.09 1.27 1.50 2.33 0.00 1.22 1.91 2.85 0.79 0.00 1.11 0.71 0.88 0.93 0.12 1.09 0.86 1.02 1.14 0.19 1.22 0.93 1.38 0.93 0.20 1.12 0.83 1.04 P04040 CATA_HUMAN reviewed Catalase (EC 1.11.1.6)CAT 527 Homo sapiens (Human) 0.72 1.60 0.84 1.38 0.96 1.39 0.96 0.84 0.75 1.17 0.63 0.86 1.20 0.99 0.81 0.85 0.81 2.37 0.79 0.92 0.94 -0.468 0.679 -0.244 0.460 -0.059 0.476 -0.055 -0.247 -0.408 0.221 -0.664 -0.226 0.257 -0.021 -0.301 -0.234 -0.308 1.246 -0.342 -0.122 -0.092

1.26 0.66 1.06 1.12 0.23 1.27 0.88 1.43 0.91 0.30 1.26 0.73 1.15 0.57 0.01 1.34 0.42 0.76 0.84 0.13 1.31 0.64 1.10 1.26 0.05 1.26 1.00 1.59 P29508 SPB3_HUMAN reviewed Serpin B3 (Protein T4-A) (Squamous cell carcinoma antigen 1) (SCCA-1)SERPINB3 SCCA SCCA1 390 Homo sapiens (Human) 1.72 1.33 1.20 1.40 1.03 0.84 0.54 0.83 0.92 0.86 0.74 0.87 0.61 0.95 0.64 1.22 2.11 1.14 0.91 0.56 1.27 0.783 0.411 0.269 0.486 0.039 -0.244 -0.900 -0.266 -0.117 -0.215 -0.440 -0.193 -0.723 -0.066 -0.636 0.288 1.076 0.190 -0.135 -0.843 0.347

1.35 0.56 1.03 0.81 0.23 1.46 0.56 1.18 1.09 0.38 1.25 0.87 1.36 1.09 0.26 1.19 0.92 1.30 1.14 0.40 1.43 0.80 1.62 0.85 0.11 1.23 0.70 1.05 O95436 NPT2B_HUMANreviewed Sodium-dependent phosphate transport protein 2B (Sodium-phosphate transport protein 2B) (Na(+)-dependent phosphate cotransporter 2B) (NaPi3b) (Sodium/phosphate cotransporter 2B) (Na(+)/Pi cotransporter 2B) (NaPi-2b) (Solute carrier family 34 member 2)SLC34A2 690 Homo sapiens (Human) 1.24 1.71 1.07 1.10 1.07 0.77 1.19 1.55 1.19 1.17 0.80 0.89 1.39 1.02 0.62 1.00 1.34 0.83 1.09 1.07 0.86 0.309 0.774 0.093 0.142 0.092 -0.383 0.252 0.628 0.246 0.224 -0.323 -0.171 0.480 0.024 -0.693 -0.004 0.426 -0.277 0.120 0.102 -0.214

1.13 1.29 1.65 1.62 0.00 1.18 1.37 1.92 1.16 0.03 1.14 1.02 1.32 1.24 0.00 1.09 1.14 1.36 1.07 0.52 1.24 0.86 1.32 1.32 0.00 1.11 1.18 1.46 P52209 6PGD_HUMAN reviewed 6-phosphogluconate dehydrogenase, decarboxylating (EC 1.1.1.44)PGD PGDH 483 Homo sapiens (Human) 1.05 0.58 0.96 0.86 0.75 1.47 0.98 1.12 0.91 1.10 0.95 1.23 1.34 1.15 1.12 0.97 1.18 1.65 1.16 1.22 1.33 0.076 -0.792 -0.064 -0.217 -0.409 0.558 -0.027 0.163 -0.140 0.132 -0.069 0.299 0.423 0.196 0.167 -0.043 0.235 0.721 0.209 0.288 0.411

1.28 0.39 0.65 0.63 0.00 1.18 0.53 0.74 0.99 0.83 1.12 0.88 1.11 1.08 0.21 1.13 0.95 1.22 0.58 0.01 1.50 0.39 0.87 0.69 0.00 1.15 0.60 0.79 P08174 DAF_HUMAN reviewed Complement decay-accelerating factor (CD antigen CD55)CD55 CR DAF 381 Homo sapiens (Human) 1.58 1.77 2.19 1.38 1.03 0.51 1.14 0.60 1.03 0.60 0.86 0.64 0.50 1.14 0.80 1.08 0.85 0.64 0.99 1.06 0.70 0.662 0.825 1.134 0.468 0.040 -0.978 0.191 -0.739 0.036 -0.747 -0.213 -0.645 -1.011 0.186 -0.325 0.110 -0.235 -0.651 -0.020 0.082 -0.519

1.19 0.84 1.19 1.50 0.00 1.17 1.28 1.75 1.00 0.99 1.20 0.83 1.20 0.99 0.85 1.16 0.85 1.15 1.35 0.32 1.93 0.70 2.60 1.14 0.05 1.14 1.00 1.30 P15941 MUC1_HUMANreviewed Mucin-1 (MUC-1) (Breast carcinoma-associated antigen DF3) (Cancer antigen 15-3) (CA 15-3) (Carcinoma-associated mucin) (Episialin) (H23AG) (Krebs von den Lungen-6) (KL-6) (PEMT) (Peanut-reactive urinary mucin) (PUM) (Polymorphic epithelial mucin) (PEM) (Tumor-associated epithelial membrane antigen) (EMA) (Tumor-associated mucin) (CD antigen CD227) [Cleaved into: Mucin-1 subunit alpha (MUC1-NT) (MUC1-alpha); Mucin-1 subunit beta (MUC1-beta) (MUC1-CT)]MUC1 PUM 1255 Homo sapiens (Human) 0.90 1.48 0.54 0.76 1.02 1.01 1.43 1.29 1.07 1.38 0.53 1.11 2.08 0.95 0.47 1.18 1.28 1.52 1.00 0.97 1.15 -0.160 0.564 -0.902 -0.399 0.032 0.013 0.511 0.371 0.101 0.466 -0.904 0.145 1.057 -0.073 -1.101 0.241 0.352 0.605 -0.006 -0.043 0.204

1.13 0.53 0.68 0.89 0.09 1.15 0.77 1.02 1.47 0.00 1.11 1.32 1.63 1.80 0.00 1.10 1.64 1.99 1.41 0.00 1.21 1.16 1.71 1.55 0.00 1.18 1.31 1.82 P05546 HEP2_HUMAN reviewed Heparin cofactor 2 (Heparin cofactor II) (HC-II) (Protease inhibitor leuserpin-2) (HLS2) (Serpin D1)SERPIND1 HCF2 499 Homo sapiens (Human) 0.89 0.29 0.53 0.40 0.41 0.61 2.60 1.81 1.25 1.44 2.20 1.58 0.92 1.37 2.87 1.03 0.71 0.90 1.47 1.77 1.56 -0.163 -1.790 -0.922 -1.305 -1.271 -0.724 1.381 0.859 0.324 0.529 1.134 0.664 -0.118 0.455 1.519 0.049 -0.501 -0.149 0.552 0.827 0.643

1.26 0.42 0.67 0.78 0.06 1.31 0.59 1.02 1.62 0.00 1.19 1.36 1.93 0.83 0.05 1.20 0.69 1.00 0.79 0.03 1.22 0.65 0.97 1.19 0.04 1.18 1.01 1.41 O00391 QSOX1_HUMANreviewed Sulfhydryl oxidase 1 (hQSOX) (EC 1.8.3.2) (Quiescin Q6)QSOX1 QSCN6 UNQ2520/PRO6013747 Homo sapiens (Human) 1.96 0.60 1.46 1.20 0.71 0.53 1.17 0.75 1.11 0.81 0.93 1.02 0.75 0.82 1.30 1.53 0.57 0.79 1.62 0.82 1.20 0.969 -0.746 0.547 0.268 -0.489 -0.910 0.225 -0.410 0.149 -0.300 -0.107 0.035 -0.408 -0.290 0.382 0.615 -0.823 -0.343 0.693 -0.289 0.269

1.21 0.83 1.21 1.20 0.06 1.21 0.99 1.45 1.27 0.03 1.21 1.05 1.53 1.33 0.01 1.21 1.10 1.61 1.09 0.27 1.21 0.90 1.32 0.94 0.41 1.21 0.78 1.14 P04899 GNAI2_HUMANreviewed Guanine nucleotide-binding protein G(i) subunit alpha-2 (Adenylate cyclase-inhibiting G alpha protein)GNAI2 GNAI2B 355 Homo sapiens (Human) 1.00 1.16 1.17 0.95 1.02 1.01 1.40 1.32 1.19 1.12 1.17 1.14 1.05 0.97 1.29 1.10 1.17 1.22 1.26 1.31 0.95 0.000 0.212 0.225 -0.081 0.028 0.009 0.482 0.401 0.251 0.163 0.226 0.183 0.072 -0.048 0.367 0.132 0.230 0.282 0.336 0.390 -0.077

1.17 0.71 0.97 0.87 0.26 1.28 0.68 1.12 0.95 0.65 1.27 0.75 1.20 0.88 0.26 1.26 0.70 1.11 0.86 0.10 1.20 0.71 1.03 0.80 0.11 1.31 0.61 1.06 Q9NZM1 MYOF_HUMANreviewed Myoferlin (Fer-1-like protein 3)MYOF FER1L3 KIAA12072061 Homo sapiens (Human) 1.57 1.26 1.68 1.18 1.08 0.84 1.03 0.77 0.99 0.88 1.04 1.04 0.94 1.00 1.08 0.94 1.02 0.89 0.95 0.87 0.81 0.649 0.339 0.747 0.237 0.116 -0.253 0.042 -0.378 -0.008 -0.184 0.063 0.063 -0.089 0.000 0.111 -0.082 0.024 -0.170 -0.077 -0.205 -0.299

1.16 0.90 1.20 1.01 0.84 1.13 0.90 1.14 0.91 0.27 1.19 0.76 1.09 0.81 0.03 1.19 0.68 0.97 1.06 0.43 1.19 0.90 1.26 0.94 0.44 1.19 0.79 1.12 O75369 FLNB_HUMAN reviewed Filamin-B (FLN-B) (ABP-278) (ABP-280 homolog) (Actin-binding-like protein) (Beta-filamin) (Filamin homolog 1) (Fh1) (Filamin-3) (Thyroid autoantigen) (Truncated actin-binding protein) (Truncated ABP)FLNB FLN1L FLN3 TABP TAP2602 Homo sapiens (Human) 1.50 0.90 0.88 1.08 1.33 1.05 0.97 1.15 1.21 1.09 0.92 1.25 0.98 1.01 0.70 1.20 1.21 1.03 0.91 0.80 0.95 0.584 -0.144 -0.176 0.108 0.412 0.069 -0.050 0.197 0.271 0.123 -0.117 0.320 -0.028 0.011 -0.507 0.262 0.276 0.038 -0.134 -0.323 -0.073

1.52 0.98 2.25 1.90 0.07 2.14 0.89 4.06 0.36 0.18 6.48 0.06 2.33 1.78 0.01 1.42 1.25 2.53 1.11 0.60 1.80 0.62 2.01 2.34 0.02 1.75 1.34 4.09 P02042 HBD_HUMAN reviewed Hemoglobin subunit delta (Delta-globin) (Hemoglobin delta chain)HBD 147 Homo sapiens (Human) 0.24 1.02 0.51 1.09 0.37 1.49 0.38 0.38 0.49 1.14 1.09 1.27 0.11 3.70 3.41 0.31 0.94 1.93 0.36 1.75 2.37 -2.079 0.023 -0.964 0.125 -1.420 0.580 -1.395 -1.400 -1.044 0.193 0.124 0.343 -3.152 1.888 1.768 -1.702 -0.093 0.949 -1.483 0.805 1.243

1.12 1.03 1.28 1.29 0.01 1.20 1.07 1.56 1.09 0.20 1.15 0.95 1.26 1.00 0.93 1.13 0.88 1.13 1.16 0.01 1.11 1.04 1.29 1.64 0.01 1.40 1.17 2.29 P02649 APOE_HUMAN reviewed Apolipoprotein E (Apo-E)APOE 317 Homo sapiens (Human) 0.67 0.42 0.42 0.91 0.92 1.15 1.24 1.68 1.40 1.19 2.10 1.05 0.87 2.04 1.69 0.57 0.75 1.31 1.09 0.98 1.65 -0.579 -1.268 -1.266 -0.128 -0.120 0.208 0.313 0.748 0.487 0.248 1.070 0.077 -0.204 1.032 0.760 -0.807 -0.409 0.394 0.122 -0.032 0.726

1.19 1.52 2.17 0.62 0.00 1.32 0.47 0.82 0.82 0.02 1.17 0.70 0.97 0.77 0.01 1.18 0.65 0.91 0.98 0.85 1.20 0.82 1.18 1.13 0.05 1.14 1.00 1.29 P09467 F16P1_HUMANreviewed Fructose-1,6-bisphosphatase 1 (FBPase 1) (EC 3.1.3.11) (D-fructose-1,6-bisphosphate 1-phosphohydrolase 1)FBP1 FBP 338 Homo sapiens (Human) 0.70 1.92 0.93 1.63 0.79 1.83 0.94 0.88 0.98 1.01 1.05 1.04 1.09 0.86 0.98 0.81 0.77 0.63 0.82 0.76 1.15 -0.510 0.944 -0.112 0.704 -0.345 0.872 -0.090 -0.186 -0.036 0.014 0.067 0.061 0.120 -0.222 -0.023 -0.313 -0.380 -0.674 -0.282 -0.405 0.196

1.20 1.10 1.58 0.87 0.29 1.32 0.66 1.15 1.11 0.08 1.12 0.98 1.24 0.68 0.00 1.20 0.57 0.82 1.03 0.79 1.24 0.83 1.28 0.82 0.03 1.19 0.69 0.98 P09211 GSTP1_HUMANreviewed Glutathione S-transferase P (EC 2.5.1.18) (GST class-pi) (GSTP1-1)GSTP1 FAEES3 GST3 210 Homo sapiens (Human) 2.14 0.66 1.08 0.94 1.01 1.33 0.95 1.28 0.98 1.05 0.82 0.97 1.89 0.92 0.65 1.16 1.01 0.88 1.10 0.67 0.83 1.095 -0.600 0.115 -0.091 0.016 0.411 -0.074 0.357 -0.032 0.074 -0.295 -0.039 0.919 -0.116 -0.622 0.220 0.018 -0.177 0.142 -0.573 -0.266

1.12 0.73 0.91 1.08 0.24 1.14 0.94 1.23 1.01 0.87 1.11 0.91 1.11 1.77 0.00 1.13 1.57 1.99 1.28 0.01 1.19 1.08 1.52 2.31 0.00 1.25 1.85 2.88 P19827 ITIH1_HUMAN reviewed Inter-alpha-trypsin inhibitor heavy chain H1 (ITI heavy chain H1) (ITI-HC1) (Inter-alpha-inhibitor heavy chain 1) (Inter-alpha-trypsin inhibitor complex component III) (Serum-derived hyaluronan-associated protein) (SHAP)ITIH1 IGHEP1 911 Homo sapiens (Human) 0.48 0.47 0.42 0.41 0.50 0.82 1.95 1.99 1.14 1.31 1.75 1.42 0.92 1.33 2.04 0.66 0.72 1.10 1.00 1.74 2.33 -1.057 -1.092 -1.259 -1.273 -0.994 -0.278 0.962 0.994 0.184 0.391 0.806 0.508 -0.124 0.414 1.032 -0.596 -0.482 0.133 0.007 0.796 1.221

1.18 1.84 2.58 0.55 0.00 1.25 0.44 0.69 0.67 0.00 1.21 0.55 0.81 0.75 0.00 1.14 0.65 0.86 1.16 0.08 1.19 0.98 1.38 0.55 0.00 1.26 0.44 0.70 Q99758 ABCA3_HUMANreviewed ATP-binding cassette sub-family A member 3 (ABC-C transporter) (ATP-binding cassette transporter 3) (ATP-binding cassette 3)ABCA3 ABC3 1704 Homo sapiens (Human) 0.88 1.10 1.36 0.71 0.76 2.20 1.07 1.04 2.14 1.19 1.07 1.15 1.77 1.21 1.08 0.74 1.51 0.56 0.67 0.74 0.56 -0.179 0.137 0.440 -0.504 -0.388 1.138 0.094 0.061 1.098 0.256 0.101 0.200 0.821 0.276 0.111 -0.436 0.592 -0.839 -0.586 -0.443 -0.847

1.12 1.36 1.71 0.75 0.01 1.20 0.62 0.89 0.74 0.00 1.19 0.62 0.88 0.98 0.71 1.12 0.88 1.10 1.12 0.30 1.27 0.88 1.43 1.16 0.02 1.12 1.04 1.30 O43866 CD5L_HUMAN reviewed CD5 antigen-like (CT-2) (IgM-associated peptide) (SP-alpha)CD5L API6 UNQ203/PRO229347 Homo sapiens (Human) 0.26 0.54 0.41 0.55 1.11 1.54 1.27 1.66 0.86 1.15 4.35 1.56 0.33 2.00 3.43 0.43 0.70 0.76 0.73 0.96 1.17 -1.920 -0.877 -1.272 -0.855 0.147 0.621 0.340 0.729 -0.211 0.204 2.121 0.645 -1.593 0.997 1.779 -1.228 -0.506 -0.398 -0.447 -0.052 0.230

1.19 0.76 1.07 1.15 0.18 1.24 0.92 1.43 1.24 0.01 1.14 1.09 1.40 1.13 0.11 1.17 0.97 1.32 1.11 0.73 1.96 0.57 2.18 0.77 0.16 1.46 0.53 1.13 Q9H223 EHD4_HUMAN reviewed EH domain-containing protein 4 (Hepatocellular carcinoma-associated protein 10/11) (PAST homolog 4)EHD4 HCA10 HCA11 PAST4 FKSG7541 Homo sapiens (Human) 1.20 1.13 1.11 0.81 1.14 0.91 1.17 1.08 1.06 1.14 0.94 0.94 1.35 1.02 0.99 1.17 1.13 1.17 1.23 1.11 0.78 0.266 0.172 0.149 -0.304 0.185 -0.132 0.227 0.108 0.087 0.187 -0.096 -0.083 0.432 0.035 -0.019 0.226 0.180 0.224 0.301 0.152 -0.356

1.13 1.26 1.63 1.42 0.00 1.18 1.20 1.67 0.95 0.33 1.12 0.84 1.06 0.97 0.63 1.12 0.87 1.09 0.99 0.83 1.15 0.86 1.13 1.21 0.00 1.10 1.09 1.33 P04075 ALDOA_HUMANreviewed Fructose-bisphosphate aldolase A (EC 4.1.2.13) (Lung cancer antigen NY-LU-1) (Muscle-type aldolase)ALDOA ALDA 364 Homo sapiens (Human) 0.84 1.07 1.00 1.10 1.14 1.45 0.78 1.10 0.94 1.01 0.79 1.23 1.16 1.08 0.76 0.89 1.15 1.44 0.94 0.96 1.22 -0.260 0.101 0.006 0.138 0.185 0.532 -0.351 0.143 -0.082 0.016 -0.347 0.299 0.215 0.114 -0.396 -0.164 0.202 0.526 -0.085 -0.063 0.287

1.33 0.80 1.42 1.03 0.80 1.33 0.78 1.37 0.99 0.93 1.20 0.83 1.19 1.05 0.72 1.32 0.79 1.39 1.07 0.54 1.25 0.85 1.34 1.02 0.92 1.45 0.70 1.47 P13639 EF2_HUMAN reviewed Elongation factor 2 (EF-2)EEF2 EF2 858 Homo sapiens (Human) 1.25 0.69 1.30 0.87 0.74 1.08 1.03 1.18 1.17 1.10 0.90 1.22 1.30 1.15 0.92 1.12 1.15 1.05 0.99 1.03 1.03 0.317 -0.529 0.383 -0.200 -0.432 0.105 0.039 0.235 0.227 0.132 -0.151 0.283 0.382 0.204 -0.124 0.164 0.203 0.071 -0.015 0.043 0.038

1.25 0.90 1.39 0.98 0.69 1.15 0.85 1.12 1.14 0.07 1.15 0.99 1.31 1.07 0.30 1.15 0.93 1.23 0.99 0.94 1.44 0.68 1.43 0.99 0.88 1.15 0.86 1.14 P62258 1433E_HUMANreviewed 14-3-3 protein epsilon (14-3-3E)YWHAE 255 Homo sapiens (Human) 1.44 1.05 1.39 0.87 0.99 1.13 0.94 0.91 1.15 1.01 1.16 0.89 1.34 0.91 1.12 1.19 1.05 0.99 1.13 1.05 1.00 0.530 0.077 0.470 -0.199 -0.012 0.173 -0.092 -0.133 0.207 0.021 0.209 -0.164 0.422 -0.137 0.164 0.256 0.073 -0.012 0.180 0.069 0.001

1.48 0.78 1.71 0.96 0.43 1.14 0.84 1.09 0.86 0.03 1.14 0.76 0.97 1.11 0.19 1.19 0.94 1.32 1.19 0.18 1.32 0.90 1.56 1.00 1.00 1.25 0.80 1.25 O60437 PEPL_HUMAN reviewed Periplakin (190 kDa paraneoplastic pemphigus antigen) (195 kDa cornified envelope precursor protein)PPL KIAA0568 1756 Homo sapiens (Human) 1.45 1.34 1.00 0.81 1.10 1.17 1.57 1.08 1.01 1.22 0.99 0.92 1.13 1.04 1.00 1.07 0.97 0.97 0.86 1.09 1.01 0.531 0.425 -0.006 -0.313 0.143 0.220 0.651 0.112 0.010 0.285 -0.009 -0.127 0.175 0.054 -0.001 0.092 -0.048 -0.041 -0.224 0.125 0.015

1.23 0.63 0.96 1.06 0.50 1.19 0.89 1.26 1.23 0.00 1.11 1.10 1.36 1.03 0.61 1.11 0.92 1.14 1.10 0.19 1.17 0.95 1.28 0.99 0.91 1.13 0.88 1.13 O94832 MYO1D_HUMANreviewed Unconventional myosin-IdMYO1D KIAA0727 1006 Homo sapiens (Human) 1.20 1.05 1.06 0.80 1.39 0.79 0.93 1.02 1.08 1.13 0.92 1.32 1.29 1.09 0.94 1.20 1.40 1.08 1.22 1.01 1.00 0.258 0.074 0.079 -0.329 0.472 -0.344 -0.107 0.029 0.113 0.178 -0.114 0.404 0.367 0.125 -0.095 0.261 0.490 0.105 0.290 0.012 0.004

5.24 0.03 0.75 0.28 0.05 3.73 0.07 1.03 0.14 0.03 3.76 0.04 0.51 2.51 0.11 7.34 0.34 18.44 1.54 0.19 5.23 0.29 8.04 1.29 0.40 10.58 0.12 13.65 P01911 2B1F_HUMAN reviewed HLA class II histocompatibility antigen, DRB1-15 beta chain (DW2.2/DR2.2) (MHC class II antigen DRB1*15)HLA-DRB1 HLA-DRB2 266 Homo sapiens (Human) 0.30 2.27 0.55 1.33 0.96 0.15 0.29 1.84 0.78 1.58 0.69 0.33 0.23 3.40 2.68 1.04 0.39 0.28 0.14 2.47 1.30 -1.722 1.184 -0.868 0.407 -0.058 -2.785 -1.789 0.878 -0.362 0.659 -0.542 -1.590 -2.126 1.765 1.424 0.060 -1.375 -1.834 -2.881 1.304 0.382

1.11 1.22 1.49 1.05 0.56 1.19 0.89 1.25 0.85 0.01 1.11 0.76 0.95 0.83 0.00 1.08 0.77 0.90 0.93 0.28 1.15 0.81 1.07 1.06 0.12 1.07 0.99 1.13 P53396 ACLY_HUMAN reviewed ATP-citrate synthase (EC 2.3.3.8) (ATP-citrate (pro-S-)-lyase) (ACL) (Citrate cleavage enzyme)ACLY 1101 Homo sapiens (Human) 1.13 1.08 1.28 1.39 1.15 1.36 1.13 0.93 1.05 0.95 0.96 0.98 0.97 1.04 0.84 0.95 0.99 1.07 0.85 0.82 1.07 0.178 0.116 0.353 0.472 0.201 0.443 0.176 -0.108 0.065 -0.072 -0.060 -0.024 -0.037 0.061 -0.252 -0.070 -0.017 0.094 -0.235 -0.291 0.093

1.22 0.80 1.20 0.86 0.03 1.14 0.76 0.98 0.98 0.75 1.17 0.83 1.14 1.04 0.36 1.11 0.94 1.16 0.96 0.74 1.29 0.75 1.24 0.80 0.00 1.13 0.71 0.90 Q13228 SBP1_HUMAN reviewed Selenium-binding protein 1 (56 kDa selenium-binding protein) (SBP56) (SP56)SELENBP1 SBP 472 Homo sapiens (Human) 1.43 1.08 1.03 0.83 1.22 0.99 1.07 1.05 0.94 0.99 0.83 1.06 1.36 0.97 0.84 1.08 1.18 0.88 0.97 1.03 0.81 0.520 0.116 0.049 -0.261 0.290 -0.017 0.097 0.074 -0.096 -0.019 -0.264 0.089 0.448 -0.045 -0.251 0.105 0.233 -0.187 -0.039 0.038 -0.308

1.21 1.58 2.30 0.84 0.00 1.10 0.76 0.93 0.96 0.36 1.11 0.87 1.06 1.07 0.15 1.10 0.97 1.19 1.04 0.56 1.17 0.89 1.21 1.00 0.98 1.18 0.85 1.18 Q07954 LRP1_HUMAN reviewed Prolow-density lipoprotein receptor-related protein 1 (LRP-1) (Alpha-2-macroglobulin receptor) (A2MR) (Apolipoprotein E receptor) (APOER) (CD antigen CD91) [Cleaved into: Low-density lipoprotein receptor-related protein 1 85 kDa subunit (LRP-85); Low-density lipoprotein receptor-related protein 1 515 kDa subunit (LRP-515); Low-density lipoprotein receptor-related protein 1 intracellular domain (LRPICD)]LRP1 A2MR APR 4544 Homo sapiens (Human) 1.01 1.09 0.95 0.87 0.82 1.93 1.33 1.04 1.25 1.07 1.51 1.33 0.96 1.02 1.93 1.02 0.84 0.85 0.95 1.05 1.01 0.007 0.123 -0.080 -0.204 -0.291 0.946 0.411 0.057 0.326 0.096 0.599 0.416 -0.057 0.034 0.950 0.028 -0.245 -0.227 -0.067 0.077 0.017

15.99 0.03 7.59 8.68 0.00 2.06 4.21 17.93 0.50 0.26 4.38 0.11 2.18 0.67 0.17 1.92 0.35 1.30 0.58 0.14 2.25 0.26 1.32 1.05 0.78 1.55 0.68 1.62 P62805 H4_HUMAN reviewed Histone H4 HIST1H4A H4/A H4FA; HIST1H4B H4/I H4FI; HIST1H4C H4/G H4FG; HIST1H4D H4/B H4FB; HIST1H4E H4/J H4FJ; HIST1H4F H4/C H4FC; HIST1H4H H4/H H4FH; HIST1H4I H4/M H4FM; HIST1H4J H4/E H4FE; HIST1H4K H4/D H4FD; HIST1H4L H4/K H4FK; HIST2H4A H4/N H4F2 H4FN HIST2H4; HIST2H4B H4/O H4FO; HIST4H4103 Homo sapiens (Human) 0.20 1.10 0.32 0.64 1.48 0.48 0.23 0.45 0.35 0.60 0.32 0.33 0.38 0.34 0.32 0.24 0.28 8.83 0.50 0.66 1.06 -2.352 0.131 -1.632 -0.639 0.570 -1.061 -2.106 -1.156 -1.525 -0.741 -1.645 -1.610 -1.407 -1.545 -1.651 -2.068 -1.829 3.142 -1.011 -0.594 0.082

1.18 0.70 0.98 1.02 0.82 1.27 0.81 1.30 1.38 0.00 1.18 1.17 1.63 1.05 0.45 1.18 0.89 1.25 0.96 0.70 1.34 0.71 1.28 1.44 0.01 1.27 1.14 1.83 P02746 C1QB_HUMAN reviewed Complement C1q subcomponent subunit BC1QB 253 Homo sapiens (Human) 0.78 1.28 1.04 0.50 0.74 0.84 1.21 1.19 1.03 0.98 2.53 1.40 0.55 1.05 3.81 0.86 0.56 1.04 1.38 1.04 1.46 -0.364 0.361 0.057 -1.002 -0.429 -0.254 0.274 0.253 0.047 -0.029 1.342 0.484 -0.867 0.067 1.929 -0.215 -0.839 0.056 0.463 0.051 0.542

2.57 0.31 2.04 1.02 0.89 1.61 0.63 1.64 1.46 0.17 2.19 0.67 3.20 0.99 0.96 1.51 0.66 1.50 1.68 0.20 3.32 0.51 5.56 1.57 0.04 1.52 1.04 2.39 P02747 C1QC_HUMAN reviewed Complement C1q subcomponent subunit CC1QC C1QG 245 Homo sapiens (Human) 1.09 1.33 1.25 0.61 0.83 0.80 1.46 1.22 1.60 1.72 1.87 1.72 0.62 1.21 3.25 0.98 0.74 1.03 1.46 0.98 1.59 0.121 0.409 0.327 -0.716 -0.263 -0.318 0.546 0.282 0.674 0.783 0.900 0.785 -0.693 0.273 1.700 -0.032 -0.437 0.048 0.541 -0.033 0.668

1.26 0.85 1.35 1.04 0.72 1.34 0.78 1.39 1.03 0.76 1.29 0.80 1.33 0.88 0.16 1.23 0.72 1.08 1.06 0.53 1.27 0.84 1.35 1.16 0.08 1.20 0.97 1.39 Q7Z406 MYH14_HUMANreviewed Myosin-14 (Myosin heavy chain 14) (Myosin heavy chain, non-muscle IIc) (Non-muscle myosin heavy chain IIc) (NMHC II-C)MYH14 KIAA2034 FP174251995 Homo sapiens (Human) 0.85 0.87 0.87 0.91 1.20 1.08 0.85 1.01 0.91 1.09 0.93 1.08 0.93 0.96 1.12 1.02 1.73 1.06 1.03 0.86 1.17 -0.229 -0.200 -0.208 -0.142 0.263 0.107 -0.240 0.009 -0.138 0.121 -0.100 0.117 -0.097 -0.065 0.163 0.026 0.789 0.080 0.039 -0.210 0.229

1.09 1.10 1.30 0.84 0.01 1.12 0.74 0.94 0.66 0.00 1.12 0.59 0.74 0.76 0.00 1.16 0.65 0.88 0.82 0.00 1.12 0.73 0.92 1.12 0.15 1.17 0.96 1.30 P54136 SYRC_HUMAN reviewed Arginine--tRNA ligase, cytoplasmic (EC 6.1.1.19) (Arginyl-tRNA synthetase) (ArgRS)RARS 660 Homo sapiens (Human) 0.91 1.34 0.84 1.63 1.37 1.21 0.77 0.94 0.86 0.84 0.90 0.78 0.97 0.75 0.92 0.87 1.08 0.85 0.66 0.74 1.13 -0.144 0.419 -0.257 0.704 0.456 0.269 -0.385 -0.083 -0.223 -0.256 -0.150 -0.362 -0.045 -0.424 -0.117 -0.200 0.106 -0.235 -0.603 -0.429 0.172

1.13 1.13 1.45 0.98 0.83 1.18 0.84 1.16 0.92 0.26 1.17 0.78 1.08 0.85 0.01 1.13 0.75 0.96 0.97 0.68 1.18 0.82 1.14 1.25 0.00 1.15 1.09 1.43 P53618 COPB_HUMAN reviewed Coatomer subunit beta (Beta-coat protein) (Beta-COP)COPB1 COPB MSTP026 953 Homo sapiens (Human) 0.85 0.97 0.82 1.45 0.99 1.29 0.81 0.81 0.84 0.99 1.14 1.10 0.95 0.85 1.11 0.97 1.05 1.00 0.91 0.83 1.26 -0.228 -0.044 -0.289 0.537 -0.014 0.368 -0.298 -0.306 -0.243 -0.009 0.190 0.136 -0.078 -0.229 0.148 -0.051 0.072 0.000 -0.129 -0.263 0.334

1.13 0.85 1.08 1.93 0.00 1.16 1.66 2.24 1.23 0.00 1.09 1.13 1.34 1.14 0.01 1.09 1.05 1.25 1.09 0.32 1.20 0.91 1.31 1.32 0.00 1.11 1.18 1.47 P08133 ANXA6_HUMANreviewed Annexin A6 (67 kDa calelectrin) (Annexin VI) (Annexin-6) (Calphobindin-II) (CPB-II) (Chromobindin-20) (Lipocortin VI) (Protein III) (p68) (p70)ANXA6 ANX6 673 Homo sapiens (Human) 1.42 1.19 0.98 0.74 0.93 0.97 0.96 0.91 0.86 1.12 1.14 0.82 1.26 1.10 0.83 1.05 1.23 1.96 1.23 1.12 1.33 0.510 0.254 -0.032 -0.429 -0.107 -0.051 -0.056 -0.138 -0.211 0.162 0.186 -0.284 0.336 0.138 -0.268 0.068 0.300 0.971 0.295 0.168 0.412

1.10 0.80 0.97 0.93 0.54 1.27 0.73 1.19 1.17 0.00 1.10 1.06 1.29 1.20 0.00 1.10 1.08 1.32 0.93 0.42 1.20 0.77 1.12 2.07 0.00 1.25 1.66 2.59 P10643 CO7_HUMAN reviewed Complement component C7C7 843 Homo sapiens (Human) 0.47 0.45 0.57 0.42 0.58 0.89 1.08 1.10 1.05 0.96 2.82 1.46 0.61 1.84 3.09 0.59 0.79 0.95 1.17 1.18 2.09 -1.104 -1.163 -0.817 -1.265 -0.778 -0.171 0.107 0.137 0.073 -0.065 1.495 0.543 -0.709 0.878 1.627 -0.761 -0.344 -0.076 0.226 0.235 1.066

1.31 0.44 0.76 1.21 0.00 1.10 1.10 1.33 1.33 0.00 1.14 1.17 1.51 1.13 0.01 1.10 1.03 1.24 1.08 0.43 1.22 0.88 1.32 0.74 0.01 1.22 0.61 0.90 P80723 BASP1_HUMANreviewed Brain acid soluble protein 1 (22 kDa neuronal tissue-enriched acidic protein) (Neuronal axonal membrane protein NAP-22)BASP1 NAP22 227 Homo sapiens (Human) 1.05 1.03 1.19 1.05 1.40 0.59 0.44 0.89 1.05 1.11 0.84 0.70 1.17 0.49 0.66 1.21 1.31 1.23 1.33 1.11 0.75 0.073 0.043 0.247 0.071 0.488 -0.770 -1.193 -0.175 0.064 0.144 -0.249 -0.518 0.226 -1.043 -0.605 0.270 0.385 0.299 0.406 0.153 -0.422

1.15 0.99 1.31 1.12 0.05 1.12 1.00 1.25 0.81 0.00 1.12 0.73 0.91 0.83 0.01 1.14 0.72 0.95 0.85 0.04 1.17 0.72 0.99 1.19 0.02 1.16 1.03 1.38 Q16851 UGPA_HUMAN reviewed UTP--glucose-1-phosphate uridylyltransferase (EC 2.7.7.9) (UDP-glucose pyrophosphorylase) (UDPGP) (UGPase)UGP2 UGP1 508 Homo sapiens (Human) 0.84 0.92 0.83 1.29 1.16 1.15 0.80 0.88 0.81 0.87 0.82 1.06 0.93 0.99 0.86 0.77 0.89 1.14 0.81 0.81 1.20 -0.257 -0.124 -0.265 0.370 0.213 0.203 -0.326 -0.177 -0.297 -0.203 -0.278 0.088 -0.106 -0.011 -0.219 -0.370 -0.165 0.187 -0.304 -0.296 0.266

1.19 0.75 1.07 1.00 0.97 1.36 0.74 1.37 1.06 0.46 1.18 0.89 1.25 0.95 0.59 1.22 0.78 1.16 1.07 0.55 1.26 0.85 1.34 0.88 0.14 1.19 0.74 1.05 Q12929 EPS8_HUMAN reviewed Epidermal growth factor receptor kinase substrate 8EPS8 822 Homo sapiens (Human) 0.93 1.19 0.84 0.84 0.95 0.90 1.18 1.23 1.46 1.09 1.08 0.89 1.61 0.85 0.91 1.23 1.13 1.02 1.06 0.94 0.89 -0.110 0.254 -0.244 -0.246 -0.075 -0.152 0.241 0.301 0.547 0.128 0.106 -0.173 0.684 -0.235 -0.129 0.299 0.174 0.030 0.078 -0.096 -0.167

1.13 1.24 1.58 1.10 0.04 1.09 1.00 1.20 0.79 0.00 1.12 0.71 0.88 1.01 0.88 1.13 0.89 1.14 1.10 0.15 1.15 0.96 1.27 1.21 0.00 1.12 1.07 1.35 P49327 FAS_HUMAN reviewed Fatty acid synthase (EC 2.3.1.85) [Includes: [Acyl-carrier-protein] S-acetyltransferase (EC 2.3.1.38); [Acyl-carrier-protein] S-malonyltransferase (EC 2.3.1.39); 3-oxoacyl-[acyl-carrier-protein] synthase (EC 2.3.1.41); 3-oxoacyl-[acyl-carrier-protein] reductase (EC 1.1.1.100); 3-hydroxyacyl-[acyl-carrier-protein] dehydratase (EC 4.2.1.59); Enoyl-[acyl-carrier-protein] reductase (EC 1.3.1.39); Oleoyl-[acyl-carrier-protein] hydrolase (EC 3.1.2.14)]FASN FAS 2511 Homo sapiens (Human) 1.21 0.86 0.70 1.00 1.11 1.42 1.04 1.09 0.90 1.13 1.35 1.21 1.06 1.24 1.42 0.86 1.12 1.11 0.79 0.99 1.22 0.279 -0.221 -0.507 0.005 0.154 0.502 0.052 0.123 -0.149 0.180 0.435 0.276 0.083 0.316 0.510 -0.224 0.157 0.157 -0.343 -0.012 0.284

1.16 1.02 1.37 0.92 0.38 1.21 0.76 1.12 0.79 0.00 1.15 0.69 0.90 0.79 0.00 1.15 0.69 0.91 0.93 0.39 1.17 0.80 1.10 1.05 0.56 1.19 0.88 1.26 P07814 SYEP_HUMAN reviewed Bifunctional glutamate/proline--tRNA ligase (Bifunctional aminoacyl-tRNA synthetase) (Cell proliferation-inducing gene 32 protein) (Glutamatyl-prolyl-tRNA synthetase) [Includes: Glutamate--tRNA ligase (EC 6.1.1.17) (Glutamyl-tRNA synthetase) (GluRS); Proline--tRNA ligase (EC 6.1.1.15) (Prolyl-tRNA synthetase)]EPRS GLNS PARS QARS QPRS PIG321512 Homo sapiens (Human) 0.94 1.28 0.97 1.70 1.35 1.19 0.87 1.01 0.93 0.96 0.84 0.89 0.92 0.96 1.02 0.96 1.10 0.94 0.79 0.78 1.06 -0.085 0.358 -0.048 0.763 0.436 0.249 -0.196 0.021 -0.104 -0.061 -0.249 -0.162 -0.116 -0.059 0.022 -0.059 0.139 -0.093 -0.347 -0.366 0.087

1.12 0.60 0.75 1.49 0.00 1.20 1.24 1.80 1.50 0.00 1.11 1.35 1.66 1.31 0.00 1.11 1.18 1.45 1.07 0.57 1.31 0.82 1.41 0.88 0.08 1.15 0.77 1.02 Q99828 CIB1_HUMAN reviewed Calcium and integrin-binding protein 1 (CIB) (Calcium- and integrin-binding protein) (CIBP) (Calmyrin) (DNA-PKcs-interacting protein) (Kinase-interacting protein) (KIP) (SNK-interacting protein 2-28) (SIP2-28)CIB1 CIB KIP PRKDCIP 191 Homo sapiens (Human) 1.18 1.42 1.10 1.00 1.10 0.68 0.72 0.84 0.91 1.10 0.75 0.87 1.36 0.91 0.65 1.09 1.22 1.52 1.50 1.28 0.89 0.235 0.502 0.140 0.000 0.142 -0.562 -0.465 -0.256 -0.138 0.141 -0.424 -0.202 0.443 -0.131 -0.632 0.130 0.283 0.603 0.581 0.360 -0.163

1.30 0.64 1.09 1.06 0.69 1.39 0.76 1.47 0.86 0.27 1.35 0.64 1.16 1.69 0.02 1.53 1.10 2.58 0.73 0.14 1.55 0.47 1.14 1.71 0.02 1.51 1.13 2.59 P04003 C4BPA_HUMANreviewed C4b-binding protein alpha chain (C4bp) (Proline-rich protein) (PRP)C4BPA C4BP 597 Homo sapiens (Human) 0.59 0.57 0.72 0.78 0.45 0.85 1.95 1.09 0.98 0.75 2.75 1.19 0.71 1.41 2.51 0.75 1.29 1.08 0.86 1.66 1.73 -0.765 -0.822 -0.467 -0.360 -1.164 -0.240 0.965 0.127 -0.031 -0.408 1.458 0.250 -0.487 0.494 1.328 -0.412 0.368 0.107 -0.221 0.729 0.788

1.12 1.06 1.33 0.91 0.10 1.12 0.81 1.02 1.01 0.88 1.11 0.91 1.12 1.25 0.00 1.11 1.12 1.38 1.01 0.87 1.21 0.84 1.23 1.25 0.00 1.13 1.11 1.42 Q9NQ79 CRAC1_HUMANreviewed Cartilage acidic protein 1 (68 kDa chondrocyte-expressed protein) (CEP-68) (ASPIC)CRTAC1 ASPIC1 CEP68 661 Homo sapiens (Human) 1.51 1.00 1.36 0.70 0.84 1.19 1.92 0.85 1.00 1.04 0.61 0.98 1.21 0.76 1.21 1.57 0.75 0.93 1.00 1.23 1.27 0.598 0.003 0.446 -0.505 -0.260 0.256 0.942 -0.242 0.005 0.058 -0.704 -0.028 0.276 -0.397 0.279 0.654 -0.421 -0.112 0.006 0.293 0.341

1.17 0.93 1.27 0.96 0.63 1.21 0.79 1.16 1.17 0.04 1.16 1.01 1.35 1.67 0.00 1.18 1.42 1.97 1.21 0.26 1.44 0.84 1.75 1.79 0.00 1.29 1.39 2.31 O75636 FCN3_HUMAN reviewed Ficolin-3 (Collagen/fibrinogen domain-containing lectin 3 p35) (Collagen/fibrinogen domain-containing protein 3) (Hakata antigen)FCN3 FCNH HAKA1 299 Homo sapiens (Human) 0.35 0.74 0.65 0.48 0.56 1.10 1.92 1.05 0.93 1.24 2.69 1.27 0.45 0.54 3.35 0.69 0.69 0.98 1.17 1.64 1.81 -1.519 -0.439 -0.630 -1.070 -0.847 0.134 0.942 0.069 -0.106 0.315 1.430 0.348 -1.154 -0.886 1.743 -0.537 -0.528 -0.036 0.221 0.714 0.857

1.22 0.75 1.11 0.65 0.02 1.42 0.46 0.92 0.95 0.70 1.35 0.70 1.29 1.56 0.01 1.32 1.18 2.06 1.60 0.01 1.36 1.18 2.17 0.99 0.94 1.19 0.84 1.18 P02766 TTHY_HUMAN reviewed Transthyretin (ATTR) (Prealbumin) (TBPA)TTR PALB 147 Homo sapiens (Human) 0.82 0.67 1.02 0.47 0.66 0.92 2.36 1.44 1.17 1.64 1.41 1.78 1.05 1.02 2.72 1.15 0.70 0.66 0.95 1.53 1.00 -0.280 -0.576 0.028 -1.095 -0.591 -0.122 1.237 0.526 0.232 0.715 0.494 0.836 0.071 0.024 1.446 0.199 -0.525 -0.602 -0.073 0.617 0.006

1.21 0.76 1.12 1.21 0.00 1.11 1.08 1.35 0.94 0.44 1.18 0.80 1.11 1.28 0.01 1.17 1.09 1.50 1.13 0.55 1.56 0.72 1.76 2.28 0.00 1.32 1.72 3.02 Q14624 ITIH4_HUMAN reviewed Inter-alpha-trypsin inhibitor heavy chain H4 (ITI heavy chain H4) (ITI-HC4) (Inter-alpha-inhibitor heavy chain 4) (Inter-alpha-trypsin inhibitor family heavy chain-related protein) (IHRP) (Plasma kallikrein sensitive glycoprotein 120) (Gp120) (PK-120) [Cleaved into: 70 kDa inter-alpha-trypsin inhibitor heavy chain H4; 35 kDa inter-alpha-trypsin inhibitor heavy chain H4]ITIH4 IHRP ITIHL1 PK120 PRO1851930 Homo sapiens (Human) 0.47 0.47 0.42 0.59 0.61 0.93 2.13 2.14 1.27 1.16 2.23 1.77 0.68 1.19 2.32 0.47 0.73 1.23 0.94 1.26 2.30 -1.089 -1.089 -1.245 -0.756 -0.722 -0.100 1.090 1.100 0.340 0.210 1.156 0.827 -0.560 0.251 1.212 -1.089 -0.451 0.297 -0.088 0.328 1.203

1.33 0.48 0.85 0.76 0.02 1.24 0.61 0.95 0.83 0.03 1.18 0.70 0.98 1.15 0.03 1.12 1.02 1.29 0.90 0.09 1.14 0.78 1.02 0.87 0.16 1.22 0.71 1.07 P02786 TFR1_HUMAN reviewed Transferrin receptor protein 1 (TR) (TfR) (TfR1) (Trfr) (T9) (p90) (CD antigen CD71) [Cleaved into: Transferrin receptor protein 1, serum form (sTfR)]TFRC 760 Homo sapiens (Human) 1.14 1.39 0.90 1.13 1.29 0.65 1.04 1.06 1.88 0.92 1.12 0.83 1.21 1.14 1.35 1.19 0.77 0.77 0.83 1.13 0.88 0.188 0.476 -0.158 0.181 0.371 -0.632 0.060 0.078 0.909 -0.122 0.158 -0.268 0.270 0.190 0.429 0.251 -0.376 -0.369 -0.277 0.172 -0.184

10.19 0.04 4.53 6.84 0.00 1.44 4.73 9.87 0.82 0.22 1.44 0.57 1.17 0.81 0.04 1.22 0.66 0.98 0.90 0.66 1.73 0.52 1.56 1.13 0.73 2.30 0.49 2.60 P06702 S10A9_HUMANreviewed Protein S100-A9 (Calgranulin-B) (Calprotectin L1H subunit) (Leukocyte L1 complex heavy chain) (Migration inhibitory factor-related protein 14) (MRP-14) (p14) (S100 calcium-binding protein A9)S100A9 CAGB CFAG MRP14114 Homo sapiens (Human) 0.14 0.42 0.34 0.26 1.57 0.45 0.26 0.36 0.58 0.92 0.56 0.36 0.49 0.89 0.46 0.35 0.81 6.95 0.81 0.79 1.14 -2.802 -1.245 -1.539 -1.931 0.655 -1.155 -1.928 -1.472 -0.783 -0.115 -0.827 -1.470 -1.035 -0.162 -1.128 -1.508 -0.305 2.797 -0.299 -0.334 0.193

1.20 0.78 1.12 0.87 0.06 1.16 0.75 1.01 1.00 0.96 1.15 0.87 1.16 1.36 0.00 1.15 1.18 1.57 1.37 0.08 1.45 0.95 1.98 0.80 0.03 1.20 0.67 0.97 P01903 DRA_HUMAN reviewed HLA class II histocompatibility antigen, DR alpha chain (MHC class II antigen DRA)HLA-DRA HLA-DRA1 254 Homo sapiens (Human) 0.74 1.15 0.83 1.10 0.75 0.94 1.08 1.50 1.35 1.40 1.31 1.14 1.17 1.15 1.63 0.97 1.30 0.89 1.00 1.34 0.81 -0.425 0.206 -0.264 0.143 -0.423 -0.089 0.108 0.588 0.437 0.490 0.388 0.190 0.221 0.198 0.703 -0.042 0.383 -0.176 0.000 0.423 -0.301

1.11 1.26 1.54 1.06 0.26 1.11 0.95 1.18 0.82 0.00 1.09 0.75 0.90 0.97 0.52 1.12 0.86 1.08 0.92 0.17 1.13 0.82 1.04 1.11 0.04 1.10 1.01 1.22 P53621 COPA_HUMAN reviewed Coatomer subunit alpha (Alpha-coat protein) (Alpha-COP) (HEP-COP) (HEPCOP) [Cleaved into: Xenin (Xenopsin-related peptide); Proxenin]COPA 1224 Homo sapiens (Human) 0.98 1.12 0.92 1.57 1.05 1.40 0.92 0.93 0.81 0.95 0.92 0.95 0.99 0.93 1.02 1.02 1.21 1.08 0.82 0.95 1.12 -0.029 0.166 -0.122 0.649 0.064 0.488 -0.120 -0.099 -0.307 -0.079 -0.114 -0.075 -0.014 -0.103 0.029 0.033 0.274 0.106 -0.285 -0.075 0.159

1.28 3.31 5.44 0.55 0.00 1.31 0.42 0.73 0.57 0.00 1.20 0.48 0.69 0.83 0.04 1.20 0.69 0.99 1.38 0.02 1.30 1.06 1.79 0.75 0.01 1.20 0.62 0.89 P30838 AL3A1_HUMANreviewed Aldehyde dehydrogenase, dimeric NADP-preferring (EC 1.2.1.5) (ALDHIII) (Aldehyde dehydrogenase 3) (Aldehyde dehydrogenase family 3 member A1)ALDH3A1 ALDH3 453 Homo sapiens (Human) 1.33 0.86 0.63 0.57 0.91 4.28 0.55 2.82 0.51 1.41 0.44 0.81 1.70 0.58 0.53 0.50 0.84 0.56 0.57 0.81 0.75 0.409 -0.212 -0.668 -0.814 -0.141 2.099 -0.870 1.496 -0.984 0.500 -1.181 -0.298 0.769 -0.796 -0.925 -1.005 -0.253 -0.831 -0.805 -0.302 -0.408

1.13 1.21 1.54 1.03 0.73 1.18 0.87 1.21 0.77 0.00 1.12 0.69 0.86 0.67 0.00 1.10 0.61 0.74 0.83 0.00 1.10 0.75 0.92 0.94 0.23 1.11 0.85 1.05 Q9Y265 RUVB1_HUMANreviewed RuvB-like 1 (EC 3.6.4.12) (49 kDa TATA box-binding protein-interacting protein) (49 kDa TBP-interacting protein) (54 kDa erythrocyte cytosolic protein) (ECP-54) (INO80 complex subunit H) (Nuclear matrix protein 238) (NMP 238) (Pontin 52) (TIP49a) (TIP60-associated protein 54-alpha) (TAP54-alpha)RUVBL1 INO80H NMP238 TIP49 TIP49A456 Homo sapiens (Human) 1.27 1.03 0.83 1.29 1.57 1.38 0.87 0.94 0.78 0.85 0.64 1.05 0.92 0.84 0.75 1.09 1.44 1.04 0.77 0.66 0.95 0.348 0.043 -0.276 0.364 0.652 0.461 -0.195 -0.092 -0.360 -0.233 -0.642 0.074 -0.127 -0.244 -0.422 0.128 0.531 0.062 -0.382 -0.605 -0.073

1.20 0.49 0.71 0.74 0.00 1.18 0.63 0.87 0.69 0.00 1.18 0.58 0.81 0.87 0.05 1.15 0.76 1.00 0.75 0.00 1.19 0.63 0.90 1.13 0.14 1.18 0.96 1.33 P28838 AMPL_HUMAN reviewed Cytosol aminopeptidase (EC 3.4.11.1) (Leucine aminopeptidase 3) (LAP-3) (Leucyl aminopeptidase) (Peptidase S) (Proline aminopeptidase) (EC 3.4.11.5) (Prolyl aminopeptidase)LAP3 LAPEP PEPS 519 Homo sapiens (Human) 0.58 2.04 0.66 2.39 1.79 0.60 0.55 0.69 0.75 0.77 0.94 0.49 0.65 0.77 0.79 0.59 0.82 0.75 0.69 0.86 1.14 -0.777 1.026 -0.602 1.255 0.844 -0.745 -0.872 -0.538 -0.407 -0.370 -0.093 -1.018 -0.613 -0.384 -0.346 -0.765 -0.295 -0.414 -0.543 -0.221 0.186

1.12 0.78 0.98 1.08 0.25 1.15 0.94 1.25 1.20 0.00 1.11 1.08 1.33 1.55 0.00 1.14 1.36 1.76 1.15 0.12 1.20 0.96 1.38 0.98 0.73 1.14 0.86 1.11 P08575 PTPRC_HUMANreviewed Receptor-type tyrosine-protein phosphatase C (EC 3.1.3.48) (Leukocyte common antigen) (L-CA) (T200) (CD antigen CD45)PTPRC CD45 1304 Homo sapiens (Human) 0.60 1.00 0.97 0.88 0.83 0.88 1.22 1.70 1.14 1.18 1.21 1.12 0.89 1.15 1.50 0.84 1.14 1.10 1.19 1.52 0.99 -0.738 0.005 -0.048 -0.189 -0.276 -0.188 0.283 0.763 0.190 0.242 0.272 0.161 -0.168 0.199 0.581 -0.255 0.184 0.139 0.257 0.603 -0.017

1.18 0.64 0.90 1.02 0.77 1.18 0.87 1.21 1.44 0.01 1.27 1.13 1.83 1.20 0.00 1.10 1.09 1.32 0.94 0.48 1.21 0.78 1.13 0.91 0.43 1.29 0.70 1.18 Q15833 STXB2_HUMANreviewed Syntaxin-binding protein 2 (Protein unc-18 homolog 2) (Unc18-2) (Protein unc-18 homolog B) (Unc-18B)STXBP2 UNC18B 593 Homo sapiens (Human) 1.18 1.13 1.69 0.83 0.97 0.76 1.05 1.00 1.14 0.96 0.92 0.92 1.04 0.97 0.98 0.96 1.02 1.04 1.43 1.18 0.92 0.237 0.173 0.757 -0.260 -0.047 -0.389 0.070 0.005 0.194 -0.054 -0.117 -0.123 0.050 -0.041 -0.023 -0.053 0.031 0.057 0.519 0.237 -0.125

8.34 0.06 4.17 0.97 0.89 6.51 0.15 6.34 0.53 0.10 3.68 0.14 1.94 0.57 0.12 3.84 0.15 2.20 0.72 0.58 182.06 0.00 131.97 0.51 0.11 4.41 0.12 2.23 Q96QR1 SG3A1_HUMANreviewed Secretoglobin family 3A member 1 (Cytokine HIN-1) (High in normal 1) (Pneumo secretory protein 2) (PnSP-2) (Uteroglobin-related protein 2)SCGB3A1 HIN1 PNSP2 UGRP2 UNQ629/PRO1245104 Homo sapiens (Human) 0.63 0.74 0.45 1.75 1.50 0.50 0.59 0.72 0.50 0.74 0.39 1.45 2.47 2.92 0.32 0.47 0.58 0.99 0.53 0.56 0.51 -0.671 -0.428 -1.137 0.804 0.581 -0.990 -0.762 -0.465 -0.998 -0.428 -1.355 0.539 1.307 1.548 -1.636 -1.102 -0.789 -0.014 -0.927 -0.832 -0.966

40.27 0.04 66.31 1.24 0.29 3.78 0.33 4.69 1.54 0.18 4.89 0.31 7.51 0.90 0.49 3.79 0.24 3.40 1.13 0.74 39.78 0.03 45.06 1.27 0.26 3.80 0.33 4.84 P01703 LV105_HUMANreviewed Ig lambda chain V-I region NEWM 103 Homo sapiens (Human) 0.86 0.84 1.54 0.46 0.76 1.66 1.22 1.04 2.25 1.16 2.11 1.39 0.68 1.77 1.48 0.96 0.54 1.26 1.53 0.88 1.28 -0.215 -0.245 0.627 -1.111 -0.399 0.732 0.281 0.058 1.170 0.216 1.079 0.477 -0.553 0.825 0.565 -0.062 -0.902 0.334 0.615 -0.180 0.362

1.21 1.13 1.65 0.90 0.49 1.38 0.65 1.24 0.83 0.05 1.20 0.70 1.00 0.65 0.00 1.30 0.50 0.84 0.91 0.28 1.20 0.75 1.09 0.95 0.48 1.16 0.82 1.10 Q9Y230 RUVB2_HUMANreviewed RuvB-like 2 (EC 3.6.4.12) (48 kDa TATA box-binding protein-interacting protein) (48 kDa TBP-interacting protein) (51 kDa erythrocyte cytosolic protein) (ECP-51) (INO80 complex subunit J) (Repressing pontin 52) (Reptin 52) (TIP49b) (TIP60-associated protein 54-beta) (TAP54-beta)RUVBL2 INO80J TIP48 TIP49B CGI-46463 Homo sapiens (Human) 1.33 1.05 0.84 1.26 1.58 1.38 0.88 0.98 0.80 0.93 0.63 1.07 0.96 0.96 0.75 1.05 1.39 0.92 0.83 0.63 0.96 0.412 0.069 -0.255 0.329 0.658 0.466 -0.182 -0.030 -0.317 -0.103 -0.676 0.095 -0.052 -0.059 -0.413 0.077 0.478 -0.127 -0.266 -0.656 -0.058

1.12 0.95 1.18 0.88 0.14 1.19 0.74 1.05 0.81 0.02 1.19 0.68 0.96 0.75 0.00 1.14 0.66 0.86 1.00 0.97 1.27 0.78 1.26 0.91 0.13 1.14 0.79 1.03 Q5T4S7 UBR4_HUMAN reviewed E3 ubiquitin-protein ligase UBR4 (EC 6.3.2.-) (600 kDa retinoblastoma protein-associated factor) (N-recognin-4) (Retinoblastoma-associated factor of 600 kDa) (RBAF600) (p600) (Zinc finger UBR1-type protein 1)UBR4 KIAA0462 KIAA1307 RBAF600 ZUBR15183 Homo sapiens (Human) 1.02 1.28 0.98 1.75 1.24 1.07 0.89 0.87 0.87 1.02 1.19 0.86 0.84 0.88 1.05 0.90 1.00 0.90 0.80 0.74 0.92 0.032 0.361 -0.027 0.805 0.316 0.092 -0.169 -0.204 -0.207 0.031 0.249 -0.224 -0.246 -0.191 0.070 -0.152 0.002 -0.156 -0.317 -0.436 -0.127

1.41 0.50 1.00 1.12 0.12 1.16 0.97 1.29 1.46 0.00 1.14 1.28 1.66 0.87 0.17 1.24 0.70 1.08 1.01 0.95 1.35 0.75 1.36 1.03 0.64 1.15 0.89 1.19 Q96NY7 CLIC6_HUMAN reviewed Chloride intracellular channel protein 6 (Parchorin)CLIC6 CLIC1L 704 Homo sapiens (Human) 1.27 0.97 1.14 0.79 1.33 0.71 0.80 0.97 0.97 1.03 0.98 0.90 1.47 0.80 0.67 1.44 1.24 1.13 1.45 0.85 1.04 0.346 -0.044 0.188 -0.341 0.408 -0.485 -0.329 -0.041 -0.039 0.048 -0.033 -0.156 0.555 -0.330 -0.567 0.524 0.309 0.181 0.539 -0.228 0.058

1.23 0.71 1.07 1.75 0.00 1.36 1.28 2.38 0.98 0.82 1.19 0.83 1.17 0.96 0.66 1.23 0.78 1.18 1.05 0.71 1.37 0.77 1.44 0.89 0.37 1.35 0.66 1.19 P06744 G6PI_HUMAN reviewed Glucose-6-phosphate isomerase (GPI) (EC 5.3.1.9) (Autocrine motility factor) (AMF) (Neuroleukin) (NLK) (Phosphoglucose isomerase) (PGI) (Phosphohexose isomerase) (PHI) (Sperm antigen 36) (SA-36)GPI 558 Homo sapiens (Human) 1.16 0.95 1.01 0.95 0.97 0.88 0.95 0.93 1.02 1.08 0.96 0.97 1.35 1.08 1.35 1.04 0.89 1.78 0.98 0.94 0.90 0.210 -0.082 0.017 -0.079 -0.046 -0.185 -0.080 -0.105 0.035 0.110 -0.062 -0.051 0.431 0.117 0.429 0.060 -0.175 0.830 -0.030 -0.082 -0.158

1.20 1.19 1.70 0.81 0.48 2.05 0.39 1.65 0.99 0.83 1.17 0.85 1.15 0.77 0.01 1.18 0.65 0.91 1.22 0.16 1.36 0.90 1.66 0.87 0.17 1.26 0.69 1.09 P17931 LEG3_HUMAN reviewed Galectin-3 (Gal-3) (35 kDa lectin) (Carbohydrate-binding protein 35) (CBP 35) (Galactose-specific lectin 3) (Galactoside-binding protein) (GALBP) (IgE-binding protein) (L-31) (Laminin-binding protein) (Lectin L-29) (Mac-2 antigen)LGALS3 MAC2 250 Homo sapiens (Human) 1.28 1.19 0.88 1.20 1.04 1.43 0.96 1.16 0.92 1.25 1.40 1.09 1.56 0.89 0.78 0.93 1.10 0.82 0.98 0.75 0.87 0.356 0.245 -0.182 0.266 0.052 0.521 -0.060 0.218 -0.118 0.325 0.485 0.123 0.642 -0.172 -0.360 -0.098 0.141 -0.286 -0.023 -0.406 -0.193

1.14 0.84 1.08 0.87 0.09 1.18 0.74 1.03 0.69 0.00 1.19 0.58 0.83 0.79 0.01 1.20 0.66 0.94 0.74 0.04 1.33 0.56 0.98 0.91 0.27 1.20 0.76 1.09 P17987 TCPA_HUMAN reviewed T-complex protein 1 subunit alpha (TCP-1-alpha) (CCT-alpha)TCP1 CCT1 CCTA 556 Homo sapiens (Human) 1.35 1.04 0.69 1.77 1.61 0.96 0.87 0.89 0.81 0.76 0.93 0.87 0.96 0.84 1.02 0.78 0.84 0.88 0.69 0.77 0.92 0.437 0.057 -0.527 0.821 0.690 -0.061 -0.201 -0.160 -0.303 -0.396 -0.099 -0.199 -0.064 -0.252 0.027 -0.350 -0.244 -0.179 -0.533 -0.374 -0.125

1.23 0.72 1.09 1.03 0.74 1.21 0.85 1.24 1.23 0.02 1.18 1.05 1.45 1.11 0.21 1.18 0.93 1.31 0.96 0.79 1.39 0.69 1.33 0.75 0.19 1.58 0.48 1.19 Q9UQB8 BAIP2_HUMANreviewed Brain-specific angiogenesis inhibitor 1-associated protein 2 (BAI-associated protein 2) (BAI1-associated protein 2) (Protein BAP2) (Fas ligand-associated factor 3) (FLAF3) (Insulin receptor substrate p53/p58) (IRS-58) (IRSp53/58) (Insulin receptor substrate protein of 53 kDa) (IRSp53) (Insulin receptor substrate p53)BAIAP2 552 Homo sapiens (Human) 1.13 1.23 1.18 0.88 1.26 0.89 1.05 1.08 1.12 0.99 1.03 1.01 1.25 0.94 0.95 1.16 1.17 1.05 1.23 1.09 0.76 0.181 0.304 0.239 -0.190 0.331 -0.161 0.071 0.113 0.157 -0.020 0.045 0.009 0.323 -0.084 -0.079 0.219 0.232 0.065 0.295 0.120 -0.395

3.51 0.30 3.69 1.16 0.38 3.52 0.33 4.08 1.04 0.78 3.52 0.29 3.65 1.14 0.50 5.13 0.22 5.84 1.16 0.38 3.51 0.33 4.06 1.04 0.82 5.17 0.20 5.36 P31946 1433B_HUMANreviewed 14-3-3 protein beta/alpha (Protein 1054) (Protein kinase C inhibitor protein 1) (KCIP-1) [Cleaved into: 14-3-3 protein beta/alpha, N-terminally processed]YWHAB 246 Homo sapiens (Human) 1.23 0.83 1.14 1.04 1.08 1.06 1.19 1.13 1.12 1.19 1.05 0.83 1.00 1.06 1.02 1.05 1.10 1.18 1.03 1.12 1.05 0.302 -0.266 0.193 0.058 0.115 0.084 0.246 0.175 0.162 0.245 0.070 -0.262 0.004 0.084 0.032 0.073 0.137 0.235 0.046 0.163 0.067

1.47 0.56 1.20 2.24 0.01 1.43 1.57 3.19 0.89 0.33 1.50 0.59 1.33 1.17 0.28 1.60 0.73 1.87 1.19 0.49 2.40 0.49 2.85 1.15 0.42 1.81 0.63 2.08 P02763 A1AG1_HUMANreviewed Alpha-1-acid glycoprotein 1 (AGP 1) (Orosomucoid-1) (OMD 1)ORM1 AGP1 201 Homo sapiens (Human) 0.37 0.57 0.45 0.21 1.11 0.82 3.07 1.02 0.99 1.22 3.36 1.18 0.67 1.19 1.88 0.90 0.84 2.28 0.88 1.15 1.16 -1.432 -0.805 -1.150 -2.229 0.148 -0.279 1.620 0.032 -0.022 0.285 1.747 0.241 -0.587 0.247 0.908 -0.154 -0.257 1.186 -0.178 0.202 0.216

1.32 0.51 0.88 0.76 0.01 1.20 0.63 0.91 1.50 0.00 1.21 1.25 1.81 1.26 0.07 1.29 0.98 1.62 0.81 0.13 1.33 0.61 1.08 0.76 0.03 1.27 0.60 0.97 Q8IWA5 CTL2_HUMAN reviewed Choline transporter-like protein 2 (Solute carrier family 44 member 2)SLC44A2 CTL2 PSEC0210 706 Homo sapiens (Human) 1.59 2.38 2.56 1.07 0.95 0.68 1.15 0.60 1.24 0.83 0.96 0.70 0.72 0.76 0.96 1.44 0.96 0.77 1.50 1.24 0.77 0.668 1.250 1.356 0.095 -0.067 -0.563 0.197 -0.736 0.310 -0.264 -0.059 -0.510 -0.468 -0.387 -0.060 0.527 -0.061 -0.374 0.585 0.305 -0.376

1.13 0.81 1.04 1.51 0.00 1.14 1.33 1.73 0.92 0.09 1.10 0.83 1.01 1.61 0.00 1.10 1.46 1.78 1.36 0.04 1.33 1.02 1.81 1.66 0.00 1.17 1.42 1.95 P04196 HRG_HUMAN reviewed Histidine-rich glycoprotein (Histidine-proline-rich glycoprotein) (HPRG)HRG 525 Homo sapiens (Human) 0.32 0.47 0.61 0.50 0.64 0.93 1.73 1.69 1.30 1.39 1.82 1.68 0.71 0.66 3.93 0.93 0.62 1.54 0.92 1.59 1.68 -1.655 -1.092 -0.704 -1.003 -0.642 -0.109 0.788 0.754 0.383 0.478 0.861 0.748 -0.485 -0.592 1.975 -0.105 -0.680 0.622 -0.126 0.666 0.748

3.26 0.16 1.68 7.08 0.00 1.59 4.45 11.26 0.73 0.10 1.47 0.50 1.07 0.96 0.66 1.21 0.80 1.16 0.98 0.90 1.40 0.70 1.37 1.15 0.80 3.45 0.33 3.97 P08311 CATG_HUMAN reviewed Cathepsin G (CG) (EC 3.4.21.20)CTSG 255 Homo sapiens (Human) 0.17 0.22 0.19 0.30 1.20 0.52 0.20 0.28 0.31 1.01 0.51 0.25 0.24 1.32 0.40 0.24 0.42 7.19 0.73 0.95 1.16 -2.531 -2.173 -2.364 -1.753 0.268 -0.947 -2.351 -1.835 -1.711 0.008 -0.964 -1.977 -2.060 0.402 -1.338 -2.033 -1.266 2.847 -0.454 -0.080 0.220

1.15 0.66 0.88 0.67 0.01 1.31 0.51 0.88 1.13 0.08 1.15 0.98 1.29 1.06 0.35 1.15 0.92 1.22 0.73 0.00 1.19 0.62 0.87 0.81 0.01 1.15 0.71 0.93 P27487 DPP4_HUMAN reviewed Dipeptidyl peptidase 4 (EC 3.4.14.5) (ADABP) (Adenosine deaminase complexing protein 2) (ADCP-2) (Dipeptidyl peptidase IV) (DPP IV) (T-cell activation antigen CD26) (TP103) (CD antigen CD26) [Cleaved into: Dipeptidyl peptidase 4 membrane form (Dipeptidyl peptidase IV membrane form); Dipeptidyl peptidase 4 soluble form (Dipeptidyl peptidase IV soluble form)]DPP4 ADCP2 CD26 766 Homo sapiens (Human) 1.64 0.83 1.15 1.13 0.98 0.77 1.47 0.91 1.33 0.75 1.06 0.97 0.80 0.81 0.95 0.92 1.48 0.68 1.12 1.04 0.82 0.713 -0.273 0.206 0.181 -0.026 -0.378 0.559 -0.141 0.409 -0.409 0.091 -0.038 -0.316 -0.306 -0.081 -0.117 0.570 -0.549 0.167 0.058 -0.285

1.21 0.77 1.13 0.91 0.39 1.26 0.72 1.15 1.04 0.70 1.28 0.82 1.33 1.05 0.60 1.22 0.86 1.28 1.09 0.59 1.40 0.78 1.53 0.93 0.71 1.50 0.62 1.40 Q15582 BGH3_HUMAN reviewed Transforming growth factor-beta-induced protein ig-h3 (Beta ig-h3) (Kerato-epithelin) (RGD-containing collagen-associated protein) (RGD-CAP)TGFBI BIGH3 683 Homo sapiens (Human) 0.68 0.39 1.13 0.80 0.82 0.94 1.26 1.35 1.72 1.12 1.57 1.98 0.73 1.57 1.35 0.91 0.93 0.92 1.04 1.03 0.94 -0.553 -1.345 0.177 -0.327 -0.290 -0.087 0.331 0.436 0.785 0.159 0.653 0.983 -0.445 0.652 0.437 -0.133 -0.103 -0.113 0.057 0.046 -0.085

1.11 0.85 1.06 1.58 0.00 1.12 1.41 1.77 1.12 0.03 1.11 1.02 1.24 1.48 0.00 1.11 1.34 1.64 1.13 0.34 1.31 0.86 1.48 0.89 0.05 1.13 0.79 1.00 P05107 ITB2_HUMAN reviewed Integrin beta-2 (Cell surface adhesion glycoproteins LFA-1/CR3/p150,95 subunit beta) (Complement receptor C3 subunit beta) (CD antigen CD18)ITGB2 CD18 MFI7 769 Homo sapiens (Human) 0.52 0.87 0.90 0.80 0.85 0.95 1.31 1.82 1.50 1.16 1.10 1.29 0.90 1.14 1.17 0.88 1.33 1.61 1.12 1.46 0.90 -0.954 -0.202 -0.149 -0.327 -0.241 -0.067 0.388 0.864 0.590 0.211 0.133 0.364 -0.147 0.184 0.226 -0.187 0.417 0.686 0.162 0.543 -0.159

1.18 0.80 1.12 1.06 0.59 1.26 0.84 1.33 0.98 0.77 1.19 0.82 1.16 1.33 0.00 1.13 1.18 1.50 1.08 0.32 1.18 0.92 1.27 1.62 0.00 1.14 1.42 1.86 Q9Y3Z3 SAMH1_HUMANreviewed Deoxynucleoside triphosphate triphosphohydrolase SAMHD1 (dNTPase) (EC 3.1.5.-) (Dendritic cell-derived IFNG-induced protein) (DCIP) (Monocyte protein 5) (MOP-5) (SAM domain and HD domain-containing protein 1)SAMHD1 MOP5 626 Homo sapiens (Human) 0.86 0.50 1.07 0.92 1.00 0.96 0.83 1.18 1.05 1.11 1.01 1.10 1.05 1.03 1.12 1.09 1.46 1.07 0.97 1.31 1.64 -0.210 -0.999 0.104 -0.123 -0.001 -0.062 -0.265 0.238 0.070 0.148 0.011 0.142 0.075 0.037 0.158 0.125 0.547 0.104 -0.037 0.385 0.712

1.25 1.33 2.09 0.69 0.02 1.36 0.51 0.93 0.73 0.00 1.16 0.62 0.84 1.01 0.94 1.28 0.79 1.29 0.95 0.54 1.20 0.79 1.15 0.85 0.04 1.16 0.73 0.99 Q12923 PTN13_HUMANreviewed Tyrosine-protein phosphatase non-receptor type 13 (EC 3.1.3.48) (Fas-associated protein-tyrosine phosphatase 1) (FAP-1) (PTP-BAS) (Protein-tyrosine phosphatase 1E) (PTP-E1) (hPTPE1) (Protein-tyrosine phosphatase PTPL1)PTPN13 PNP1 PTP1E PTPL12485 Homo sapiens (Human) 1.65 0.98 0.59 1.14 1.08 1.68 1.80 0.85 0.80 0.98 0.52 0.90 1.43 0.93 0.61 1.18 0.93 0.70 0.72 0.99 0.86 0.720 -0.035 -0.757 0.190 0.106 0.748 0.851 -0.232 -0.327 -0.034 -0.939 -0.151 0.516 -0.105 -0.712 0.234 -0.107 -0.521 -0.468 -0.014 -0.220

1.76 0.43 1.32 0.77 0.30 1.94 0.40 1.49 1.29 0.06 1.30 0.99 1.68 0.75 0.06 1.35 0.56 1.02 0.81 0.17 1.44 0.57 1.17 0.61 0.07 1.79 0.34 1.09 Q687X5 STEA4_HUMANreviewed Metalloreductase STEAP4 (EC 1.16.1.-) (Six-transmembrane epithelial antigen of prostate 4) (SixTransMembrane protein of prostate 2) (Tumor necrosis factor, alpha-induced protein 9)STEAP4 STAMP2 TNFAIP9459 Homo sapiens (Human) 1.46 1.57 1.16 1.29 0.92 0.76 1.18 0.85 0.92 0.83 0.68 1.38 1.61 0.90 0.68 1.33 0.89 0.78 1.28 0.74 0.62 0.550 0.648 0.219 0.372 -0.123 -0.398 0.238 -0.238 -0.122 -0.261 -0.557 0.465 0.689 -0.160 -0.565 0.406 -0.163 -0.354 0.360 -0.432 -0.696

1.16 0.94 1.26 0.90 0.24 1.20 0.75 1.08 1.10 0.04 1.10 1.00 1.21 1.05 0.41 1.13 0.93 1.18 0.95 0.57 1.19 0.80 1.13 0.88 0.05 1.14 0.77 1.00 P50395 GDIB_HUMAN reviewed Rab GDP dissociation inhibitor beta (Rab GDI beta) (Guanosine diphosphate dissociation inhibitor 2) (GDI-2)GDI2 RABGDIB 445 Homo sapiens (Human) 1.20 1.08 1.16 0.85 1.11 1.10 1.03 1.06 0.98 0.98 1.04 0.99 1.29 1.04 0.97 1.14 1.19 0.92 1.10 1.03 0.88 0.263 0.113 0.220 -0.226 0.149 0.140 0.037 0.084 -0.032 -0.031 0.056 -0.009 0.371 0.053 -0.042 0.192 0.249 -0.127 0.134 0.044 -0.177

1.19 0.56 0.79 1.60 0.00 1.16 1.38 1.86 1.52 0.00 1.17 1.31 1.78 1.09 0.14 1.13 0.97 1.23 1.00 0.98 1.32 0.76 1.31 1.15 0.03 1.13 1.02 1.29 O14745 NHRF1_HUMANreviewed Na(+)/H(+) exchange regulatory cofactor NHE-RF1 (NHERF-1) (Ezrin-radixin-moesin-binding phosphoprotein 50) (EBP50) (Regulatory cofactor of Na(+)/H(+) exchanger) (Sodium-hydrogen exchanger regulatory factor 1) (Solute carrier family 9 isoform A3 regulatory factor 1)SLC9A3R1 NHERF NHERF1358 Homo sapiens (Human) 1.27 1.05 1.00 0.89 1.33 0.67 0.80 0.92 0.95 1.02 0.80 0.79 1.37 0.74 0.59 1.22 1.32 1.63 1.52 1.07 1.16 0.348 0.069 0.002 -0.169 0.409 -0.574 -0.325 -0.123 -0.067 0.032 -0.318 -0.344 0.454 -0.429 -0.773 0.289 0.406 0.702 0.604 0.101 0.211

2.76 0.23 1.75 5.61 0.00 1.42 3.94 7.97 0.68 0.07 1.56 0.44 1.06 0.67 0.06 1.52 0.44 1.01 0.73 0.22 1.77 0.41 1.29 0.93 0.65 1.45 0.64 1.35 P05109 S10A8_HUMANreviewed Protein S100-A8 (Calgranulin-A) (Calprotectin L1L subunit) (Cystic fibrosis antigen) (CFAG) (Leukocyte L1 complex light chain) (Migration inhibitory factor-related protein 8) (MRP-8) (p8) (S100 calcium-binding protein A8) (Urinary stone protein band A) [Cleaved into: Protein S100-A8, N-terminally processed]S100A8 CAGA CFAG MRP8 93 Homo sapiens (Human) 0.17 0.44 0.37 0.27 1.00 0.64 0.25 0.33 0.65 0.75 0.57 0.37 0.50 0.98 0.44 0.37 0.87 5.70 0.68 0.66 0.94 -2.574 -1.179 -1.440 -1.873 -0.007 -0.640 -1.989 -1.580 -0.628 -0.416 -0.822 -1.448 -0.990 -0.023 -1.191 -1.445 -0.197 2.510 -0.566 -0.609 -0.087

1.15 0.84 1.11 0.88 0.18 1.21 0.73 1.07 0.68 0.00 1.17 0.58 0.80 0.69 0.00 1.25 0.56 0.87 0.78 0.04 1.26 0.62 0.98 0.85 0.11 1.23 0.69 1.04 P40227 TCPZ_HUMAN reviewed T-complex protein 1 subunit zeta (TCP-1-zeta) (Acute morphine dependence-related protein 2) (CCT-zeta-1) (HTR3) (Tcp20)CCT6A CCT6 CCTZ 531 Homo sapiens (Human) 1.07 0.93 0.88 2.01 1.85 0.98 0.66 0.75 0.91 0.80 0.85 0.89 0.86 0.76 0.69 0.88 0.84 0.90 0.68 0.68 0.86 0.096 -0.102 -0.176 1.009 0.889 -0.036 -0.592 -0.414 -0.133 -0.329 -0.231 -0.174 -0.214 -0.393 -0.525 -0.182 -0.259 -0.158 -0.551 -0.550 -0.222

1.16 0.90 1.20 0.84 0.13 1.26 0.67 1.06 0.89 0.05 1.12 0.80 1.00 1.27 0.00 1.17 1.09 1.48 1.21 0.03 1.18 1.02 1.43 2.40 0.00 1.33 1.80 3.20 P00734 THRB_HUMAN reviewed Prothrombin (EC 3.4.21.5) (Coagulation factor II) [Cleaved into: Activation peptide fragment 1; Activation peptide fragment 2; Thrombin light chain; Thrombin heavy chain]F2 622 Homo sapiens (Human) 0.44 0.39 0.51 0.48 0.52 1.05 1.99 1.63 1.17 1.24 1.85 1.58 1.00 1.47 1.97 0.61 1.11 0.86 0.89 1.25 2.43 -1.170 -1.377 -0.973 -1.070 -0.943 0.065 0.996 0.703 0.220 0.310 0.884 0.664 0.007 0.559 0.979 -0.723 0.156 -0.224 -0.165 0.322 1.280

1.11 1.03 1.25 1.16 0.04 1.15 1.01 1.33 1.10 0.07 1.10 0.99 1.21 1.01 0.85 1.10 0.91 1.11 1.22 0.02 1.18 1.03 1.45 2.63 0.00 1.25 2.10 3.29 P23381 SYWC_HUMAN reviewed Tryptophan--tRNA ligase, cytoplasmic (EC 6.1.1.2) (Interferon-induced protein 53) (IFP53) (Tryptophanyl-tRNA synthetase) (TrpRS) (hWRS) [Cleaved into: T1-TrpRS; T2-TrpRS]WARS IFI53 WRS 471 Homo sapiens (Human) 0.66 0.39 0.72 0.77 0.74 1.14 0.97 1.21 0.91 1.25 1.45 0.90 1.09 1.24 1.36 0.77 1.03 1.18 1.09 0.99 2.66 -0.589 -1.369 -0.474 -0.370 -0.439 0.194 -0.050 0.271 -0.136 0.326 0.532 -0.155 0.123 0.311 0.440 -0.372 0.037 0.239 0.128 -0.012 1.410

1.67 0.53 1.49 1.32 0.03 1.27 1.04 1.67 1.45 0.00 1.13 1.28 1.63 1.23 0.00 1.13 1.09 1.38 0.97 0.78 1.24 0.79 1.20 0.81 0.01 1.15 0.70 0.93 Q6UXY8 TMC5_HUMANreviewed Transmembrane channel-like protein 5TMC5 UNQ8238/PRO336041006 Homo sapiens (Human) 1.28 1.28 1.21 0.95 1.30 0.90 0.89 0.85 0.91 1.00 0.77 1.10 1.18 1.12 0.63 0.98 1.07 1.34 1.44 1.21 0.82 0.352 0.352 0.272 -0.072 0.378 -0.149 -0.166 -0.241 -0.130 -0.002 -0.369 0.135 0.245 0.158 -0.673 -0.026 0.100 0.422 0.529 0.271 -0.292

1.29 0.73 1.21 0.70 0.01 1.24 0.56 0.87 1.14 0.13 1.19 0.96 1.35 1.31 0.01 1.21 1.08 1.58 1.01 0.94 1.36 0.74 1.37 0.96 0.66 1.24 0.77 1.19 Q9BW04 SARG_HUMAN reviewed Specifically androgen-regulated gene proteinSARG C1orf116 601 Homo sapiens (Human) 1.68 1.37 1.95 0.85 1.15 0.95 1.12 0.66 1.04 1.04 0.85 0.77 0.94 0.83 0.86 1.23 0.83 0.71 1.13 1.28 0.97 0.746 0.450 0.961 -0.231 0.196 -0.071 0.168 -0.589 0.055 0.052 -0.243 -0.376 -0.095 -0.261 -0.221 0.298 -0.276 -0.495 0.179 0.359 -0.048

1.15 0.80 1.06 1.03 0.61 1.11 0.92 1.14 1.17 0.01 1.11 1.05 1.30 1.11 0.09 1.13 0.98 1.25 0.99 0.90 1.21 0.81 1.20 1.12 0.29 1.25 0.89 1.39 O43795 MYO1B_HUMANreviewed Unconventional myosin-Ib (MYH-1c) (Myosin I alpha) (MMI-alpha) (MMIa)MYO1B 1136 Homo sapiens (Human) 1.03 1.00 0.97 0.83 0.95 0.93 0.88 1.02 1.24 1.01 1.22 1.09 1.16 1.17 0.97 1.13 1.27 1.04 1.17 1.09 1.13 0.042 -0.002 -0.041 -0.264 -0.081 -0.103 -0.179 0.032 0.312 0.021 0.290 0.128 0.211 0.224 -0.051 0.173 0.347 0.059 0.222 0.124 0.172

1.13 0.75 0.97 1.55 0.00 1.28 1.21 1.99 1.17 0.02 1.13 1.04 1.32 1.35 0.00 1.14 1.18 1.53 0.91 0.23 1.17 0.78 1.07 1.05 0.34 1.11 0.94 1.17 P00338 LDHA_HUMAN reviewed L-lactate dehydrogenase A chain (LDH-A) (EC 1.1.1.27) (Cell proliferation-inducing gene 19 protein) (LDH muscle subunit) (LDH-M) (Renal carcinoma antigen NY-REN-59)LDHA PIG19 332 Homo sapiens (Human) 1.13 0.78 0.83 0.99 0.99 0.86 0.88 0.97 0.89 0.94 0.98 1.02 1.32 1.05 1.02 0.99 0.96 1.58 1.17 1.32 1.06 0.183 -0.357 -0.267 -0.011 -0.010 -0.216 -0.193 -0.050 -0.175 -0.096 -0.027 0.024 0.401 0.064 0.025 -0.019 -0.063 0.658 0.225 0.404 0.084

2.25 0.21 1.07 7.40 0.00 1.39 5.32 10.29 0.54 0.27 3.26 0.17 1.76 0.67 0.00 1.28 0.53 0.86 1.00 0.97 1.34 0.74 1.33 1.25 0.36 1.70 0.74 2.13 P11678 PERE_HUMAN reviewed Eosinophil peroxidase (EPO) (EC 1.11.1.7) [Cleaved into: Eosinophil peroxidase light chain; Eosinophil peroxidase heavy chain]EPX EPER EPO EPP 715 Homo sapiens (Human) 0.08 0.29 0.59 0.52 0.49 0.48 0.14 0.81 1.13 1.02 0.53 0.32 0.49 1.52 2.34 0.46 1.22 7.52 0.54 0.66 1.27 -3.654 -1.803 -0.771 -0.942 -1.029 -1.058 -2.831 -0.299 0.173 0.030 -0.923 -1.641 -1.038 0.603 1.226 -1.121 0.289 2.910 -0.895 -0.601 0.340

1.40 0.97 1.91 1.06 0.43 1.18 0.90 1.25 0.88 0.14 1.21 0.72 1.06 0.87 0.15 1.22 0.72 1.06 0.95 0.64 1.26 0.76 1.20 1.13 0.44 1.41 0.80 1.59 P22314 UBA1_HUMAN reviewed Ubiquitin-like modifier-activating enzyme 1 (Protein A1S9) (Ubiquitin-activating enzyme E1)UBA1 A1S9T UBE1 1058 Homo sapiens (Human) 1.57 0.77 1.19 1.05 1.10 1.37 1.01 1.12 1.08 0.98 0.85 1.06 1.45 0.96 0.81 1.05 1.20 1.08 0.87 0.86 1.14 0.650 -0.369 0.252 0.069 0.137 0.459 0.015 0.164 0.113 -0.032 -0.234 0.081 0.535 -0.060 -0.300 0.068 0.263 0.107 -0.196 -0.218 0.188

1.22 0.74 1.09 0.80 0.04 1.22 0.66 0.98 1.19 0.45 1.77 0.67 2.10 1.20 0.31 1.54 0.78 1.84 0.91 0.26 1.22 0.75 1.11 0.77 0.21 1.63 0.47 1.26 P50148 GNAQ_HUMANreviewed Guanine nucleotide-binding protein G(q) subunit alpha (Guanine nucleotide-binding protein alpha-q)GNAQ GAQ 359 Homo sapiens (Human) 1.39 1.47 1.53 1.00 1.10 0.90 1.15 0.90 1.19 0.94 1.05 0.99 1.21 0.88 0.97 1.22 1.13 0.82 1.18 1.18 0.78 0.477 0.559 0.613 0.007 0.136 -0.147 0.199 -0.154 0.254 -0.097 0.065 -0.018 0.273 -0.190 -0.045 0.285 0.182 -0.290 0.243 0.235 -0.364

1.51 0.58 1.32 1.15 0.61 2.18 0.53 2.50 1.18 0.12 1.27 0.93 1.50 1.07 0.43 1.27 0.84 1.36 0.76 0.07 1.37 0.55 1.04 0.82 0.09 1.30 0.63 1.07 P62879 GBB2_HUMAN reviewed Guanine nucleotide-binding protein G(I)/G(S)/G(T) subunit beta-2 (G protein subunit beta-2) (Transducin beta chain 2)GNB2 340 Homo sapiens (Human) 0.99 1.11 1.27 1.02 1.15 0.88 0.94 0.82 1.05 0.78 1.17 0.97 0.98 0.86 0.99 1.34 1.19 1.17 1.17 1.05 0.83 -0.011 0.151 0.348 0.022 0.201 -0.185 -0.091 -0.285 0.070 -0.363 0.222 -0.044 -0.028 -0.216 -0.008 0.418 0.249 0.222 0.232 0.075 -0.272

1.25 0.39 0.61 2.48 0.00 1.41 1.75 3.50 1.57 0.00 1.20 1.31 1.88 1.05 0.58 1.22 0.86 1.28 1.15 0.35 1.38 0.83 1.60 1.57 0.21 2.13 0.74 3.34 Q99102 MUC4_HUMANreviewed Mucin-4 (MUC-4) (Ascites sialoglycoprotein) (ASGP) (Pancreatic adenocarcinoma mucin) (Testis mucin) (Tracheobronchial mucin) [Cleaved into: Mucin-4 alpha chain (Ascites sialoglycoprotein 1) (ASGP-1); Mucin-4 beta chain (Ascites sialoglycoprotein 2) (ASGP-2)]MUC4 2169 Homo sapiens (Human) 0.60 0.84 0.50 0.60 1.16 0.49 0.53 0.90 0.72 1.18 0.89 1.10 2.15 0.96 0.50 0.93 0.93 2.52 1.57 1.03 1.59 -0.737 -0.258 -1.001 -0.731 0.220 -1.021 -0.912 -0.153 -0.482 0.243 -0.175 0.138 1.107 -0.057 -0.995 -0.105 -0.102 1.332 0.646 0.049 0.667

1.22 0.57 0.85 0.92 0.61 1.46 0.63 1.33 0.88 0.44 1.45 0.61 1.27 1.18 0.20 1.32 0.90 1.56 1.16 0.34 1.39 0.83 1.60 2.66 0.00 1.50 1.78 3.98 P02765 FETUA_HUMANreviewed Alpha-2-HS-glycoprotein (Alpha-2-Z-globulin) (Ba-alpha-2-glycoprotein) (Fetuin-A) [Cleaved into: Alpha-2-HS-glycoprotein chain A; Alpha-2-HS-glycoprotein chain B]AHSG FETUA PRO2743 367 Homo sapiens (Human) 0.63 0.49 0.44 0.34 0.49 0.70 2.56 1.73 1.26 1.19 1.80 1.50 0.59 1.66 3.06 0.69 0.87 0.93 0.87 1.16 2.68 -0.662 -1.042 -1.171 -1.566 -1.036 -0.508 1.357 0.795 0.336 0.246 0.849 0.586 -0.759 0.732 1.615 -0.530 -0.204 -0.103 -0.194 0.220 1.424

1.27 0.68 1.09 1.35 0.02 1.26 1.07 1.70 1.14 0.06 1.15 0.99 1.31 1.21 0.02 1.15 1.05 1.40 1.00 0.99 1.20 0.83 1.20 1.01 0.89 1.20 0.84 1.21 O75083 WDR1_HUMANreviewed WD repeat-containing protein 1 (Actin-interacting protein 1) (AIP1) (NORI-1)WDR1 606 Homo sapiens (Human) 1.65 0.75 1.22 0.66 1.00 0.87 1.03 1.04 1.02 1.03 1.04 1.29 1.36 1.14 1.01 1.22 1.01 1.37 1.14 1.19 1.02 0.727 -0.419 0.289 -0.607 -0.003 -0.202 0.047 0.051 0.026 0.039 0.056 0.362 0.444 0.188 0.010 0.288 0.020 0.452 0.184 0.255 0.030

1.19 0.80 1.13 0.84 0.14 1.27 0.66 1.07 0.63 0.00 1.25 0.51 0.79 0.65 0.00 1.27 0.51 0.83 0.71 0.01 1.28 0.56 0.91 0.83 0.01 1.13 0.73 0.94 P50991 TCPD_HUMAN reviewed T-complex protein 1 subunit delta (TCP-1-delta) (CCT-delta) (Stimulator of TAR RNA-binding)CCT4 CCTD SRB 539 Homo sapiens (Human) 1.41 1.04 0.75 1.95 2.13 0.96 0.75 0.78 0.77 0.73 0.75 0.70 0.96 0.69 0.73 0.85 0.88 0.85 0.63 0.64 0.84 0.499 0.061 -0.413 0.961 1.089 -0.059 -0.419 -0.365 -0.376 -0.454 -0.425 -0.508 -0.059 -0.539 -0.448 -0.234 -0.183 -0.230 -0.661 -0.643 -0.255

1.33 0.54 0.95 0.68 0.01 1.27 0.53 0.86 0.75 0.02 1.25 0.60 0.94 0.89 0.26 1.25 0.71 1.11 0.89 0.38 1.35 0.66 1.20 0.96 0.65 1.24 0.78 1.18 Q99536 VAT1_HUMAN reviewed Synaptic vesicle membrane protein VAT-1 homolog (EC 1.-.-.-)VAT1 393 Homo sapiens (Human) 0.63 0.76 0.77 2.21 1.07 0.72 0.65 0.96 0.91 0.91 1.03 0.96 0.98 0.66 1.05 0.76 0.73 0.69 0.75 0.88 0.97 -0.664 -0.405 -0.381 1.142 0.103 -0.470 -0.629 -0.064 -0.130 -0.136 0.040 -0.054 -0.032 -0.594 0.074 -0.387 -0.452 -0.533 -0.416 -0.191 -0.048

1.24 0.80 1.23 0.90 0.59 1.53 0.59 1.37 0.59 0.18 2.26 0.26 1.33 0.76 0.04 1.29 0.59 0.99 0.87 0.37 1.41 0.62 1.22 1.04 0.80 1.36 0.76 1.41 Q13200 PSMD2_HUMANreviewed 26S proteasome non-ATPase regulatory subunit 2 (26S proteasome regulatory subunit RPN1) (26S proteasome regulatory subunit S2) (26S proteasome subunit p97) (Protein 55.11) (Tumor necrosis factor type 1 receptor-associated protein 2)PSMD2 TRAP2 908 Homo sapiens (Human) 0.97 1.23 0.75 2.00 1.31 1.00 0.67 0.72 0.82 0.89 0.98 0.92 0.89 0.86 1.09 0.81 0.88 0.91 0.58 0.75 1.05 -0.046 0.294 -0.413 0.998 0.393 0.000 -0.575 -0.469 -0.283 -0.170 -0.034 -0.122 -0.167 -0.217 0.124 -0.305 -0.191 -0.130 -0.776 -0.414 0.066

1.20 0.69 0.99 0.98 0.84 1.21 0.81 1.19 1.02 0.70 1.15 0.89 1.18 1.09 0.18 1.14 0.95 1.24 1.03 0.82 1.40 0.74 1.45 0.90 0.14 1.15 0.78 1.04 Q96TA1 NIBL1_HUMAN reviewed Niban-like protein 1 (Meg-3) (Melanoma invasion by ERK) (MINERVA) (Protein FAM129B)FAM129B C9orf88 746 Homo sapiens (Human) 1.29 1.00 1.26 0.88 1.12 0.84 1.23 1.09 1.18 1.06 1.08 1.00 1.08 1.15 1.03 1.13 1.18 1.00 1.02 1.07 0.91 0.364 -0.006 0.338 -0.184 0.166 -0.257 0.299 0.131 0.239 0.085 0.107 0.000 0.110 0.197 0.041 0.173 0.240 -0.001 0.030 0.094 -0.131

1.18 0.81 1.12 1.10 0.20 1.18 0.93 1.30 1.16 0.07 1.18 0.98 1.37 1.61 0.01 1.30 1.24 2.08 0.89 0.35 1.34 0.66 1.19 1.33 0.01 1.22 1.09 1.62 O75882 ATRN_HUMAN reviewed Attractin (DPPT-L) (Mahogany homolog)ATRN KIAA0548 MGCA 1429 Homo sapiens (Human) 0.72 1.12 1.12 0.57 0.99 0.96 1.25 1.09 1.12 0.91 1.36 1.29 1.10 1.33 1.40 1.13 0.82 1.12 1.16 1.58 1.34 -0.478 0.158 0.159 -0.805 -0.019 -0.056 0.325 0.126 0.161 -0.133 0.445 0.363 0.134 0.412 0.484 0.174 -0.291 0.160 0.210 0.658 0.424

1.95 0.77 2.93 0.84 0.30 1.71 0.49 1.44 0.80 0.13 1.45 0.55 1.17 0.85 0.21 1.46 0.58 1.24 1.25 0.56 4.13 0.30 5.17 1.01 0.94 1.45 0.69 1.47 O75874 IDHC_HUMAN reviewed Isocitrate dehydrogenase [NADP] cytoplasmic (IDH) (EC 1.1.1.42) (Cytosolic NADP-isocitrate dehydrogenase) (IDP) (NADP(+)-specific ICDH) (Oxalosuccinate decarboxylase)IDH1 PICD 414 Homo sapiens (Human) 1.28 1.15 1.26 1.01 1.04 1.52 0.86 0.92 0.93 1.29 0.86 1.00 1.65 1.06 0.83 0.94 1.00 0.85 0.80 0.84 1.02 0.355 0.205 0.330 0.007 0.058 0.600 -0.212 -0.115 -0.105 0.363 -0.226 0.002 0.724 0.082 -0.263 -0.082 0.005 -0.228 -0.319 -0.258 0.025

1.17 0.91 1.24 0.78 0.11 1.38 0.56 1.07 0.64 0.00 1.22 0.52 0.78 0.67 0.00 1.20 0.56 0.80 0.68 0.00 1.19 0.57 0.81 0.96 0.57 1.18 0.81 1.13 P50990 TCPQ_HUMAN reviewed T-complex protein 1 subunit theta (TCP-1-theta) (CCT-theta) (Renal carcinoma antigen NY-REN-15)CCT8 C21orf112 CCTQ KIAA0002548 Homo sapiens (Human) 1.20 1.07 0.68 1.84 1.94 1.07 0.77 0.88 0.93 0.70 0.66 0.76 0.93 0.79 0.61 0.85 0.75 0.79 0.64 0.66 0.97 0.268 0.093 -0.557 0.881 0.952 0.104 -0.385 -0.189 -0.102 -0.519 -0.595 -0.401 -0.106 -0.343 -0.716 -0.242 -0.407 -0.341 -0.651 -0.604 -0.049

1.28 0.56 0.91 0.94 0.42 1.22 0.77 1.15 0.98 0.74 1.22 0.80 1.19 1.02 0.89 1.49 0.69 1.53 0.92 0.44 1.30 0.71 1.20 1.05 0.82 1.85 0.57 1.95 P17858 K6PL_HUMAN reviewed 6-phosphofructokinase, liver type (EC 2.7.1.11) (Phosphofructo-1-kinase isozyme B) (PFK-B) (Phosphofructokinase 1) (Phosphohexokinase)PFKL 780 Homo sapiens (Human) 0.77 0.92 0.87 2.00 1.00 0.72 0.83 0.93 0.86 0.95 1.09 0.89 0.92 0.84 1.11 0.81 0.82 0.95 0.97 1.01 1.06 -0.369 -0.117 -0.198 1.001 -0.005 -0.477 -0.262 -0.102 -0.221 -0.080 0.118 -0.173 -0.121 -0.251 0.156 -0.310 -0.289 -0.070 -0.041 0.007 0.090

1.41 0.65 1.30 1.26 0.09 1.33 0.94 1.67 1.04 0.60 1.26 0.83 1.32 0.92 0.35 1.26 0.73 1.17 0.95 0.62 1.32 0.72 1.26 0.87 0.15 1.26 0.69 1.10 P60174 TPIS_HUMAN reviewed Triosephosphate isomerase (TIM) (EC 5.3.1.1) (Triose-phosphate isomerase)TPI1 TPI 286 Homo sapiens (Human) 1.31 0.92 1.12 0.91 1.20 0.93 0.91 1.01 0.89 0.98 0.84 1.22 1.32 1.01 0.79 0.93 1.32 1.28 1.04 0.91 0.88 0.390 -0.125 0.165 -0.138 0.262 -0.108 -0.139 0.010 -0.176 -0.031 -0.248 0.287 0.401 0.008 -0.340 -0.107 0.404 0.352 0.057 -0.141 -0.189

1.17 0.66 0.91 0.80 0.29 1.60 0.50 1.27 1.07 0.26 1.13 0.94 1.21 1.35 0.01 1.22 1.11 1.66 0.87 0.26 1.30 0.67 1.13 0.85 0.14 1.27 0.67 1.07 Q9P265 DIP2B_HUMANreviewed Disco-interacting protein 2 homolog B (DIP2 homolog B)DIP2B KIAA1463 1576 Homo sapiens (Human) 1.88 1.61 2.20 1.10 0.95 0.78 0.98 0.66 1.08 0.90 1.15 0.73 0.62 1.03 0.93 1.10 0.82 0.81 1.06 1.33 0.86 0.912 0.690 1.139 0.143 -0.069 -0.352 -0.023 -0.600 0.112 -0.159 0.206 -0.458 -0.679 0.046 -0.098 0.135 -0.293 -0.303 0.091 0.413 -0.224

1.57 0.52 1.28 1.06 0.57 1.46 0.73 1.55 1.33 0.16 1.76 0.76 2.35 1.14 0.27 1.46 0.78 1.67 1.38 0.11 1.62 0.85 2.23 0.78 0.10 1.46 0.53 1.13 P29992 GNA11_HUMANreviewed Guanine nucleotide-binding protein subunit alpha-11 (G alpha-11) (G-protein subunit alpha-11) (Guanine nucleotide-binding protein G(y) subunit alpha)GNA11 GA11 359 Homo sapiens (Human) 1.44 1.31 1.27 0.95 1.21 0.82 0.93 0.90 1.22 1.41 1.14 0.99 1.29 0.83 1.06 1.25 1.14 1.08 1.33 1.12 0.78 0.530 0.387 0.349 -0.076 0.278 -0.278 -0.111 -0.146 0.291 0.496 0.187 -0.013 0.367 -0.272 0.088 0.321 0.190 0.108 0.411 0.167 -0.352

3.92 0.13 2.03 2.73 0.07 4.16 0.66 11.36 2.52 0.10 5.94 0.42 14.94 0.48 0.17 13.46 0.04 6.49 0.71 0.25 6.12 0.12 4.34 0.48 0.28 74.43 0.01 36.09 P13761 2B17_HUMAN reviewed HLA class II histocompatibility antigen, DRB1-7 beta chain (MHC class II antigen DRB1*7) (DR-7) (DR7)HLA-DRB1 266 Homo sapiens (Human) 0.24 0.26 0.45 2.71 0.29 0.52 0.21 0.31 0.77 0.73 0.77 0.37 4.15 0.42 0.74 0.37 0.35 2.77 2.51 0.47 0.49 -2.067 -1.968 -1.153 1.437 -1.776 -0.937 -2.273 -1.692 -0.371 -0.460 -0.372 -1.416 2.054 -1.252 -0.430 -1.448 -1.513 1.472 1.327 -1.077 -1.030

1.09 0.92 1.10 1.20 0.01 1.13 1.06 1.36 1.24 0.00 1.09 1.13 1.35 1.60 0.00 1.09 1.47 1.75 1.30 0.01 1.21 1.07 1.57 1.69 0.00 1.14 1.49 1.93 P07358 CO8B_HUMAN reviewed Complement component C8 beta chain (Complement component 8 subunit beta)C8B 591 Homo sapiens (Human) 0.53 0.38 0.63 0.45 0.56 1.02 1.69 1.82 1.39 1.33 2.14 1.32 0.91 1.24 2.75 0.73 0.90 1.22 1.23 1.57 1.71 -0.922 -1.412 -0.665 -1.138 -0.842 0.022 0.755 0.865 0.473 0.413 1.099 0.398 -0.132 0.310 1.461 -0.463 -0.154 0.289 0.302 0.654 0.775

1.21 0.64 0.93 0.97 0.84 1.35 0.72 1.32 1.01 0.92 1.16 0.87 1.17 1.14 0.07 1.16 0.99 1.33 1.18 0.28 1.42 0.84 1.68 1.37 0.00 1.16 1.18 1.58 P01019 ANGT_HUMAN reviewed Angiotensinogen (Serpin A8) [Cleaved into: Angiotensin-1 (Angiotensin 1-10) (Angiotensin I) (Ang I); Angiotensin-2 (Angiotensin 1-8) (Angiotensin II) (Ang II); Angiotensin-3 (Angiotensin 2-8) (Angiotensin III) (Ang III) (Des-Asp[1]-angiotensin II); Angiotensin-4 (Angiotensin 3-8) (Angiotensin IV) (Ang IV); Angiotensin 1-9; Angiotensin 1-7; Angiotensin 1-5; Angiotensin 1-4]AGT SERPINA8 485 Homo sapiens (Human) 2.28 0.69 0.64 0.48 0.64 0.78 1.72 1.03 1.13 1.21 1.75 1.25 0.98 1.12 2.35 1.13 0.85 0.99 1.00 1.13 1.38 1.191 -0.530 -0.639 -1.058 -0.640 -0.366 0.783 0.044 0.182 0.280 0.811 0.327 -0.024 0.167 1.232 0.177 -0.235 -0.013 0.005 0.170 0.464

1.14 0.73 0.96 1.04 0.61 1.18 0.88 1.23 1.17 0.01 1.10 1.06 1.29 1.66 0.00 1.13 1.47 1.86 1.12 0.58 1.54 0.73 1.72 2.92 0.00 1.29 2.27 3.77 P02748 CO9_HUMAN reviewed Complement component C9 [Cleaved into: Complement component C9a; Complement component C9b]C9 559 Homo sapiens (Human) 0.54 0.29 0.33 0.31 0.49 0.84 1.70 1.68 1.11 1.15 2.62 1.58 0.64 1.19 2.69 0.42 0.80 1.06 1.16 1.63 2.95 -0.884 -1.782 -1.604 -1.696 -1.037 -0.244 0.769 0.747 0.154 0.199 1.392 0.664 -0.643 0.246 1.426 -1.238 -0.330 0.082 0.217 0.702 1.561

1.19 1.15 1.64 0.61 0.00 1.21 0.50 0.74 1.11 0.09 1.13 0.98 1.25 0.65 0.00 1.12 0.58 0.73 1.11 0.21 1.19 0.93 1.31 0.58 0.00 1.17 0.49 0.68 P09210 GSTA2_HUMANreviewed Glutathione S-transferase A2 (EC 2.5.1.18) (GST HA subunit 2) (GST class-alpha member 2) (GST-gamma) (GSTA2-2) (GTH2)GSTA2 GST2 222 Homo sapiens (Human) 1.59 1.07 0.95 0.89 1.22 1.39 0.76 1.68 0.91 1.14 0.60 1.09 1.80 0.66 0.53 1.15 1.50 0.62 1.10 0.64 0.58 0.665 0.092 -0.073 -0.160 0.292 0.473 -0.388 0.750 -0.141 0.183 -0.738 0.129 0.847 -0.593 -0.907 0.204 0.583 -0.692 0.141 -0.651 -0.781

1.15 0.99 1.32 1.16 0.50 1.60 0.72 1.85 0.80 0.01 1.15 0.70 0.92 0.89 0.10 1.16 0.76 1.03 1.03 0.80 1.25 0.82 1.28 2.08 0.00 1.32 1.57 2.75 P19971 TYPH_HUMAN reviewed Thymidine phosphorylase (TP) (EC 2.4.2.4) (Gliostatin) (Platelet-derived endothelial cell growth factor) (PD-ECGF) (TdRPase)TYMP ECGF1 482 Homo sapiens (Human) 0.72 0.45 0.93 0.93 0.73 1.16 0.76 1.29 1.00 1.05 1.36 0.91 1.14 1.09 0.87 0.83 1.23 1.18 0.80 0.87 2.10 -0.477 -1.147 -0.098 -0.112 -0.446 0.210 -0.397 0.370 0.005 0.073 0.446 -0.134 0.183 0.125 -0.206 -0.260 0.304 0.233 -0.325 -0.198 1.071

1.25 0.89 1.40 0.49 0.04 1.98 0.25 0.96 0.57 0.03 1.62 0.35 0.92 0.57 0.03 1.60 0.36 0.92 0.76 0.04 1.29 0.59 0.98 0.71 0.17 1.75 0.41 1.25 P36578 RL4_HUMAN reviewed 60S ribosomal protein L4 (60S ribosomal protein L1)RPL4 RPL1 427 Homo sapiens (Human) 0.53 0.61 0.67 3.01 1.09 1.13 0.61 1.01 0.75 0.78 0.72 0.71 0.80 0.54 0.60 1.05 0.97 0.49 0.57 0.56 0.72 -0.909 -0.710 -0.568 1.588 0.126 0.176 -0.721 0.017 -0.412 -0.359 -0.477 -0.494 -0.325 -0.886 -0.725 0.070 -0.042 -1.018 -0.815 -0.824 -0.471

1.18 1.29 1.81 1.03 0.76 1.22 0.84 1.25 0.65 0.00 1.23 0.53 0.80 0.70 0.00 1.20 0.59 0.85 0.75 0.00 1.13 0.66 0.85 1.44 0.00 1.15 1.25 1.66 Q01518 CAP1_HUMAN reviewed Adenylyl cyclase-associated protein 1 (CAP 1)CAP1 CAP 475 Homo sapiens (Human) 0.61 1.07 0.80 1.98 1.07 1.54 0.58 0.72 0.81 0.77 0.97 0.77 1.10 0.98 0.76 0.67 0.83 1.04 0.65 0.69 1.45 -0.708 0.092 -0.321 0.986 0.092 0.627 -0.774 -0.482 -0.298 -0.377 -0.048 -0.382 0.144 -0.023 -0.388 -0.567 -0.268 0.061 -0.626 -0.531 0.540

1.16 0.82 1.10 0.90 0.34 1.27 0.71 1.14 1.09 0.12 1.11 0.98 1.21 1.14 0.02 1.11 1.02 1.27 0.99 0.86 1.11 0.89 1.10 0.88 0.12 1.19 0.74 1.04 P07195 LDHB_HUMAN reviewed L-lactate dehydrogenase B chain (LDH-B) (EC 1.1.1.27) (LDH heart subunit) (LDH-H) (Renal carcinoma antigen NY-REN-46)LDHB 334 Homo sapiens (Human) 1.59 0.90 0.99 1.00 1.05 0.96 0.93 1.03 0.76 1.02 0.72 1.09 1.35 0.96 0.78 1.13 1.10 0.92 1.08 1.12 0.89 0.666 -0.152 -0.015 0.000 0.069 -0.066 -0.101 0.049 -0.396 0.024 -0.479 0.125 0.431 -0.053 -0.362 0.177 0.139 -0.128 0.113 0.163 -0.175

1.16 0.92 1.24 0.80 0.01 1.16 0.70 0.93 1.11 0.09 1.14 0.98 1.27 1.43 0.00 1.19 1.20 1.69 1.04 0.48 1.14 0.92 1.18 0.97 0.60 1.15 0.84 1.11 P25311 ZA2G_HUMAN reviewed Zinc-alpha-2-glycoprotein (Zn-alpha-2-GP) (Zn-alpha-2-glycoprotein)AZGP1 ZAG ZNGP1 298 Homo sapiens (Human) 0.61 0.93 1.20 0.56 0.88 1.08 3.42 0.83 1.19 1.07 2.25 0.80 0.97 0.80 1.89 1.33 0.80 0.82 1.11 1.40 0.98 -0.713 -0.104 0.263 -0.839 -0.181 0.106 1.776 -0.268 0.255 0.095 1.173 -0.321 -0.047 -0.315 0.916 0.412 -0.323 -0.290 0.150 0.488 -0.033

1.17 0.73 1.00 1.32 0.00 1.11 1.19 1.46 0.86 0.05 1.15 0.75 1.00 1.31 0.00 1.11 1.19 1.46 1.09 0.30 1.20 0.91 1.30 1.25 0.01 1.16 1.08 1.44 P43652 AFAM_HUMANreviewed Afamin (Alpha-albumin) (Alpha-Alb)AFM ALB2 ALBA 599 Homo sapiens (Human) 0.57 0.77 0.57 0.34 0.74 0.87 1.77 1.40 1.29 1.12 1.47 1.82 1.23 1.37 1.95 1.01 0.82 1.34 0.86 1.29 1.26 -0.808 -0.368 -0.803 -1.538 -0.426 -0.208 0.822 0.481 0.372 0.162 0.554 0.863 0.297 0.458 0.962 0.019 -0.289 0.425 -0.215 0.370 0.332

1.24 0.80 1.23 0.89 0.57 1.61 0.55 1.43 1.15 0.06 1.16 1.00 1.33 1.21 0.02 1.16 1.04 1.40 0.75 0.01 1.19 0.62 0.89 1.05 0.44 1.16 0.91 1.21 P62158 CALM_HUMANreviewed Calmodulin (CaM)CALM1 CALM CAM CAM1; CALM2 CAM2 CAMB; CALM3 CALML2 CAM3 CAMC CAMIII149 Homo sapiens (Human) 1.05 1.10 1.31 0.99 1.13 1.00 0.91 0.98 1.12 0.76 0.96 0.61 1.13 0.94 0.89 1.07 1.26 0.90 1.15 1.19 1.06 0.065 0.140 0.385 -0.015 0.180 0.000 -0.138 -0.036 0.163 -0.388 -0.066 -0.714 0.172 -0.095 -0.162 0.092 0.332 -0.145 0.197 0.246 0.085

1.16 0.69 0.92 1.15 0.07 1.16 0.98 1.34 0.91 0.40 1.29 0.70 1.16 1.31 0.00 1.17 1.12 1.53 1.05 0.62 1.23 0.85 1.29 2.32 0.00 1.12 2.07 2.59 P01042 KNG1_HUMAN reviewed Kininogen-1 (Alpha-2-thiol proteinase inhibitor) (Fitzgerald factor) (High molecular weight kininogen) (HMWK) (Williams-Fitzgerald-Flaujeac factor) [Cleaved into: Kininogen-1 heavy chain; T-kinin (Ile-Ser-Bradykinin); Bradykinin (Kallidin I); Lysyl-bradykinin (Kallidin II); Kininogen-1 light chain; Low molecular weight growth-promoting factor]KNG1 BDK KNG 644 Homo sapiens (Human) 0.41 0.35 0.39 0.41 0.47 0.81 2.14 1.48 1.17 1.08 2.47 1.77 0.62 1.45 2.56 0.74 0.71 1.17 0.90 1.29 2.34 -1.280 -1.515 -1.360 -1.304 -1.083 -0.312 1.097 0.568 0.230 0.106 1.302 0.822 -0.693 0.540 1.355 -0.434 -0.502 0.221 -0.147 0.363 1.227

3.71 0.22 3.00 1.28 0.05 1.28 1.00 1.63 0.82 0.05 1.21 0.68 0.99 1.13 0.15 1.20 0.94 1.36 1.22 0.22 1.41 0.86 1.73 1.54 0.01 1.34 1.15 2.06 P04217 A1BG_HUMAN reviewed Alpha-1B-glycoprotein (Alpha-1-B glycoprotein)A1BG 495 Homo sapiens (Human) 0.75 0.71 0.53 0.44 0.82 0.82 2.06 1.14 1.20 1.25 2.97 1.50 0.84 1.15 2.23 0.82 0.84 1.30 0.82 1.12 1.55 -0.424 -0.492 -0.924 -1.176 -0.292 -0.292 1.039 0.183 0.261 0.323 1.570 0.581 -0.251 0.202 1.154 -0.291 -0.247 0.376 -0.290 0.157 0.635

1.14 0.82 1.06 1.15 0.08 1.18 0.98 1.36 0.99 0.85 1.14 0.87 1.12 1.11 0.20 1.19 0.93 1.32 0.94 0.50 1.24 0.75 1.16 0.96 0.51 1.15 0.83 1.10 P17655 CAN2_HUMAN reviewed Calpain-2 catalytic subunit (EC 3.4.22.53) (Calcium-activated neutral proteinase 2) (CANP 2) (Calpain M-type) (Calpain large polypeptide L2) (Calpain-2 large subunit) (Millimolar-calpain) (M-calpain)CAPN2 CANPL2 700 Homo sapiens (Human) 1.13 0.65 1.17 0.98 0.85 0.94 1.06 1.26 1.20 0.96 1.18 1.26 1.23 1.11 1.16 1.21 1.27 1.17 0.99 1.09 0.97 0.182 -0.631 0.229 -0.031 -0.228 -0.083 0.088 0.336 0.264 -0.058 0.239 0.334 0.297 0.152 0.212 0.275 0.344 0.229 -0.020 0.126 -0.045

1.17 0.64 0.88 0.97 0.51 1.11 0.87 1.08 1.77 0.00 1.10 1.60 1.95 1.18 0.00 1.10 1.07 1.31 0.98 0.62 1.11 0.88 1.09 1.50 0.00 1.10 1.36 1.65 P24821 TENA_HUMAN reviewed Tenascin (TN) (Cytotactin) (GMEM) (GP 150-225) (Glioma-associated-extracellular matrix antigen) (Hexabrachion) (JI) (Myotendinous antigen) (Neuronectin) (Tenascin-C) (TN-C)TNC HXB 2201 Homo sapiens (Human) 0.75 1.02 2.01 0.67 0.61 0.75 2.02 0.99 1.41 1.00 2.51 0.57 0.85 1.19 1.08 0.76 0.56 0.98 1.76 1.16 1.51 -0.412 0.033 1.005 -0.575 -0.717 -0.406 1.011 -0.011 0.493 0.001 1.330 -0.799 -0.235 0.253 0.112 -0.401 -0.847 -0.025 0.819 0.218 0.597

1.21 0.87 1.26 0.99 0.85 1.22 0.81 1.20 1.16 0.10 1.20 0.96 1.39 1.07 0.37 1.21 0.89 1.29 1.08 0.68 1.57 0.68 1.69 0.94 0.53 1.27 0.74 1.19 P37802 TAGL2_HUMANreviewed Transgelin-2 (Epididymis tissue protein Li 7e) (SM22-alpha homolog)TAGLN2 KIAA0120 CDABP0035199 Homo sapiens (Human) 1.56 0.63 1.09 0.70 0.93 1.05 1.08 1.32 1.10 1.10 1.01 1.37 1.79 1.33 1.29 1.39 0.97 1.00 1.15 1.05 0.95 0.643 -0.661 0.118 -0.508 -0.107 0.076 0.113 0.400 0.136 0.142 0.018 0.451 0.837 0.411 0.364 0.474 -0.049 0.002 0.206 0.074 -0.070

1.26 0.70 1.10 1.05 0.66 1.30 0.81 1.36 1.16 0.07 1.18 0.99 1.37 1.09 0.25 1.18 0.92 1.28 0.94 0.44 1.23 0.76 1.15 0.72 0.01 1.26 0.58 0.91 Q5JWF2 GNAS1_HUMANreviewed Guanine nucleotide-binding protein G(s) subunit alpha isoforms XLas (Adenylate cyclase-stimulating G alpha protein) (Extra large alphas protein) (XLalphas)GNAS GNAS1 1037 Homo sapiens (Human) 1.48 1.34 1.18 0.94 1.18 0.88 1.25 1.02 1.12 0.96 0.73 0.98 1.30 0.88 0.94 1.34 1.35 1.07 1.16 1.07 0.73 0.567 0.419 0.241 -0.085 0.236 -0.180 0.320 0.031 0.158 -0.060 -0.448 -0.033 0.381 -0.183 -0.089 0.424 0.436 0.092 0.210 0.096 -0.452

1.20 1.07 1.54 0.68 0.09 1.60 0.43 1.09 1.25 0.11 1.35 0.93 1.68 0.79 0.02 1.20 0.66 0.95 0.97 0.80 1.40 0.69 1.35 0.83 0.05 1.20 0.69 1.00 P30626 SORCN_HUMANreviewed Sorcin (22 kDa protein) (CP-22) (CP22) (V19)SRI 198 Homo sapiens (Human) 1.47 1.21 1.09 0.86 1.03 1.29 1.19 1.38 1.19 0.99 1.10 1.27 1.30 0.90 0.85 1.28 1.22 0.69 1.25 0.78 0.84 0.557 0.270 0.119 -0.217 0.043 0.369 0.255 0.468 0.256 -0.011 0.142 0.341 0.381 -0.145 -0.236 0.359 0.283 -0.526 0.317 -0.362 -0.257

1.26 0.98 1.54 0.78 0.18 1.52 0.51 1.18 0.67 0.03 1.40 0.48 0.94 0.67 0.03 1.42 0.47 0.95 1.02 0.92 1.63 0.63 1.66 1.00 0.98 1.28 0.78 1.29 Q9ULA0 DNPEP_HUMANreviewed Aspartyl aminopeptidase (EC 3.4.11.21)DNPEP ASPEP DAP 475 Homo sapiens (Human) 1.05 1.56 0.87 1.88 1.26 1.24 0.80 0.94 0.83 1.05 0.91 0.82 0.92 0.89 0.99 0.79 0.82 0.79 0.67 0.66 1.01 0.073 0.643 -0.204 0.909 0.339 0.310 -0.319 -0.096 -0.274 0.066 -0.139 -0.291 -0.122 -0.165 -0.019 -0.337 -0.291 -0.337 -0.576 -0.607 0.019

1.12 0.87 1.09 1.24 0.03 1.21 1.03 1.50 0.85 0.00 1.10 0.77 0.93 0.94 0.40 1.16 0.82 1.09 0.82 0.00 1.11 0.73 0.91 1.33 0.00 1.15 1.16 1.53 P61158 ARP3_HUMAN reviewed Actin-related protein 3 (Actin-like protein 3)ACTR3 ARP3 418 Homo sapiens (Human) 0.89 1.00 0.86 1.78 1.33 0.98 0.95 0.86 0.95 0.84 1.03 0.96 1.04 1.00 0.90 0.88 0.81 1.26 0.84 0.93 1.35 -0.173 -0.004 -0.214 0.833 0.416 -0.029 -0.075 -0.213 -0.067 -0.258 0.045 -0.061 0.055 0.004 -0.153 -0.180 -0.298 0.334 -0.246 -0.109 0.428

1.21 0.73 1.06 0.81 0.01 1.16 0.70 0.94 1.01 0.89 1.23 0.82 1.25 0.92 0.20 1.16 0.79 1.06 0.82 0.12 1.31 0.62 1.08 1.10 0.19 1.16 0.94 1.27 O96009 NAPSA_HUMANreviewed Napsin-A (EC 3.4.23.-) (Aspartyl protease 4) (ASP4) (Asp 4) (Napsin-1) (TA01/TA02)NAPSA NAP1 NAPA 420 Homo sapiens (Human) 0.79 0.88 0.79 1.08 0.84 0.88 1.27 1.18 1.25 0.84 0.91 1.74 1.36 1.93 1.26 1.02 1.10 0.82 1.01 0.90 1.11 -0.340 -0.182 -0.346 0.108 -0.249 -0.178 0.349 0.238 0.317 -0.251 -0.128 0.797 0.438 0.949 0.329 0.033 0.136 -0.284 0.014 -0.152 0.145

1.17 0.68 0.94 0.96 0.54 1.13 0.85 1.09 0.82 0.01 1.16 0.71 0.95 0.98 0.72 1.13 0.87 1.11 0.97 0.78 1.25 0.78 1.21 1.54 0.00 1.13 1.36 1.74 P12956 XRCC6_HUMANreviewed X-ray repair cross-complementing protein 6 (EC 3.6.4.-) (EC 4.2.99.-) (5'-deoxyribose-5-phosphate lyase Ku70) (5'-dRP lyase Ku70) (70 kDa subunit of Ku antigen) (ATP-dependent DNA helicase 2 subunit 1) (ATP-dependent DNA helicase II 70 kDa subunit) (CTC box-binding factor 75 kDa subunit) (CTC75) (CTCBF) (DNA repair protein XRCC6) (Lupus Ku autoantigen protein p70) (Ku70) (Thyroid-lupus autoantigen) (TLAA) (X-ray repair complementing defective repair in Chinese hamster cells 6)XRCC6 G22P1 609 Homo sapiens (Human) 0.76 1.50 0.77 1.31 1.48 0.81 0.75 1.20 0.84 1.00 0.99 0.73 0.74 0.87 1.10 0.85 1.29 0.98 0.82 0.96 1.55 -0.404 0.581 -0.380 0.389 0.568 -0.309 -0.419 0.269 -0.251 -0.005 -0.013 -0.457 -0.430 -0.201 0.140 -0.241 0.369 -0.029 -0.283 -0.055 0.636

1.22 0.81 1.20 1.40 0.00 1.16 1.20 1.62 0.86 0.03 1.14 0.76 0.98 1.18 0.02 1.14 1.03 1.35 1.16 0.17 1.26 0.92 1.46 1.90 0.00 1.21 1.56 2.30 P04004 VTNC_HUMAN reviewed Vitronectin (VN) (S-protein) (Serum-spreading factor) (V75) [Cleaved into: Vitronectin V65 subunit; Vitronectin V10 subunit; Somatomedin-B]VTN 478 Homo sapiens (Human) 0.71 0.59 0.61 0.55 0.69 0.99 1.79 1.30 1.00 1.19 1.84 1.81 0.89 1.49 2.09 0.72 0.69 1.42 0.86 1.16 1.91 -0.485 -0.753 -0.705 -0.861 -0.542 -0.010 0.840 0.376 -0.003 0.249 0.877 0.856 -0.163 0.579 1.062 -0.483 -0.537 0.505 -0.217 0.213 0.937

1.36 0.64 1.17 0.67 0.02 1.38 0.49 0.92 0.70 0.05 1.42 0.49 1.00 0.76 0.03 1.28 0.60 0.97 0.73 0.02 1.29 0.56 0.94 0.93 0.62 1.37 0.68 1.28 P38606 VATA_HUMAN reviewed V-type proton ATPase catalytic subunit A (V-ATPase subunit A) (EC 3.6.3.14) (V-ATPase 69 kDa subunit) (Vacuolar ATPase isoform VA68) (Vacuolar proton pump subunit alpha)ATP6V1A ATP6A1 ATP6V1A1 VPP2617 Homo sapiens (Human) 0.54 0.93 0.93 2.27 0.98 0.87 0.51 0.47 0.87 0.75 0.94 0.57 0.65 0.60 0.86 0.87 0.84 0.68 0.70 0.75 0.94 -0.891 -0.105 -0.112 1.182 -0.022 -0.195 -0.973 -1.097 -0.206 -0.418 -0.093 -0.809 -0.632 -0.739 -0.217 -0.197 -0.259 -0.555 -0.518 -0.414 -0.088

1.15 0.91 1.20 0.78 0.11 1.38 0.57 1.08 1.15 0.05 1.15 1.00 1.32 0.87 0.20 1.25 0.70 1.09 0.97 0.75 1.28 0.75 1.24 0.86 0.28 1.37 0.62 1.17 P12277 KCRB_HUMAN reviewed Creatine kinase B-type (EC 2.7.3.2) (B-CK) (Creatine kinase B chain)CKB CKBB 381 Homo sapiens (Human) 1.94 0.42 1.39 0.63 0.90 1.05 0.97 0.96 0.80 0.99 1.00 1.79 1.61 0.99 0.70 0.98 1.51 0.80 1.15 0.86 0.86 0.959 -1.261 0.470 -0.677 -0.150 0.073 -0.049 -0.063 -0.324 -0.013 0.004 0.839 0.683 -0.010 -0.516 -0.036 0.595 -0.329 0.198 -0.222 -0.210

1.18 1.16 1.63 0.73 0.09 1.48 0.49 1.07 0.57 0.00 1.23 0.47 0.71 0.65 0.00 1.18 0.55 0.76 0.79 0.41 1.97 0.40 1.55 0.91 0.41 1.32 0.69 1.20 P15880 RS2_HUMAN reviewed 40S ribosomal protein S2 (40S ribosomal protein S4) (Protein LLRep3)RPS2 RPS4 293 Homo sapiens (Human) 0.52 0.72 0.74 2.38 1.26 1.39 0.61 0.97 0.82 0.81 0.82 0.65 0.83 0.71 0.87 0.96 0.99 0.74 0.57 0.64 0.92 -0.953 -0.471 -0.433 1.251 0.336 0.471 -0.717 -0.049 -0.281 -0.307 -0.278 -0.627 -0.272 -0.487 -0.195 -0.058 -0.018 -0.438 -0.805 -0.654 -0.126

1.19 0.79 1.12 0.90 0.18 1.19 0.76 1.07 1.11 0.19 1.19 0.93 1.32 1.03 0.71 1.25 0.83 1.30 0.99 0.94 1.39 0.71 1.38 0.63 0.02 1.43 0.44 0.90 P16070 CD44_HUMAN reviewed CD44 antigen (CDw44) (Epican) (Extracellular matrix receptor III) (ECMR-III) (GP90 lymphocyte homing/adhesion receptor) (HUTCH-I) (Heparan sulfate proteoglycan) (Hermes antigen) (Hyaluronate receptor) (Phagocytic glycoprotein 1) (PGP-1) (Phagocytic glycoprotein I) (PGP-I) (CD antigen CD44)CD44 LHR MDU2 MDU3 MIC4742 Homo sapiens (Human) 1.03 1.39 1.12 0.92 0.91 0.95 1.64 1.27 1.26 1.02 0.98 0.96 1.14 0.87 1.11 1.69 0.98 0.92 1.11 1.02 0.63 0.047 0.471 0.160 -0.114 -0.134 -0.070 0.711 0.339 0.330 0.023 -0.034 -0.055 0.190 -0.195 0.147 0.756 -0.035 -0.127 0.145 0.024 -0.658

1.19 0.98 1.40 0.91 0.41 1.30 0.70 1.18 0.81 0.03 1.18 0.69 0.96 0.91 0.32 1.25 0.72 1.13 0.93 0.65 1.49 0.62 1.38 1.04 0.51 1.15 0.90 1.20 Q99832 TCPH_HUMAN reviewed T-complex protein 1 subunit eta (TCP-1-eta) (CCT-eta) (HIV-1 Nef-interacting protein)CCT7 CCTH NIP7-1 543 Homo sapiens (Human) 1.16 0.95 0.83 1.86 1.68 1.18 0.69 0.75 0.83 0.95 0.79 0.75 0.90 0.71 0.78 0.89 0.82 0.92 0.81 0.89 1.05 0.215 -0.070 -0.270 0.895 0.749 0.239 -0.533 -0.419 -0.261 -0.075 -0.339 -0.414 -0.159 -0.491 -0.360 -0.170 -0.279 -0.117 -0.300 -0.168 0.073

1.20 0.40 0.57 1.23 0.05 1.23 1.00 1.50 1.29 0.01 1.19 1.08 1.54 0.93 0.23 1.14 0.82 1.06 0.90 0.33 1.28 0.70 1.15 0.85 0.28 1.38 0.62 1.17 P21589 5NTD_HUMAN reviewed 5'-nucleotidase (5'-NT) (EC 3.1.3.5) (Ecto-5'-nucleotidase) (CD antigen CD73)NT5E NT5 NTE 574 Homo sapiens (Human) 1.22 1.71 1.50 1.28 0.96 0.48 1.27 0.63 0.97 0.92 0.66 0.93 0.93 0.95 0.62 1.60 0.69 1.24 1.29 0.91 0.86 0.284 0.775 0.583 0.359 -0.051 -1.054 0.350 -0.669 -0.041 -0.121 -0.592 -0.103 -0.107 -0.073 -0.684 0.676 -0.539 0.316 0.362 -0.129 -0.219

1.15 0.91 1.19 1.01 0.76 1.10 0.93 1.11 0.87 0.17 1.22 0.72 1.07 1.04 0.56 1.17 0.89 1.22 1.29 0.01 1.20 1.07 1.54 1.09 0.21 1.16 0.94 1.27 Q15149 PLEC_HUMAN reviewed Plectin (PCN) (PLTN) (Hemidesmosomal protein 1) (HD1) (Plectin-1)PLEC PLEC1 4684 Homo sapiens (Human) 0.84 1.09 1.12 2.00 0.96 1.05 0.79 1.24 0.96 1.32 0.91 1.10 0.88 1.04 0.94 0.70 0.99 1.03 0.87 1.03 1.11 -0.247 0.119 0.163 0.999 -0.053 0.072 -0.335 0.313 -0.064 0.401 -0.129 0.132 -0.183 0.053 -0.089 -0.520 -0.008 0.042 -0.197 0.038 0.144

1.24 0.71 1.10 1.19 0.53 1.90 0.62 2.25 1.43 0.18 1.79 0.79 2.56 0.85 0.09 1.22 0.69 1.04 1.04 0.79 1.49 0.70 1.56 0.85 0.07 1.19 0.72 1.02 P13861 KAP2_HUMAN reviewed cAMP-dependent protein kinase type II-alpha regulatory subunitPRKAR2A PKR2 PRKAR2 404 Homo sapiens (Human) 1.07 1.20 0.86 1.06 0.91 0.89 1.08 0.92 1.00 1.07 0.99 0.99 1.04 0.80 1.11 1.55 0.99 1.21 1.42 0.83 0.86 0.097 0.264 -0.223 0.083 -0.132 -0.162 0.114 -0.127 -0.001 0.100 -0.019 -0.009 0.051 -0.326 0.155 0.636 -0.007 0.269 0.507 -0.260 -0.214

1.23 0.83 1.25 0.56 0.01 1.50 0.37 0.84 0.44 0.00 1.55 0.29 0.69 0.50 0.01 1.48 0.34 0.74 0.68 0.05 1.47 0.46 1.00 0.91 0.56 1.48 0.61 1.34 P18124 RL7_HUMAN reviewed 60S ribosomal protein L7RPL7 248 Homo sapiens (Human) 0.49 0.61 0.79 2.93 1.45 1.03 0.45 0.89 0.80 0.70 0.78 0.37 0.65 0.53 0.63 0.71 0.84 0.57 0.44 0.49 0.91 -1.033 -0.703 -0.337 1.549 0.539 0.038 -1.142 -0.169 -0.321 -0.521 -0.367 -1.431 -0.628 -0.925 -0.659 -0.501 -0.247 -0.816 -1.180 -1.018 -0.129

1.17 0.91 1.25 1.05 0.65 1.30 0.81 1.37 1.19 0.02 1.14 1.04 1.36 1.06 0.38 1.15 0.92 1.21 1.11 0.13 1.16 0.96 1.28 1.24 0.01 1.16 1.07 1.43 P30740 ILEU_HUMAN reviewed Leukocyte elastase inhibitor (LEI) (Monocyte/neutrophil elastase inhibitor) (EI) (M/NEI) (Peptidase inhibitor 2) (PI-2) (Serpin B1)SERPINB1 ELANH2 MNEI PI2379 Homo sapiens (Human) 1.27 0.66 1.10 0.89 0.89 1.08 0.99 1.12 1.16 1.14 1.09 1.10 1.24 1.22 1.26 1.12 1.18 1.07 1.18 1.04 1.25 0.341 -0.609 0.132 -0.172 -0.167 0.108 -0.012 0.159 0.214 0.187 0.129 0.139 0.306 0.287 0.333 0.170 0.238 0.098 0.244 0.054 0.323

1.14 0.84 1.10 0.95 0.36 1.15 0.82 1.08 1.34 0.00 1.15 1.17 1.53 1.23 0.01 1.15 1.07 1.41 1.16 0.49 1.61 0.72 1.86 0.98 0.68 1.15 0.85 1.12 P40925 MDHC_HUMANreviewed Malate dehydrogenase, cytoplasmic (EC 1.1.1.37) (Cytosolic malate dehydrogenase) (Diiodophenylpyruvate reductase) (EC 1.1.1.96)MDH1 MDHA 334 Homo sapiens (Human) 1.89 0.53 1.14 0.70 0.74 0.97 0.92 1.25 0.94 1.19 1.08 1.10 1.80 0.96 1.17 1.07 1.22 0.96 1.33 1.21 0.98 0.921 -0.919 0.191 -0.524 -0.438 -0.045 -0.122 0.322 -0.095 0.249 0.107 0.138 0.851 -0.055 0.224 0.094 0.286 -0.058 0.416 0.272 -0.022

1.16 1.02 1.37 1.52 0.00 1.16 1.31 1.76 1.20 0.01 1.14 1.06 1.36 1.31 0.00 1.15 1.14 1.51 0.95 0.67 1.31 0.72 1.25 1.34 0.00 1.13 1.18 1.52 P52790 HXK3_HUMAN reviewed Hexokinase-3 (EC 2.7.1.1) (Hexokinase type III) (HK III)HK3 923 Homo sapiens (Human) 0.87 0.51 1.08 1.09 0.66 1.19 1.10 0.93 1.21 0.97 1.23 0.97 1.08 1.07 1.14 1.11 0.80 1.54 1.19 1.29 1.36 -0.198 -0.977 0.114 0.121 -0.597 0.252 0.141 -0.108 0.278 -0.037 0.298 -0.041 0.113 0.091 0.191 0.153 -0.330 0.627 0.256 0.370 0.439

1.22 0.75 1.11 0.76 0.05 1.30 0.59 0.99 0.62 0.01 1.33 0.47 0.83 0.64 0.06 1.63 0.39 1.04 0.63 0.01 1.35 0.47 0.85 0.80 0.07 1.29 0.62 1.03 P49368 TCPG_HUMAN reviewed T-complex protein 1 subunit gamma (TCP-1-gamma) (CCT-gamma) (hTRiC5)CCT3 CCTG TRIC5 545 Homo sapiens (Human) 1.16 0.96 0.87 1.93 1.86 0.92 0.74 0.77 0.94 0.65 0.79 0.71 0.89 0.72 0.93 0.90 0.75 0.78 0.62 0.63 0.81 0.211 -0.061 -0.197 0.951 0.893 -0.118 -0.430 -0.381 -0.088 -0.629 -0.335 -0.497 -0.162 -0.468 -0.106 -0.159 -0.411 -0.366 -0.684 -0.673 -0.308

1.30 0.86 1.44 0.87 0.33 1.41 0.62 1.23 0.95 0.51 1.22 0.78 1.16 1.18 0.20 1.35 0.88 1.59 1.07 0.40 1.23 0.87 1.32 1.22 0.09 1.28 0.95 1.56 P61160 ARP2_HUMAN reviewed Actin-related protein 2 (Actin-like protein 2)ACTR2 ARP2 394 Homo sapiens (Human) 0.69 0.89 0.90 1.64 1.25 1.12 0.71 0.78 0.90 1.10 1.19 0.74 0.93 0.86 1.06 0.82 0.85 0.88 0.95 1.16 1.23 -0.535 -0.171 -0.156 0.710 0.318 0.164 -0.495 -0.360 -0.146 0.138 0.255 -0.439 -0.099 -0.210 0.082 -0.286 -0.238 -0.176 -0.081 0.216 0.304

1.17 0.80 1.09 1.03 0.60 1.17 0.88 1.21 1.26 0.01 1.17 1.07 1.47 1.16 0.06 1.17 0.99 1.35 1.17 0.49 1.70 0.69 1.98 0.99 0.93 1.48 0.67 1.46 P62873 GBB1_HUMAN reviewed Guanine nucleotide-binding protein G(I)/G(S)/G(T) subunit beta-1 (Transducin beta chain 1)GNB1 340 Homo sapiens (Human) 0.88 1.21 1.32 0.88 0.86 0.94 1.14 1.02 1.04 1.20 1.25 1.19 1.03 1.09 1.17 1.19 0.95 1.05 1.25 1.14 1.00 -0.182 0.278 0.402 -0.191 -0.223 -0.086 0.194 0.031 0.053 0.259 0.321 0.248 0.048 0.123 0.223 0.256 -0.077 0.073 0.325 0.188 -0.006

############# 0.00 ############# 0.62 0.20 7.21 0.09 4.50 2.73 0.19 48.01 0.06 131.14 0.41 0.41 5195.52 0.00 2132.57 0.79 0.57 41.59 0.02 32.80 0.32 0.34 5854.25 0.00 1858.40 P13760 2B14_HUMAN reviewed HLA class II histocompatibility antigen, DRB1-4 beta chain (MHC class II antigen DRB1*4) (DR-4) (DR4)HLA-DRB1 266 Homo sapiens (Human) 3.04 0.57 0.51 0.48 2.12 0.76 1.32 0.40 3.58 0.81 2.85 0.48 0.30 0.44 0.75 2.86 0.37 0.63 2.72 0.40 0.32 1.604 -0.821 -0.959 -1.048 1.087 -0.395 0.401 -1.311 1.838 -0.306 1.509 -1.050 -1.756 -1.180 -0.415 1.515 -1.422 -0.658 1.445 -1.309 -1.641

7.16 0.13 6.89 0.64 0.24 9.43 0.07 6.05 0.89 0.72 21.71 0.04 19.33 0.90 0.72 17.37 0.05 15.65 1.07 0.63 3.66 0.29 3.91 0.72 0.39 18.78 0.04 13.58 P61981 1433G_HUMANreviewed 14-3-3 protein gamma (Protein kinase C inhibitor protein 1) (KCIP-1) [Cleaved into: 14-3-3 protein gamma, N-terminally processed]YWHAG 247 Homo sapiens (Human) 1.47 0.89 1.20 0.68 0.88 0.97 0.98 0.90 1.17 1.10 1.39 1.00 1.29 1.00 1.70 1.17 0.86 0.65 0.89 0.89 0.73 0.558 -0.165 0.258 -0.548 -0.185 -0.043 -0.032 -0.148 0.230 0.132 0.476 0.007 0.367 0.007 0.766 0.226 -0.216 -0.617 -0.172 -0.175 -0.453

1.18 0.58 0.80 0.53 0.00 1.35 0.39 0.71 1.15 0.05 1.15 1.00 1.31 1.19 0.06 1.21 0.99 1.45 0.76 0.15 1.50 0.50 1.13 0.78 0.02 1.22 0.63 0.95 P10301 RRAS_HUMAN reviewed Ras-related protein R-Ras (p23)RRAS 218 Homo sapiens (Human) 1.73 1.48 2.30 1.08 0.88 0.69 1.27 0.78 1.08 0.78 0.82 1.10 0.74 1.20 1.06 1.35 0.87 0.54 1.14 1.17 0.78 0.789 0.566 1.203 0.109 -0.189 -0.541 0.350 -0.360 0.109 -0.367 -0.285 0.135 -0.426 0.268 0.084 0.436 -0.193 -0.900 0.192 0.232 -0.350

1.12 0.59 0.74 0.58 0.00 1.16 0.50 0.68 0.43 0.00 1.24 0.35 0.54 0.53 0.00 1.24 0.43 0.65 0.59 0.01 1.43 0.41 0.84 0.81 0.02 1.17 0.69 0.95 P20618 PSB1_HUMAN reviewed Proteasome subunit beta type-1 (EC 3.4.25.1) (Macropain subunit C5) (Multicatalytic endopeptidase complex subunit C5) (Proteasome component C5) (Proteasome gamma chain)PSMB1 PSC5 241 Homo sapiens (Human) 0.32 2.26 0.54 3.07 2.09 0.67 0.39 0.46 0.76 0.60 0.74 0.40 0.56 0.48 0.73 0.59 0.56 0.59 0.43 0.52 0.82 -1.622 1.177 -0.896 1.618 1.062 -0.583 -1.356 -1.121 -0.395 -0.737 -0.433 -1.334 -0.847 -1.074 -0.446 -0.753 -0.844 -0.751 -1.219 -0.946 -0.291

1.14 0.80 1.04 1.24 0.07 1.27 0.98 1.58 1.14 0.04 1.12 1.01 1.28 1.51 0.00 1.13 1.34 1.69 1.16 0.05 1.16 1.00 1.34 1.15 0.04 1.13 1.01 1.30 Q86UX7 URP2_HUMAN reviewed Fermitin family homolog 3 (Kindlin-3) (MIG2-like protein) (Unc-112-related protein 2)FERMT3 KIND3 MIG2B URP2667 Homo sapiens (Human) 0.78 0.63 0.84 0.75 0.65 0.92 1.40 1.51 1.24 1.19 1.16 1.37 0.99 1.23 1.41 0.90 0.95 1.26 1.13 1.48 1.16 -0.354 -0.673 -0.252 -0.410 -0.624 -0.119 0.486 0.595 0.315 0.252 0.209 0.455 -0.008 0.301 0.500 -0.155 -0.076 0.339 0.179 0.565 0.211

4.35 0.18 3.32 1.84 0.27 5.79 0.32 10.65 1.42 0.07 1.52 0.93 2.15 0.78 0.20 1.77 0.44 1.38 0.94 0.60 1.52 0.62 1.43 0.93 0.87 5.05 0.18 4.70 O60635 TSN1_HUMAN reviewed Tetraspanin-1 (Tspan-1) (Tetraspan NET-1) (Tetraspanin TM4-C)TSPAN1 241 Homo sapiens (Human) 1.29 1.52 0.83 0.84 1.34 0.77 0.94 0.50 0.75 0.97 1.47 1.28 1.89 0.57 0.58 1.61 1.23 1.87 1.41 0.76 0.94 0.370 0.604 -0.277 -0.256 0.427 -0.375 -0.092 -1.005 -0.424 -0.050 0.559 0.356 0.918 -0.801 -0.787 0.684 0.303 0.903 0.498 -0.390 -0.090

1.22 0.91 1.35 0.61 0.03 1.51 0.40 0.91 1.12 0.19 1.22 0.92 1.36 1.10 0.26 1.22 0.90 1.34 0.87 0.50 1.67 0.52 1.46 0.82 0.30 1.57 0.52 1.30 P62937 PPIA_HUMAN reviewed Peptidyl-prolyl cis-trans isomerase A (PPIase A) (EC 5.2.1.8) (Cyclophilin A) (Cyclosporin A-binding protein) (Rotamase A) [Cleaved into: Peptidyl-prolyl cis-trans isomerase A, N-terminally processed]PPIA CYPA 165 Homo sapiens (Human) 1.40 1.06 1.83 0.84 0.92 1.12 1.07 0.92 1.15 0.89 0.90 0.89 1.17 1.09 0.80 1.21 1.11 0.61 1.11 1.08 0.83 0.481 0.084 0.870 -0.254 -0.119 0.165 0.094 -0.115 0.197 -0.162 -0.146 -0.169 0.228 0.129 -0.320 0.272 0.151 -0.701 0.156 0.109 -0.264

1.44 0.54 1.11 1.11 0.59 1.58 0.71 1.76 1.48 0.00 1.18 1.25 1.74 0.92 0.22 1.17 0.79 1.07 0.98 0.93 1.57 0.63 1.54 0.63 0.02 1.44 0.44 0.91 Q53GD3 CTL4_HUMAN reviewed Choline transporter-like protein 4 (Solute carrier family 44 member 4)SLC44A4 C6orf29 CTL4 NG22 UNQ441/PRO874710 Homo sapiens (Human) 1.60 1.48 1.11 1.00 1.10 0.78 0.97 0.87 1.01 1.01 0.81 0.98 1.40 0.67 0.72 1.34 1.09 1.13 1.47 0.90 0.63 0.674 0.562 0.153 -0.004 0.143 -0.362 -0.050 -0.193 0.016 0.011 -0.301 -0.036 0.489 -0.571 -0.477 0.417 0.123 0.179 0.558 -0.150 -0.657

1.21 0.80 1.17 1.07 0.41 1.21 0.88 1.29 1.34 0.01 1.21 1.10 1.62 1.55 0.00 1.24 1.25 1.92 1.54 0.04 1.50 1.02 2.32 1.21 0.11 1.30 0.93 1.58 P36955 PEDF_HUMAN reviewed Pigment epithelium-derived factor (PEDF) (Cell proliferation-inducing gene 35 protein) (EPC-1) (Serpin F1)SERPINF1 PEDF PIG35 418 Homo sapiens (Human) 0.93 0.42 0.75 0.47 0.50 0.98 1.15 1.29 1.07 1.58 2.25 1.62 1.27 1.43 2.59 0.99 1.03 1.08 1.33 1.53 1.22 -0.102 -1.240 -0.420 -1.098 -0.990 -0.034 0.207 0.368 0.103 0.659 1.170 0.693 0.339 0.519 1.372 -0.019 0.049 0.115 0.413 0.610 0.292

1.19 1.02 1.46 1.42 0.00 1.18 1.20 1.68 0.92 0.85 2.57 0.36 2.37 0.89 0.20 1.22 0.73 1.08 0.97 0.94 2.44 0.40 2.36 0.89 0.80 2.70 0.33 2.41 Q92598 HS105_HUMANreviewed Heat shock protein 105 kDa (Antigen NY-CO-25) (Heat shock 110 kDa protein)HSPH1 HSP105 HSP110 KIAA0201858 Homo sapiens (Human) 1.71 0.72 1.12 0.78 1.07 1.23 0.95 1.07 1.03 0.99 1.07 1.05 1.23 1.01 0.95 1.23 1.31 1.44 0.92 0.87 0.90 0.773 -0.482 0.167 -0.356 0.096 0.302 -0.075 0.094 0.043 -0.012 0.101 0.074 0.304 0.017 -0.080 0.295 0.389 0.530 -0.122 -0.197 -0.149

1.13 1.07 1.36 0.87 0.01 1.11 0.78 0.96 0.97 0.68 1.15 0.85 1.12 1.11 0.02 1.10 1.02 1.22 1.23 0.03 1.20 1.02 1.47 1.09 0.07 1.10 0.99 1.19 Q92817 EVPL_HUMAN reviewed Envoplakin (210 kDa cornified envelope precursor protein) (210 kDa paraneoplastic pemphigus antigen) (p210)EVPL 2033 Homo sapiens (Human) 1.31 1.13 1.10 0.82 1.07 1.22 1.54 1.08 0.95 1.26 0.71 0.90 1.10 0.95 0.71 1.26 1.00 0.88 0.97 1.10 1.10 0.386 0.181 0.133 -0.279 0.104 0.286 0.622 0.117 -0.074 0.334 -0.495 -0.146 0.136 -0.073 -0.487 0.330 0.000 -0.184 -0.043 0.131 0.136

1.29 0.42 0.71 0.54 0.01 1.47 0.36 0.79 0.54 0.00 1.27 0.42 0.69 0.49 0.01 1.37 0.36 0.67 0.70 0.07 1.51 0.47 1.06 1.32 0.04 1.27 1.04 1.68 P02749 APOH_HUMANreviewed Beta-2-glycoprotein 1 (APC inhibitor) (Activated protein C-binding protein) (Anticardiolipin cofactor) (Apolipoprotein H) (Apo-H) (Beta-2-glycoprotein I) (B2GPI) (Beta(2)GPI)APOH B2G1 345 Homo sapiens (Human) 0.39 0.36 0.29 0.23 0.64 0.55 1.51 0.94 0.55 0.72 1.76 9.67 0.66 1.11 1.75 0.63 0.51 0.54 0.54 0.48 1.33 -1.360 -1.464 -1.765 -2.091 -0.647 -0.859 0.593 -0.091 -0.871 -0.468 0.813 3.274 -0.607 0.152 0.804 -0.663 -0.971 -0.876 -0.893 -1.062 0.414

1.33 0.49 0.87 0.67 0.05 1.48 0.45 0.99 1.08 0.27 1.17 0.93 1.26 1.08 0.31 1.19 0.91 1.28 0.78 0.15 1.44 0.54 1.12 0.76 0.20 1.59 0.48 1.21 Q5VW32 BROX_HUMAN reviewed BRO1 domain-containing protein BROX (BRO1 domain- and CAAX motif-containing protein)BROX BROFTI C1orf58 411 Homo sapiens (Human) 2.00 1.64 2.34 1.17 0.82 0.66 0.97 0.55 1.05 0.80 1.06 0.63 0.77 0.89 0.80 0.99 0.75 0.68 1.08 1.06 0.77 1.002 0.713 1.227 0.221 -0.295 -0.605 -0.044 -0.874 0.069 -0.324 0.086 -0.665 -0.380 -0.176 -0.318 -0.008 -0.417 -0.550 0.105 0.088 -0.380

1.13 0.94 1.20 0.93 0.40 1.20 0.78 1.12 0.70 0.00 1.21 0.58 0.84 0.86 0.24 1.31 0.66 1.13 0.98 0.87 1.26 0.78 1.24 0.96 0.62 1.23 0.78 1.17 P78371 TCPB_HUMAN reviewed T-complex protein 1 subunit beta (TCP-1-beta) (CCT-beta)CCT2 99D8.1 CCTB 535 Homo sapiens (Human) 1.34 1.08 0.79 1.70 1.86 1.07 0.77 0.88 0.83 1.01 0.81 0.93 1.00 0.86 0.80 0.81 0.79 0.95 0.70 0.85 0.97 0.427 0.109 -0.342 0.764 0.893 0.101 -0.380 -0.191 -0.271 0.013 -0.310 -0.102 0.006 -0.215 -0.327 -0.301 -0.336 -0.077 -0.519 -0.236 -0.049

1.21 1.81 2.67 0.58 0.00 1.26 0.46 0.73 0.98 0.70 1.14 0.86 1.11 0.72 0.00 1.19 0.61 0.85 0.95 0.69 1.32 0.72 1.26 1.33 0.00 1.12 1.19 1.49 Q04828 AK1C1_HUMANreviewed Aldo-keto reductase family 1 member C1 (EC 1.1.1.-) (20-alpha-hydroxysteroid dehydrogenase) (20-alpha-HSD) (EC 1.1.1.149) (Chlordecone reductase homolog HAKRC) (Dihydrodiol dehydrogenase 1/2) (DD1/DD2) (High-affinity hepatic bile acid-binding protein) (HBAB) (Indanol dehydrogenase) (EC 1.1.1.112) (Trans-1,2-dihydrobenzene-1,2-diol dehydrogenase) (EC 1.3.1.20)AKR1C1 DDH DDH1 323 Homo sapiens (Human) 1.36 0.59 0.92 0.81 0.76 2.22 0.52 1.40 0.75 0.98 0.70 1.10 1.54 1.32 0.51 1.13 1.40 0.59 0.98 0.71 1.35 0.448 -0.757 -0.113 -0.297 -0.388 1.151 -0.935 0.482 -0.418 -0.036 -0.516 0.139 0.625 0.400 -0.978 0.174 0.482 -0.763 -0.036 -0.500 0.430

1.17 1.00 1.38 0.76 0.01 1.17 0.65 0.89 0.82 0.03 1.17 0.70 0.97 1.02 0.73 1.17 0.87 1.20 0.87 0.23 1.31 0.66 1.14 0.95 0.46 1.17 0.81 1.12 Q9HC35 EMAL4_HUMANreviewed Echinoderm microtubule-associated protein-like 4 (EMAP-4) (Restrictedly overexpressed proliferation-associated protein) (Ropp 120)EML4 C2orf2 EMAPL4 981 Homo sapiens (Human) 0.91 1.01 1.25 1.74 0.86 1.19 0.91 0.87 0.86 0.89 1.38 0.90 1.33 0.97 0.93 0.99 0.92 0.77 0.82 1.01 0.96 -0.132 0.008 0.318 0.800 -0.211 0.248 -0.141 -0.195 -0.214 -0.171 0.469 -0.158 0.413 -0.040 -0.112 -0.010 -0.122 -0.374 -0.287 0.008 -0.057

1.15 1.04 1.38 0.89 0.41 1.39 0.64 1.23 1.19 0.03 1.15 1.03 1.37 1.13 0.09 1.15 0.98 1.30 1.14 0.16 1.22 0.93 1.40 1.16 0.04 1.15 1.01 1.34 P14550 AK1A1_HUMANreviewed Alcohol dehydrogenase [NADP(+)] (EC 1.1.1.2) (Aldehyde reductase) (Aldo-keto reductase family 1 member A1)AKR1A1 ALDR1 ALR 325 Homo sapiens (Human) 1.41 0.70 1.25 0.70 0.82 1.21 1.06 1.08 1.10 1.17 1.05 0.84 1.50 1.07 0.89 1.13 1.28 0.90 1.18 1.11 1.17 0.497 -0.511 0.320 -0.521 -0.282 0.273 0.082 0.114 0.135 0.230 0.075 -0.254 0.587 0.093 -0.165 0.180 0.360 -0.150 0.244 0.147 0.230

1.30 1.34 2.27 0.97 0.76 1.28 0.75 1.24 0.95 0.41 1.15 0.83 1.09 0.90 0.12 1.15 0.78 1.04 1.10 0.35 1.25 0.88 1.37 1.11 0.20 1.20 0.93 1.34 P16152 CBR1_HUMAN reviewed Carbonyl reductase [NADPH] 1 (EC 1.1.1.184) (15-hydroxyprostaglandin dehydrogenase [NADP(+)]) (EC 1.1.1.197) (NADPH-dependent carbonyl reductase 1) (Prostaglandin 9-ketoreductase) (Prostaglandin-E(2) 9-reductase) (EC 1.1.1.189)CBR1 CBR CRN 277 Homo sapiens (Human) 1.41 0.64 1.16 0.74 0.99 1.76 0.75 1.24 0.94 1.12 0.84 0.94 1.48 0.67 1.05 1.47 1.22 0.98 0.95 0.89 1.13 0.497 -0.650 0.218 -0.431 -0.020 0.818 -0.419 0.314 -0.091 0.168 -0.258 -0.085 0.562 -0.577 0.075 0.557 0.283 -0.024 -0.077 -0.175 0.170

1.23 0.98 1.47 0.98 0.72 1.14 0.86 1.12 0.83 0.03 1.17 0.71 0.97 0.88 0.16 1.22 0.72 1.07 0.86 0.08 1.19 0.72 1.02 1.08 0.36 1.21 0.89 1.30 P27708 PYR1_HUMAN reviewed CAD protein [Includes: Glutamine-dependent carbamoyl-phosphate synthase (EC 6.3.5.5); Aspartate carbamoyltransferase (EC 2.1.3.2); Dihydroorotase (EC 3.5.2.3)]CAD 2225 Homo sapiens (Human) 1.26 1.70 1.07 2.15 0.94 1.21 1.10 0.82 0.86 0.88 1.21 0.96 0.82 0.96 0.98 0.85 0.74 1.00 0.82 0.87 1.09 0.334 0.763 0.101 1.101 -0.091 0.272 0.140 -0.294 -0.214 -0.180 0.281 -0.065 -0.288 -0.053 -0.035 -0.231 -0.431 -0.007 -0.279 -0.209 0.125

1.28 0.83 1.37 1.08 0.79 1.96 0.55 2.11 1.09 0.60 1.49 0.73 1.62 0.79 0.01 1.19 0.66 0.93 0.86 0.29 1.38 0.63 1.19 0.70 0.03 1.37 0.51 0.95 P35237 SPB6_HUMAN reviewed Serpin B6 (Cytoplasmic antiproteinase) (CAP) (Peptidase inhibitor 6) (PI-6) (Placental thrombin inhibitor)SERPINB6 PI6 PTI 376 Homo sapiens (Human) 1.70 0.76 1.08 0.99 0.83 1.07 1.15 1.21 0.94 0.89 0.87 1.17 1.34 1.08 0.68 1.30 1.13 1.09 1.09 0.77 0.70 0.765 -0.401 0.107 -0.018 -0.264 0.101 0.203 0.276 -0.095 -0.175 -0.209 0.227 0.419 0.105 -0.559 0.377 0.174 0.128 0.120 -0.373 -0.507

1.50 0.83 1.89 1.14 0.34 1.45 0.79 1.65 1.27 0.11 1.40 0.91 1.77 1.47 0.04 1.41 1.04 2.07 0.94 0.49 1.31 0.72 1.22 1.00 1.00 1.31 0.76 1.31 P61626 LYSC_HUMAN reviewed Lysozyme C (EC 3.2.1.17) (1,4-beta-N-acetylmuramidase C)LYZ LZM 148 Homo sapiens (Human) 0.45 1.09 1.21 0.76 1.11 1.27 1.12 0.64 1.02 0.96 1.32 0.99 1.37 0.99 1.60 1.09 0.76 1.16 1.27 1.45 1.01 -1.149 0.128 0.277 -0.405 0.154 0.340 0.158 -0.649 0.029 -0.059 0.402 -0.019 0.453 -0.012 0.681 0.124 -0.405 0.213 0.342 0.532 0.014

1.28 0.61 1.01 0.60 0.23 2.98 0.20 1.78 1.09 0.32 1.27 0.86 1.39 0.97 0.79 1.34 0.73 1.30 0.81 0.25 1.61 0.50 1.30 0.79 0.15 1.48 0.53 1.17 O75351 VPS4B_HUMANreviewed Vacuolar protein sorting-associated protein 4B (EC 3.6.4.6) (Cell migration-inducing gene 1 protein) (Suppressor of K(+) transport growth defect 1) (Protein SKD1)VPS4B SKD1 VPS42 MIG1 444 Homo sapiens (Human) 1.72 1.39 2.38 1.46 0.86 0.79 1.04 0.71 1.12 0.83 1.13 0.74 0.90 1.00 0.76 1.15 0.95 0.61 1.09 0.96 0.79 0.782 0.475 1.252 0.545 -0.220 -0.339 0.059 -0.486 0.167 -0.266 0.171 -0.439 -0.152 0.002 -0.394 0.202 -0.071 -0.716 0.125 -0.063 -0.331

1.40 0.65 1.27 1.03 0.84 1.47 0.70 1.51 1.17 0.11 1.24 0.94 1.44 1.18 0.25 1.41 0.84 1.67 0.92 0.68 1.65 0.56 1.52 0.96 0.84 1.79 0.53 1.71 P08754 GNAI3_HUMANreviewed Guanine nucleotide-binding protein G(k) subunit alpha (G(i) alpha-3)GNAI3 354 Homo sapiens (Human) 1.23 1.26 1.45 0.92 0.99 0.92 1.04 1.05 0.97 0.95 0.83 1.30 1.11 1.10 0.81 1.02 1.22 1.05 1.16 1.16 0.96 0.300 0.336 0.539 -0.113 -0.012 -0.126 0.058 0.064 -0.040 -0.077 -0.264 0.378 0.152 0.143 -0.300 0.024 0.291 0.067 0.217 0.218 -0.052

1.14 1.08 1.41 0.73 0.00 1.14 0.63 0.83 1.38 0.00 1.14 1.21 1.58 0.71 0.00 1.14 0.62 0.81 0.86 0.15 1.25 0.68 1.07 0.59 0.00 1.16 0.51 0.68 Q13938 CAYP1_HUMANreviewed Calcyphosin (Calcyphosine)CAPS 189 Homo sapiens (Human) 2.56 0.84 1.28 0.79 0.74 1.25 0.83 0.97 1.03 0.88 0.88 1.06 2.40 0.65 0.73 1.59 1.12 0.74 1.37 0.70 0.59 1.359 -0.255 0.358 -0.348 -0.437 0.318 -0.272 -0.041 0.049 -0.186 -0.179 0.078 1.265 -0.625 -0.458 0.672 0.160 -0.440 0.459 -0.515 -0.758

1.28 0.80 1.32 1.24 0.11 1.32 0.94 1.63 0.95 0.54 1.20 0.80 1.14 1.02 0.82 1.27 0.81 1.30 0.80 0.02 1.20 0.67 0.96 1.09 0.40 1.27 0.86 1.39 P07737 PROF1_HUMANreviewed Profilin-1 (Epididymis tissue protein Li 184a) (Profilin I)PFN1 140 Homo sapiens (Human) 1.15 0.77 1.06 1.10 0.90 1.04 1.00 1.14 0.95 0.82 0.94 0.86 1.09 1.04 1.12 0.88 1.02 1.26 0.95 1.01 1.10 0.204 -0.385 0.084 0.143 -0.149 0.057 0.000 0.193 -0.078 -0.286 -0.085 -0.217 0.125 0.054 0.159 -0.186 0.034 0.330 -0.074 0.008 0.142

1.25 0.64 1.00 1.05 0.49 1.19 0.88 1.25 0.70 0.01 1.25 0.56 0.87 0.81 0.05 1.23 0.66 1.00 0.82 0.04 1.21 0.67 0.99 0.89 0.42 1.41 0.63 1.25 P60660 MYL6_HUMAN reviewed Myosin light polypeptide 6 (17 kDa myosin light chain) (LC17) (Myosin light chain 3) (MLC-3) (Myosin light chain alkali 3) (Myosin light chain A3) (Smooth muscle and nonmuscle myosin light chain alkali 6)MYL6 151 Homo sapiens (Human) 0.81 0.94 0.83 2.17 1.88 0.81 0.84 1.20 0.79 0.84 0.76 1.15 0.90 0.95 0.73 0.86 1.00 1.07 0.70 0.80 0.90 -0.312 -0.094 -0.276 1.117 0.913 -0.308 -0.245 0.267 -0.338 -0.254 -0.395 0.198 -0.148 -0.078 -0.447 -0.217 -0.005 0.096 -0.523 -0.323 -0.154

1.22 0.75 1.12 1.16 0.16 1.24 0.93 1.44 0.94 0.41 1.17 0.80 1.10 0.97 0.75 1.23 0.79 1.19 1.05 0.48 1.17 0.90 1.23 1.11 0.18 1.17 0.94 1.30 Q86VP6 CAND1_HUMANreviewed Cullin-associated NEDD8-dissociated protein 1 (Cullin-associated and neddylation-dissociated protein 1) (TBP-interacting protein of 120 kDa A) (TBP-interacting protein 120A) (p120 CAND1)CAND1 KIAA0829 TIP120 TIP120A1230 Homo sapiens (Human) 1.25 0.64 1.04 1.06 1.07 0.92 0.90 1.04 0.92 1.08 0.82 1.12 1.09 1.06 0.93 1.14 1.17 1.18 0.94 0.95 1.12 0.322 -0.644 0.051 0.086 0.096 -0.114 -0.147 0.055 -0.116 0.110 -0.288 0.164 0.129 0.078 -0.102 0.191 0.232 0.235 -0.091 -0.068 0.162

1.15 0.69 0.91 0.87 0.03 1.14 0.76 0.99 1.19 0.01 1.13 1.05 1.34 1.13 0.12 1.17 0.96 1.32 0.89 0.07 1.13 0.79 1.01 0.86 0.03 1.14 0.75 0.98 P30041 PRDX6_HUMANreviewed Peroxiredoxin-6 (EC 1.11.1.15) (1-Cys peroxiredoxin) (1-Cys PRX) (24 kDa protein) (Acidic calcium-independent phospholipase A2) (aiPLA2) (EC 3.1.1.-) (Antioxidant protein 2) (Liver 2D page spot 40) (Non-selenium glutathione peroxidase) (NSGPx) (EC 1.11.1.9) (Red blood cells page spot 12)PRDX6 AOP2 KIAA0106 224 Homo sapiens (Human) 2.15 0.54 1.35 0.84 0.77 0.80 1.04 1.15 1.01 0.92 0.77 1.29 1.43 0.89 0.71 1.39 1.17 0.88 1.18 1.11 0.87 1.102 -0.889 0.430 -0.252 -0.375 -0.324 0.051 0.196 0.009 -0.124 -0.374 0.365 0.512 -0.161 -0.492 0.480 0.225 -0.184 0.242 0.145 -0.204

1.47 0.53 1.16 1.34 0.04 1.32 1.01 1.76 1.39 0.00 1.15 1.21 1.60 0.92 0.32 1.22 0.75 1.11 0.83 0.07 1.23 0.68 1.02 0.94 0.61 1.29 0.73 1.22 O00299 CLIC1_HUMAN reviewed Chloride intracellular channel protein 1 (Chloride channel ABP) (Nuclear chloride ion channel 27) (NCC27) (Regulatory nuclear chloride ion channel protein) (hRNCC)CLIC1 G6 NCC27 241 Homo sapiens (Human) 1.24 0.92 1.11 0.89 1.36 0.79 0.92 1.04 1.06 0.85 1.05 0.95 1.35 0.95 0.82 1.16 1.22 1.36 1.39 0.90 0.95 0.315 -0.126 0.147 -0.173 0.447 -0.336 -0.116 0.053 0.086 -0.228 0.071 -0.067 0.434 -0.073 -0.283 0.213 0.284 0.441 0.473 -0.153 -0.069

2.22 0.53 2.59 0.86 0.12 1.22 0.70 1.05 0.74 0.39 2.05 0.36 1.53 0.87 0.14 1.21 0.72 1.05 0.98 0.94 2.11 0.46 2.06 1.03 0.71 1.18 0.87 1.22 Q9UKK3 PARP4_HUMANreviewed Poly [ADP-ribose] polymerase 4 (PARP-4) (EC 2.4.2.30) (193 kDa vault protein) (ADP-ribosyltransferase diphtheria toxin-like 4) (ARTD4) (PARP-related/IalphaI-related H5/proline-rich) (PH5P) (Vault poly(ADP-ribose) polymerase) (VPARP)PARP4 ADPRTL1 KIAA0177 PARPL1724 Homo sapiens (Human) 0.99 1.62 0.97 1.57 1.51 1.18 0.70 0.86 0.74 1.00 0.83 0.70 0.68 0.71 0.92 0.85 1.26 0.87 0.74 0.86 1.04 -0.010 0.693 -0.046 0.653 0.592 0.236 -0.515 -0.213 -0.432 0.001 -0.265 -0.506 -0.552 -0.501 -0.115 -0.239 0.329 -0.197 -0.429 -0.222 0.057

1.38 0.55 1.06 1.69 0.00 1.26 1.34 2.12 0.92 0.27 1.17 0.79 1.08 1.07 0.42 1.20 0.89 1.28 0.95 0.69 1.36 0.70 1.29 0.80 0.14 1.37 0.58 1.10 P12429 ANXA3_HUMANreviewed Annexin A3 (35-alpha calcimedin) (Annexin III) (Annexin-3) (Inositol 1,2-cyclic phosphate 2-phosphohydrolase) (Lipocortin III) (Placental anticoagulant protein III) (PAP-III)ANXA3 ANX3 323 Homo sapiens (Human) 1.28 1.48 1.93 0.87 1.51 0.77 1.03 0.71 0.99 0.97 0.87 0.76 0.77 1.15 0.99 1.09 1.05 1.72 0.92 1.05 0.81 0.359 0.569 0.950 -0.202 0.592 -0.374 0.046 -0.494 -0.010 -0.041 -0.209 -0.390 -0.369 0.202 -0.014 0.128 0.066 0.779 -0.117 0.070 -0.309

1.15 1.02 1.34 1.32 0.01 1.22 1.08 1.60 1.10 0.12 1.14 0.97 1.25 1.17 0.08 1.19 0.98 1.39 0.92 0.58 1.39 0.66 1.28 1.09 0.14 1.14 0.96 1.24 P13489 RINI_HUMAN reviewed Ribonuclease inhibitor (Placental ribonuclease inhibitor) (Placental RNase inhibitor) (Ribonuclease/angiogenin inhibitor 1) (RAI)RNH1 PRI RNH 461 Homo sapiens (Human) 1.05 0.68 1.20 1.09 0.81 1.18 0.93 0.97 0.98 0.95 0.97 1.31 1.21 1.10 0.97 1.16 1.17 1.34 1.10 1.15 1.11 0.071 -0.560 0.261 0.120 -0.299 0.237 -0.109 -0.048 -0.025 -0.080 -0.042 0.391 0.273 0.133 -0.050 0.213 0.231 0.420 0.135 0.199 0.144

1.36 0.65 1.20 0.64 0.02 1.37 0.47 0.89 0.51 0.00 1.37 0.37 0.70 0.58 0.01 1.45 0.40 0.84 0.69 0.06 1.49 0.46 1.03 0.87 0.06 1.16 0.75 1.01 P28066 PSA5_HUMAN reviewed Proteasome subunit alpha type-5 (EC 3.4.25.1) (Macropain zeta chain) (Multicatalytic endopeptidase complex zeta chain) (Proteasome zeta chain)PSMA5 241 Homo sapiens (Human) 0.63 1.93 0.63 2.74 1.56 0.89 0.49 0.54 0.63 0.71 0.65 0.49 0.72 0.58 0.68 0.61 0.59 0.66 0.51 0.57 0.88 -0.657 0.950 -0.678 1.453 0.640 -0.168 -1.039 -0.890 -0.678 -0.496 -0.625 -1.040 -0.467 -0.779 -0.549 -0.708 -0.750 -0.610 -0.972 -0.807 -0.187

1.15 0.83 1.10 1.07 0.47 1.23 0.87 1.31 0.95 0.34 1.14 0.83 1.08 1.00 0.97 1.18 0.85 1.17 1.04 0.59 1.19 0.88 1.24 1.06 0.34 1.14 0.93 1.21 P30153 2AAA_HUMAN reviewed Serine/threonine-protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform (Medium tumor antigen-associated 61 kDa protein) (PP2A subunit A isoform PR65-alpha) (PP2A subunit A isoform R1-alpha)PPP2R1A 589 Homo sapiens (Human) 1.05 0.70 1.15 0.93 0.98 0.96 0.96 1.02 0.95 1.07 1.17 1.22 1.24 1.05 2.59 0.94 1.01 1.09 0.94 0.98 1.07 0.064 -0.505 0.198 -0.111 -0.031 -0.057 -0.064 0.022 -0.077 0.097 0.228 0.286 0.305 0.072 1.373 -0.090 0.012 0.119 -0.086 -0.028 0.097

1.20 0.90 1.29 0.67 0.03 1.40 0.48 0.94 0.56 0.02 1.53 0.36 0.85 0.49 0.00 1.20 0.41 0.59 0.53 0.00 1.33 0.40 0.71 0.91 0.21 1.20 0.76 1.09 P60900 PSA6_HUMAN reviewed Proteasome subunit alpha type-6 (EC 3.4.25.1) (27 kDa prosomal protein) (PROS-27) (p27K) (Macropain iota chain) (Multicatalytic endopeptidase complex iota chain) (Proteasome iota chain)PSMA6 PROS27 246 Homo sapiens (Human) 0.46 1.99 0.69 2.76 1.64 1.08 0.47 0.56 0.64 0.54 0.58 0.54 0.74 0.67 0.53 0.61 0.69 0.68 0.56 0.48 0.92 -1.131 0.994 -0.540 1.466 0.717 0.116 -1.075 -0.845 -0.648 -0.879 -0.782 -0.884 -0.441 -0.585 -0.928 -0.724 -0.538 -0.550 -0.849 -1.057 -0.126

1.13 0.95 1.21 0.91 0.28 1.20 0.76 1.10 0.66 0.00 1.15 0.57 0.76 0.78 0.00 1.14 0.68 0.88 0.81 0.07 1.26 0.64 1.02 1.03 0.76 1.28 0.81 1.33 P17980 PRS6A_HUMANreviewed 26S protease regulatory subunit 6A (26S proteasome AAA-ATPase subunit RPT5) (Proteasome 26S subunit ATPase 3) (Proteasome subunit P50) (Tat-binding protein 1) (TBP-1)PSMC3 TBP1 439 Homo sapiens (Human) 0.89 1.18 0.77 1.91 1.42 1.08 0.62 0.70 0.78 0.83 0.90 0.77 0.94 0.79 0.82 0.82 0.92 0.93 0.65 0.76 1.04 -0.171 0.236 -0.379 0.937 0.503 0.111 -0.681 -0.519 -0.355 -0.267 -0.149 -0.378 -0.091 -0.335 -0.285 -0.289 -0.128 -0.109 -0.614 -0.392 0.063

1.13 1.06 1.36 0.97 0.74 1.26 0.77 1.21 1.03 0.59 1.13 0.91 1.16 0.94 0.51 1.22 0.77 1.15 1.01 0.82 1.13 0.90 1.14 1.19 0.01 1.13 1.05 1.34 Q96KP4 CNDP2_HUMANreviewed Cytosolic non-specific dipeptidase (EC 3.4.13.18) (CNDP dipeptidase 2) (Glutamate carboxypeptidase-like protein 1) (Peptidase A)CNDP2 CN2 CPGL PEPA 475 Homo sapiens (Human) 1.25 0.97 1.16 0.66 1.18 1.21 1.12 1.01 1.16 1.04 0.96 1.21 1.36 1.26 0.80 1.14 1.12 0.98 1.03 0.93 1.20 0.326 -0.041 0.211 -0.598 0.237 0.274 0.163 0.019 0.218 0.055 -0.059 0.273 0.443 0.337 -0.322 0.184 0.166 -0.027 0.039 -0.111 0.260

1.25 0.84 1.30 0.89 0.51 1.51 0.59 1.33 0.74 0.06 1.38 0.53 1.02 0.72 0.00 1.14 0.63 0.82 0.91 0.31 1.22 0.75 1.11 0.94 0.44 1.19 0.79 1.12 Q14152 EIF3A_HUMAN reviewed Eukaryotic translation initiation factor 3 subunit A (eIF3a) (Eukaryotic translation initiation factor 3 subunit 10) (eIF-3-theta) (eIF3 p167) (eIF3 p180) (eIF3 p185)EIF3A EIF3S10 KIAA01391382 Homo sapiens (Human) 0.83 1.45 1.13 1.56 1.12 1.05 0.98 0.84 0.88 0.94 0.87 0.95 0.87 1.00 0.76 1.10 1.09 0.90 0.73 0.71 0.95 -0.266 0.532 0.173 0.642 0.159 0.075 -0.030 -0.247 -0.186 -0.094 -0.208 -0.067 -0.193 -0.007 -0.405 0.134 0.127 -0.153 -0.445 -0.495 -0.072

1.13 0.85 1.08 1.03 0.63 1.13 0.91 1.15 0.96 0.54 1.18 0.81 1.13 0.98 0.75 1.17 0.84 1.14 1.10 0.24 1.18 0.93 1.30 1.01 0.86 1.13 0.90 1.14 Q92616 GCN1L_HUMANreviewed Translational activator GCN1 (HsGCN1) (GCN1-like protein 1)GCN1L1 KIAA0219 2671 Homo sapiens (Human) 0.85 0.84 0.98 1.10 1.21 0.97 1.11 1.23 1.10 1.12 1.24 1.34 0.96 1.38 1.48 1.03 1.08 1.04 0.95 0.96 1.02 -0.242 -0.252 -0.030 0.144 0.280 -0.051 0.145 0.293 0.141 0.170 0.312 0.427 -0.063 0.469 0.565 0.036 0.117 0.059 -0.070 -0.055 0.027

1.21 0.90 1.32 1.11 0.40 1.32 0.84 1.47 1.04 0.69 1.25 0.83 1.30 1.32 0.00 1.16 1.14 1.54 1.21 0.11 1.28 0.94 1.56 1.78 0.00 1.17 1.53 2.07 P07357 CO8A_HUMAN reviewed Complement component C8 alpha chain (Complement component 8 subunit alpha)C8A 584 Homo sapiens (Human) 0.58 0.65 0.51 0.37 0.50 1.10 1.59 1.61 1.32 1.24 1.98 1.34 0.78 1.28 2.78 0.66 0.81 1.13 1.04 1.30 1.80 -0.774 -0.618 -0.981 -1.421 -0.999 0.139 0.667 0.689 0.404 0.314 0.986 0.423 -0.362 0.360 1.477 -0.598 -0.303 0.172 0.051 0.379 0.845

1.28 0.64 1.06 0.92 0.29 1.22 0.75 1.12 1.21 0.20 1.41 0.86 1.70 0.96 0.58 1.21 0.79 1.16 0.99 0.89 1.27 0.78 1.26 1.00 0.97 1.34 0.75 1.34 Q8N392 RHG18_HUMANreviewed Rho GTPase-activating protein 18 (MacGAP) (Rho-type GTPase-activating protein 18)ARHGAP18 663 Homo sapiens (Human) 1.40 0.56 1.08 0.98 0.95 0.83 1.07 1.30 1.15 1.01 1.01 1.40 1.50 1.01 0.98 1.19 1.25 0.93 1.20 0.94 1.01 0.486 -0.825 0.116 -0.026 -0.068 -0.263 0.097 0.379 0.197 0.018 0.009 0.482 0.588 0.015 -0.026 0.251 0.318 -0.100 0.266 -0.085 0.019

1.29 0.79 1.32 1.03 0.63 1.20 0.86 1.24 1.08 0.32 1.20 0.90 1.29 0.89 0.30 1.33 0.67 1.18 1.04 0.73 1.35 0.77 1.40 0.89 0.31 1.32 0.67 1.18 O60701 UGDH_HUMANreviewed UDP-glucose 6-dehydrogenase (UDP-Glc dehydrogenase) (UDP-GlcDH) (UDPGDH) (EC 1.1.1.22)UGDH 494 Homo sapiens (Human) 1.64 0.50 1.14 0.66 0.99 1.03 0.98 1.33 1.05 1.07 0.98 1.29 1.26 0.93 0.81 1.47 1.42 1.05 1.07 0.87 0.90 0.715 -1.003 0.187 -0.610 -0.010 0.041 -0.033 0.408 0.064 0.094 -0.027 0.368 0.333 -0.101 -0.302 0.560 0.506 0.073 0.104 -0.198 -0.156

1.19 0.90 1.28 1.10 0.39 1.29 0.85 1.42 1.00 0.97 1.32 0.76 1.32 1.21 0.20 1.39 0.87 1.68 1.23 0.03 1.19 1.03 1.46 0.88 0.12 1.19 0.74 1.05 P15924 DESP_HUMAN reviewed Desmoplakin (DP) (250/210 kDa paraneoplastic pemphigus antigen)DSP 2871 Homo sapiens (Human) 0.78 1.45 0.91 0.64 0.79 1.09 1.26 1.21 1.65 1.26 1.81 1.00 0.72 1.42 1.38 1.36 0.98 1.12 1.00 1.19 0.89 -0.351 0.537 -0.129 -0.633 -0.343 0.119 0.338 0.274 0.725 0.333 0.854 0.005 -0.483 0.503 0.463 0.448 -0.030 0.159 0.003 0.250 -0.175

1.23 1.07 1.62 0.67 0.03 1.43 0.47 0.95 0.74 0.09 1.45 0.51 1.07 0.68 0.01 1.27 0.53 0.86 0.89 0.19 1.24 0.72 1.09 0.99 0.85 1.23 0.80 1.21 P39023 RL3_HUMAN reviewed 60S ribosomal protein L3 (HIV-1 TAR RNA-binding protein B) (TARBP-B)RPL3 OK/SW-cl.32 403 Homo sapiens (Human) 0.56 0.62 0.70 2.54 1.21 1.33 0.57 0.88 0.86 0.91 0.85 0.57 0.68 0.61 0.85 0.94 0.93 0.68 0.74 0.66 1.00 -0.847 -0.700 -0.510 1.347 0.272 0.412 -0.820 -0.182 -0.216 -0.138 -0.234 -0.807 -0.549 -0.723 -0.241 -0.094 -0.106 -0.561 -0.437 -0.591 -0.007

1.48 0.78 1.71 1.00 0.98 1.63 0.61 1.62 0.79 0.05 1.27 0.62 1.00 0.88 0.24 1.31 0.68 1.16 0.95 0.55 1.27 0.75 1.21 1.16 0.34 1.50 0.77 1.74 P47897 SYQ_HUMAN reviewed Glutamine--tRNA ligase (EC 6.1.1.18) (Glutaminyl-tRNA synthetase) (GlnRS)QARS 775 Homo sapiens (Human) 0.88 0.92 0.61 0.63 1.48 1.17 0.82 0.94 0.86 0.98 1.10 0.91 0.93 0.91 1.35 0.85 0.76 1.01 0.79 0.87 1.17 -0.178 -0.113 -0.723 -0.668 0.569 0.222 -0.280 -0.084 -0.216 -0.036 0.141 -0.130 -0.104 -0.142 0.437 -0.233 -0.390 0.018 -0.348 -0.203 0.223

1.39 0.73 1.42 1.03 0.80 1.34 0.77 1.38 1.11 0.26 1.24 0.89 1.37 0.89 0.23 1.27 0.70 1.13 1.22 0.39 1.79 0.68 2.20 0.86 0.49 1.73 0.50 1.49 P31949 S10AB_HUMANreviewed Protein S100-A11 (Calgizzarin) (Metastatic lymph node gene 70 protein) (MLN 70) (Protein S100-C) (S100 calcium-binding protein A11) [Cleaved into: Protein S100-A11, N-terminally processed]S100A11 MLN70 S100C 105 Homo sapiens (Human) 1.30 1.09 1.16 0.88 1.38 1.03 0.85 1.04 0.83 1.26 0.72 0.85 1.29 0.80 0.73 1.10 1.31 1.05 1.10 0.87 0.87 0.380 0.119 0.215 -0.188 0.466 0.038 -0.230 0.058 -0.269 0.329 -0.466 -0.233 0.367 -0.329 -0.462 0.138 0.385 0.065 0.143 -0.199 -0.200

1.16 0.88 1.18 1.18 0.03 1.16 1.02 1.36 1.26 0.00 1.12 1.13 1.42 1.18 0.01 1.12 1.05 1.32 0.82 0.04 1.20 0.69 0.98 0.93 0.42 1.20 0.78 1.12 P23528 COF1_HUMAN reviewed Cofilin-1 (18 kDa phosphoprotein) (p18) (Cofilin, non-muscle isoform)CFL1 CFL 166 Homo sapiens (Human) 1.14 1.02 1.48 0.75 0.96 1.03 0.91 0.97 0.95 0.85 1.00 1.17 1.49 1.22 1.06 1.11 0.95 1.20 1.26 1.16 0.94 0.186 0.035 0.566 -0.408 -0.064 0.044 -0.136 -0.039 -0.073 -0.243 -0.007 0.225 0.573 0.289 0.089 0.147 -0.074 0.257 0.334 0.208 -0.085

1.14 0.77 1.01 0.77 0.04 1.27 0.61 0.98 1.33 0.00 1.13 1.18 1.51 0.81 0.01 1.14 0.71 0.92 0.86 0.07 1.19 0.72 1.02 0.67 0.00 1.15 0.58 0.76 P30044 PRDX5_HUMANreviewed Peroxiredoxin-5, mitochondrial (EC 1.11.1.15) (Alu corepressor 1) (Antioxidant enzyme B166) (AOEB166) (Liver tissue 2D-page spot 71B) (PLP) (Peroxiredoxin V) (Prx-V) (Peroxisomal antioxidant enzyme) (TPx type VI) (Thioredoxin peroxidase PMP20) (Thioredoxin reductase)PRDX5 ACR1 SBBI10 214 Homo sapiens (Human) 1.82 0.78 0.95 0.86 1.04 0.89 0.76 1.02 0.89 0.88 0.73 1.31 1.52 0.80 0.63 1.31 1.49 0.79 1.33 0.79 0.67 0.860 -0.364 -0.081 -0.223 0.058 -0.168 -0.397 0.026 -0.162 -0.189 -0.453 0.394 0.600 -0.321 -0.678 0.393 0.579 -0.346 0.412 -0.337 -0.571

1.14 1.45 1.88 0.94 0.43 1.20 0.78 1.12 1.07 0.29 1.14 0.94 1.21 0.92 0.20 1.14 0.81 1.05 1.00 1.00 1.13 0.89 1.13 1.19 0.14 1.28 0.93 1.53 Q06830 PRDX1_HUMANreviewed Peroxiredoxin-1 (EC 1.11.1.15) (Natural killer cell-enhancing factor A) (NKEF-A) (Proliferation-associated gene protein) (PAG) (Thioredoxin peroxidase 2) (Thioredoxin-dependent peroxide reductase 2)PRDX1 PAGA PAGB TDPX2199 Homo sapiens (Human) 1.15 0.62 1.06 0.96 0.97 1.66 0.82 1.22 1.16 1.03 0.92 0.99 1.22 0.85 0.88 1.22 1.33 0.95 1.06 0.91 1.21 0.202 -0.684 0.084 -0.053 -0.042 0.735 -0.288 0.282 0.209 0.037 -0.120 -0.020 0.291 -0.239 -0.177 0.287 0.407 -0.071 0.087 -0.141 0.271

1.20 0.53 0.76 0.51 0.00 1.19 0.43 0.61 1.26 0.00 1.13 1.12 1.43 1.08 0.19 1.13 0.95 1.22 0.66 0.00 1.14 0.58 0.75 0.74 0.00 1.13 0.65 0.83 P53990 IST1_HUMAN reviewed IST1 homolog (hIST1) (Putative MAPK-activating protein PM28)IST1 KIAA0174 364 Homo sapiens (Human) 1.98 1.56 2.61 1.42 0.78 0.64 1.04 0.57 1.13 0.68 1.12 0.63 0.71 0.92 0.86 0.98 0.74 0.52 1.26 1.06 0.74 0.983 0.638 1.383 0.511 -0.365 -0.636 0.062 -0.810 0.171 -0.557 0.168 -0.668 -0.495 -0.121 -0.215 -0.034 -0.429 -0.950 0.333 0.083 -0.426

1.21 0.72 1.05 0.98 0.80 1.24 0.78 1.21 1.12 0.11 1.16 0.97 1.29 1.14 0.04 1.14 1.01 1.30 0.79 0.25 1.53 0.52 1.22 0.82 0.09 1.26 0.65 1.04 P61586 RHOA_HUMANreviewed Transforming protein RhoA (Rho cDNA clone 12) (h12)RHOA ARH12 ARHA RHO12193 Homo sapiens (Human) 1.15 1.30 1.27 1.07 1.13 0.88 1.08 1.03 1.08 0.82 0.94 0.96 1.19 1.00 0.98 1.29 1.21 0.99 1.12 1.12 0.83 0.203 0.376 0.340 0.092 0.173 -0.191 0.105 0.047 0.116 -0.295 -0.089 -0.062 0.251 -0.003 -0.033 0.365 0.278 -0.012 0.159 0.167 -0.271

1.17 0.99 1.34 0.42 0.01 1.71 0.24 0.72 0.54 0.01 1.48 0.36 0.79 0.41 0.10 3.03 0.14 1.25 1.45 0.00 1.20 1.20 1.74 2.70 0.00 1.22 2.21 3.31 P01880 IGHD_HUMAN reviewed Ig delta chain C regionIGHD 384 Homo sapiens (Human) 0.42 0.28 0.76 0.51 1.10 1.16 0.88 3.46 1.10 1.48 4.60 0.48 0.51 1.21 1.73 0.71 1.08 0.43 0.53 0.40 2.73 -1.261 -1.816 -0.389 -0.958 0.142 0.214 -0.191 1.792 0.139 0.569 2.203 -1.044 -0.958 0.275 0.790 -0.494 0.111 -1.234 -0.907 -1.304 1.449

1.34 0.48 0.86 3.02 0.00 1.35 2.24 4.06 0.83 0.01 1.14 0.73 0.95 1.26 0.01 1.15 1.10 1.44 1.21 0.07 1.24 0.98 1.50 0.84 0.36 1.55 0.54 1.29 P11215 ITAM_HUMAN reviewed Integrin alpha-M (CD11 antigen-like family member B) (CR-3 alpha chain) (Cell surface glycoprotein MAC-1 subunit alpha) (Leukocyte adhesion receptor MO1) (Neutrophil adherence receptor) (CD antigen CD11b)ITGAM CD11B CR3A 1152 Homo sapiens (Human) 0.44 0.66 0.79 0.39 1.33 0.65 1.23 1.89 1.51 1.24 0.99 1.09 0.64 1.33 1.26 0.83 1.22 3.07 0.83 1.24 0.84 -1.187 -0.590 -0.341 -1.346 0.416 -0.620 0.294 0.920 0.590 0.312 -0.009 0.121 -0.646 0.416 0.329 -0.266 0.283 1.616 -0.275 0.309 -0.245

1.26 0.70 1.11 1.15 0.40 1.46 0.79 1.68 0.81 0.01 1.15 0.71 0.93 0.94 0.31 1.15 0.81 1.08 1.03 0.78 1.29 0.80 1.33 1.49 0.01 1.29 1.15 1.92 P13010 XRCC5_HUMANreviewed X-ray repair cross-complementing protein 5 (EC 3.6.4.-) (86 kDa subunit of Ku antigen) (ATP-dependent DNA helicase 2 subunit 2) (ATP-dependent DNA helicase II 80 kDa subunit) (CTC box-binding factor 85 kDa subunit) (CTC85) (CTCBF) (DNA repair protein XRCC5) (Ku80) (Ku86) (Lupus Ku autoantigen protein p86) (Nuclear factor IV) (Thyroid-lupus autoantigen) (TLAA) (X-ray repair complementing defective repair in Chinese hamster cells 5 (double-strand-break rejoining))XRCC5 G22P2 732 Homo sapiens (Human) 0.80 1.27 0.90 1.17 1.58 0.89 0.73 1.10 0.77 1.06 0.80 0.80 0.70 0.92 1.21 0.99 1.21 1.17 0.81 0.92 1.50 -0.316 0.349 -0.157 0.223 0.657 -0.174 -0.447 0.134 -0.372 0.082 -0.318 -0.330 -0.510 -0.124 0.278 -0.017 0.272 0.229 -0.308 -0.119 0.587

1.56 0.58 1.42 0.70 0.00 1.18 0.59 0.82 1.02 0.83 1.21 0.84 1.23 1.19 0.08 1.23 0.97 1.47 0.76 0.22 1.65 0.46 1.26 0.70 0.00 1.18 0.59 0.83 P21926 CD9_HUMAN reviewed CD9 antigen (5H9 antigen) (Cell growth-inhibiting gene 2 protein) (Leukocyte antigen MIC3) (Motility-related protein) (MRP-1) (Tetraspanin-29) (Tspan-29) (p24) (CD antigen CD9)CD9 MIC3 TSPAN29 GIG2 228 Homo sapiens (Human) 1.54 2.12 1.50 1.00 0.92 0.92 1.38 0.98 1.06 0.78 0.69 1.16 1.70 0.83 0.57 1.22 1.10 0.71 1.01 1.17 0.71 0.623 1.087 0.583 0.006 -0.127 -0.119 0.463 -0.025 0.080 -0.358 -0.545 0.213 0.768 -0.274 -0.806 0.283 0.141 -0.499 0.019 0.228 -0.501

1.15 1.03 1.37 0.91 0.16 1.15 0.79 1.05 0.68 0.00 1.16 0.59 0.79 0.79 0.01 1.17 0.68 0.93 0.81 0.02 1.20 0.67 0.97 1.05 0.74 1.35 0.77 1.42 P14868 SYDC_HUMAN reviewed Aspartate--tRNA ligase, cytoplasmic (EC 6.1.1.12) (Aspartyl-tRNA synthetase) (AspRS) (Cell proliferation-inducing gene 40 protein)DARS PIG40 501 Homo sapiens (Human) 1.05 1.37 0.88 1.68 1.39 1.20 0.93 0.93 0.88 0.83 0.87 1.04 0.95 0.97 0.88 0.92 1.14 0.92 0.68 0.78 1.06 0.077 0.450 -0.179 0.749 0.473 0.261 -0.100 -0.112 -0.184 -0.274 -0.195 0.062 -0.077 -0.041 -0.187 -0.119 0.189 -0.118 -0.553 -0.363 0.082

1.24 0.91 1.40 1.15 0.02 1.12 1.03 1.29 1.01 0.83 1.12 0.90 1.13 0.98 0.80 1.17 0.84 1.15 1.03 0.60 1.14 0.90 1.18 1.34 0.01 1.20 1.11 1.61 P07384 CAN1_HUMAN reviewed Calpain-1 catalytic subunit (EC 3.4.22.52) (Calcium-activated neutral proteinase 1) (CANP 1) (Calpain mu-type) (Calpain-1 large subunit) (Cell proliferation-inducing gene 30 protein) (Micromolar-calpain) (muCANP)CAPN1 CANPL1 PIG30 714 Homo sapiens (Human) 1.12 0.86 0.97 0.98 1.03 1.14 1.23 1.17 1.19 1.06 1.18 1.46 1.07 1.35 1.14 1.07 1.18 1.17 1.01 0.97 1.35 0.165 -0.210 -0.045 -0.022 0.042 0.190 0.301 0.227 0.247 0.082 0.240 0.542 0.104 0.438 0.191 0.102 0.241 0.223 0.011 -0.051 0.436

2.00 0.46 1.83 1.29 0.01 1.19 1.08 1.54 1.24 0.03 1.21 1.02 1.50 1.26 0.07 1.28 0.98 1.61 1.14 0.56 1.60 0.71 1.82 0.91 0.46 1.30 0.70 1.19 Q8TE68 ES8L1_HUMANreviewed Epidermal growth factor receptor kinase substrate 8-like protein 1 (EPS8-like protein 1) (Epidermal growth factor receptor pathway substrate 8-related protein 1) (EPS8-related protein 1)EPS8L1 DRC3 EPS8R1 PP10566723 Homo sapiens (Human) 1.01 1.15 1.77 1.12 1.42 0.92 0.89 0.92 1.04 1.17 0.71 0.85 1.13 1.09 0.76 1.11 1.01 1.31 1.24 1.23 0.92 0.009 0.200 0.824 0.161 0.511 -0.121 -0.172 -0.114 0.058 0.220 -0.488 -0.226 0.180 0.123 -0.394 0.147 0.012 0.394 0.305 0.304 -0.115

1.27 0.51 0.82 1.13 0.13 1.20 0.95 1.35 1.32 0.01 1.19 1.10 1.57 1.70 0.00 1.20 1.42 2.03 1.01 0.94 1.55 0.65 1.58 1.79 0.00 1.19 1.50 2.14 Q96PD5 PGRP2_HUMANreviewed N-acetylmuramoyl-L-alanine amidase (EC 3.5.1.28) (Peptidoglycan recognition protein 2) (Peptidoglycan recognition protein long) (PGRP-L)PGLYRP2 PGLYRPL PGRPL UNQ3103/PRO10102576 Homo sapiens (Human) 0.38 0.46 0.66 0.45 0.45 0.65 1.80 1.49 1.46 1.04 1.50 1.74 0.71 1.06 2.70 0.92 1.06 1.15 1.31 1.67 1.81 -1.401 -1.132 -0.608 -1.147 -1.145 -0.612 0.845 0.570 0.550 0.058 0.589 0.796 -0.488 0.089 1.435 -0.125 0.081 0.203 0.392 0.741 0.856

1.18 0.92 1.28 1.19 0.04 1.18 1.01 1.41 1.05 0.46 1.18 0.89 1.25 1.28 0.01 1.18 1.09 1.51 0.91 0.26 1.22 0.75 1.10 1.74 0.00 1.23 1.41 2.14 P05156 CFAI_HUMAN reviewed Complement factor I (EC 3.4.21.45) (C3B/C4B inactivator) [Cleaved into: Complement factor I heavy chain; Complement factor I light chain]CFI IF 583 Homo sapiens (Human) 0.59 0.55 0.67 0.56 0.68 1.09 1.95 1.41 1.31 0.93 2.05 1.74 1.09 1.34 1.80 0.79 0.86 1.21 1.05 1.26 1.76 -0.771 -0.856 -0.570 -0.839 -0.562 0.125 0.966 0.499 0.389 -0.103 1.039 0.801 0.119 0.423 0.850 -0.340 -0.216 0.277 0.071 0.332 0.813

1.46 0.48 1.02 0.77 0.30 1.87 0.41 1.43 1.29 0.02 1.20 1.08 1.55 1.46 0.00 1.20 1.21 1.75 0.76 0.03 1.25 0.60 0.95 0.68 0.02 1.33 0.51 0.90 Q9Y624 JAM1_HUMAN reviewed Junctional adhesion molecule A (JAM-A) (Junctional adhesion molecule 1) (JAM-1) (Platelet F11 receptor) (Platelet adhesion molecule 1) (PAM-1) (CD antigen CD321)F11R JAM1 JCAM UNQ264/PRO301299 Homo sapiens (Human) 1.68 1.68 2.24 1.27 0.94 0.70 1.09 0.68 0.97 0.77 0.75 0.67 0.68 0.81 0.67 0.98 1.12 0.78 1.29 1.43 0.68 0.748 0.749 1.165 0.345 -0.091 -0.510 0.120 -0.550 -0.041 -0.369 -0.406 -0.582 -0.554 -0.306 -0.585 -0.026 0.162 -0.361 0.367 0.518 -0.550

1.75 0.62 1.90 0.82 0.34 1.59 0.52 1.31 1.01 0.98 1.71 0.59 1.72 1.02 0.95 1.77 0.58 1.79 0.91 0.74 1.91 0.48 1.74 0.74 0.20 1.65 0.45 1.22 P11216 PYGB_HUMAN reviewed Glycogen phosphorylase, brain form (EC 2.4.1.1)PYGB 843 Homo sapiens (Human) 1.21 0.62 1.04 1.10 0.70 1.09 1.06 0.93 0.77 0.94 0.66 1.09 1.21 0.97 1.14 1.22 0.99 0.83 1.00 1.00 0.75 0.272 -0.683 0.052 0.133 -0.520 0.129 0.089 -0.107 -0.385 -0.096 -0.597 0.131 0.271 -0.051 0.193 0.292 -0.022 -0.262 0.004 -0.001 -0.414

1.19 1.12 1.59 0.88 0.08 1.16 0.76 1.02 1.09 0.17 1.14 0.95 1.25 0.95 0.59 1.25 0.76 1.18 1.04 0.55 1.16 0.90 1.20 1.10 0.43 1.32 0.84 1.46 P20073 ANXA7_HUMANreviewed Annexin A7 (Annexin VII) (Annexin-7) (Synexin)ANXA7 ANX7 SNX OK/SW-cl.95488 Homo sapiens (Human) 1.36 1.38 1.04 0.97 1.07 1.35 1.00 1.24 0.95 1.07 0.81 1.10 1.12 0.86 0.74 1.12 1.35 0.89 1.09 0.93 1.11 0.446 0.463 0.052 -0.047 0.102 0.429 0.001 0.310 -0.067 0.092 -0.311 0.143 0.164 -0.210 -0.437 0.166 0.433 -0.164 0.120 -0.100 0.156

1.22 0.95 1.40 0.82 0.19 1.43 0.57 1.17 1.40 0.01 1.22 1.15 1.71 1.25 0.04 1.21 1.03 1.51 1.25 0.05 1.26 0.99 1.58 0.98 0.77 1.21 0.81 1.19 P12821 ACE_HUMAN reviewed Angiotensin-converting enzyme (ACE) (EC 3.2.1.-) (EC 3.4.15.1) (Dipeptidyl carboxypeptidase I) (Kininase II) (CD antigen CD143) [Cleaved into: Angiotensin-converting enzyme, soluble form]ACE DCP DCP1 1306 Homo sapiens (Human) 0.87 1.20 0.97 0.81 0.76 1.17 1.36 1.41 1.11 1.28 1.10 1.42 1.17 1.04 1.03 1.08 1.02 0.83 1.40 1.22 0.99 -0.206 0.263 -0.050 -0.302 -0.403 0.221 0.441 0.491 0.154 0.361 0.143 0.510 0.230 0.056 0.046 0.111 0.022 -0.269 0.485 0.291 -0.017

1.70 0.40 1.16 1.19 0.20 1.41 0.85 1.69 1.22 0.21 1.50 0.82 1.83 1.14 0.36 1.47 0.77 1.68 0.97 0.89 1.90 0.51 1.85 0.96 0.70 1.31 0.74 1.26 P07948 LYN_HUMAN reviewed Tyrosine-protein kinase Lyn (EC 2.7.10.2) (Lck/Yes-related novel protein tyrosine kinase) (V-yes-1 Yamaguchi sarcoma viral related oncogene homolog) (p53Lyn) (p56Lyn)LYN JTK8 512 Homo sapiens (Human) 0.94 1.16 0.99 0.87 1.17 0.69 0.98 1.19 0.99 1.00 1.20 1.16 1.24 1.10 1.09 1.04 1.30 1.21 1.22 1.12 0.97 -0.086 0.217 -0.010 -0.202 0.228 -0.542 -0.026 0.250 -0.016 -0.006 0.262 0.212 0.308 0.139 0.127 0.056 0.380 0.279 0.287 0.166 -0.038

4.94 0.19 4.58 0.93 0.62 4.01 0.23 3.72 1.06 0.74 5.37 0.20 5.69 1.26 0.29 4.02 0.31 5.05 1.40 0.30 8.65 0.16 12.11 1.03 0.83 4.03 0.26 4.16 P19652 A1AG2_HUMANreviewed Alpha-1-acid glycoprotein 2 (AGP 2) (Orosomucoid-2) (OMD 2)ORM2 AGP2 201 Homo sapiens (Human) 0.38 0.63 0.78 0.38 0.81 0.93 3.28 1.30 1.43 1.44 3.08 1.28 0.87 1.24 2.38 1.09 0.92 0.94 1.06 1.23 1.04 -1.380 -0.674 -0.361 -1.382 -0.301 -0.098 1.713 0.380 0.515 0.522 1.624 0.357 -0.195 0.310 1.248 0.131 -0.125 -0.083 0.079 0.303 0.059

1.32 0.77 1.33 0.91 0.33 1.24 0.74 1.13 1.06 0.48 1.23 0.87 1.30 1.11 0.16 1.18 0.95 1.31 0.89 0.37 1.36 0.65 1.21 0.67 0.01 1.25 0.54 0.84 Q16555 DPYL2_HUMANreviewed Dihydropyrimidinase-related protein 2 (DRP-2) (Collapsin response mediator protein 2) (CRMP-2) (N2A3) (Unc-33-like phosphoprotein 2) (ULIP-2)DPYSL2 CRMP2 ULIP2 572 Homo sapiens (Human) 1.05 1.07 1.00 1.84 1.26 1.02 0.89 0.92 1.26 0.91 0.86 1.06 1.03 1.12 0.86 1.10 0.87 0.93 1.06 1.09 0.68 0.077 0.092 0.004 0.877 0.339 0.031 -0.167 -0.121 0.339 -0.135 -0.217 0.084 0.041 0.162 -0.209 0.137 -0.196 -0.108 0.082 0.127 -0.556

1.57 0.70 1.73 0.54 0.06 2.00 0.27 1.08 0.81 0.16 1.54 0.52 1.24 0.75 0.23 2.09 0.36 1.56 0.67 0.38 4.64 0.14 3.11 0.76 0.22 1.99 0.38 1.50 P08962 CD63_HUMAN reviewed CD63 antigen (Granulophysin) (Lysosomal-associated membrane protein 3) (LAMP-3) (Melanoma-associated antigen ME491) (OMA81H) (Ocular melanoma-associated antigen) (Tetraspanin-30) (Tspan-30) (CD antigen CD63)CD63 MLA1 TSPAN30 238 Homo sapiens (Human) 1.02 2.12 1.18 1.23 0.83 1.11 1.10 0.75 1.52 0.69 1.10 1.06 1.69 1.22 0.87 1.16 1.09 0.55 0.80 0.73 0.76 0.030 1.087 0.238 0.302 -0.277 0.154 0.138 -0.421 0.606 -0.541 0.136 0.090 0.756 0.282 -0.196 0.215 0.119 -0.860 -0.315 -0.446 -0.390

1.46 0.84 1.79 0.90 0.30 1.28 0.70 1.15 0.76 0.07 1.37 0.55 1.04 0.81 0.09 1.31 0.61 1.06 0.82 0.07 1.25 0.66 1.03 0.94 0.80 1.85 0.51 1.75 Q9Y678 COPG1_HUMANreviewed Coatomer subunit gamma-1 (Gamma-1-coat protein) (Gamma-1-COP)COPG1 COPG 874 Homo sapiens (Human) 1.96 2.74 0.74 1.27 1.03 1.24 1.06 0.94 0.71 0.84 1.52 1.16 1.01 1.09 1.53 0.85 0.74 0.91 0.76 0.79 0.95 0.973 1.454 -0.435 0.342 0.040 0.310 0.085 -0.095 -0.502 -0.247 0.608 0.212 0.013 0.127 0.610 -0.242 -0.425 -0.130 -0.404 -0.335 -0.071

1.43 0.54 1.11 0.82 0.41 2.28 0.36 1.87 0.99 0.90 1.43 0.69 1.42 0.91 0.37 1.43 0.63 1.30 1.01 0.95 2.33 0.44 2.36 0.83 0.28 1.72 0.48 1.43 P51148 RAB5C_HUMANreviewed Ras-related protein Rab-5C (L1880) (RAB5L)RAB5C RABL 216 Homo sapiens (Human) 1.14 1.40 1.25 1.01 0.84 0.78 1.01 1.02 1.22 1.04 1.09 0.97 1.08 1.01 1.14 1.09 0.94 0.84 0.99 0.89 0.84 0.189 0.485 0.322 0.020 -0.248 -0.361 0.012 0.027 0.288 0.058 0.123 -0.045 0.118 0.021 0.184 0.120 -0.084 -0.258 -0.021 -0.164 -0.251

############# 0.00 ############# 0.59 0.14 4.25 0.14 2.52 0.73 0.93 ############# 0.00 ############# 1.41 0.24 5.77 0.24 8.16 0.67 0.42 48.50 0.01 32.62 0.51 0.78 ############# 0.00 #############Q53TN4 CYBR1_HUMANreviewed Cytochrome b reductase 1 (EC 1.-.-.-) (Duodenal cytochrome b) (Ferric-chelate reductase 3)CYBRD1 DCYTB FRRS3 286 Homo sapiens (Human) 3.18 1.05 4.35 1.16 1.02 0.61 1.29 0.40 0.86 0.69 0.79 0.92 0.54 1.15 1.05 0.48 0.31 0.60 0.73 1.39 0.51 1.667 0.074 2.120 0.220 0.035 -0.710 0.372 -1.310 -0.212 -0.535 -0.339 -0.122 -0.898 0.198 0.077 -1.071 -1.683 -0.728 -0.458 0.474 -0.965

7.35 0.17 9.24 0.88 0.68 3.21 0.27 2.82 1.42 0.05 1.44 0.99 2.04 1.14 0.26 1.44 0.79 1.65 1.14 0.26 1.44 0.79 1.64 1.13 0.28 1.44 0.79 1.63 P61006 RAB8A_HUMANreviewed Ras-related protein Rab-8A (Oncogene c-mel)RAB8A MEL RAB8 207 Homo sapiens (Human) 0.92 1.42 1.32 1.01 0.83 1.27 1.08 0.82 1.13 1.17 1.12 0.82 0.76 1.02 0.93 1.15 1.06 0.89 1.42 1.12 1.14 -0.116 0.506 0.403 0.014 -0.261 0.344 0.114 -0.281 0.173 0.227 0.159 -0.285 -0.394 0.024 -0.104 0.203 0.084 -0.166 0.502 0.167 0.193

Measurements, ratio, p-val, EF, CIMeasurements, ratio, p-val, EF, CI Measurements, ratio, p-val, EF, CI Measurements, ratio, p-val, EF, CI Measurements, ratio, p-val, EF, CI Measurements, ratio, p-val, EF, CI
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5.92 0.12 4.10 0.57 0.49 977.18 0.00 560.79 1.08 0.82 26.69 0.04 28.73 1.13 0.49 4.56 0.25 5.17 0.93 0.79 16.19 0.06 14.99 0.73 0.44 30.27 0.02 21.95 P63000 RAC1_HUMAN reviewed Ras-related C3 botulinum toxin substrate 1 (Cell migration-inducing gene 5 protein) (Ras-like protein TC25) (p21-Rac1)RAC1 TC25 MIG5 192 Homo sapiens (Human) 1.13 1.37 1.44 1.08 0.92 0.70 1.18 1.07 1.32 0.95 1.20 1.04 1.11 1.07 1.27 1.23 1.22 0.58 1.07 1.11 0.73 0.181 0.455 0.524 0.113 -0.126 -0.517 0.237 0.093 0.404 -0.074 0.264 0.057 0.154 0.092 0.341 0.304 0.285 -0.778 0.101 0.156 -0.450

1.27 0.51 0.83 1.37 0.10 1.48 0.93 2.02 1.62 0.00 1.15 1.41 1.87 1.14 0.06 1.15 0.99 1.32 0.84 0.14 1.28 0.65 1.08 0.78 0.01 1.15 0.68 0.90 Q7Z404 TMC4_HUMANreviewed Transmembrane channel-like protein 4TMC4 712 Homo sapiens (Human) 1.09 1.36 0.99 1.13 1.12 0.65 0.64 0.71 0.96 0.86 0.79 0.81 1.27 0.73 0.70 1.28 1.15 1.39 1.62 1.13 0.79 0.129 0.444 -0.012 0.176 0.168 -0.612 -0.634 -0.504 -0.063 -0.217 -0.348 -0.307 0.350 -0.444 -0.513 0.353 0.201 0.475 0.692 0.170 -0.344

1.16 1.22 1.65 0.96 0.56 1.18 0.81 1.13 1.21 0.01 1.13 1.08 1.37 0.76 0.00 1.15 0.66 0.87 0.98 0.91 1.41 0.70 1.38 0.64 0.00 1.19 0.54 0.76 Q9BW30 TPPP3_HUMANreviewed Tubulin polymerization-promoting protein family member 3 (TPPP/p20)TPPP3 CGI-38 176 Homo sapiens (Human) 1.84 0.59 1.09 0.61 1.00 1.43 1.09 1.14 1.09 1.01 0.76 1.25 1.68 0.83 0.50 1.41 1.02 0.97 1.21 0.74 0.64 0.883 -0.759 0.118 -0.706 -0.002 0.517 0.124 0.187 0.120 0.013 -0.402 0.319 0.752 -0.265 -0.986 0.500 0.030 -0.039 0.276 -0.429 -0.634

1.21 0.88 1.28 1.34 0.16 1.55 0.86 2.08 0.92 0.18 1.14 0.81 1.05 1.10 0.30 1.22 0.90 1.35 1.01 0.86 1.21 0.84 1.22 1.49 0.00 1.16 1.28 1.73 P60842 IF4A1_HUMAN reviewed Eukaryotic initiation factor 4A-I (eIF-4A-I) (eIF4A-I) (EC 3.6.4.13) (ATP-dependent RNA helicase eIF4A-1)EIF4A1 DDX2A EIF4A 406 Homo sapiens (Human) 1.03 0.53 1.04 0.92 0.76 1.07 1.00 1.37 0.97 1.04 0.83 1.08 1.47 1.21 0.81 1.22 1.37 1.36 0.92 1.08 1.51 0.036 -0.929 0.052 -0.128 -0.394 0.097 0.005 0.451 -0.048 0.058 -0.270 0.117 0.557 0.278 -0.301 0.284 0.450 0.443 -0.120 0.113 0.591

1.26 0.75 1.20 1.05 0.55 1.22 0.86 1.29 0.75 0.03 1.29 0.58 0.97 1.05 0.68 1.29 0.81 1.35 0.85 0.28 1.38 0.62 1.17 1.17 0.05 1.17 1.00 1.38 P23396 RS3_HUMAN reviewed 40S ribosomal protein S3RPS3 OK/SW-cl.26 243 Homo sapiens (Human) 0.79 1.00 1.04 1.42 1.43 0.96 0.63 0.95 1.04 0.87 1.07 0.85 0.86 0.77 1.15 0.91 1.06 1.07 0.75 1.03 1.19 -0.341 0.000 0.053 0.502 0.515 -0.059 -0.668 -0.067 0.058 -0.195 0.104 -0.238 -0.220 -0.369 0.198 -0.129 0.079 0.100 -0.413 0.041 0.245

1.14 0.59 0.76 0.83 0.24 1.42 0.58 1.17 1.68 0.00 1.14 1.47 1.91 1.28 0.00 1.14 1.13 1.46 1.06 0.64 1.31 0.81 1.38 1.62 0.00 1.15 1.41 1.88 P55058 PLTP_HUMAN reviewed Phospholipid transfer protein (Lipid transfer protein II)PLTP 493 Homo sapiens (Human) 0.45 0.42 0.66 0.59 0.86 0.68 1.91 1.42 1.27 1.08 1.29 2.14 0.69 1.56 2.77 0.84 0.73 0.84 1.67 1.26 1.64 -1.164 -1.267 -0.603 -0.768 -0.221 -0.566 0.937 0.509 0.341 0.115 0.363 1.099 -0.533 0.637 1.472 -0.250 -0.454 -0.252 0.741 0.336 0.715

1.20 0.98 1.40 1.08 0.39 1.20 0.90 1.30 0.75 0.00 1.17 0.64 0.87 0.87 0.15 1.22 0.71 1.06 0.92 0.16 1.13 0.81 1.04 1.09 0.50 1.32 0.83 1.44 Q13813 SPTN1_HUMANreviewed Spectrin alpha chain, non-erythrocytic 1 (Alpha-II spectrin) (Fodrin alpha chain) (Spectrin, non-erythroid alpha subunit)SPTAN1 NEAS SPTA2 2472 Homo sapiens (Human) 1.00 1.41 0.97 1.07 1.34 1.18 0.90 0.96 1.23 0.94 1.01 1.13 0.86 1.05 1.00 1.01 1.21 1.10 0.74 0.85 1.10 -0.004 0.497 -0.047 0.100 0.426 0.236 -0.158 -0.055 0.301 -0.086 0.014 0.182 -0.211 0.072 0.006 0.019 0.270 0.133 -0.426 -0.230 0.140

1.15 0.90 1.18 1.08 0.22 1.15 0.94 1.24 0.74 0.01 1.24 0.60 0.91 0.92 0.18 1.15 0.80 1.05 1.01 0.91 1.27 0.80 1.28 1.42 0.00 1.18 1.20 1.68 Q63HN8 RN213_HUMANreviewed E3 ubiquitin-protein ligase RNF213 (EC 6.3.2.-) (ALK lymphoma oligomerization partner on chromosome 17) (Mysterin) (RING finger protein 213)RNF213 ALO17 C17orf27 KIAA1554 KIAA1618 MYSTR5207 Homo sapiens (Human) 0.74 1.22 0.81 1.57 0.91 1.04 0.69 0.87 0.68 1.04 1.20 0.65 1.18 0.97 1.05 0.75 0.80 1.10 0.74 0.90 1.43 -0.444 0.288 -0.304 0.651 -0.134 0.057 -0.537 -0.199 -0.554 0.053 0.257 -0.612 0.239 -0.039 0.065 -0.414 -0.330 0.135 -0.440 -0.148 0.521

1.25 0.76 1.19 1.21 0.23 1.43 0.85 1.74 0.74 0.03 1.31 0.56 0.96 0.87 0.16 1.23 0.71 1.08 0.94 0.72 1.48 0.64 1.40 1.03 0.94 2.66 0.39 2.75 P35998 PRS7_HUMAN reviewed 26S protease regulatory subunit 7 (26S proteasome AAA-ATPase subunit RPT1) (Proteasome 26S subunit ATPase 2) (Protein MSS1)PSMC2 MSS1 433 Homo sapiens (Human) 0.93 1.19 0.79 1.49 1.35 0.96 0.82 0.83 0.97 0.97 0.98 0.93 1.01 0.90 0.94 0.81 0.82 1.23 0.73 0.86 1.04 -0.101 0.257 -0.349 0.576 0.433 -0.056 -0.295 -0.261 -0.039 -0.049 -0.023 -0.099 0.009 -0.151 -0.095 -0.304 -0.278 0.303 -0.447 -0.219 0.061

1.44 0.69 1.43 0.64 0.10 1.95 0.33 1.26 0.44 0.04 2.07 0.21 0.90 0.50 0.09 2.66 0.19 1.32 0.65 0.04 1.49 0.43 0.96 0.67 0.11 1.87 0.36 1.25 P50914 RL14_HUMAN reviewed 60S ribosomal protein L14 (CAG-ISL 7)RPL14 215 Homo sapiens (Human) 0.50 0.66 0.60 3.35 1.69 1.01 0.54 0.99 0.72 0.66 0.76 0.52 0.69 0.56 0.86 0.88 0.97 0.65 0.43 0.49 0.68 -0.998 -0.609 -0.726 1.743 0.755 0.009 -0.891 -0.021 -0.483 -0.595 -0.402 -0.930 -0.545 -0.824 -0.220 -0.187 -0.041 -0.613 -1.203 -1.031 -0.564

1.17 0.99 1.35 0.66 0.00 1.18 0.56 0.78 0.67 0.03 1.41 0.47 0.94 0.86 0.17 1.27 0.68 1.09 0.87 0.36 1.43 0.61 1.24 1.00 0.99 1.16 0.86 1.16 P55884 EIF3B_HUMAN reviewed Eukaryotic translation initiation factor 3 subunit B (eIF3b) (Eukaryotic translation initiation factor 3 subunit 9) (Prt1 homolog) (hPrt1) (eIF-3-eta) (eIF3 p110) (eIF3 p116)EIF3B EIF3S9 814 Homo sapiens (Human) 0.71 1.71 0.79 1.76 1.13 1.16 0.76 0.75 0.76 0.89 0.78 0.77 0.80 0.79 0.86 0.82 0.85 0.67 0.66 0.84 1.01 -0.491 0.775 -0.340 0.816 0.172 0.220 -0.402 -0.411 -0.396 -0.172 -0.355 -0.373 -0.320 -0.344 -0.215 -0.280 -0.230 -0.583 -0.592 -0.245 0.013

1.30 0.79 1.33 0.71 0.11 1.62 0.44 1.15 0.53 0.02 1.58 0.33 0.83 0.57 0.01 1.41 0.40 0.81 0.66 0.05 1.49 0.44 0.99 0.97 0.72 1.31 0.74 1.26 P25787 PSA2_HUMAN reviewed Proteasome subunit alpha type-2 (EC 3.4.25.1) (Macropain subunit C3) (Multicatalytic endopeptidase complex subunit C3) (Proteasome component C3)PSMA2 HC3 PSC3 234 Homo sapiens (Human) 0.67 1.80 0.60 2.55 1.69 1.03 0.61 0.62 0.84 0.68 0.90 0.67 0.79 1.06 0.92 0.66 0.71 0.72 0.52 0.56 0.98 -0.576 0.849 -0.725 1.351 0.753 0.045 -0.705 -0.694 -0.259 -0.553 -0.147 -0.570 -0.334 0.087 -0.113 -0.608 -0.485 -0.469 -0.934 -0.831 -0.034

1.31 1.14 1.97 1.06 0.64 1.32 0.80 1.40 0.86 0.18 1.28 0.67 1.10 1.04 0.48 1.15 0.91 1.20 0.77 0.08 1.34 0.58 1.04 1.49 0.01 1.27 1.18 1.89 P61978 HNRPK_HUMANreviewed Heterogeneous nuclear ribonucleoprotein K (hnRNP K) (Transformation up-regulated nuclear protein) (TUNP)HNRNPK HNRPK 463 Homo sapiens (Human) 0.89 0.61 1.03 1.12 0.73 1.51 0.81 1.07 0.98 0.79 0.88 1.09 0.95 0.86 0.86 1.00 1.61 1.08 0.86 1.03 1.51 -0.162 -0.708 0.039 0.163 -0.457 0.595 -0.300 0.102 -0.035 -0.333 -0.187 0.127 -0.077 -0.219 -0.224 -0.001 0.686 0.105 -0.226 0.037 0.593

1.78 0.37 1.17 0.59 0.20 2.49 0.24 1.48 0.58 0.07 1.83 0.32 1.06 0.56 0.07 1.93 0.29 1.07 0.62 0.10 1.81 0.34 1.13 0.60 0.06 1.71 0.35 1.03 Q13561 DCTN2_HUMANreviewed Dynactin subunit 2 (50 kDa dynein-associated polypeptide) (Dynactin complex 50 kDa subunit) (DCTN-50) (p50 dynamitin)DCTN2 DCTN50 401 Homo sapiens (Human) 0.64 1.96 0.62 3.11 1.82 0.66 0.81 0.80 0.73 0.64 0.89 0.76 0.57 1.11 0.82 0.64 0.55 0.60 0.58 0.55 0.61 -0.641 0.970 -0.691 1.639 0.867 -0.598 -0.305 -0.325 -0.457 -0.642 -0.174 -0.397 -0.811 0.151 -0.280 -0.638 -0.851 -0.732 -0.796 -0.871 -0.711

1.12 0.92 1.16 0.89 0.17 1.20 0.74 1.07 0.71 0.01 1.24 0.58 0.88 0.77 0.03 1.26 0.61 0.97 0.72 0.00 1.22 0.59 0.88 0.99 0.98 1.51 0.66 1.50 P48643 TCPE_HUMAN reviewed T-complex protein 1 subunit epsilon (TCP-1-epsilon) (CCT-epsilon)CCT5 CCTE KIAA0098 541 Homo sapiens (Human) 1.12 1.39 0.82 2.05 1.62 1.04 0.93 0.88 0.84 0.74 0.82 0.99 0.95 0.83 0.68 0.91 0.80 0.90 0.71 0.76 1.00 0.169 0.477 -0.284 1.035 0.694 0.059 -0.107 -0.180 -0.245 -0.431 -0.283 -0.015 -0.069 -0.273 -0.561 -0.137 -0.315 -0.150 -0.494 -0.402 0.006

1.19 0.92 1.31 0.85 0.29 1.43 0.59 1.21 0.67 0.05 1.47 0.46 0.99 0.75 0.00 1.15 0.65 0.86 0.91 0.17 1.16 0.78 1.06 0.98 0.76 1.17 0.83 1.15 P62191 PRS4_HUMAN reviewed 26S protease regulatory subunit 4 (P26s4) (26S proteasome AAA-ATPase subunit RPT2) (Proteasome 26S subunit ATPase 1)PSMC1 440 Homo sapiens (Human) 1.07 1.28 0.70 2.38 1.50 1.11 0.63 0.76 0.68 0.93 0.83 0.86 0.94 0.99 0.87 0.79 0.77 0.86 0.67 0.74 0.99 0.091 0.356 -0.512 1.252 0.582 0.146 -0.671 -0.391 -0.551 -0.100 -0.263 -0.210 -0.088 -0.021 -0.204 -0.342 -0.379 -0.220 -0.578 -0.440 -0.016

1.18 1.16 1.61 0.68 0.02 1.34 0.51 0.91 0.59 0.00 1.32 0.45 0.78 0.69 0.01 1.27 0.54 0.87 0.91 0.31 1.25 0.73 1.13 1.07 0.33 1.18 0.91 1.27 P27635 RL10_HUMAN reviewed 60S ribosomal protein L10 (Laminin receptor homolog) (Protein QM) (Tumor suppressor QM)RPL10 DXS648E QM 214 Homo sapiens (Human) 0.57 0.59 0.72 2.65 1.30 1.38 0.58 1.04 0.83 0.93 0.79 0.73 0.77 0.73 0.75 1.03 1.05 0.69 0.59 0.68 1.08 -0.812 -0.749 -0.465 1.404 0.376 0.463 -0.780 0.058 -0.263 -0.104 -0.336 -0.458 -0.379 -0.445 -0.408 0.036 0.067 -0.534 -0.755 -0.564 0.116

1.20 0.61 0.88 0.71 0.01 1.23 0.58 0.88 1.20 0.01 1.14 1.05 1.36 1.09 0.16 1.14 0.96 1.24 0.85 0.16 1.28 0.66 1.09 0.82 0.01 1.14 0.72 0.94 Q99816 TS101_HUMANreviewed Tumor susceptibility gene 101 protein (ESCRT-I complex subunit TSG101)TSG101 390 Homo sapiens (Human) 1.71 1.66 2.28 1.24 0.98 0.74 1.07 0.71 1.03 0.87 0.87 0.71 1.00 0.87 0.57 1.29 0.96 0.72 1.20 1.07 0.83 0.775 0.735 1.192 0.307 -0.033 -0.429 0.100 -0.504 0.040 -0.205 -0.194 -0.489 -0.006 -0.205 -0.812 0.366 -0.066 -0.467 0.257 0.098 -0.268

1.34 1.13 2.02 0.91 0.34 1.27 0.72 1.16 1.07 0.39 1.20 0.89 1.28 1.19 0.05 1.20 1.00 1.43 0.98 0.79 1.24 0.79 1.21 0.98 0.87 1.42 0.69 1.39 Q9ULV4 COR1C_HUMANreviewed Coronin-1C (Coronin-3) (hCRNN4)CORO1C CRN2 CRNN4 474 Homo sapiens (Human) 0.96 0.65 1.18 1.27 0.65 1.52 1.04 0.96 0.88 1.00 1.05 1.03 1.56 1.08 0.87 1.02 0.90 0.93 1.06 1.17 0.99 -0.052 -0.620 0.236 0.340 -0.628 0.605 0.056 -0.058 -0.191 0.004 0.069 0.044 0.637 0.115 -0.207 0.030 -0.159 -0.112 0.087 0.231 -0.018

1.25 0.87 1.35 0.71 0.01 1.26 0.57 0.90 1.23 0.14 1.35 0.91 1.66 1.38 0.00 1.19 1.17 1.64 1.06 0.63 1.36 0.78 1.45 0.97 0.74 1.22 0.80 1.18 P14384 CBPM_HUMANreviewed Carboxypeptidase M (CPM) (EC 3.4.17.12)CPM 443 Homo sapiens (Human) 1.23 1.00 1.29 0.81 0.85 1.09 1.15 1.33 1.52 1.09 1.16 1.10 0.90 1.04 1.00 0.99 1.17 0.73 1.23 1.36 0.98 0.304 0.002 0.367 -0.297 -0.231 0.128 0.207 0.416 0.602 0.126 0.213 0.132 -0.144 0.052 -0.004 -0.007 0.224 -0.461 0.294 0.444 -0.025

1.41 0.46 0.92 0.55 0.04 1.71 0.32 0.94 1.20 0.05 1.20 1.00 1.45 0.95 0.51 1.20 0.79 1.15 0.75 0.11 1.48 0.51 1.11 0.74 0.14 1.56 0.48 1.16 Q9UN37 VPS4A_HUMANreviewed Vacuolar protein sorting-associated protein 4A (EC 3.6.4.6) (Protein SKD2) (VPS4-1) (hVPS4)VPS4A VPS4 437 Homo sapiens (Human) 2.03 1.38 2.53 1.18 0.76 0.65 0.92 0.57 1.05 0.77 1.07 0.63 0.74 1.00 0.83 0.88 0.66 0.56 1.20 0.94 0.75 1.021 0.463 1.339 0.237 -0.399 -0.613 -0.120 -0.808 0.071 -0.378 0.102 -0.670 -0.431 0.000 -0.267 -0.178 -0.591 -0.832 0.263 -0.095 -0.414

1.48 0.42 0.91 0.56 0.07 1.99 0.28 1.11 0.46 0.03 1.89 0.24 0.86 0.46 0.03 1.83 0.25 0.84 0.62 0.05 1.64 0.38 1.02 0.73 0.06 1.39 0.52 1.02 P49721 PSB2_HUMAN reviewed Proteasome subunit beta type-2 (EC 3.4.25.1) (Macropain subunit C7-I) (Multicatalytic endopeptidase complex subunit C7-I) (Proteasome component C7-I)PSMB2 201 Homo sapiens (Human) 0.56 2.49 0.48 3.45 2.21 0.62 0.39 0.48 0.58 0.64 0.57 0.49 0.78 0.48 0.44 0.58 0.54 0.57 0.45 0.45 0.74 -0.827 1.317 -1.058 1.785 1.141 -0.689 -1.366 -1.072 -0.783 -0.653 -0.801 -1.043 -0.360 -1.054 -1.183 -0.776 -0.899 -0.812 -1.137 -1.155 -0.444

1.14 1.08 1.42 1.01 0.91 1.20 0.84 1.21 0.88 0.11 1.19 0.74 1.04 0.80 0.10 1.33 0.60 1.06 1.12 0.33 1.30 0.86 1.46 1.31 0.06 1.34 0.98 1.76 Q06210 GFPT1_HUMANreviewed Glutamine--fructose-6-phosphate aminotransferase [isomerizing] 1 (EC 2.6.1.16) (D-fructose-6-phosphate amidotransferase 1) (Glutamine:fructose-6-phosphate amidotransferase 1) (GFAT 1) (GFAT1) (Hexosephosphate aminotransferase 1)GFPT1 GFAT GFPT 699 Homo sapiens (Human) 1.02 0.84 1.03 1.19 1.22 1.25 0.95 1.05 0.99 1.15 0.88 1.08 1.05 1.07 1.14 1.14 1.21 1.03 0.87 0.79 1.33 0.022 -0.248 0.046 0.254 0.283 0.319 -0.076 0.065 -0.008 0.204 -0.186 0.116 0.073 0.102 0.189 0.188 0.273 0.036 -0.197 -0.347 0.409

1.38 0.75 1.43 0.80 0.12 1.38 0.58 1.09 0.81 0.41 1.81 0.45 1.47 0.93 0.56 1.37 0.68 1.27 0.81 0.14 1.37 0.59 1.11 1.07 0.47 1.24 0.86 1.33 P21281 VATB2_HUMANreviewed V-type proton ATPase subunit B, brain isoform (V-ATPase subunit B 2) (Endomembrane proton pump 58 kDa subunit) (HO57) (Vacuolar proton pump subunit B 2)ATP6V1B2 ATP6B2 VPP3 511 Homo sapiens (Human) 0.69 0.98 0.80 2.24 1.07 1.05 0.85 0.94 0.81 0.83 0.99 1.16 1.05 1.21 0.86 0.81 0.77 0.81 0.81 0.91 1.08 -0.527 -0.023 -0.323 1.164 0.094 0.066 -0.233 -0.086 -0.302 -0.275 -0.016 0.217 0.069 0.277 -0.217 -0.296 -0.372 -0.307 -0.302 -0.135 0.109

1.24 0.85 1.30 0.92 0.45 1.29 0.71 1.19 0.76 0.09 1.39 0.55 1.06 1.06 0.51 1.23 0.86 1.30 0.98 0.86 1.41 0.69 1.38 1.07 0.43 1.22 0.88 1.30 P31939 PUR9_HUMAN reviewed Bifunctional purine biosynthesis protein PURH [Includes: Phosphoribosylaminoimidazolecarboxamide formyltransferase (EC 2.1.2.3) (5-aminoimidazole-4-carboxamide ribonucleotide formyltransferase) (AICAR transformylase); IMP cyclohydrolase (EC 3.5.4.10) (ATIC) (IMP synthase) (Inosinicase)]ATIC PURH OK/SW-cl.86 592 Homo sapiens (Human) 1.42 0.85 1.04 0.97 0.98 1.06 1.04 1.08 1.03 1.00 1.25 1.38 1.24 1.19 1.24 0.93 1.12 0.94 0.76 1.04 1.08 0.509 -0.228 0.058 -0.042 -0.030 0.090 0.050 0.108 0.050 0.001 0.326 0.461 0.307 0.246 0.312 -0.111 0.158 -0.095 -0.396 0.058 0.111

1.15 0.95 1.27 0.88 0.07 1.15 0.76 1.01 0.80 0.10 1.33 0.60 1.06 0.93 0.45 1.24 0.75 1.15 0.82 0.08 1.26 0.65 1.03 1.19 0.02 1.15 1.03 1.37 P62333 PRS10_HUMANreviewed 26S protease regulatory subunit 10B (26S proteasome AAA-ATPase subunit RPT4) (Proteasome 26S subunit ATPase 6) (Proteasome subunit p42)PSMC6 SUG2 389 Homo sapiens (Human) 0.88 1.20 0.95 2.02 1.31 1.11 0.62 0.69 0.92 0.84 1.08 0.81 0.87 0.80 1.19 0.93 0.99 0.90 0.80 0.92 1.20 -0.180 0.258 -0.077 1.016 0.393 0.148 -0.680 -0.532 -0.120 -0.250 0.109 -0.299 -0.199 -0.323 0.245 -0.101 -0.017 -0.159 -0.326 -0.128 0.265

1.69 0.38 1.09 0.76 0.08 1.42 0.54 1.08 0.83 0.45 2.31 0.36 1.92 0.69 0.06 1.49 0.46 1.02 0.76 0.30 2.31 0.33 1.76 0.64 0.06 1.67 0.38 1.07 Q709C8 VP13C_HUMANreviewed Vacuolar protein sorting-associated protein 13CVPS13C KIAA1421 3753 Homo sapiens (Human) 1.02 1.03 0.83 1.69 1.46 0.65 0.71 0.85 0.75 0.78 0.94 0.88 0.73 0.82 0.85 0.81 0.78 0.78 0.83 0.67 0.65 0.024 0.045 -0.265 0.756 0.541 -0.630 -0.496 -0.238 -0.409 -0.353 -0.083 -0.183 -0.457 -0.291 -0.228 -0.296 -0.351 -0.367 -0.269 -0.569 -0.628

1.48 0.85 1.87 0.75 0.15 1.74 0.43 1.30 1.07 0.54 1.48 0.72 1.58 1.06 0.57 1.48 0.72 1.58 1.12 0.81 5.60 0.20 6.27 1.01 0.95 1.48 0.68 1.49 P14923 PLAK_HUMAN reviewed Junction plakoglobin (Catenin gamma) (Desmoplakin III) (Desmoplakin-3)JUP CTNNG DP3 745 Homo sapiens (Human) 0.65 1.77 0.91 0.70 1.12 1.27 0.84 0.91 1.41 1.15 1.78 0.69 0.58 1.50 1.34 0.99 1.77 0.76 1.07 1.05 1.02 -0.628 0.823 -0.133 -0.505 0.168 0.341 -0.249 -0.138 0.499 0.199 0.836 -0.532 -0.793 0.581 0.425 -0.007 0.827 -0.397 0.093 0.065 0.023

3.51 0.28 3.44 0.90 0.48 3.51 0.26 3.16 1.05 0.69 3.51 0.30 3.70 0.96 0.74 3.51 0.27 3.36 1.16 0.45 5.07 0.23 5.88 0.78 0.24 3.51 0.22 2.75 Q9NQ84 GPC5C_HUMANreviewed G-protein coupled receptor family C group 5 member C (Retinoic acid-induced gene 3 protein) (RAIG-3)GPRC5C RAIG3 PSEC0087 441 Homo sapiens (Human) 1.19 1.36 1.28 0.94 1.01 0.99 1.16 0.89 1.04 1.19 0.66 0.96 1.82 0.85 0.71 1.35 1.12 0.91 1.05 0.94 0.79 0.246 0.439 0.353 -0.092 0.014 -0.019 0.212 -0.162 0.058 0.250 -0.607 -0.065 0.860 -0.237 -0.496 0.435 0.169 -0.130 0.072 -0.087 -0.338

1.30 0.66 1.12 0.98 0.85 1.30 0.76 1.28 1.13 0.24 1.30 0.87 1.47 1.21 0.10 1.30 0.93 1.57 0.96 0.64 1.30 0.74 1.24 0.94 0.51 1.30 0.72 1.22 P60953 CDC42_HUMANreviewed Cell division control protein 42 homolog (G25K GTP-binding protein)CDC42 191 Homo sapiens (Human) 1.02 1.23 1.19 1.08 1.11 0.86 1.07 1.11 1.17 0.98 0.84 1.10 1.22 1.16 0.98 1.21 1.23 1.00 1.12 1.19 0.95 0.026 0.296 0.253 0.116 0.152 -0.211 0.095 0.153 0.221 -0.024 -0.246 0.132 0.291 0.217 -0.022 0.277 0.299 -0.001 0.170 0.250 -0.077

1.44 0.71 1.47 1.14 0.16 1.22 0.94 1.40 1.35 0.03 1.29 1.05 1.73 1.58 0.00 1.20 1.31 1.89 0.91 0.64 1.55 0.59 1.42 2.35 0.00 1.33 1.77 3.14 P02760 AMBP_HUMANreviewed Protein AMBP [Cleaved into: Alpha-1-microglobulin (Protein HC) (Alpha-1 microglycoprotein) (Complex-forming glycoprotein heterogeneous in charge); Inter-alpha-trypsin inhibitor light chain (ITI-LC) (Bikunin) (EDC1) (HI-30) (Uronic-acid-rich protein); Trypstatin]AMBP HCP ITIL 352 Homo sapiens (Human) 0.31 0.43 0.42 0.35 0.48 1.03 1.90 1.74 1.30 0.94 2.31 1.56 0.75 1.58 2.43 0.69 0.63 1.16 1.35 1.55 2.38 -1.672 -1.229 -1.255 -1.502 -1.044 0.040 0.928 0.800 0.379 -0.094 1.210 0.646 -0.421 0.661 1.279 -0.537 -0.664 0.217 0.428 0.632 1.250

1.23 0.48 0.72 0.44 0.00 1.30 0.34 0.57 0.44 0.00 1.35 0.32 0.59 2.34 0.00 1.14 2.06 2.67 0.76 0.02 1.24 0.61 0.94 1.32 0.00 1.12 1.18 1.47 P19440 GGT1_HUMAN reviewed Gamma-glutamyltranspeptidase 1 (GGT 1) (EC 2.3.2.2) (Gamma-glutamyltransferase 1) (Glutathione hydrolase 1) (EC 3.4.19.13) (Leukotriene-C4 hydrolase) (EC 3.4.19.14) (CD antigen CD224) [Cleaved into: Gamma-glutamyltranspeptidase 1 heavy chain; Gamma-glutamyltranspeptidase 1 light chain]GGT1 GGT 569 Homo sapiens (Human) 0.48 2.16 3.55 1.54 1.10 0.59 0.82 0.87 1.60 0.78 1.00 1.01 0.52 0.51 0.57 0.52 0.45 0.45 0.43 2.30 1.33 -1.055 1.109 1.827 0.623 0.144 -0.756 -0.281 -0.195 0.675 -0.366 -0.007 0.015 -0.932 -0.970 -0.806 -0.937 -1.139 -1.161 -1.203 1.204 0.411

1.54 0.58 1.39 1.01 0.94 1.43 0.70 1.44 1.50 0.13 2.03 0.74 3.04 1.33 0.08 1.43 0.93 1.91 0.67 0.31 3.67 0.18 2.44 0.85 0.19 1.43 0.59 1.22 P13987 CD59_HUMAN reviewed CD59 glycoprotein (1F5 antigen) (20 kDa homologous restriction factor) (HRF-20) (HRF20) (MAC-inhibitory protein) (MAC-IP) (MEM43 antigen) (Membrane attack complex inhibition factor) (MACIF) (Membrane inhibitor of reactive lysis) (MIRL) (Protectin) (CD antigen CD59)CD59 MIC11 MIN1 MIN2 MIN3 MSK21128 Homo sapiens (Human) 1.06 1.39 1.52 0.97 0.98 0.91 1.00 0.72 0.84 0.68 0.96 1.01 1.05 0.88 0.70 1.37 1.17 1.02 1.49 1.31 0.86 0.085 0.473 0.608 -0.050 -0.028 -0.138 -0.006 -0.483 -0.254 -0.552 -0.055 0.014 0.070 -0.191 -0.519 0.453 0.232 0.033 0.576 0.387 -0.221

1.50 0.70 1.57 0.81 0.03 1.19 0.68 0.97 1.43 0.00 1.17 1.22 1.68 1.03 0.77 1.27 0.81 1.31 0.75 0.05 1.33 0.57 1.00 0.84 0.19 1.35 0.62 1.13 P60981 DEST_HUMAN reviewed Destrin (Actin-depolymerizing factor) (ADF)DSTN ACTDP DSN 165 Homo sapiens (Human) 1.53 1.00 1.47 0.95 1.13 1.05 0.92 1.11 0.98 0.77 0.67 0.89 1.16 0.73 0.72 1.29 1.32 0.82 1.42 1.01 0.84 0.616 -0.006 0.560 -0.074 0.176 0.077 -0.124 0.150 -0.031 -0.370 -0.569 -0.175 0.211 -0.460 -0.469 0.369 0.404 -0.283 0.511 0.017 -0.246

1.24 0.97 1.50 1.21 0.06 1.22 0.99 1.47 0.87 0.36 1.41 0.62 1.23 0.90 0.41 1.36 0.66 1.22 1.09 0.67 1.67 0.65 1.83 1.38 0.03 1.30 1.06 1.80 P26641 EF1G_HUMAN reviewed Elongation factor 1-gamma (EF-1-gamma) (eEF-1B gamma)EEF1G EF1G PRO1608 437 Homo sapiens (Human) 1.17 0.77 0.96 1.53 1.03 1.22 0.84 1.12 1.11 1.12 0.96 1.16 1.45 1.27 0.87 1.06 1.15 1.23 0.87 0.88 1.39 0.228 -0.385 -0.062 0.616 0.038 0.285 -0.254 0.162 0.151 0.165 -0.063 0.220 0.536 0.347 -0.203 0.082 0.202 0.297 -0.199 -0.181 0.477

1.36 0.68 1.25 0.89 0.13 1.18 0.75 1.05 1.07 0.33 1.16 0.91 1.24 1.06 0.37 1.17 0.91 1.24 0.97 0.70 1.18 0.83 1.15 0.93 0.30 1.18 0.78 1.10 Q15599 NHRF2_HUMANreviewed Na(+)/H(+) exchange regulatory cofactor NHE-RF2 (NHERF-2) (NHE3 kinase A regulatory protein E3KARP) (SRY-interacting protein 1) (SIP-1) (Sodium-hydrogen exchanger regulatory factor 2) (Solute carrier family 9 isoform A3 regulatory factor 2) (Tyrosine kinase activator protein 1) (TKA-1)SLC9A3R2 NHERF2 337 Homo sapiens (Human) 1.33 1.56 1.85 0.91 1.13 0.93 0.97 1.04 1.37 1.00 0.89 0.76 1.07 0.93 0.73 1.12 0.96 0.90 1.06 1.04 0.94 0.411 0.640 0.891 -0.139 0.181 -0.101 -0.042 0.059 0.459 -0.001 -0.162 -0.397 0.102 -0.110 -0.445 0.158 -0.064 -0.150 0.087 0.059 -0.096

1.20 0.73 1.05 0.78 0.23 1.63 0.48 1.28 0.44 0.00 1.41 0.31 0.62 0.50 0.00 1.39 0.36 0.69 0.63 0.01 1.34 0.47 0.84 0.79 0.02 1.20 0.66 0.95 P25786 PSA1_HUMAN reviewed Proteasome subunit alpha type-1 (EC 3.4.25.1) (30 kDa prosomal protein) (PROS-30) (Macropain subunit C2) (Multicatalytic endopeptidase complex subunit C2) (Proteasome component C2) (Proteasome nu chain)PSMA1 HC2 NU PROS30 PSC2263 Homo sapiens (Human) 0.75 2.04 0.66 2.67 1.72 0.88 0.63 0.66 0.70 0.64 0.56 0.69 0.86 0.79 0.71 0.73 0.70 0.79 0.43 0.49 0.80 -0.410 1.026 -0.603 1.414 0.779 -0.181 -0.668 -0.589 -0.508 -0.634 -0.827 -0.544 -0.218 -0.338 -0.488 -0.447 -0.515 -0.333 -1.205 -1.024 -0.330

1.19 0.71 1.00 1.68 0.00 1.20 1.40 2.01 1.21 0.01 1.14 1.06 1.38 1.43 0.00 1.16 1.23 1.66 1.15 0.30 1.34 0.86 1.54 1.28 0.04 1.27 1.01 1.63 P43490 NAMPT_HUMANreviewed Nicotinamide phosphoribosyltransferase (NAmPRTase) (Nampt) (EC 2.4.2.12) (Pre-B-cell colony-enhancing factor 1) (Pre-B cell-enhancing factor) (Visfatin)NAMPT PBEF PBEF1 491 Homo sapiens (Human) 0.97 0.60 1.15 0.76 0.98 0.85 1.15 1.13 0.99 1.18 0.97 1.18 1.57 1.24 0.92 1.00 0.99 1.71 1.20 1.41 1.30 -0.042 -0.733 0.198 -0.396 -0.032 -0.238 0.204 0.172 -0.007 0.238 -0.045 0.235 0.652 0.310 -0.121 -0.005 -0.022 0.770 0.267 0.492 0.375

1.38 0.64 1.22 0.92 0.47 1.32 0.70 1.22 1.04 0.63 1.20 0.86 1.24 0.83 0.06 1.22 0.68 1.02 0.99 0.90 1.33 0.74 1.31 0.91 0.38 1.30 0.70 1.18 Q96CX2 KCD12_HUMANreviewed BTB/POZ domain-containing protein KCTD12 (Pfetin) (Predominantly fetal expressed T1 domain)KCTD12 C13orf2 KIAA1778 PFET1325 Homo sapiens (Human) 1.38 0.78 1.23 1.19 1.25 0.89 1.20 1.13 1.24 1.01 0.95 1.21 1.02 1.16 0.87 1.29 1.03 0.94 1.03 0.82 0.92 0.464 -0.356 0.297 0.250 0.317 -0.160 0.268 0.181 0.310 0.017 -0.072 0.272 0.033 0.210 -0.206 0.368 0.048 -0.090 0.046 -0.288 -0.123

1.20 0.78 1.11 0.69 0.00 1.17 0.58 0.80 0.44 0.00 1.31 0.34 0.58 0.46 0.00 1.46 0.32 0.67 0.60 0.01 1.35 0.44 0.80 0.86 0.08 1.19 0.72 1.02 P25788 PSA3_HUMAN reviewed Proteasome subunit alpha type-3 (EC 3.4.25.1) (Macropain subunit C8) (Multicatalytic endopeptidase complex subunit C8) (Proteasome component C8)PSMA3 HC8 PSC8 255 Homo sapiens (Human) 0.68 2.16 0.59 2.73 1.81 0.94 0.54 0.61 0.74 0.61 0.69 0.65 0.84 0.71 0.64 0.66 0.71 0.70 0.44 0.45 0.87 -0.550 1.111 -0.768 1.450 0.853 -0.090 -0.884 -0.715 -0.440 -0.707 -0.527 -0.621 -0.252 -0.498 -0.644 -0.600 -0.497 -0.522 -1.182 -1.140 -0.208

1.18 0.92 1.28 1.04 0.54 1.14 0.91 1.18 1.15 0.04 1.14 1.01 1.31 1.16 0.03 1.14 1.02 1.32 1.04 0.75 1.29 0.81 1.33 1.13 0.06 1.14 0.99 1.29 P29350 PTN6_HUMAN reviewed Tyrosine-protein phosphatase non-receptor type 6 (EC 3.1.3.48) (Hematopoietic cell protein-tyrosine phosphatase) (Protein-tyrosine phosphatase 1C) (PTP-1C) (Protein-tyrosine phosphatase SHP-1) (SH-PTP1)PTPN6 HCP PTP1C 595 Homo sapiens (Human) 0.90 0.57 1.10 1.10 0.74 1.09 0.98 1.33 1.05 1.06 1.11 1.01 1.27 1.04 1.13 1.02 0.99 1.05 1.14 1.14 1.14 -0.155 -0.813 0.134 0.133 -0.427 0.129 -0.030 0.414 0.072 0.088 0.153 0.021 0.343 0.060 0.170 0.022 -0.007 0.073 0.194 0.194 0.188

1.17 1.00 1.36 1.14 0.33 1.35 0.84 1.53 1.35 0.00 1.17 1.15 1.58 0.93 0.43 1.24 0.74 1.15 0.83 0.18 1.34 0.62 1.12 0.85 0.11 1.23 0.69 1.05 Q99497 PARK7_HUMANreviewed Protein DJ-1 (EC 3.4.-.-) (Oncogene DJ1) (Parkinson disease protein 7)PARK7 189 Homo sapiens (Human) 1.35 0.97 1.29 0.78 1.10 1.17 1.07 1.07 1.02 0.85 1.09 1.10 1.53 0.98 0.83 1.18 1.10 1.16 1.35 0.91 0.86 0.436 -0.048 0.366 -0.357 0.134 0.231 0.104 0.100 0.022 -0.228 0.128 0.135 0.615 -0.027 -0.272 0.243 0.132 0.210 0.429 -0.134 -0.214

1.83 0.53 1.78 0.52 0.25 3.87 0.13 2.00 1.01 0.98 2.81 0.36 2.85 0.69 0.32 2.51 0.27 1.72 0.79 0.56 2.82 0.28 2.22 0.68 0.32 2.59 0.26 1.76 P00326 ADH1G_HUMANreviewed Alcohol dehydrogenase 1C (EC 1.1.1.1) (Alcohol dehydrogenase subunit gamma)ADH1C ADH3 375 Homo sapiens (Human) 1.13 0.77 0.85 0.59 0.89 0.98 0.54 1.38 0.93 0.81 0.81 1.58 1.68 0.84 1.37 1.41 1.18 0.52 1.01 0.68 0.68 0.182 -0.382 -0.238 -0.756 -0.160 -0.025 -0.894 0.468 -0.110 -0.308 -0.306 0.663 0.749 -0.250 0.453 0.497 0.235 -0.931 0.013 -0.566 -0.547

1.29 0.82 1.35 1.20 0.24 1.45 0.83 1.74 0.64 0.01 1.29 0.49 0.82 0.72 0.08 1.48 0.48 1.06 0.89 0.26 1.28 0.70 1.14 1.01 0.93 1.40 0.72 1.42 P41252 SYIC_HUMAN reviewed Isoleucine--tRNA ligase, cytoplasmic (EC 6.1.1.5) (Isoleucyl-tRNA synthetase) (IRS) (IleRS)IARS 1262 Homo sapiens (Human) 1.01 1.28 0.96 1.66 1.43 1.06 0.88 1.00 0.88 0.91 0.87 0.86 0.87 0.88 0.98 0.91 1.23 1.22 0.63 0.70 1.02 0.015 0.354 -0.062 0.732 0.512 0.085 -0.192 -0.004 -0.190 -0.130 -0.199 -0.216 -0.208 -0.178 -0.024 -0.139 0.298 0.286 -0.659 -0.506 0.030

1.31 0.58 1.00 1.02 0.93 1.84 0.56 1.88 1.19 0.07 1.22 0.97 1.46 1.03 0.76 1.25 0.82 1.28 0.92 0.45 1.33 0.69 1.22 0.82 0.09 1.28 0.64 1.05 P51149 RAB7A_HUMANreviewed Ras-related protein Rab-7aRAB7A RAB7 207 Homo sapiens (Human) 0.85 1.32 0.97 0.92 1.07 0.77 0.94 1.00 1.05 0.94 1.03 0.87 1.01 0.87 1.05 0.83 0.93 1.04 1.19 1.01 0.83 -0.231 0.398 -0.038 -0.118 0.092 -0.379 -0.090 0.006 0.065 -0.088 0.041 -0.208 0.014 -0.207 0.076 -0.275 -0.108 0.053 0.249 0.013 -0.271

1.83 0.40 1.32 0.77 0.32 2.34 0.33 1.81 1.40 0.07 1.52 0.92 2.13 0.86 0.24 1.50 0.57 1.28 0.97 0.76 1.50 0.64 1.45 0.71 0.29 2.76 0.26 1.97 P61026 RAB10_HUMANreviewed Ras-related protein Rab-10RAB10 200 Homo sapiens (Human) 1.31 1.81 1.26 1.23 1.18 0.73 1.00 0.97 0.85 0.99 0.85 0.77 1.16 0.92 0.82 1.03 1.13 0.79 1.40 0.84 0.72 0.391 0.859 0.329 0.303 0.239 -0.455 0.000 -0.044 -0.226 -0.012 -0.231 -0.377 0.211 -0.117 -0.288 0.043 0.182 -0.349 0.482 -0.249 -0.471

1.18 0.85 1.17 1.14 0.54 1.70 0.67 1.95 0.97 0.75 1.23 0.79 1.20 0.79 0.18 1.47 0.54 1.16 1.12 0.54 1.53 0.73 1.71 0.90 0.42 1.36 0.66 1.23 Q8NCM8 DYHC2_HUMANreviewed Cytoplasmic dynein 2 heavy chain 1 (Cytoplasmic dynein 2 heavy chain) (Dynein cytoplasmic heavy chain 2) (Dynein heavy chain 11) (hDHC11) (Dynein heavy chain isotype 1B)DYNC2H1 DHC1B DHC2 DNCH2 DYH1B KIAA19974307 Homo sapiens (Human) 1.29 0.89 1.02 1.08 1.32 1.00 0.91 1.11 1.15 1.14 1.05 0.93 0.98 0.84 1.36 1.19 1.12 1.16 0.97 0.78 0.91 0.371 -0.171 0.026 0.112 0.404 0.005 -0.128 0.152 0.203 0.195 0.075 -0.099 -0.036 -0.259 0.442 0.254 0.159 0.218 -0.044 -0.363 -0.137

1.19 0.85 1.20 1.07 0.32 1.16 0.92 1.24 1.15 0.12 1.21 0.95 1.40 1.20 0.03 1.16 1.03 1.39 0.89 0.30 1.28 0.70 1.14 1.00 0.94 1.16 0.86 1.17 Q9H4A4 AMPB_HUMANreviewed Aminopeptidase B (AP-B) (EC 3.4.11.6) (Arginine aminopeptidase) (Arginyl aminopeptidase)RNPEP APB 650 Homo sapiens (Human) 1.35 0.75 1.24 0.88 0.99 1.02 1.07 1.19 0.74 0.91 1.00 1.33 1.19 1.13 1.00 1.14 1.09 1.09 1.15 1.18 1.01 0.436 -0.411 0.305 -0.184 -0.018 0.022 0.102 0.256 -0.444 -0.129 0.003 0.410 0.257 0.181 -0.006 0.191 0.128 0.120 0.201 0.234 0.021

1.40 0.79 1.54 1.17 0.21 1.37 0.85 1.60 1.08 0.63 1.59 0.68 1.72 0.90 0.26 1.28 0.70 1.15 1.17 0.27 1.44 0.81 1.68 0.87 0.18 1.28 0.68 1.12 Q14254 FLOT2_HUMANreviewed Flotillin-2 (Epidermal surface antigen) (ESA) (Membrane component chromosome 17 surface marker 1)FLOT2 ESA1 M17S1 428 Homo sapiens (Human) 1.46 1.30 0.98 1.07 1.19 1.11 0.88 1.02 1.05 1.20 1.08 1.03 1.01 0.92 0.71 1.10 1.19 1.19 1.08 0.88 0.88 0.547 0.375 -0.034 0.093 0.256 0.151 -0.190 0.036 0.066 0.259 0.106 0.038 0.013 -0.121 -0.494 0.133 0.250 0.248 0.107 -0.178 -0.180

1.38 0.64 1.21 1.24 0.17 1.39 0.89 1.73 0.96 0.76 1.40 0.68 1.34 1.07 0.48 1.26 0.85 1.35 1.39 0.30 2.02 0.69 2.80 0.99 0.92 1.26 0.79 1.24 Q96QK1 VPS35_HUMANreviewed Vacuolar protein sorting-associated protein 35 (hVPS35) (Maternal-embryonic 3) (Vesicle protein sorting 35)VPS35 MEM3 TCCCTA00141796 Homo sapiens (Human) 1.43 0.56 1.03 0.81 0.94 0.89 1.07 1.09 0.99 1.42 1.14 1.25 1.40 1.05 1.05 1.19 1.01 1.26 0.95 1.06 1.00 0.515 -0.840 0.041 -0.312 -0.095 -0.168 0.102 0.124 -0.017 0.510 0.195 0.325 0.485 0.076 0.077 0.255 0.013 0.331 -0.068 0.078 0.000

10.02 0.10 9.81 0.71 0.59 355.42 0.00 252.60 0.88 0.77 65.32 0.01 57.57 0.82 0.70 142.12 0.01 116.25 0.79 0.66 134.97 0.01 107.06 0.87 0.82 403.49 0.00 351.60 Q9UG01 IF172_HUMAN reviewed Intraflagellar transport protein 172 homologIFT172 KIAA1179 1749 Homo sapiens (Human) 1.27 0.86 1.12 0.98 0.84 0.99 1.15 1.05 1.06 0.81 0.95 1.14 0.94 0.90 0.89 1.15 1.22 0.72 0.88 0.80 0.88 0.344 -0.219 0.167 -0.024 -0.260 -0.019 0.203 0.076 0.085 -0.298 -0.075 0.188 -0.083 -0.151 -0.162 0.205 0.292 -0.469 -0.187 -0.315 -0.184

1.20 0.73 1.05 1.10 0.33 1.24 0.89 1.36 1.11 0.23 1.21 0.92 1.34 1.39 0.00 1.16 1.20 1.61 1.19 0.06 1.21 0.99 1.44 0.83 0.42 1.67 0.50 1.39 P08195 4F2_HUMAN reviewed 4F2 cell-surface antigen heavy chain (4F2hc) (4F2 heavy chain antigen) (Lymphocyte activation antigen 4F2 large subunit) (Solute carrier family 3 member 2) (CD antigen CD98)SLC3A2 MDU1 630 Homo sapiens (Human) 0.77 1.20 1.28 0.83 0.75 0.88 1.34 1.62 1.41 1.22 1.08 1.25 1.02 0.98 1.80 1.07 1.18 1.11 1.11 1.37 0.84 -0.375 0.267 0.356 -0.262 -0.423 -0.184 0.419 0.694 0.495 0.291 0.106 0.324 0.035 -0.035 0.844 0.093 0.235 0.156 0.146 0.450 -0.251

1.30 0.79 1.33 1.50 0.07 1.62 0.93 2.44 1.07 0.54 1.34 0.80 1.43 0.91 0.33 1.30 0.70 1.18 1.01 0.90 1.37 0.74 1.39 1.14 0.55 1.83 0.62 2.08 P18206 VINC_HUMAN reviewed Vinculin (Metavinculin) (MV)VCL 1134 Homo sapiens (Human) 1.12 0.89 0.91 0.96 1.03 1.04 1.21 1.05 0.95 1.04 0.89 1.19 1.36 0.91 0.84 1.17 1.18 1.53 1.06 0.89 1.15 0.167 -0.162 -0.142 -0.064 0.036 0.050 0.277 0.075 -0.069 0.056 -0.168 0.248 0.449 -0.141 -0.252 0.229 0.242 0.612 0.087 -0.162 0.198

1.44 0.83 1.71 1.04 0.89 2.01 0.52 2.09 1.03 0.93 2.31 0.45 2.37 0.88 0.30 1.36 0.65 1.19 0.78 0.58 3.07 0.26 2.40 1.09 0.62 1.53 0.71 1.66 O43242 PSMD3_HUMANreviewed 26S proteasome non-ATPase regulatory subunit 3 (26S proteasome regulatory subunit RPN3) (26S proteasome regulatory subunit S3) (Proteasome subunit p58)PSMD3 534 Homo sapiens (Human) 0.93 1.37 0.63 2.10 1.42 1.20 0.66 0.81 0.87 0.80 0.91 0.71 0.99 0.89 0.81 0.83 0.81 1.06 1.03 0.86 1.10 -0.098 0.450 -0.669 1.069 0.510 0.261 -0.593 -0.307 -0.198 -0.316 -0.142 -0.499 -0.015 -0.161 -0.308 -0.275 -0.311 0.078 0.036 -0.213 0.133

1.19 1.23 1.75 1.19 0.05 1.20 1.00 1.43 0.89 0.21 1.24 0.72 1.11 0.98 0.87 1.31 0.75 1.28 0.92 0.42 1.32 0.70 1.21 1.30 0.01 1.20 1.09 1.56 P22392 NDKB_HUMAN reviewed Nucleoside diphosphate kinase B (NDK B) (NDP kinase B) (EC 2.7.4.6) (C-myc purine-binding transcription factor PUF) (Histidine protein kinase NDKB) (EC 2.7.13.3) (nm23-H2)NME2 NM23B 152 Homo sapiens (Human) 0.87 0.78 0.98 1.75 0.99 1.48 0.74 0.70 1.07 0.94 1.07 0.79 1.23 0.83 0.86 1.10 0.93 1.21 0.89 0.97 1.32 -0.208 -0.366 -0.034 0.811 -0.015 0.564 -0.438 -0.506 0.095 -0.090 0.101 -0.344 0.304 -0.276 -0.217 0.135 -0.109 0.277 -0.172 -0.049 0.396

1.20 0.94 1.35 0.98 0.81 1.20 0.82 1.18 1.10 0.24 1.20 0.91 1.32 1.02 0.84 1.28 0.80 1.31 1.01 0.96 1.41 0.72 1.42 1.45 0.02 1.32 1.10 1.92 P40121 CAPG_HUMAN reviewed Macrophage-capping protein (Actin regulatory protein CAP-G)CAPG AFCP MCP 348 Homo sapiens (Human) 1.06 0.53 1.11 1.09 0.59 1.13 1.04 1.02 1.37 1.03 1.54 1.03 1.30 1.00 1.28 1.11 0.89 1.00 1.09 1.00 1.47 0.090 -0.926 0.154 0.118 -0.763 0.181 0.052 0.033 0.450 0.047 0.625 0.038 0.384 -0.004 0.357 0.144 -0.164 -0.001 0.129 0.002 0.553

1.22 0.85 1.26 1.08 0.34 1.22 0.89 1.31 0.94 0.52 1.28 0.73 1.20 1.08 0.32 1.22 0.89 1.32 0.97 0.81 1.44 0.67 1.39 1.27 0.03 1.22 1.04 1.54 Q15365 PCBP1_HUMANreviewed Poly(rC)-binding protein 1 (Alpha-CP1) (Heterogeneous nuclear ribonucleoprotein E1) (hnRNP E1) (Nucleic acid-binding protein SUB2.3)PCBP1 356 Homo sapiens (Human) 1.31 0.87 1.14 0.96 1.02 1.05 1.05 1.26 0.98 0.99 1.15 1.32 1.12 1.12 1.14 0.91 1.07 1.10 0.94 1.06 1.28 0.390 -0.199 0.186 -0.062 0.027 0.066 0.064 0.329 -0.022 -0.011 0.204 0.397 0.162 0.159 0.185 -0.131 0.099 0.134 -0.094 0.091 0.353

1.45 0.52 1.09 1.16 0.65 2.54 0.46 2.94 1.62 0.01 1.28 1.27 2.08 1.20 0.20 1.42 0.85 1.70 0.94 0.48 1.28 0.74 1.20 0.97 0.72 1.28 0.76 1.24 Q16348 S15A2_HUMANreviewed Solute carrier family 15 member 2 (Kidney H(+)/peptide cotransporter) (Oligopeptide transporter, kidney isoform) (Peptide transporter 2)SLC15A2 PEPT2 729 Homo sapiens (Human) 1.62 1.46 1.70 1.09 0.93 0.76 1.10 0.74 1.15 0.96 0.91 1.24 1.00 0.97 0.89 1.43 1.18 1.18 1.62 1.18 0.98 0.697 0.543 0.766 0.121 -0.110 -0.400 0.136 -0.431 0.208 -0.052 -0.137 0.305 -0.002 -0.039 -0.162 0.517 0.240 0.233 0.695 0.237 -0.029

1.22 0.43 0.64 0.59 0.25 2.98 0.20 1.75 1.16 0.08 1.20 0.97 1.39 0.93 0.33 1.20 0.78 1.11 0.75 0.03 1.27 0.59 0.96 0.72 0.01 1.22 0.59 0.89 Q7LBR1 CHM1B_HUMANreviewed Charged multivesicular body protein 1b (CHMP1.5) (Chromatin-modifying protein 1b) (CHMP1b) (Vacuolar protein sorting-associated protein 46-2) (Vps46-2) (hVps46-2)CHMP1B C18orf2 199 Homo sapiens (Human) 2.26 1.64 2.64 1.34 0.86 0.53 1.15 0.66 1.03 0.77 0.90 0.66 0.74 0.98 0.58 1.06 0.72 0.60 1.16 0.91 0.73 1.177 0.712 1.400 0.422 -0.222 -0.926 0.201 -0.596 0.047 -0.376 -0.145 -0.597 -0.428 -0.031 -0.782 0.085 -0.475 -0.747 0.212 -0.129 -0.451

4.46 0.27 5.42 1.13 0.50 4.50 0.25 5.08 1.03 0.85 4.44 0.23 4.56 1.15 0.45 4.48 0.26 5.14 1.32 0.26 4.46 0.29 5.87 0.85 0.61 18.13 0.05 15.41 P20702 ITAX_HUMAN reviewed Integrin alpha-X (CD11 antigen-like family member C) (Leu M5) (Leukocyte adhesion glycoprotein p150,95 alpha chain) (Leukocyte adhesion receptor p150,95) (CD antigen CD11c)ITGAX CD11C 1163 Homo sapiens (Human) 0.69 0.84 1.03 0.89 0.78 1.23 1.04 1.74 1.62 1.35 1.16 1.17 0.86 1.06 1.11 0.81 1.56 1.15 1.02 1.13 0.86 -0.535 -0.251 0.040 -0.170 -0.353 0.293 0.054 0.796 0.692 0.433 0.215 0.226 -0.218 0.089 0.150 -0.311 0.641 0.197 0.035 0.172 -0.221

1.42 0.70 1.42 1.43 0.11 1.73 0.83 2.48 0.94 0.55 1.48 0.63 1.39 1.08 0.47 1.47 0.74 1.59 1.09 0.48 1.54 0.71 1.68 1.50 0.04 1.42 1.06 2.13 Q14974 IMB1_HUMAN reviewed Importin subunit beta-1 (Importin-90) (Karyopherin subunit beta-1) (Nuclear factor p97) (Pore targeting complex 97 kDa subunit) (PTAC97)KPNB1 NTF97 876 Homo sapiens (Human) 0.94 1.98 0.96 1.20 0.95 1.01 0.89 0.86 0.79 1.12 0.99 1.00 0.90 1.02 0.98 0.95 1.25 1.46 0.93 1.06 1.52 -0.089 0.987 -0.058 0.265 -0.073 0.009 -0.163 -0.219 -0.345 0.163 -0.010 -0.002 -0.152 0.030 -0.033 -0.079 0.324 0.543 -0.098 0.088 0.600

18.96 0.08 30.39 0.72 0.19 3.57 0.20 2.57 1.15 0.50 5.82 0.20 6.68 0.81 0.34 4.90 0.17 3.97 0.96 0.85 7.64 0.13 7.36 1.33 0.38 12.08 0.11 16.08 O95716 RAB3D_HUMANreviewed Ras-related protein Rab-3DRAB3D GOV RAB16 219 Homo sapiens (Human) 1.52 1.92 1.10 0.97 0.75 1.62 0.94 0.79 0.80 0.99 0.90 1.21 1.93 1.42 0.87 1.03 1.09 0.73 1.14 0.80 1.34 0.604 0.938 0.132 -0.048 -0.424 0.694 -0.095 -0.338 -0.325 -0.018 -0.154 0.271 0.949 0.510 -0.195 0.036 0.128 -0.455 0.193 -0.326 0.426

1.34 0.78 1.40 1.28 0.18 1.56 0.82 1.99 1.12 0.31 1.34 0.83 1.50 1.14 0.24 1.34 0.85 1.53 0.96 0.79 1.63 0.59 1.56 1.10 0.36 1.34 0.82 1.48 P04632 CPNS1_HUMANreviewed Calpain small subunit 1 (CSS1) (Calcium-activated neutral proteinase small subunit) (CANP small subunit) (Calcium-dependent protease small subunit) (CDPS) (Calcium-dependent protease small subunit 1) (Calpain regulatory subunit)CAPNS1 CAPN4 CAPNS 268 Homo sapiens (Human) 1.14 0.76 0.94 0.79 1.19 1.05 1.54 1.04 1.19 0.98 1.09 1.58 1.14 1.22 1.07 1.03 1.00 1.30 1.11 1.12 1.11 0.193 -0.388 -0.095 -0.341 0.253 0.074 0.625 0.051 0.252 -0.027 0.126 0.659 0.191 0.284 0.095 0.049 0.005 0.374 0.155 0.167 0.156

4.22 0.38 6.84 1.25 0.30 4.25 0.29 5.31 0.85 0.38 4.19 0.20 3.54 0.85 0.45 6.06 0.14 5.12 0.92 0.61 4.65 0.20 4.27 1.19 0.37 4.25 0.28 5.06 Q9UBF2 COPG2_HUMANreviewed Coatomer subunit gamma-2 (Gamma-2-coat protein) (Gamma-2-COP)COPG2 871 Homo sapiens (Human) 0.98 1.11 1.05 1.03 1.34 1.63 0.84 1.01 0.95 0.94 0.82 1.03 1.12 1.03 1.05 1.02 1.17 1.27 0.84 0.83 1.20 -0.022 0.156 0.064 0.039 0.418 0.709 -0.246 0.021 -0.069 -0.086 -0.290 0.041 0.160 0.038 0.074 0.022 0.225 0.342 -0.246 -0.267 0.267

1.30 0.54 0.91 1.07 0.70 1.62 0.66 1.73 0.71 0.07 1.46 0.49 1.04 0.83 0.08 1.24 0.67 1.03 0.86 0.34 1.47 0.59 1.26 0.90 0.27 1.25 0.72 1.13 P19105 ML12A_HUMANreviewed Myosin regulatory light chain 12A (MLC-2B) (Myosin RLC) (Myosin regulatory light chain 2, nonsarcomeric) (Myosin regulatory light chain MRLC3)MYL12A MLCB MRLC3 RLC171 Homo sapiens (Human) 0.55 1.04 0.78 2.12 1.72 0.71 0.52 1.24 0.82 0.88 0.83 0.98 0.75 0.73 0.83 0.66 0.92 1.09 0.71 0.82 0.91 -0.864 0.063 -0.350 1.086 0.783 -0.504 -0.936 0.312 -0.283 -0.179 -0.275 -0.031 -0.406 -0.456 -0.262 -0.592 -0.118 0.125 -0.490 -0.290 -0.135

1.16 0.88 1.18 0.82 0.06 1.24 0.66 1.01 0.93 0.25 1.15 0.81 1.07 0.91 0.30 1.22 0.75 1.11 0.92 0.54 1.35 0.68 1.24 0.96 0.61 1.20 0.80 1.15 P16671 CD36_HUMAN reviewed Platelet glycoprotein 4 (Fatty acid translocase) (FAT) (Glycoprotein IIIb) (GPIIIB) (Leukocyte differentiation antigen CD36) (PAS IV) (PAS-4) (Platelet collagen receptor) (Platelet glycoprotein IV) (GPIV) (Thrombospondin receptor) (CD antigen CD36)CD36 GP3B GP4 472 Homo sapiens (Human) 1.44 1.17 1.13 0.70 0.90 1.03 1.74 0.87 0.92 0.94 0.97 0.84 2.30 1.06 0.86 0.91 0.86 0.83 0.93 0.89 0.97 0.527 0.225 0.175 -0.524 -0.147 0.041 0.797 -0.197 -0.119 -0.082 -0.045 -0.251 1.203 0.077 -0.214 -0.135 -0.224 -0.267 -0.109 -0.162 -0.046

1.50 0.55 1.24 1.01 0.91 1.20 0.84 1.21 1.20 0.05 1.21 1.00 1.45 1.08 0.31 1.21 0.90 1.30 1.02 0.81 1.25 0.82 1.28 0.83 0.29 1.52 0.55 1.26 Q8N5I2 ARRD1_HUMANreviewed Arrestin domain-containing protein 1ARRDC1 433 Homo sapiens (Human) 1.66 1.30 1.62 0.97 1.13 0.83 1.28 0.76 1.13 1.05 0.90 0.89 1.13 0.88 0.78 1.37 0.97 1.02 1.20 1.06 0.84 0.729 0.376 0.695 -0.042 0.171 -0.269 0.358 -0.394 0.176 0.067 -0.155 -0.165 0.178 -0.183 -0.356 0.459 -0.051 0.034 0.261 0.089 -0.252

1.28 0.77 1.26 0.95 0.73 1.56 0.61 1.48 1.21 0.09 1.28 0.95 1.55 1.32 0.04 1.28 1.03 1.69 1.14 0.44 1.62 0.71 1.85 0.77 0.31 2.01 0.38 1.54 Q9H4G4 GAPR1_HUMANreviewed Golgi-associated plant pathogenesis-related protein 1 (GAPR-1) (Golgi-associated PR-1 protein) (Glioma pathogenesis-related protein 2) (GliPR 2)GLIPR2 C9orf19 GAPR1 154 Homo sapiens (Human) 0.88 1.02 1.41 1.01 0.94 0.99 1.05 1.47 1.63 1.17 1.12 1.19 1.04 1.11 1.18 1.19 1.29 0.96 1.21 1.30 0.77 -0.182 0.028 0.496 0.015 -0.087 -0.015 0.073 0.555 0.706 0.231 0.170 0.256 0.052 0.147 0.241 0.252 0.362 -0.052 0.272 0.375 -0.370

1.76 0.69 2.14 0.95 0.77 1.50 0.63 1.43 0.70 0.39 2.47 0.28 1.74 0.77 0.12 1.42 0.55 1.09 0.83 0.12 1.30 0.64 1.07 0.83 0.24 1.41 0.59 1.17 P62701 RS4X_HUMAN reviewed 40S ribosomal protein S4, X isoform (SCR10) (Single copy abundant mRNA protein)RPS4X CCG2 RPS4 SCAR 263 Homo sapiens (Human) 0.81 0.93 0.94 1.99 1.35 1.23 0.89 0.91 0.99 0.85 1.18 0.85 1.06 0.80 0.98 0.83 0.83 0.96 0.70 0.76 0.84 -0.301 -0.111 -0.087 0.990 0.437 0.294 -0.174 -0.138 -0.020 -0.239 0.240 -0.227 0.084 -0.318 -0.029 -0.269 -0.271 -0.052 -0.512 -0.396 -0.254

1.18 0.97 1.36 0.44 0.01 1.69 0.26 0.75 0.49 0.03 1.86 0.27 0.92 0.52 0.02 1.61 0.32 0.83 0.75 0.22 1.69 0.44 1.27 0.61 0.01 1.37 0.45 0.84 Q02878 RL6_HUMAN reviewed 60S ribosomal protein L6 (Neoplasm-related protein C140) (Tax-responsive enhancer element-binding protein 107) (TaxREB107)RPL6 TXREB1 288 Homo sapiens (Human) 0.48 0.65 0.46 3.83 1.49 1.16 0.44 0.84 0.64 0.77 0.55 0.54 0.64 0.44 0.43 0.81 0.78 0.45 0.49 0.51 0.62 -1.059 -0.631 -1.136 1.938 0.578 0.211 -1.187 -0.258 -0.641 -0.377 -0.859 -0.893 -0.643 -1.196 -1.203 -0.302 -0.350 -1.152 -1.021 -0.981 -0.696

1.19 0.84 1.19 1.07 0.35 1.19 0.90 1.27 0.66 0.00 1.21 0.54 0.80 0.89 0.16 1.19 0.75 1.06 0.78 0.06 1.30 0.60 1.01 1.22 0.03 1.19 1.03 1.45 P28062 PSB8_HUMAN reviewed Proteasome subunit beta type-8 (EC 3.4.25.1) (Low molecular mass protein 7) (Macropain subunit C13) (Multicatalytic endopeptidase complex subunit C13) (Proteasome component C13) (Proteasome subunit beta-5i) (Really interesting new gene 10 protein)PSMB8 LMP7 PSMB5i RING10 Y2276 Homo sapiens (Human) 0.66 1.40 0.94 2.06 1.38 1.01 0.72 0.75 1.05 0.80 0.94 0.82 0.75 0.82 1.10 0.78 1.00 1.09 0.66 0.88 1.24 -0.609 0.487 -0.089 1.042 0.469 0.016 -0.469 -0.422 0.070 -0.317 -0.088 -0.286 -0.411 -0.284 0.142 -0.365 0.002 0.123 -0.608 -0.185 0.306

1.14 1.13 1.47 0.90 0.27 1.22 0.73 1.10 0.68 0.00 1.21 0.56 0.83 0.76 0.55 2.65 0.29 2.02 0.84 0.31 1.43 0.59 1.20 1.08 0.40 1.22 0.89 1.31 P56192 SYMC_HUMAN reviewed Methionine--tRNA ligase, cytoplasmic (EC 6.1.1.10) (Methionyl-tRNA synthetase) (MetRS)MARS 900 Homo sapiens (Human) 0.83 0.98 1.54 1.33 1.34 1.30 0.84 0.76 0.96 0.86 1.10 0.71 0.64 1.48 1.69 0.83 1.06 0.91 0.68 0.75 1.09 -0.275 -0.031 0.619 0.417 0.418 0.377 -0.252 -0.394 -0.059 -0.210 0.132 -0.487 -0.637 0.569 0.758 -0.269 0.084 -0.130 -0.560 -0.415 0.126

1.30 0.80 1.35 0.93 0.36 1.21 0.77 1.12 0.80 0.30 1.64 0.49 1.32 0.80 0.15 1.39 0.58 1.12 0.90 0.53 1.48 0.61 1.34 1.07 0.57 1.32 0.81 1.41 Q9UNM6 PSD13_HUMANreviewed 26S proteasome non-ATPase regulatory subunit 13 (26S proteasome regulatory subunit RPN9) (26S proteasome regulatory subunit S11) (26S proteasome regulatory subunit p40.5)PSMD13 376 Homo sapiens (Human) 0.91 1.24 0.69 2.59 1.50 1.05 0.54 0.57 0.80 0.92 0.90 0.66 0.89 0.62 0.76 0.85 0.81 0.94 0.80 0.79 1.08 -0.144 0.306 -0.526 1.373 0.587 0.068 -0.885 -0.801 -0.317 -0.113 -0.154 -0.603 -0.173 -0.695 -0.387 -0.233 -0.312 -0.082 -0.324 -0.340 0.109

1.26 1.08 1.72 0.92 0.60 1.52 0.61 1.41 1.16 0.14 1.26 0.92 1.46 0.92 0.47 1.38 0.67 1.27 1.15 0.16 1.26 0.91 1.45 0.81 0.19 1.51 0.53 1.21 P00568 KAD1_HUMAN reviewed Adenylate kinase isoenzyme 1 (AK 1) (EC 2.7.4.3) (EC 2.7.4.6) (ATP-AMP transphosphorylase 1) (ATP:AMP phosphotransferase) (Adenylate monophosphate kinase) (Myokinase)AK1 194 Homo sapiens (Human) 1.75 0.89 1.16 1.04 0.93 1.37 1.06 0.99 0.99 1.18 0.63 0.92 1.76 0.77 0.68 1.24 1.31 0.94 1.15 0.90 0.81 0.807 -0.168 0.210 0.052 -0.098 0.457 0.081 -0.011 -0.010 0.235 -0.671 -0.127 0.815 -0.382 -0.556 0.307 0.394 -0.089 0.207 -0.144 -0.298

1.78 0.74 2.34 0.84 0.21 1.37 0.61 1.15 0.84 0.13 1.28 0.66 1.07 1.19 0.31 1.48 0.81 1.76 1.03 0.75 1.25 0.82 1.29 1.04 0.60 1.19 0.87 1.24 P09758 TACD2_HUMANreviewed Tumor-associated calcium signal transducer 2 (Cell surface glycoprotein Trop-2) (Membrane component chromosome 1 surface marker 1) (Pancreatic carcinoma marker protein GA733-1)TACSTD2 GA733-1 M1S1 TROP2323 Homo sapiens (Human) 1.10 1.66 1.30 1.03 1.39 1.33 0.74 0.98 1.01 1.06 1.01 1.05 0.70 0.91 1.09 0.95 1.57 0.85 0.84 1.17 1.05 0.132 0.729 0.379 0.045 0.476 0.413 -0.438 -0.027 0.020 0.080 0.021 0.076 -0.508 -0.129 0.120 -0.076 0.653 -0.237 -0.259 0.229 0.070

2.05 0.25 1.06 0.82 0.49 2.30 0.35 1.88 1.14 0.26 1.34 0.85 1.53 1.55 0.02 1.34 1.15 2.08 0.57 0.18 2.73 0.21 1.57 0.83 0.21 1.45 0.57 1.21 P15328 FOLR1_HUMANreviewed Folate receptor alpha (FR-alpha) (Adult folate-binding protein) (FBP) (Folate receptor 1) (Folate receptor, adult) (KB cells FBP) (Ovarian tumor-associated antigen MOv18)FOLR1 FOLR 257 Homo sapiens (Human) 0.88 1.36 1.28 0.69 0.79 0.52 1.49 0.84 1.15 0.59 1.01 1.01 1.08 1.47 1.21 1.32 1.07 0.83 1.13 1.52 0.84 -0.180 0.447 0.353 -0.528 -0.331 -0.941 0.572 -0.257 0.196 -0.764 0.010 0.009 0.105 0.560 0.272 0.404 0.096 -0.271 0.182 0.605 -0.250

1.45 0.41 0.86 0.90 0.56 1.50 0.60 1.36 1.27 0.06 1.28 0.99 1.63 1.20 0.26 1.44 0.84 1.74 1.07 0.66 1.42 0.75 1.52 1.92 0.05 1.91 1.01 3.67 P29622 KAIN_HUMAN reviewed Kallistatin (Kallikrein inhibitor) (Peptidase inhibitor 4) (PI-4) (Serpin A4)SERPINA4 KST PI4 427 Homo sapiens (Human) 0.81 0.45 0.60 0.59 0.50 0.59 1.58 1.66 1.12 1.10 1.34 1.36 0.85 1.20 1.99 1.23 0.74 0.92 1.27 1.18 1.94 -0.312 -1.151 -0.736 -0.760 -0.994 -0.750 0.664 0.729 0.160 0.132 0.424 0.445 -0.231 0.262 0.993 0.301 -0.442 -0.124 0.343 0.244 0.958

1.20 0.73 1.04 1.08 0.42 1.28 0.85 1.39 0.40 0.00 1.30 0.31 0.52 0.30 0.00 1.44 0.21 0.43 0.50 0.02 1.63 0.31 0.82 0.46 0.01 1.55 0.30 0.71 O75531 BAF_HUMAN reviewed Barrier-to-autointegration factor (Breakpoint cluster region protein 1) [Cleaved into: Barrier-to-autointegration factor, N-terminally processed]BANF1 BAF BCRG1 89 Homo sapiens (Human) 1.28 3.90 1.24 2.00 2.40 0.88 0.38 0.37 0.27 0.51 0.12 0.58 1.67 0.41 0.10 0.62 0.23 1.10 0.40 0.29 0.47 0.359 1.965 0.307 1.002 1.260 -0.187 -1.413 -1.451 -1.868 -0.962 -3.036 -0.786 0.739 -1.288 -3.271 -0.682 -2.121 0.138 -1.335 -1.780 -1.104

1.22 0.92 1.36 1.12 0.12 1.17 0.96 1.30 0.92 0.19 1.16 0.79 1.07 0.67 0.13 1.77 0.38 1.19 0.89 0.12 1.16 0.77 1.04 0.75 0.52 2.95 0.25 2.21 Q96RY7 IF140_HUMAN reviewed Intraflagellar transport protein 140 homolog (WD and tetratricopeptide repeats protein 2)IFT140 KIAA0590 WDTC21462 Homo sapiens (Human) 1.39 0.94 1.10 0.89 1.46 1.13 1.31 1.18 0.90 0.92 0.85 1.23 1.05 1.10 0.98 1.26 1.09 1.14 0.91 0.66 0.76 0.480 -0.092 0.140 -0.175 0.548 0.175 0.395 0.242 -0.148 -0.125 -0.233 0.299 0.070 0.137 -0.024 0.329 0.119 0.183 -0.132 -0.605 -0.401

1.64 0.44 1.18 1.58 0.11 1.92 0.82 3.04 1.20 0.09 1.26 0.95 1.50 1.38 0.02 1.26 1.10 1.73 1.19 0.30 1.56 0.77 1.85 0.63 0.02 1.40 0.45 0.88 P04839 CY24B_HUMANreviewed Cytochrome b-245 heavy chain (EC 1.-.-.-) (CGD91-phox) (Cytochrome b(558) subunit beta) (Cytochrome b558 subunit beta) (Heme-binding membrane glycoprotein gp91phox) (NADPH oxidase 2) (Neutrophil cytochrome b 91 kDa polypeptide) (Superoxide-generating NADPH oxidase heavy chain subunit) (gp91-1) (gp91-phox) (p22 phagocyte B-cytochrome)CYBB NOX2 570 Homo sapiens (Human) 0.54 0.61 0.66 0.79 0.61 0.72 1.47 2.40 1.65 1.22 1.08 1.56 0.85 1.05 1.94 0.81 1.25 1.61 1.19 1.35 0.64 -0.888 -0.705 -0.590 -0.344 -0.718 -0.466 0.557 1.261 0.719 0.290 0.112 0.645 -0.233 0.066 0.953 -0.307 0.326 0.687 0.254 0.436 -0.654

1.41 0.49 0.98 0.80 0.11 1.35 0.59 1.08 0.73 0.04 1.34 0.55 0.98 0.88 0.36 1.39 0.64 1.23 0.81 0.09 1.30 0.62 1.05 1.14 0.26 1.32 0.87 1.50 P05388 RLA0_HUMAN reviewed 60S acidic ribosomal protein P0 (60S ribosomal protein L10E)RPLP0 317 Homo sapiens (Human) 0.80 0.48 0.66 3.19 1.09 0.70 0.64 0.91 0.68 0.83 0.72 0.83 0.68 0.84 0.64 0.73 0.96 0.81 0.73 0.87 1.15 -0.323 -1.053 -0.610 1.672 0.127 -0.520 -0.643 -0.141 -0.561 -0.268 -0.464 -0.269 -0.549 -0.248 -0.633 -0.450 -0.063 -0.301 -0.460 -0.202 0.202

1.30 1.08 1.83 1.01 0.89 1.19 0.85 1.20 0.81 0.06 1.25 0.64 1.01 0.91 0.37 1.27 0.72 1.16 0.74 0.09 1.44 0.51 1.07 1.04 0.72 1.25 0.83 1.30 P35606 COPB2_HUMANreviewed Coatomer subunit beta' (Beta'-coat protein) (Beta'-COP) (p102)COPB2 906 Homo sapiens (Human) 1.08 1.16 0.97 1.55 0.99 1.42 1.08 0.96 0.83 0.76 0.66 1.16 0.96 1.15 1.07 1.04 1.09 1.03 0.80 0.90 1.05 0.114 0.209 -0.040 0.636 -0.008 0.505 0.116 -0.064 -0.276 -0.401 -0.589 0.214 -0.066 0.201 0.094 0.050 0.119 0.039 -0.317 -0.160 0.064

1.20 0.79 1.14 1.03 0.70 1.20 0.85 1.23 0.95 0.46 1.20 0.79 1.14 0.97 0.82 1.46 0.66 1.41 1.10 0.64 1.66 0.66 1.82 1.38 0.08 1.48 0.94 2.04 Q06323 PSME1_HUMANreviewed Proteasome activator complex subunit 1 (11S regulator complex subunit alpha) (REG-alpha) (Activator of multicatalytic protease subunit 1) (Interferon gamma up-regulated I-5111 protein) (IGUP I-5111) (Proteasome activator 28 subunit alpha) (PA28a) (PA28alpha)PSME1 IFI5111 249 Homo sapiens (Human) 1.07 0.48 0.68 1.20 0.84 0.95 1.03 1.23 0.88 1.12 1.06 1.13 1.29 1.24 0.81 1.04 1.23 1.04 0.94 0.95 1.39 0.100 -1.051 -0.561 0.258 -0.258 -0.068 0.040 0.295 -0.177 0.168 0.091 0.181 0.370 0.311 -0.300 0.054 0.297 0.062 -0.082 -0.072 0.479

1.61 0.34 0.88 0.52 0.02 1.62 0.32 0.85 1.48 0.03 1.37 1.08 2.02 1.08 0.48 1.31 0.82 1.41 0.94 0.62 1.36 0.69 1.28 0.65 0.05 1.51 0.43 0.99 Q99685 MGLL_HUMAN reviewed Monoglyceride lipase (MGL) (EC 3.1.1.23) (HU-K5) (Lysophospholipase homolog) (Lysophospholipase-like) (Monoacylglycerol lipase) (MAGL)MGLL 303 Homo sapiens (Human) 1.37 2.05 2.04 1.43 1.14 0.55 0.82 0.59 0.89 0.97 1.01 0.61 0.71 0.77 1.09 1.33 1.23 0.53 1.48 1.06 0.66 0.457 1.033 1.028 0.514 0.187 -0.862 -0.281 -0.769 -0.166 -0.049 0.019 -0.706 -0.500 -0.370 0.119 0.416 0.295 -0.914 0.561 0.084 -0.603

1.20 0.98 1.41 1.02 0.75 1.20 0.85 1.23 1.04 0.58 1.20 0.87 1.25 0.94 0.44 1.21 0.78 1.14 0.94 0.37 1.20 0.78 1.12 1.19 0.06 1.20 0.99 1.43 P32119 PRDX2_HUMANreviewed Peroxiredoxin-2 (EC 1.11.1.15) (Natural killer cell-enhancing factor B) (NKEF-B) (PRP) (Thiol-specific antioxidant protein) (TSA) (Thioredoxin peroxidase 1) (Thioredoxin-dependent peroxide reductase 1)PRDX2 NKEFB TDPX1 198 Homo sapiens (Human) 1.12 0.85 0.84 1.54 0.84 1.18 0.84 1.02 0.91 0.96 0.87 0.91 1.20 1.11 0.94 0.97 1.17 1.04 1.04 0.93 1.20 0.162 -0.241 -0.248 0.619 -0.253 0.244 -0.244 0.031 -0.134 -0.060 -0.203 -0.143 0.268 0.146 -0.095 -0.040 0.229 0.056 0.053 -0.109 0.268

1.31 1.07 1.82 0.69 0.04 1.41 0.49 0.97 0.63 0.01 1.27 0.50 0.80 0.56 0.01 1.38 0.40 0.77 0.89 0.45 1.52 0.59 1.36 0.95 0.55 1.27 0.75 1.20 P62249 RS16_HUMAN reviewed 40S ribosomal protein S16RPS16 146 Homo sapiens (Human) 0.64 0.87 1.56 2.34 1.21 1.41 0.60 0.92 0.85 0.92 0.84 0.75 0.85 0.62 0.73 1.04 1.05 0.70 0.63 0.55 0.96 -0.636 -0.193 0.643 1.228 0.275 0.495 -0.738 -0.116 -0.228 -0.127 -0.254 -0.422 -0.238 -0.679 -0.449 0.052 0.064 -0.512 -0.667 -0.863 -0.059

1.36 1.16 2.14 0.79 0.29 1.82 0.43 1.43 1.11 0.38 1.37 0.81 1.52 0.95 0.63 1.33 0.72 1.27 1.09 0.30 1.25 0.87 1.36 1.00 0.98 1.25 0.80 1.25 Q00839 HNRPU_HUMANreviewed Heterogeneous nuclear ribonucleoprotein U (hnRNP U) (Scaffold attachment factor A) (SAF-A) (p120) (pp120)HNRNPU HNRPU SAFA U21.1825 Homo sapiens (Human) 0.59 0.80 0.94 2.08 0.67 1.59 0.99 1.26 1.12 1.12 1.05 1.10 1.08 0.98 0.70 1.57 1.35 0.80 1.10 0.94 1.01 -0.765 -0.329 -0.090 1.058 -0.585 0.667 -0.017 0.337 0.162 0.162 0.070 0.142 0.112 -0.033 -0.523 0.652 0.435 -0.321 0.143 -0.093 0.017

1.19 0.88 1.25 1.24 0.06 1.26 0.98 1.57 1.19 0.05 1.19 1.00 1.42 1.20 0.04 1.19 1.01 1.43 1.20 0.04 1.19 1.01 1.43 1.39 0.01 1.19 1.17 1.66 P11586 C1TC_HUMAN reviewed C-1-tetrahydrofolate synthase, cytoplasmic (C1-THF synthase) [Cleaved into: C-1-tetrahydrofolate synthase, cytoplasmic, N-terminally processed] [Includes: Methylenetetrahydrofolate dehydrogenase (EC 1.5.1.5); Methenyltetrahydrofolate cyclohydrolase (EC 3.5.4.9); Formyltetrahydrofolate synthetase (EC 6.3.4.3)]MTHFD1 MTHFC MTHFD 935 Homo sapiens (Human) 1.32 0.54 1.16 0.82 0.91 1.05 1.04 1.05 1.02 1.23 1.20 1.08 1.12 1.15 1.12 0.92 0.87 1.26 1.19 1.18 1.41 0.397 -0.891 0.211 -0.281 -0.137 0.077 0.054 0.065 0.025 0.301 0.268 0.115 0.170 0.204 0.160 -0.121 -0.209 0.334 0.252 0.242 0.492

1.21 0.87 1.27 0.99 0.92 1.39 0.71 1.37 1.11 0.19 1.21 0.92 1.35 1.12 0.16 1.21 0.93 1.36 1.13 0.23 1.27 0.89 1.43 0.93 0.52 1.31 0.71 1.23 P36871 PGM1_HUMANreviewed Phosphoglucomutase-1 (PGM 1) (EC 5.4.2.2) (Glucose phosphomutase 1)PGM1 562 Homo sapiens (Human) 1.55 0.80 1.14 0.74 0.89 1.06 1.12 0.99 0.89 1.16 0.69 1.03 1.34 1.23 0.81 1.42 1.46 1.00 1.11 1.10 0.94 0.630 -0.317 0.186 -0.427 -0.163 0.082 0.169 -0.012 -0.164 0.210 -0.543 0.044 0.426 0.298 -0.297 0.503 0.547 0.006 0.151 0.143 -0.084

1.42 0.74 1.49 0.95 0.71 1.60 0.60 1.52 0.84 0.28 1.67 0.50 1.40 0.87 0.34 1.65 0.53 1.43 0.92 0.47 1.51 0.61 1.39 1.15 0.23 1.42 0.81 1.63 P48444 COPD_HUMAN reviewed Coatomer subunit delta (Archain) (Delta-coat protein) (Delta-COP)ARCN1 COPD 511 Homo sapiens (Human) 1.01 1.46 0.96 1.42 1.05 1.06 1.06 0.93 0.92 0.94 1.24 1.06 1.06 1.06 1.14 0.94 0.86 0.97 0.84 0.85 1.16 0.009 0.542 -0.058 0.502 0.073 0.083 0.080 -0.099 -0.117 -0.086 0.309 0.082 0.086 0.081 0.193 -0.086 -0.218 -0.044 -0.258 -0.231 0.216

1.27 0.70 1.14 1.90 0.02 1.57 1.21 2.98 1.21 0.09 1.27 0.95 1.53 1.24 0.07 1.27 0.97 1.58 1.85 0.23 3.66 0.51 6.77 1.58 0.02 1.40 1.13 2.20 P52566 GDIR2_HUMANreviewed Rho GDP-dissociation inhibitor 2 (Rho GDI 2) (Ly-GDI) (Rho-GDI beta)ARHGDIB GDIA2 GDID4 RAP1GN1201 Homo sapiens (Human) 0.84 0.61 0.84 1.01 0.89 0.90 1.31 1.07 1.17 1.90 1.16 0.70 1.08 1.00 1.10 1.02 0.94 1.93 1.20 1.22 1.59 -0.245 -0.724 -0.256 0.009 -0.174 -0.148 0.387 0.099 0.226 0.926 0.212 -0.506 0.105 -0.001 0.134 0.025 -0.087 0.949 0.267 0.284 0.671

1.24 0.64 0.99 0.84 0.35 1.57 0.54 1.32 1.19 0.05 1.19 1.00 1.42 0.99 0.88 1.19 0.83 1.18 0.95 0.51 1.20 0.79 1.15 0.79 0.02 1.19 0.67 0.95 P61764 STXB1_HUMANreviewed Syntaxin-binding protein 1 (MUNC18-1) (N-Sec1) (Protein unc-18 homolog 1) (Unc18-1) (Protein unc-18 homolog A) (Unc-18A) (p67)STXBP1 UNC18A 594 Homo sapiens (Human) 1.46 1.11 1.30 0.98 0.94 0.80 1.25 1.09 1.02 0.98 0.89 1.28 1.08 1.06 0.91 1.37 1.08 0.86 1.19 0.97 0.80 0.545 0.149 0.379 -0.027 -0.089 -0.314 0.317 0.120 0.027 -0.034 -0.169 0.354 0.111 0.087 -0.136 0.451 0.105 -0.225 0.250 -0.039 -0.317

1.86 0.38 1.30 0.81 0.17 1.42 0.57 1.15 0.62 0.06 1.68 0.37 1.04 0.73 0.17 1.70 0.43 1.24 0.75 0.08 1.41 0.53 1.05 0.80 0.23 1.55 0.52 1.24 Q14203 DCTN1_HUMANreviewed Dynactin subunit 1 (150 kDa dynein-associated polypeptide) (DAP-150) (DP-150) (p135) (p150-glued)DCTN1 1278 Homo sapiens (Human) 0.63 1.82 0.62 3.12 1.64 0.70 0.70 0.67 0.67 0.77 0.68 0.78 0.72 0.74 0.62 0.77 0.83 0.82 0.62 0.72 0.81 -0.659 0.865 -0.697 1.641 0.716 -0.505 -0.508 -0.575 -0.578 -0.386 -0.566 -0.353 -0.483 -0.434 -0.688 -0.379 -0.276 -0.278 -0.691 -0.483 -0.307

37.57 0.02 29.22 0.55 0.13 4.95 0.11 2.73 1.36 0.20 3.57 0.38 4.87 1.02 0.90 3.56 0.29 3.62 0.74 0.25 5.00 0.15 3.70 0.71 0.18 3.56 0.20 2.52 Q9UBI6 GBG12_HUMANreviewed Guanine nucleotide-binding protein G(I)/G(S)/G(O) subunit gamma-12GNG12 72 Homo sapiens (Human) 1.13 1.33 1.47 0.95 1.09 0.78 0.92 0.95 1.17 0.76 0.97 0.91 1.06 0.97 0.97 1.30 0.99 0.56 1.36 1.00 0.72 0.173 0.411 0.558 -0.078 0.119 -0.350 -0.123 -0.076 0.227 -0.395 -0.048 -0.134 0.080 -0.044 -0.046 0.382 -0.013 -0.833 0.444 -0.001 -0.482

2.33 0.37 2.02 0.87 0.15 1.26 0.69 1.10 0.81 0.41 2.03 0.40 1.64 0.82 0.31 1.68 0.49 1.38 0.94 0.81 2.11 0.45 1.99 0.70 0.13 1.75 0.40 1.22 O94973 AP2A2_HUMANreviewed AP-2 complex subunit alpha-2 (100 kDa coated vesicle protein C) (Adapter-related protein complex 2 subunit alpha-2) (Adaptor protein complex AP-2 subunit alpha-2) (Alpha-adaptin C) (Alpha2-adaptin) (Clathrin assembly protein complex 2 alpha-C large chain) (Huntingtin yeast partner J) (Huntingtin-interacting protein 9) (HIP-9) (Huntingtin-interacting protein J) (Plasma membrane adaptor HA2/AP2 adaptin alpha C subunit)AP2A2 ADTAB CLAPA2 HIP9 HYPJ KIAA0899939 Homo sapiens (Human) 1.20 1.21 1.47 1.20 0.79 0.87 0.96 0.74 0.96 0.97 0.99 1.02 1.00 0.92 1.21 1.17 1.14 0.88 0.81 0.81 0.70 0.260 0.275 0.552 0.264 -0.349 -0.194 -0.063 -0.434 -0.061 -0.050 -0.016 0.024 0.003 -0.117 0.280 0.231 0.193 -0.179 -0.312 -0.312 -0.505

1.64 0.75 2.02 0.56 0.24 4.51 0.12 2.51 0.77 0.19 1.78 0.43 1.36 0.73 0.08 1.50 0.49 1.10 0.75 0.08 1.43 0.53 1.08 0.64 0.18 2.64 0.24 1.68 P26373 RL13_HUMAN reviewed 60S ribosomal protein L13 (Breast basic conserved protein 1)RPL13 BBC1 OK/SW-cl.46 211 Homo sapiens (Human) 0.43 0.57 0.85 2.84 0.83 1.24 0.60 0.71 0.76 0.77 0.59 0.34 0.86 0.40 0.91 1.05 0.86 0.57 0.76 0.72 0.64 -1.220 -0.799 -0.228 1.504 -0.262 0.310 -0.747 -0.499 -0.403 -0.369 -0.771 -1.546 -0.217 -1.313 -0.132 0.067 -0.215 -0.819 -0.390 -0.474 -0.639

1.42 0.63 1.26 1.15 0.23 1.42 0.81 1.63 1.13 0.27 1.42 0.80 1.60 1.08 0.43 1.42 0.77 1.53 1.01 0.93 1.42 0.71 1.43 1.02 0.82 1.42 0.72 1.45 P54920 SNAA_HUMAN reviewed Alpha-soluble NSF attachment protein (SNAP-alpha) (N-ethylmaleimide-sensitive factor attachment protein alpha)NAPA SNAPA 295 Homo sapiens (Human) 1.36 1.13 1.69 0.96 1.03 0.90 1.14 0.99 1.04 1.03 0.90 0.96 1.01 1.05 1.10 1.29 1.02 1.17 1.13 1.06 1.03 0.439 0.174 0.758 -0.058 0.047 -0.150 0.193 -0.012 0.058 0.049 -0.146 -0.059 0.016 0.066 0.137 0.372 0.026 0.225 0.174 0.091 0.044

5.16 0.19 5.00 1.02 0.91 8.87 0.12 9.09 1.38 0.21 3.90 0.35 5.37 1.17 0.39 3.87 0.30 4.51 0.97 0.94 62.29 0.02 60.53 0.98 0.91 5.51 0.18 5.40 P63244 GBLP_HUMAN reviewed Guanine nucleotide-binding protein subunit beta-2-like 1 (Cell proliferation-inducing gene 21 protein) (Guanine nucleotide-binding protein subunit beta-like protein 12.3) (Human lung cancer oncogene 7 protein) (HLC-7) (Receptor for activated C kinase) (Receptor of activated protein kinase C 1) (RACK1) [Cleaved into: Guanine nucleotide-binding protein subunit beta-2-like 1, N-terminally processed]GNB2L1 HLC7 PIG21 317 Homo sapiens (Human) 1.17 0.55 1.20 0.53 0.60 0.98 0.96 1.21 1.15 1.00 1.31 1.39 1.13 1.27 1.42 0.93 1.15 1.04 1.37 1.15 0.99 0.231 -0.861 0.258 -0.925 -0.725 -0.034 -0.062 0.276 0.206 -0.005 0.390 0.472 0.172 0.349 0.507 -0.101 0.199 0.059 0.458 0.196 -0.014

1.37 0.57 1.07 0.94 0.74 1.64 0.57 1.54 0.85 0.09 1.23 0.69 1.04 0.88 0.27 1.32 0.66 1.16 0.88 0.20 1.26 0.70 1.11 1.07 0.42 1.25 0.86 1.34 Q01813 K6PP_HUMAN reviewed 6-phosphofructokinase type C (EC 2.7.1.11) (6-phosphofructokinase, platelet type) (Phosphofructo-1-kinase isozyme C) (PFK-C) (Phosphofructokinase 1) (Phosphohexokinase)PFKP PFKF 784 Homo sapiens (Human) 0.90 0.73 0.70 1.09 1.29 0.79 0.93 1.12 0.97 0.90 1.08 1.27 1.02 1.19 1.74 1.13 1.19 0.96 0.84 0.87 1.09 -0.160 -0.459 -0.518 0.124 0.372 -0.345 -0.098 0.168 -0.039 -0.149 0.111 0.346 0.029 0.249 0.801 0.175 0.247 -0.066 -0.246 -0.209 0.118

20.80 0.04 15.69 0.96 0.90 32.97 0.03 31.58 1.43 0.31 10.81 0.13 15.45 1.15 0.66 17.86 0.06 20.47 0.71 0.19 3.66 0.19 2.60 1.72 0.12 3.69 0.46 6.34 Q12805 FBLN3_HUMANreviewed EGF-containing fibulin-like extracellular matrix protein 1 (Extracellular protein S1-5) (Fibrillin-like protein) (Fibulin-3) (FIBL-3)EFEMP1 FBLN3 FBNL 493 Homo sapiens (Human) 0.77 0.46 0.96 1.37 0.56 0.76 1.22 1.08 1.02 0.73 1.01 0.92 1.06 1.07 1.45 1.23 0.67 0.97 1.42 1.13 1.73 -0.378 -1.119 -0.054 0.449 -0.824 -0.394 0.285 0.115 0.033 -0.456 0.011 -0.124 0.079 0.094 0.534 0.294 -0.586 -0.039 0.510 0.172 0.794

1.31 0.47 0.82 0.75 0.10 1.47 0.51 1.10 1.16 0.19 1.33 0.87 1.55 1.09 0.39 1.31 0.83 1.42 1.05 0.82 1.79 0.59 1.87 1.92 0.00 1.31 1.46 2.51 P00748 FA12_HUMAN reviewed Coagulation factor XII (EC 3.4.21.38) (Hageman factor) (HAF) [Cleaved into: Coagulation factor XIIa heavy chain; Beta-factor XIIa part 1; Beta-factor XIIa part 2; Coagulation factor XIIa light chain]F12 615 Homo sapiens (Human) 0.80 0.52 0.55 0.38 0.44 0.63 1.87 1.39 1.44 1.07 1.18 1.70 0.71 1.27 3.15 0.92 0.78 0.76 1.16 1.07 1.94 -0.321 -0.945 -0.866 -1.387 -1.186 -0.674 0.904 0.477 0.526 0.103 0.238 0.762 -0.503 0.341 1.657 -0.117 -0.367 -0.393 0.216 0.097 0.953

2.49 0.71 4.42 0.73 0.15 1.80 0.41 1.32 0.69 0.14 1.90 0.36 1.32 1.41 0.05 1.44 0.98 2.04 0.90 0.35 1.44 0.63 1.30 1.67 0.04 1.61 1.04 2.68 P10809 CH60_HUMAN reviewed 60 kDa heat shock protein, mitochondrial (60 kDa chaperonin) (Chaperonin 60) (CPN60) (Heat shock protein 60) (HSP-60) (Hsp60) (HuCHA60) (Mitochondrial matrix protein P1) (P60 lymphocyte protein)HSPD1 HSP60 573 Homo sapiens (Human) 0.87 1.04 0.98 1.91 0.94 1.79 0.63 0.92 0.67 0.93 0.86 0.78 0.79 0.89 1.09 0.56 0.90 0.75 0.69 1.39 1.68 -0.201 0.060 -0.025 0.937 -0.089 0.838 -0.667 -0.120 -0.574 -0.112 -0.217 -0.354 -0.342 -0.166 0.128 -0.840 -0.158 -0.423 -0.530 0.476 0.750

3.67 0.32 4.30 1.23 0.51 15.43 0.08 19.01 1.13 0.55 6.04 0.19 6.81 0.90 0.83 132.91 0.01 119.72 1.12 0.74 28.70 0.04 32.16 0.75 0.67 510.51 0.00 384.63 P30043 BLVRB_HUMANreviewed Flavin reductase (NADPH) (FR) (EC 1.5.1.30) (Biliverdin reductase B) (BVR-B) (EC 1.3.1.24) (Biliverdin-IX beta-reductase) (Green heme-binding protein) (GHBP) (NADPH-dependent diaphorase) (NADPH-flavin reductase) (FLR)BLVRB FLR 206 Homo sapiens (Human) 1.75 0.79 0.91 0.83 0.63 1.18 1.06 1.10 1.11 1.15 1.03 1.13 1.51 1.12 1.12 1.36 1.12 1.25 1.12 0.89 0.76 0.806 -0.339 -0.135 -0.273 -0.657 0.242 0.088 0.139 0.152 0.201 0.040 0.177 0.596 0.169 0.163 0.443 0.167 0.324 0.169 -0.176 -0.394

1.29 1.30 2.15 0.87 0.33 1.42 0.61 1.24 0.91 0.28 1.22 0.75 1.12 1.04 0.66 1.25 0.83 1.30 1.81 0.11 2.24 0.81 4.05 1.78 0.01 1.35 1.32 2.41 Q00796 DHSO_HUMAN reviewed Sorbitol dehydrogenase (EC 1.1.1.14) (L-iditol 2-dehydrogenase)SORD 357 Homo sapiens (Human) 1.20 0.68 0.97 0.85 0.68 1.68 0.63 0.92 1.86 1.86 1.05 1.50 1.07 1.25 0.80 1.01 2.18 0.88 0.91 1.02 1.80 0.260 -0.561 -0.042 -0.242 -0.561 0.753 -0.661 -0.126 0.893 0.893 0.073 0.586 0.099 0.323 -0.314 0.020 1.127 -0.180 -0.134 0.030 0.849

4.23 0.16 2.91 1.20 0.36 4.24 0.28 5.08 1.18 0.38 4.30 0.27 5.09 1.15 0.44 4.28 0.27 4.92 1.21 0.48 9.75 0.12 11.81 0.64 0.26 11.84 0.05 7.57 Q14344 GNA13_HUMANreviewed Guanine nucleotide-binding protein subunit alpha-13 (G alpha-13) (G-protein subunit alpha-13)GNA13 377 Homo sapiens (Human) 1.27 1.23 1.05 0.82 1.29 0.69 1.12 1.18 1.17 1.24 1.02 1.07 1.23 0.96 1.19 1.02 1.07 1.22 1.18 1.13 0.65 0.345 0.297 0.068 -0.288 0.366 -0.529 0.160 0.237 0.227 0.312 0.025 0.098 0.299 -0.058 0.245 0.034 0.100 0.282 0.237 0.176 -0.631

3.40 0.27 3.11 1.13 0.28 1.35 0.84 1.52 0.87 0.72 3.14 0.28 2.73 0.88 0.70 2.55 0.35 2.25 1.15 0.73 3.26 0.35 3.75 0.98 0.94 2.54 0.39 2.48 Q8IZ83 A16A1_HUMANreviewed Aldehyde dehydrogenase family 16 member A1ALDH16A1 802 Homo sapiens (Human) 0.78 1.75 0.64 2.35 1.56 0.92 0.99 0.89 0.71 1.18 0.80 0.90 0.67 1.15 1.17 0.68 0.70 1.15 0.87 0.87 0.99 -0.361 0.803 -0.647 1.231 0.640 -0.114 -0.008 -0.173 -0.486 0.239 -0.326 -0.157 -0.577 0.197 0.232 -0.553 -0.510 0.200 -0.206 -0.202 -0.018

16.35 0.08 21.49 1.27 0.44 11.96 0.11 15.16 1.43 0.43 36.62 0.04 52.46 1.46 0.37 24.39 0.06 35.67 1.00 0.97 3.65 0.27 3.63 1.42 0.18 3.67 0.39 5.22 P01824 HV206_HUMANreviewed Ig heavy chain V-II region WAH 129 Homo sapiens (Human) 0.61 0.54 1.12 0.70 0.62 1.33 1.31 1.08 1.60 1.02 1.94 1.74 0.79 1.93 1.94 0.48 0.64 1.29 1.43 1.44 1.44 -0.724 -0.893 0.167 -0.520 -0.699 0.407 0.387 0.116 0.675 0.030 0.955 0.799 -0.340 0.950 0.960 -1.044 -0.644 0.366 0.514 0.524 0.521

1.53 0.82 1.93 0.82 0.20 1.59 0.51 1.30 0.61 0.03 1.50 0.40 0.91 0.60 0.06 1.74 0.34 1.04 0.79 0.33 2.22 0.36 1.75 0.77 0.54 4.78 0.16 3.67 P61247 RS3A_HUMAN reviewed 40S ribosomal protein S3a (v-fos transformation effector protein) (Fte-1)RPS3A FTE1 MFTL 264 Homo sapiens (Human) 0.58 1.09 0.88 2.07 1.30 1.27 0.72 1.05 0.85 0.81 0.89 0.94 0.85 0.66 0.95 0.88 0.88 0.83 0.60 0.59 0.77 -0.792 0.128 -0.183 1.052 0.379 0.346 -0.472 0.065 -0.243 -0.302 -0.171 -0.087 -0.238 -0.599 -0.075 -0.188 -0.185 -0.269 -0.728 -0.771 -0.368

1.75 0.37 1.13 0.94 0.89 3.77 0.25 3.54 1.03 0.73 1.28 0.81 1.31 1.04 0.68 1.27 0.81 1.32 0.86 0.23 1.39 0.62 1.19 0.90 0.28 1.30 0.69 1.17 Q9H190 SDCB2_HUMANreviewed Syntenin-2 (Syndecan-binding protein 2)SDCBP2 SITAC18 292 Homo sapiens (Human) 1.99 2.26 2.18 1.56 1.08 0.65 1.24 0.57 0.81 0.88 0.81 0.49 0.38 0.92 0.84 1.18 0.61 0.95 1.03 1.02 0.91 0.991 1.179 1.127 0.639 0.111 -0.619 0.308 -0.821 -0.303 -0.186 -0.296 -1.039 -1.384 -0.128 -0.250 0.245 -0.714 -0.069 0.037 0.025 -0.139

9.34 0.09 7.94 1.01 0.94 3.69 0.27 3.73 0.97 0.81 3.69 0.26 3.57 1.04 0.76 3.68 0.28 3.84 0.81 0.29 3.70 0.22 3.01 0.76 0.23 3.70 0.20 2.80 P11684 UTER_HUMAN reviewed Uteroglobin (Clara cell phospholipid-binding protein) (CCPBP) (Clara cells 10 kDa secretory protein) (CC10) (Secretoglobin family 1A member 1) (Urinary protein 1) (UP-1) (UP1) (Urine protein 1)SCGB1A1 CC10 CCSP UGB 91 Homo sapiens (Human) 0.69 1.26 2.37 0.61 1.42 0.86 1.49 0.79 0.90 0.83 1.12 1.59 1.06 0.86 0.76 1.30 1.06 1.03 0.97 1.02 0.76 -0.539 0.335 1.244 -0.706 0.502 -0.223 0.573 -0.340 -0.158 -0.262 0.162 0.670 0.081 -0.215 -0.404 0.379 0.085 0.038 -0.049 0.035 -0.387

11.99 0.04 5.74 0.56 0.27 26.55 0.02 14.96 0.81 0.71 231.63 0.00 188.11 0.64 0.51 362.07 0.00 232.40 0.61 0.45 195.00 0.00 119.92 0.63 0.22 8.64 0.07 5.41 P61020 RAB5B_HUMANreviewed Ras-related protein Rab-5BRAB5B 215 Homo sapiens (Human) 1.28 1.31 1.34 1.18 0.80 0.48 0.95 0.91 1.06 0.63 1.60 1.00 0.99 0.92 1.12 1.20 0.95 0.57 0.81 0.63 0.63 0.361 0.389 0.422 0.241 -0.330 -1.051 -0.074 -0.135 0.086 -0.665 0.676 -0.006 -0.009 -0.119 0.159 0.263 -0.079 -0.804 -0.305 -0.664 -0.662

23.49 0.05 24.86 1.10 0.62 5.86 0.19 6.45 1.11 0.57 5.23 0.21 5.82 1.15 0.42 3.98 0.29 4.57 1.16 0.82 477.01 0.00 551.19 1.02 0.88 4.01 0.25 4.10 Q9Y2A7 NCKP1_HUMANreviewed Nck-associated protein 1 (NAP 1) (Membrane-associated protein HEM-2) (p125Nap1)NCKAP1 HEM2 KIAA0587 NAP11128 Homo sapiens (Human) 1.02 1.02 1.16 0.81 1.41 1.07 1.08 0.97 1.15 1.19 0.97 1.33 1.04 1.13 1.18 1.21 1.27 1.12 1.11 1.13 1.03 0.034 0.024 0.211 -0.305 0.495 0.094 0.109 -0.042 0.198 0.245 -0.044 0.408 0.050 0.179 0.243 0.279 0.346 0.161 0.148 0.176 0.044

1.99 0.31 1.23 1.01 0.98 2.18 0.46 2.19 0.60 0.06 1.73 0.35 1.03 1.06 0.58 1.44 0.73 1.52 0.91 0.74 2.73 0.33 2.50 2.03 0.04 1.87 1.09 3.80 P02652 APOA2_HUMANreviewed Apolipoprotein A-II (Apo-AII) (ApoA-II) (Apolipoprotein A2) [Cleaved into: Truncated apolipoprotein A-II (Apolipoprotein A-II(1-76))]APOA2 100 Homo sapiens (Human) 0.32 0.32 0.45 0.79 0.49 0.62 2.23 2.17 0.90 0.94 1.43 1.14 0.49 1.64 2.12 0.60 0.56 1.02 0.60 1.04 2.05 -1.653 -1.629 -1.141 -0.338 -1.041 -0.681 1.157 1.119 -0.148 -0.093 0.518 0.188 -1.017 0.710 1.082 -0.729 -0.841 0.032 -0.748 0.055 1.039

1.28 0.56 0.91 2.34 0.00 1.27 1.85 2.96 1.06 0.64 1.33 0.80 1.41 1.42 0.00 1.14 1.24 1.63 1.02 0.89 1.31 0.78 1.33 2.00 0.00 1.23 1.62 2.47 P31146 COR1A_HUMANreviewed Coronin-1A (Coronin-like protein A) (Clipin-A) (Coronin-like protein p57) (Tryptophan aspartate-containing coat protein) (TACO)CORO1A CORO1 461 Homo sapiens (Human) 0.58 0.51 0.69 0.68 1.07 0.72 0.81 1.13 0.89 1.04 1.13 0.96 0.84 1.31 1.14 0.58 1.05 2.38 1.06 1.40 2.02 -0.794 -0.971 -0.528 -0.557 0.102 -0.475 -0.305 0.171 -0.171 0.060 0.173 -0.054 -0.246 0.394 0.195 -0.788 0.064 1.248 0.078 0.484 1.014

1.16 0.97 1.30 0.80 0.21 1.48 0.54 1.18 1.00 0.99 1.20 0.83 1.20 1.10 0.37 1.27 0.87 1.40 1.32 0.44 2.25 0.59 2.98 0.87 0.74 2.60 0.34 2.26 O95833 CLIC3_HUMAN reviewed Chloride intracellular channel protein 3CLIC3 236 Homo sapiens (Human) 1.11 1.25 1.77 0.66 1.08 1.13 1.51 0.80 1.05 1.36 1.20 0.98 1.47 0.97 0.82 1.24 0.92 0.81 1.00 1.08 0.88 0.144 0.321 0.822 -0.593 0.109 0.178 0.593 -0.324 0.067 0.441 0.259 -0.036 0.555 -0.043 -0.286 0.313 -0.121 -0.303 -0.006 0.115 -0.185

1.51 0.39 0.88 0.95 0.54 1.19 0.80 1.13 0.94 0.39 1.17 0.80 1.10 1.59 0.00 1.15 1.39 1.83 1.08 0.31 1.18 0.92 1.27 2.53 0.00 1.25 2.03 3.15 P18428 LBP_HUMAN reviewed Lipopolysaccharide-binding protein (LBP)LBP 481 Homo sapiens (Human) 0.62 0.32 0.22 0.33 0.71 0.59 1.52 1.33 0.90 1.11 2.18 1.81 0.44 1.57 3.03 0.49 0.60 0.97 0.94 1.57 2.55 -0.688 -1.639 -2.189 -1.602 -0.502 -0.769 0.601 0.414 -0.154 0.146 1.127 0.856 -1.185 0.650 1.601 -1.039 -0.749 -0.044 -0.095 0.648 1.352

1.22 0.61 0.91 0.59 0.01 1.31 0.45 0.77 0.37 0.00 1.60 0.23 0.60 0.40 0.00 1.49 0.27 0.59 0.47 0.05 2.10 0.22 0.99 0.76 0.02 1.21 0.63 0.92 P25789 PSA4_HUMAN reviewed Proteasome subunit alpha type-4 (EC 3.4.25.1) (Macropain subunit C9) (Multicatalytic endopeptidase complex subunit C9) (Proteasome component C9) (Proteasome subunit L)PSMA4 HC9 PSC9 261 Homo sapiens (Human) 0.53 2.00 0.47 2.80 1.95 0.75 0.48 0.57 0.62 0.48 0.72 0.61 0.76 0.65 0.66 0.62 0.55 0.60 0.37 0.39 0.77 -0.906 1.004 -1.085 1.487 0.965 -0.410 -1.074 -0.812 -0.688 -1.048 -0.484 -0.703 -0.393 -0.631 -0.608 -0.689 -0.868 -0.731 -1.425 -1.353 -0.373

1.44 1.15 2.37 0.76 0.04 1.29 0.59 0.99 1.39 0.03 1.32 1.05 1.83 1.47 0.05 1.47 1.00 2.17 1.24 0.33 1.72 0.72 2.14 1.08 0.34 1.21 0.89 1.30 P01920 DQB1_HUMAN reviewed HLA class II histocompatibility antigen, DQ beta 1 chain (MHC class II antigen DQB1)HLA-DQB1 HLA-DQB 261 Homo sapiens (Human) 0.80 0.97 1.40 0.64 0.82 1.66 0.57 1.62 1.60 1.28 1.02 1.52 0.86 0.94 1.74 1.29 0.77 0.78 1.38 1.45 1.09 -0.319 -0.039 0.485 -0.654 -0.282 0.732 -0.801 0.695 0.676 0.353 0.027 0.604 -0.209 -0.082 0.800 0.371 -0.377 -0.365 0.468 0.535 0.121

1.28 0.81 1.33 1.10 0.66 1.90 0.58 2.10 0.92 0.41 1.30 0.71 1.20 0.95 0.53 1.29 0.74 1.22 0.79 0.26 1.73 0.46 1.36 1.25 0.31 1.79 0.70 2.25 P59998 ARPC4_HUMANreviewed Actin-related protein 2/3 complex subunit 4 (Arp2/3 complex 20 kDa subunit) (p20-ARC)ARPC4 ARC20 168 Homo sapiens (Human) 0.89 1.11 0.88 2.10 1.36 1.05 0.65 0.78 0.78 0.81 0.85 0.80 1.01 0.84 0.68 0.90 0.78 1.12 0.92 0.93 1.27 -0.174 0.152 -0.178 1.073 0.443 0.067 -0.626 -0.351 -0.360 -0.310 -0.226 -0.316 0.009 -0.250 -0.547 -0.148 -0.363 0.163 -0.120 -0.106 0.339

1.24 0.92 1.43 0.68 0.01 1.28 0.53 0.87 0.57 0.00 1.24 0.46 0.70 0.60 0.01 1.38 0.44 0.83 0.70 0.00 1.19 0.59 0.83 0.91 0.41 1.32 0.69 1.20 Q99460 PSMD1_HUMANreviewed 26S proteasome non-ATPase regulatory subunit 1 (26S proteasome regulatory subunit RPN2) (26S proteasome regulatory subunit S1) (26S proteasome subunit p112)PSMD1 953 Homo sapiens (Human) 0.86 1.24 0.59 2.58 1.49 1.16 0.91 0.80 0.67 0.71 1.14 0.99 0.84 0.93 0.81 0.77 0.81 0.69 0.57 0.59 0.92 -0.214 0.311 -0.750 1.365 0.571 0.211 -0.131 -0.321 -0.585 -0.487 0.189 -0.020 -0.250 -0.102 -0.301 -0.385 -0.301 -0.535 -0.819 -0.756 -0.125

1.32 0.93 1.62 0.72 0.01 1.22 0.59 0.88 0.64 0.01 1.33 0.48 0.85 0.78 0.03 1.23 0.64 0.96 0.83 0.21 1.39 0.59 1.15 0.70 0.01 1.27 0.56 0.89 P04792 HSPB1_HUMANreviewed Heat shock protein beta-1 (HspB1) (28 kDa heat shock protein) (Estrogen-regulated 24 kDa protein) (Heat shock 27 kDa protein) (HSP 27) (Stress-responsive protein 27) (SRP27)HSPB1 HSP27 HSP28 205 Homo sapiens (Human) 1.01 0.76 1.10 2.09 1.11 1.24 1.28 0.90 1.02 0.85 1.05 1.24 0.85 1.07 0.96 0.87 0.93 0.73 0.64 0.77 0.71 0.011 -0.388 0.132 1.062 0.148 0.308 0.353 -0.154 0.023 -0.241 0.067 0.311 -0.230 0.104 -0.052 -0.200 -0.104 -0.446 -0.651 -0.376 -0.490

1.26 0.93 1.48 1.35 0.15 1.65 0.82 2.22 0.64 0.14 2.06 0.31 1.31 0.75 0.12 1.53 0.49 1.14 0.85 0.32 1.53 0.56 1.31 1.11 0.25 1.26 0.88 1.40 Q02543 RL18A_HUMANreviewed 60S ribosomal protein L18aRPL18A 176 Homo sapiens (Human) 0.63 0.81 0.69 2.64 1.43 1.19 0.62 1.01 0.72 0.88 0.68 0.73 0.66 0.75 0.72 0.90 0.92 1.37 0.64 0.73 1.12 -0.662 -0.308 -0.529 1.400 0.515 0.245 -0.691 0.010 -0.465 -0.191 -0.564 -0.445 -0.589 -0.407 -0.478 -0.156 -0.125 0.455 -0.654 -0.445 0.163

1.28 0.73 1.19 1.12 0.24 1.25 0.90 1.40 1.13 0.31 1.33 0.85 1.50 1.15 0.08 1.18 0.98 1.35 0.98 0.84 1.23 0.80 1.21 0.92 0.25 1.17 0.78 1.08 P09543 CN37_HUMAN reviewed 2',3'-cyclic-nucleotide 3'-phosphodiesterase (CNP) (CNPase) (EC 3.1.4.37)CNP 421 Homo sapiens (Human) 1.08 1.17 1.12 0.95 1.04 0.94 1.01 1.02 1.08 1.01 1.00 1.02 1.09 1.01 1.02 1.19 1.19 1.14 1.13 1.13 0.93 0.115 0.227 0.162 -0.072 0.061 -0.095 0.018 0.030 0.108 0.011 0.001 0.028 0.128 0.011 0.028 0.248 0.246 0.189 0.175 0.174 -0.103

1.44 1.11 2.30 1.03 0.80 1.34 0.77 1.39 0.72 0.15 1.63 0.44 1.18 0.85 0.07 1.20 0.71 1.02 0.95 0.47 1.20 0.79 1.14 1.32 0.04 1.29 1.02 1.70 P13798 ACPH_HUMAN reviewed Acylamino-acid-releasing enzyme (AARE) (EC 3.4.19.1) (Acyl-peptide hydrolase) (APH) (Acylaminoacyl-peptidase) (Oxidized protein hydrolase) (OPH)APEH D3F15S2 D3S48E DNF15S2732 Homo sapiens (Human) 1.06 1.66 0.83 1.58 1.21 1.61 0.74 0.83 0.77 0.97 0.77 0.90 0.94 1.05 0.63 0.69 1.11 1.05 0.72 0.83 1.33 0.080 0.729 -0.266 0.658 0.274 0.689 -0.440 -0.261 -0.375 -0.043 -0.369 -0.155 -0.091 0.069 -0.665 -0.543 0.147 0.068 -0.472 -0.263 0.411

1.20 0.67 0.95 1.04 0.61 1.18 0.87 1.23 1.05 0.52 1.22 0.87 1.28 0.99 0.95 1.30 0.76 1.29 0.89 0.11 1.17 0.76 1.04 1.08 0.40 1.25 0.87 1.35 Q15907 RB11B_HUMANreviewed Ras-related protein Rab-11B (GTP-binding protein YPT3)RAB11B YPT3 218 Homo sapiens (Human) 1.21 1.20 1.16 1.19 1.38 0.80 0.93 0.96 0.97 0.91 0.96 0.82 1.02 0.90 0.89 1.01 1.05 1.05 1.05 0.98 1.09 0.280 0.268 0.213 0.246 0.465 -0.314 -0.110 -0.054 -0.042 -0.137 -0.063 -0.291 0.027 -0.160 -0.167 0.018 0.070 0.075 0.071 -0.034 0.128

1.30 0.92 1.57 0.97 0.89 2.07 0.47 2.00 1.01 0.94 1.30 0.77 1.31 0.80 0.08 1.30 0.61 1.05 0.81 0.19 1.48 0.55 1.20 0.85 0.14 1.30 0.65 1.10 O75340 PDCD6_HUMANreviewed Programmed cell death protein 6 (Apoptosis-linked gene 2 protein) (Probable calcium-binding protein ALG-2)PDCD6 ALG2 191 Homo sapiens (Human) 1.10 1.54 0.88 0.97 1.25 1.21 1.29 0.97 0.79 0.84 1.04 1.04 1.26 0.88 0.84 0.97 1.07 0.98 1.00 0.79 0.85 0.133 0.620 -0.180 -0.049 0.323 0.279 0.364 -0.047 -0.345 -0.260 0.055 0.056 0.338 -0.180 -0.244 -0.048 0.093 -0.028 0.005 -0.344 -0.227

1.30 0.67 1.12 1.07 0.85 3.08 0.35 3.30 1.00 1.00 1.54 0.65 1.54 1.33 0.23 1.82 0.73 2.42 1.50 0.17 2.04 0.73 3.06 1.68 0.19 2.64 0.63 4.44 P02654 APOC1_HUMANreviewed Apolipoprotein C-I (Apolipoprotein C1) [Cleaved into: Truncated apolipoprotein C-I]APOC1 83 Homo sapiens (Human) 0.56 0.97 0.37 1.45 0.86 0.87 1.77 1.74 1.24 1.54 0.77 1.15 1.12 1.49 2.31 0.60 0.77 1.09 1.00 1.31 1.69 -0.834 -0.040 -1.452 0.537 -0.210 -0.195 0.827 0.799 0.311 0.619 -0.370 0.202 0.160 0.577 1.207 -0.743 -0.379 0.127 -0.004 0.387 0.761

1.18 0.86 1.20 0.98 0.88 1.50 0.65 1.46 1.00 0.99 1.25 0.80 1.25 1.01 0.91 1.31 0.77 1.32 0.80 0.09 1.32 0.61 1.05 1.14 0.19 1.25 0.91 1.44 O15144 ARPC2_HUMANreviewed Actin-related protein 2/3 complex subunit 2 (Arp2/3 complex 34 kDa subunit) (p34-ARC)ARPC2 ARC34 PRO2446 300 Homo sapiens (Human) 0.74 0.98 0.81 1.63 1.14 1.02 0.75 0.87 0.97 0.82 0.96 0.92 0.97 0.95 0.94 0.91 0.82 0.99 1.00 1.00 1.16 -0.436 -0.027 -0.306 0.704 0.192 0.034 -0.424 -0.196 -0.048 -0.286 -0.066 -0.113 -0.043 -0.074 -0.089 -0.143 -0.289 -0.012 -0.006 -0.006 0.208

1.34 0.49 0.88 0.57 0.01 1.32 0.43 0.75 1.24 0.05 1.26 0.99 1.56 1.03 0.69 1.25 0.82 1.29 0.75 0.03 1.25 0.60 0.94 0.80 0.05 1.25 0.64 1.00 O43633 CHM2A_HUMANreviewed Charged multivesicular body protein 2a (Chromatin-modifying protein 2a) (CHMP2a) (Putative breast adenocarcinoma marker BC-2) (Vacuolar protein sorting-associated protein 2-1) (Vps2-1) (hVps2-1)CHMP2A BC2 CHMP2 222 Homo sapiens (Human) 1.90 1.53 2.44 1.46 0.83 0.66 1.07 0.52 1.11 0.77 1.29 0.66 0.80 0.81 0.79 1.13 0.70 0.58 1.24 1.01 0.81 0.922 0.610 1.287 0.547 -0.260 -0.600 0.095 -0.943 0.144 -0.378 0.362 -0.601 -0.330 -0.296 -0.333 0.182 -0.515 -0.785 0.311 0.020 -0.307

1.44 0.70 1.46 1.22 0.14 1.44 0.85 1.76 1.12 0.32 1.44 0.78 1.61 1.19 0.17 1.44 0.83 1.71 0.96 0.71 1.51 0.64 1.45 1.14 0.25 1.44 0.80 1.64 P47756 CAPZB_HUMANreviewed F-actin-capping protein subunit beta (CapZ beta)CAPZB 277 Homo sapiens (Human) 0.98 1.04 0.87 1.40 0.99 1.02 0.85 0.95 0.82 0.98 0.85 0.95 1.03 1.03 0.71 0.82 0.94 1.24 1.11 1.17 1.16 -0.033 0.050 -0.197 0.487 -0.017 0.030 -0.226 -0.076 -0.294 -0.022 -0.229 -0.073 0.047 0.036 -0.503 -0.283 -0.095 0.314 0.157 0.228 0.209

1.21 0.46 0.69 0.65 0.06 1.58 0.41 1.03 0.94 0.59 1.30 0.73 1.22 1.14 0.14 1.21 0.94 1.38 0.77 0.18 1.52 0.51 1.17 0.78 0.07 1.33 0.58 1.03 Q9HBH0 RHOF_HUMAN reviewed Rho-related GTP-binding protein RhoF (Rho family GTPase Rif) (Rho in filopodia)RHOF ARHF RIF 211 Homo sapiens (Human) 1.71 1.67 2.44 1.32 0.76 0.57 1.02 0.48 1.08 0.79 0.97 0.58 0.65 0.97 1.03 1.13 0.76 0.66 0.94 1.12 0.79 0.776 0.736 1.288 0.405 -0.387 -0.812 0.030 -1.048 0.112 -0.335 -0.041 -0.779 -0.624 -0.049 0.047 0.170 -0.394 -0.593 -0.092 0.163 -0.349

1.37 0.69 1.30 0.97 0.81 1.38 0.71 1.34 0.69 0.02 1.31 0.53 0.90 0.78 0.15 1.49 0.53 1.17 0.91 0.51 1.46 0.62 1.34 1.00 0.98 1.36 0.74 1.37 O00232 PSD12_HUMANreviewed 26S proteasome non-ATPase regulatory subunit 12 (26S proteasome regulatory subunit RPN5) (26S proteasome regulatory subunit p55)PSMD12 456 Homo sapiens (Human) 0.97 1.32 0.68 1.87 1.33 0.96 0.77 0.69 0.73 0.94 1.15 0.68 0.91 0.87 1.11 0.86 0.77 0.99 0.69 0.77 1.01 -0.039 0.405 -0.552 0.906 0.410 -0.060 -0.373 -0.539 -0.460 -0.093 0.205 -0.566 -0.136 -0.204 0.145 -0.222 -0.378 -0.016 -0.540 -0.376 0.019

1.31 0.82 1.41 1.20 0.10 1.28 0.94 1.54 0.99 0.92 1.46 0.68 1.44 1.47 0.13 1.78 0.82 2.62 0.99 0.97 1.67 0.59 1.66 1.68 0.02 1.47 1.15 2.46 P07360 CO8G_HUMAN reviewed Complement component C8 gamma chainC8G 202 Homo sapiens (Human) 0.55 0.55 0.56 0.41 0.60 1.09 1.55 1.58 1.27 1.02 2.39 1.44 0.77 1.43 3.44 0.64 0.90 1.22 0.98 1.44 1.70 -0.863 -0.872 -0.833 -1.299 -0.736 0.121 0.636 0.658 0.341 0.026 1.255 0.527 -0.373 0.517 1.783 -0.646 -0.146 0.289 -0.023 0.528 0.762

3.85 0.14 2.02 2.60 0.07 3.90 0.67 10.15 0.88 0.45 3.87 0.23 3.42 1.60 0.14 3.88 0.41 6.19 1.00 0.98 3.90 0.26 3.91 1.90 0.11 3.90 0.49 7.41 P15153 RAC2_HUMAN reviewed Ras-related C3 botulinum toxin substrate 2 (GX) (Small G protein) (p21-Rac2)RAC2 192 Homo sapiens (Human) 0.41 0.69 0.77 1.63 1.20 0.53 0.69 1.14 0.90 1.03 0.88 0.72 0.57 1.07 1.02 0.63 0.99 2.65 0.88 1.57 1.92 -1.300 -0.531 -0.385 0.702 0.268 -0.918 -0.533 0.190 -0.153 0.041 -0.177 -0.471 -0.799 0.093 0.033 -0.677 -0.021 1.404 -0.182 0.651 0.942

3.45 0.24 2.82 0.65 0.12 2.04 0.32 1.33 1.01 0.98 3.00 0.34 3.01 0.89 0.78 4.64 0.19 4.13 0.64 0.08 1.83 0.35 1.16 0.63 0.04 1.51 0.42 0.94 P40199 CEAM6_HUMANreviewed Carcinoembryonic antigen-related cell adhesion molecule 6 (Non-specific crossreacting antigen) (Normal cross-reacting antigen) (CD antigen CD66c)CEACAM6 NCA 344 Homo sapiens (Human) 1.81 2.36 2.47 1.18 0.91 0.83 1.09 0.57 1.22 0.65 1.23 0.56 0.76 0.91 1.09 1.08 0.80 0.66 1.00 0.88 0.63 0.859 1.237 1.302 0.244 -0.141 -0.277 0.130 -0.820 0.287 -0.613 0.302 -0.837 -0.394 -0.131 0.127 0.116 -0.330 -0.598 0.004 -0.190 -0.658

1.23 0.86 1.30 0.89 0.43 1.42 0.63 1.28 0.68 0.00 1.21 0.56 0.82 0.85 0.08 1.21 0.71 1.03 0.85 0.08 1.21 0.71 1.03 1.00 0.96 1.21 0.82 1.20 P43686 PRS6B_HUMANreviewed 26S protease regulatory subunit 6B (26S proteasome AAA-ATPase subunit RPT3) (MB67-interacting protein) (MIP224) (Proteasome 26S subunit ATPase 4) (Tat-binding protein 7) (TBP-7)PSMC4 MIP224 TBP7 418 Homo sapiens (Human) 0.88 1.18 0.70 2.22 1.21 1.07 0.63 0.68 0.87 0.87 0.81 0.75 0.81 0.79 0.98 0.88 0.91 0.91 0.68 0.84 1.01 -0.182 0.234 -0.511 1.153 0.269 0.094 -0.676 -0.558 -0.200 -0.193 -0.303 -0.408 -0.309 -0.333 -0.023 -0.180 -0.135 -0.137 -0.564 -0.252 0.008

2.57 0.42 2.77 0.87 0.45 1.90 0.46 1.65 0.53 0.12 2.78 0.19 1.48 0.67 0.14 2.09 0.32 1.40 0.77 0.40 2.90 0.27 2.23 0.99 0.92 1.64 0.60 1.62 P62195 PRS8_HUMAN reviewed 26S protease regulatory subunit 8 (26S proteasome AAA-ATPase subunit RPT6) (Proteasome 26S subunit ATPase 5) (Proteasome subunit p45) (Thyroid hormone receptor-interacting protein 1) (TRIP1) (p45/SUG)PSMC5 SUG1 406 Homo sapiens (Human) 0.86 1.14 0.71 1.95 1.83 1.09 0.60 0.71 0.66 0.79 0.94 0.86 0.92 0.76 0.95 0.85 0.84 0.88 0.53 0.66 1.00 -0.210 0.186 -0.495 0.967 0.870 0.123 -0.731 -0.497 -0.598 -0.342 -0.089 -0.214 -0.123 -0.396 -0.079 -0.226 -0.256 -0.179 -0.913 -0.607 -0.004

1.46 0.61 1.31 0.62 0.20 2.93 0.21 1.82 0.51 0.09 2.53 0.20 1.28 0.59 0.15 2.78 0.21 1.63 0.65 0.23 3.05 0.21 1.97 0.93 0.69 2.02 0.46 1.87 Q07020 RL18_HUMAN reviewed 60S ribosomal protein L18RPL18 188 Homo sapiens (Human) 0.58 0.70 0.89 2.47 1.38 0.90 0.69 0.86 0.69 0.66 0.64 0.76 0.74 0.73 0.56 0.84 0.95 0.63 0.50 0.58 0.94 -0.777 -0.522 -0.162 1.303 0.467 -0.152 -0.535 -0.217 -0.545 -0.593 -0.653 -0.404 -0.443 -0.453 -0.829 -0.255 -0.076 -0.662 -0.987 -0.794 -0.097

1.24 0.54 0.83 0.56 0.00 1.31 0.43 0.73 1.31 0.02 1.21 1.08 1.58 1.05 0.50 1.21 0.87 1.27 0.66 0.00 1.21 0.54 0.79 0.80 0.03 1.21 0.66 0.97 Q4VNC1 AT134_HUMANreviewed Probable cation-transporting ATPase 13A4 (EC 3.6.3.-) (P5-ATPase isoform 4)ATP13A4 UNQ3052/PRO98711196 Homo sapiens (Human) 1.07 1.63 1.77 1.40 0.91 0.67 1.18 0.68 0.92 0.67 1.14 0.89 0.58 0.94 0.99 1.08 0.86 0.57 1.30 1.03 0.80 0.095 0.706 0.823 0.485 -0.136 -0.568 0.233 -0.549 -0.114 -0.573 0.188 -0.160 -0.782 -0.086 -0.015 0.106 -0.213 -0.808 0.383 0.049 -0.313

1.27 0.73 1.17 1.02 0.78 1.27 0.81 1.30 1.11 0.27 1.27 0.87 1.40 1.52 0.01 1.27 1.20 1.93 0.84 0.32 1.62 0.52 1.35 0.89 0.33 1.37 0.65 1.22 Q92485 ASM3B_HUMANreviewed Acid sphingomyelinase-like phosphodiesterase 3b (ASM-like phosphodiesterase 3b) (EC 3.1.4.-)SMPDL3B ASML3B 455 Homo sapiens (Human) 1.50 1.30 1.70 1.03 0.83 0.93 1.28 0.88 0.97 0.86 1.51 0.79 0.81 0.77 1.04 1.28 1.10 1.04 1.10 1.49 0.90 0.582 0.378 0.769 0.049 -0.272 -0.107 0.352 -0.191 -0.037 -0.220 0.592 -0.345 -0.302 -0.382 0.060 0.359 0.133 0.056 0.140 0.579 -0.153

2.30 0.31 1.64 1.03 0.92 3.28 0.31 3.38 0.85 0.49 2.33 0.37 1.98 0.93 0.77 2.46 0.38 2.30 0.73 0.08 1.51 0.48 1.10 1.10 0.81 4.41 0.25 4.84 P18085 ARF4_HUMAN reviewed ADP-ribosylation factor 4ARF4 ARF2 180 Homo sapiens (Human) 1.22 1.17 1.22 1.15 1.04 0.72 1.08 1.11 0.91 0.75 0.75 1.19 1.25 1.45 0.90 1.20 1.40 1.05 0.85 0.92 1.11 0.292 0.223 0.292 0.208 0.060 -0.472 0.107 0.154 -0.133 -0.424 -0.416 0.247 0.327 0.538 -0.156 0.262 0.487 0.066 -0.240 -0.124 0.149

1.29 0.90 1.50 1.15 0.29 1.42 0.81 1.63 1.08 0.40 1.26 0.85 1.36 1.20 0.14 1.33 0.90 1.60 1.13 0.37 1.45 0.78 1.64 0.98 0.90 1.43 0.69 1.40 P50570 DYN2_HUMAN reviewed Dynamin-2 (EC 3.6.5.5)DNM2 DYN2 870 Homo sapiens (Human) 1.19 0.72 0.95 0.99 1.07 1.17 0.96 1.02 1.12 1.16 1.17 1.01 1.11 1.00 1.30 1.11 1.09 1.17 1.07 1.18 0.99 0.245 -0.479 -0.067 -0.021 0.093 0.228 -0.053 0.029 0.169 0.215 0.228 0.011 0.146 0.000 0.374 0.148 0.118 0.227 0.100 0.234 -0.009

2.62 0.45 3.12 1.01 0.91 1.62 0.63 1.64 0.79 0.53 3.92 0.20 3.08 0.77 0.43 3.18 0.24 2.44 1.25 0.62 5.38 0.23 6.75 0.77 0.33 2.34 0.33 1.81 Q01082 SPTB2_HUMANreviewed Spectrin beta chain, non-erythrocytic 1 (Beta-II spectrin) (Fodrin beta chain) (Spectrin, non-erythroid beta chain 1)SPTBN1 SPTB2 2364 Homo sapiens (Human) 1.01 1.64 1.10 1.20 1.71 1.20 0.84 0.84 0.96 1.29 0.89 0.93 0.77 0.80 0.87 0.93 1.14 1.03 0.78 0.75 0.78 0.015 0.712 0.132 0.267 0.777 0.261 -0.257 -0.258 -0.062 0.364 -0.168 -0.104 -0.385 -0.314 -0.196 -0.099 0.189 0.043 -0.352 -0.409 -0.354

1.47 0.47 1.02 0.43 0.03 1.86 0.23 0.80 1.18 0.21 1.47 0.80 1.73 0.89 0.31 1.47 0.60 1.30 0.67 0.21 2.59 0.26 1.74 0.87 0.48 1.96 0.45 1.72 Q03135 CAV1_HUMAN reviewed Caveolin-1 CAV1 CAV 178 Homo sapiens (Human) 1.26 2.13 2.69 1.68 1.02 0.70 0.85 0.35 0.86 0.69 0.84 0.40 0.56 0.59 0.84 1.20 0.66 0.44 1.17 0.87 0.88 0.335 1.089 1.430 0.750 0.023 -0.519 -0.235 -1.509 -0.214 -0.539 -0.254 -1.305 -0.835 -0.754 -0.258 0.263 -0.593 -1.199 0.230 -0.199 -0.179

1.31 0.87 1.51 0.55 0.04 1.75 0.31 0.96 0.87 0.35 1.49 0.59 1.30 0.62 0.01 1.33 0.47 0.83 0.91 0.38 1.35 0.67 1.23 0.86 0.29 1.44 0.60 1.25 Q13510 ASAH1_HUMANreviewed Acid ceramidase (AC) (ACDase) (Acid CDase) (EC 3.5.1.23) (Acylsphingosine deacylase) (N-acylsphingosine amidohydrolase) (Putative 32 kDa heart protein) (PHP32) [Cleaved into: Acid ceramidase subunit alpha; Acid ceramidase subunit beta]ASAH1 ASAH HSD-33 HSD33395 Homo sapiens (Human) 1.00 1.03 0.78 2.34 1.29 1.16 0.63 0.77 0.75 0.93 0.58 0.80 1.51 0.61 0.66 0.65 0.66 0.56 0.87 0.61 0.87 0.000 0.049 -0.350 1.226 0.367 0.208 -0.675 -0.368 -0.418 -0.105 -0.785 -0.322 0.596 -0.714 -0.608 -0.617 -0.600 -0.840 -0.201 -0.704 -0.197

227.43 0.00 203.32 0.61 0.21 8.78 0.07 5.33 0.87 0.77 120.12 0.01 104.07 0.92 0.87 231.91 0.00 212.66 1.02 0.98 1658.15 0.00 1690.38 0.65 0.53 471.09 0.00 304.19 Q7L7X3 TAOK1_HUMANreviewed Serine/threonine-protein kinase TAO1 (EC 2.7.11.1) (Kinase from chicken homolog B) (hKFC-B) (MARK Kinase) (MARKK) (Prostate-derived sterile 20-like kinase 2) (PSK-2) (PSK2) (Prostate-derived STE20-like kinase 2) (Thousand and one amino acid protein kinase 1) (TAOK1) (hTAOK1)TAOK1 KIAA1361 MAP3K16 MARKK1001 Homo sapiens (Human) 1.39 1.28 1.47 0.97 1.07 0.90 1.27 0.83 1.08 1.05 1.06 0.95 1.31 0.87 1.10 1.24 1.03 0.62 0.86 0.90 0.65 0.470 0.353 0.551 -0.046 0.093 -0.149 0.341 -0.270 0.115 0.064 0.080 -0.073 0.387 -0.200 0.138 0.305 0.047 -0.696 -0.211 -0.150 -0.617

462.86 0.00 277.22 2.00 0.41 683.79 0.00 1370.63 0.93 0.61 3.51 0.27 3.28 1.04 0.78 3.51 0.30 3.64 0.73 0.52 63.48 0.01 46.65 1.31 0.22 3.51 0.37 4.60 O00764 PDXK_HUMAN reviewed Pyridoxal kinase (EC 2.7.1.35) (Pyridoxine kinase)PDXK C21orf124 C21orf97 PKH PNK PRED79312 Homo sapiens (Human) 1.42 0.71 1.19 0.74 1.16 0.60 1.10 1.07 1.02 0.75 0.91 1.44 1.16 1.21 0.88 0.94 1.06 2.04 0.93 1.02 1.32 0.510 -0.496 0.256 -0.444 0.215 -0.727 0.134 0.101 0.032 -0.408 -0.138 0.526 0.214 0.280 -0.178 -0.094 0.079 1.026 -0.103 0.026 0.404

1.35 0.74 1.35 1.19 0.15 1.31 0.91 1.56 1.02 0.90 1.36 0.75 1.38 1.01 0.95 1.73 0.58 1.76 1.21 0.49 2.01 0.60 2.44 1.09 0.50 1.38 0.79 1.51 O43747 AP1G1_HUMANreviewed AP-1 complex subunit gamma-1 (Adapter-related protein complex 1 subunit gamma-1) (Adaptor protein complex AP-1 subunit gamma-1) (Clathrin assembly protein complex 1 gamma-1 large chain) (Gamma1-adaptin) (Golgi adaptor HA1/AP1 adaptin subunit gamma-1)AP1G1 ADTG CLAPG1 822 Homo sapiens (Human) 0.87 0.76 0.92 1.12 1.12 1.01 1.16 1.04 1.04 1.24 1.09 0.99 1.07 0.84 1.31 1.28 1.14 1.21 1.01 1.00 1.10 -0.198 -0.387 -0.122 0.165 0.167 0.016 0.215 0.055 0.052 0.313 0.129 -0.021 0.096 -0.246 0.391 0.357 0.194 0.271 0.018 -0.007 0.140

1.30 0.73 1.24 1.28 0.03 1.23 1.04 1.57 1.09 0.31 1.23 0.89 1.35 1.38 0.02 1.26 1.09 1.74 1.22 0.36 1.72 0.71 2.10 1.59 0.00 1.23 1.29 1.97 P13671 CO6_HUMAN reviewed Complement component C6C6 934 Homo sapiens (Human) 0.44 0.70 0.54 0.34 0.74 0.96 1.73 1.41 0.91 1.26 2.29 1.79 0.82 1.60 2.41 0.70 0.69 1.30 1.09 1.35 1.61 -1.186 -0.521 -0.897 -1.561 -0.438 -0.054 0.788 0.494 -0.132 0.328 1.194 0.844 -0.292 0.676 1.268 -0.507 -0.536 0.377 0.123 0.436 0.686

2.02 0.49 2.00 1.12 0.53 1.68 0.67 1.89 1.07 0.62 1.44 0.74 1.54 1.20 0.13 1.33 0.90 1.60 1.40 0.40 2.96 0.47 4.13 2.00 0.13 2.90 0.69 5.81 P42224 STAT1_HUMANreviewed Signal transducer and activator of transcription 1-alpha/beta (Transcription factor ISGF-3 components p91/p84)STAT1 750 Homo sapiens (Human) 0.82 0.64 0.71 0.73 0.79 1.00 1.06 1.13 0.98 1.43 2.01 1.11 0.99 1.35 1.26 0.89 1.05 1.14 1.06 1.18 2.02 -0.281 -0.634 -0.500 -0.450 -0.342 0.000 0.086 0.182 -0.035 0.519 1.006 0.152 -0.019 0.435 0.336 -0.162 0.070 0.192 0.087 0.242 1.016

1.63 0.62 1.65 1.15 0.23 1.42 0.81 1.64 1.25 0.36 2.27 0.55 2.85 1.24 0.43 2.58 0.48 3.20 1.34 0.37 3.06 0.44 4.12 0.83 0.52 2.90 0.28 2.40 P60033 CD81_HUMAN reviewed CD81 antigen (26 kDa cell surface protein TAPA-1) (Target of the antiproliferative antibody 1) (Tetraspanin-28) (Tspan-28) (CD antigen CD81)CD81 TAPA1 TSPAN28 236 Homo sapiens (Human) 1.19 1.72 1.64 0.95 0.77 1.02 1.35 1.13 1.56 1.38 1.25 1.15 1.11 1.01 1.24 1.20 1.01 1.17 1.25 1.22 0.83 0.255 0.785 0.711 -0.071 -0.368 0.027 0.432 0.172 0.640 0.463 0.327 0.199 0.148 0.018 0.312 0.260 0.016 0.223 0.321 0.287 -0.260

1.59 0.38 0.95 0.83 0.65 3.26 0.25 2.70 1.30 0.04 1.28 1.02 1.67 1.05 0.70 1.42 0.74 1.49 0.77 0.12 1.47 0.52 1.13 0.83 0.38 1.76 0.47 1.47 Q8IX04 UEVLD_HUMANreviewed Ubiquitin-conjugating enzyme E2 variant 3 (UEV-3) (EV and lactate/malate dehydrogenase domain-containing protein)UEVLD UEV3 471 Homo sapiens (Human) 2.16 1.43 2.69 1.30 0.81 0.60 1.07 0.57 1.18 0.79 0.94 0.55 0.66 0.92 0.80 1.00 0.87 0.84 1.30 1.03 0.84 1.112 0.520 1.430 0.380 -0.307 -0.732 0.100 -0.815 0.240 -0.347 -0.094 -0.867 -0.592 -0.113 -0.328 0.002 -0.200 -0.246 0.378 0.043 -0.248

1.29 0.57 0.94 1.01 0.90 1.29 0.78 1.31 1.02 0.84 1.29 0.79 1.32 0.77 0.19 1.64 0.47 1.26 0.91 0.31 1.29 0.70 1.17 0.85 0.16 1.32 0.64 1.12 Q96FN4 CPNE2_HUMANreviewed Copine-2 (Copine II)CPNE2 548 Homo sapiens (Human) 1.54 1.53 1.08 1.00 0.95 0.74 1.14 0.95 1.10 0.93 0.96 1.31 1.09 1.25 0.62 1.06 1.29 1.03 1.02 0.75 0.86 0.623 0.613 0.114 -0.007 -0.067 -0.442 0.183 -0.074 0.141 -0.106 -0.064 0.391 0.118 0.323 -0.694 0.087 0.364 0.040 0.022 -0.407 -0.220

3.51 0.28 3.51 0.81 0.71 242.40 0.00 196.89 1.36 0.20 3.51 0.39 4.78 0.98 0.89 3.52 0.28 3.46 1.16 0.38 3.52 0.33 4.07 0.75 0.68 838.94 0.00 629.54 Q9Y376 CAB39_HUMANreviewed Calcium-binding protein 39 (MO25alpha) (Protein Mo25)CAB39 MO25 CGI-66 341 Homo sapiens (Human) 1.51 1.12 1.34 0.95 1.33 1.01 1.19 1.05 1.06 1.19 1.02 0.81 1.32 1.00 1.05 1.20 1.12 0.83 1.36 0.97 0.76 0.592 0.160 0.423 -0.081 0.410 0.011 0.249 0.064 0.086 0.247 0.023 -0.308 0.404 0.001 0.068 0.263 0.158 -0.277 0.441 -0.050 -0.400

30.63 0.09 86.17 0.68 0.18 4.18 0.16 2.86 0.60 0.22 10.20 0.06 6.17 1.08 0.57 3.53 0.31 3.82 0.93 0.58 3.54 0.26 3.28 0.52 0.66 1246498.75 0.00 642507.19 P40394 ADH7_HUMAN reviewed Alcohol dehydrogenase class 4 mu/sigma chain (EC 1.1.1.1) (Alcohol dehydrogenase class IV mu/sigma chain) (Gastric alcohol dehydrogenase) (Retinol dehydrogenase)ADH7 386 Homo sapiens (Human) 1.03 0.43 1.05 0.64 0.73 2.84 0.56 2.06 0.91 0.95 0.73 1.50 1.82 1.09 1.48 0.90 1.15 0.69 0.60 1.06 0.52 0.037 -1.229 0.068 -0.637 -0.460 1.505 -0.849 1.040 -0.143 -0.074 -0.446 0.587 0.860 0.118 0.561 -0.153 0.205 -0.526 -0.730 0.090 -0.942

1.75 0.49 1.52 1.05 0.85 2.90 0.36 3.05 1.01 0.93 1.46 0.69 1.47 1.00 0.97 1.47 0.68 1.46 1.21 0.47 2.55 0.48 3.10 0.86 0.38 1.82 0.47 1.56 Q92608 DOCK2_HUMANreviewed Dedicator of cytokinesis protein 2DOCK2 KIAA0209 1830 Homo sapiens (Human) 0.64 0.84 0.82 1.63 0.86 0.87 0.89 0.97 0.89 1.25 1.13 0.88 1.02 0.97 1.02 0.82 0.75 1.07 1.01 0.98 0.86 -0.645 -0.252 -0.284 0.704 -0.225 -0.195 -0.166 -0.045 -0.174 0.317 0.175 -0.177 0.028 -0.041 0.035 -0.284 -0.406 0.098 0.009 -0.031 -0.210

1.48 0.59 1.30 1.05 0.78 1.59 0.66 1.67 1.10 0.26 1.25 0.88 1.38 1.08 0.47 1.34 0.80 1.45 1.15 0.17 1.28 0.90 1.47 1.03 0.84 1.46 0.70 1.50 Q9H9H4 VP37B_HUMANreviewed Vacuolar protein sorting-associated protein 37B (hVps37B) (ESCRT-I complex subunit VPS37B)VPS37B 285 Homo sapiens (Human) 1.44 1.39 1.63 0.97 1.08 0.88 1.18 0.76 1.00 1.18 1.17 0.88 1.08 0.99 1.10 1.04 0.84 1.06 1.10 1.06 1.04 0.522 0.471 0.709 -0.040 0.111 -0.179 0.239 -0.404 -0.003 0.236 0.222 -0.192 0.106 -0.019 0.132 0.058 -0.260 0.088 0.138 0.086 0.052

44.43 0.02 39.96 1.21 0.30 3.52 0.34 4.27 1.18 0.35 3.52 0.33 4.14 1.27 0.25 3.52 0.36 4.47 1.15 0.39 3.51 0.33 4.05 0.70 0.47 64.36 0.01 44.79 Q9UHR4 BI2L1_HUMAN reviewed Brain-specific angiogenesis inhibitor 1-associated protein 2-like protein 1 (BAI1-associated protein 2-like protein 1) (Insulin receptor tyrosine kinase substrate)BAIAP2L1 IRTKS 511 Homo sapiens (Human) 1.04 1.13 1.13 0.86 1.16 0.91 0.98 1.17 1.20 1.18 0.82 0.90 1.03 1.35 0.89 1.25 1.24 1.23 1.17 1.25 0.70 0.052 0.182 0.177 -0.223 0.210 -0.140 -0.032 0.225 0.268 0.243 -0.285 -0.155 0.041 0.438 -0.170 0.327 0.315 0.300 0.231 0.319 -0.509

4.12 0.37 6.30 0.87 0.39 3.59 0.24 3.10 1.52 0.36 29.08 0.05 44.31 1.03 0.91 20.60 0.05 21.27 1.42 0.18 3.62 0.39 5.15 1.65 0.33 38.87 0.04 63.95 P01708 LV205_HUMANreviewed Ig lambda chain V-II region BUR 109 Homo sapiens (Human) 0.53 0.61 1.39 0.60 0.49 1.54 1.76 1.32 2.86 1.46 1.43 1.55 0.67 1.48 2.20 0.57 0.84 0.88 1.52 1.02 1.66 -0.912 -0.707 0.476 -0.743 -1.015 0.625 0.814 0.397 1.515 0.546 0.517 0.636 -0.582 0.567 1.138 -0.817 -0.259 -0.185 0.603 0.022 0.732

1.42 0.64 1.30 0.93 0.55 1.58 0.59 1.46 1.12 0.30 1.42 0.79 1.59 1.11 0.34 1.42 0.78 1.57 0.90 0.33 1.43 0.63 1.28 1.03 0.82 1.65 0.62 1.71 Q9BUL8 PDC10_HUMANreviewed Programmed cell death protein 10 (Cerebral cavernous malformations 3 protein) (TF-1 cell apoptosis-related protein 15)PDCD10 CCM3 TFAR15 212 Homo sapiens (Human) 1.14 1.07 1.23 0.92 1.21 0.92 1.14 0.90 0.98 0.92 1.11 0.77 1.26 0.83 0.76 1.01 1.01 0.94 1.12 1.09 1.04 0.193 0.094 0.300 -0.117 0.278 -0.114 0.184 -0.156 -0.028 -0.114 0.148 -0.386 0.335 -0.276 -0.392 0.020 0.018 -0.086 0.161 0.121 0.059

1.35 0.88 1.60 0.73 0.01 1.22 0.60 0.89 0.60 0.00 1.24 0.48 0.74 0.56 0.00 1.18 0.48 0.66 0.78 0.25 1.65 0.47 1.28 0.82 0.02 1.18 0.69 0.96 P46781 RS9_HUMAN reviewed 40S ribosomal protein S9RPS9 194 Homo sapiens (Human) 0.62 0.76 0.63 2.72 1.48 1.20 0.72 1.14 0.66 0.80 0.65 0.76 0.91 0.80 0.54 1.00 1.02 0.74 0.59 0.55 0.82 -0.699 -0.394 -0.661 1.441 0.564 0.262 -0.478 0.184 -0.594 -0.328 -0.630 -0.390 -0.140 -0.318 -0.882 -0.006 0.030 -0.435 -0.753 -0.854 -0.281

1.67 0.32 0.89 1.16 0.22 1.33 0.88 1.54 0.67 0.03 1.41 0.47 0.94 1.71 0.00 1.23 1.39 2.11 1.42 0.01 1.23 1.16 1.75 2.19 0.00 1.23 1.78 2.69 P27169 PON1_HUMAN reviewed Serum paraoxonase/arylesterase 1 (PON 1) (EC 3.1.1.2) (EC 3.1.1.81) (EC 3.1.8.1) (Aromatic esterase 1) (A-esterase 1) (K-45) (Serum aryldialkylphosphatase 1)PON1 PON 355 Homo sapiens (Human) 0.36 0.44 0.44 0.68 0.58 0.53 2.15 1.71 0.84 1.46 1.54 1.24 0.83 2.14 4.79 0.67 0.67 1.18 0.66 1.68 2.21 -1.481 -1.180 -1.177 -0.563 -0.782 -0.905 1.106 0.775 -0.246 0.545 0.626 0.316 -0.262 1.100 2.260 -0.583 -0.578 0.238 -0.593 0.752 1.143

1.53 0.40 0.92 0.86 0.35 1.44 0.60 1.25 0.49 0.03 1.83 0.27 0.89 0.49 0.01 1.50 0.33 0.73 0.52 0.01 1.50 0.35 0.79 0.87 0.50 1.62 0.54 1.41 P49720 PSB3_HUMAN reviewed Proteasome subunit beta type-3 (EC 3.4.25.1) (Proteasome chain 13) (Proteasome component C10-II) (Proteasome theta chain)PSMB3 205 Homo sapiens (Human) 0.58 1.92 0.67 2.19 2.04 0.61 0.47 0.61 0.81 0.54 0.90 0.81 0.79 0.75 1.13 0.69 0.78 0.88 0.49 0.48 0.88 -0.790 0.942 -0.581 1.130 1.028 -0.715 -1.101 -0.720 -0.301 -0.899 -0.145 -0.300 -0.333 -0.414 0.182 -0.540 -0.364 -0.188 -1.043 -1.055 -0.184

4.53 0.07 1.42 1.75 0.02 1.43 1.22 2.49 0.52 0.32 5.73 0.09 2.97 1.17 0.18 1.33 0.88 1.56 0.83 0.20 1.44 0.58 1.20 1.25 0.15 1.45 0.87 1.81 Q9NP55 BPIA1_HUMANreviewed BPI fold-containing family A member 1 (Lung-specific protein X) (Nasopharyngeal carcinoma-related protein) (Palate lung and nasal epithelium clone protein) (Secretory protein in upper respiratory tracts) (Tracheal epithelium-enriched protein) (Von Ebner protein Hl)BPIFA1 LUNX NASG PLUNC SPURT UNQ787/PRO1606256 Homo sapiens (Human) 0.63 0.55 0.73 0.95 2.15 0.32 0.61 1.28 2.12 0.85 0.82 0.88 1.52 0.61 0.51 0.27 1.07 1.78 0.52 1.15 1.27 -0.665 -0.863 -0.451 -0.070 1.103 -1.664 -0.723 0.352 1.086 -0.233 -0.287 -0.179 0.605 -0.707 -0.968 -1.873 0.095 0.829 -0.951 0.202 0.340

1.17 0.83 1.13 0.94 0.45 1.19 0.79 1.12 0.81 0.07 1.27 0.64 1.03 0.86 0.09 1.20 0.71 1.03 0.77 0.01 1.18 0.66 0.91 1.00 0.94 1.17 0.86 1.18 O00231 PSD11_HUMANreviewed 26S proteasome non-ATPase regulatory subunit 11 (26S proteasome regulatory subunit RPN6) (26S proteasome regulatory subunit S9) (26S proteasome regulatory subunit p44.5)PSMD11 422 Homo sapiens (Human) 0.99 1.21 0.74 1.84 1.37 0.98 0.73 0.75 0.80 0.79 0.78 0.91 0.95 0.83 0.74 0.87 1.02 0.96 0.81 0.84 1.01 -0.016 0.271 -0.443 0.881 0.453 -0.036 -0.464 -0.409 -0.315 -0.334 -0.367 -0.135 -0.070 -0.264 -0.437 -0.198 0.036 -0.060 -0.309 -0.246 0.021

1.19 0.97 1.37 1.03 0.78 1.26 0.81 1.30 1.20 0.01 1.14 1.06 1.36 1.48 0.00 1.17 1.26 1.73 1.30 0.03 1.26 1.03 1.63 0.93 0.42 1.23 0.76 1.14 P20701 ITAL_HUMAN reviewed Integrin alpha-L (CD11 antigen-like family member A) (Leukocyte adhesion glycoprotein LFA-1 alpha chain) (LFA-1A) (Leukocyte function-associated molecule 1 alpha chain) (CD antigen CD11a)ITGAL CD11A 1170 Homo sapiens (Human) 0.59 0.87 0.88 0.77 0.84 1.16 1.52 1.84 1.29 1.33 1.05 1.21 1.19 1.07 1.22 0.90 1.15 1.05 1.20 1.45 0.94 -0.772 -0.195 -0.191 -0.383 -0.260 0.219 0.607 0.876 0.368 0.415 0.072 0.271 0.251 0.096 0.286 -0.156 0.204 0.064 0.261 0.538 -0.093

1.25 0.73 1.14 0.90 0.39 1.35 0.67 1.22 0.68 0.03 1.37 0.49 0.93 0.75 0.33 2.03 0.37 1.53 0.69 0.01 1.25 0.55 0.86 1.10 0.79 2.50 0.44 2.75 Q15008 PSMD6_HUMANreviewed 26S proteasome non-ATPase regulatory subunit 6 (26S proteasome regulatory subunit RPN7) (26S proteasome regulatory subunit S10) (Breast cancer-associated protein SGA-113M) (Phosphonoformate immuno-associated protein 4) (Proteasome regulatory particle subunit p44S10) (p42A)PSMD6 KIAA0107 PFAAP4389 Homo sapiens (Human) 1.02 1.41 0.64 2.22 1.54 0.92 0.59 0.76 0.68 0.71 0.89 0.79 0.92 0.76 0.95 0.76 0.81 0.92 0.68 0.74 1.11 0.022 0.493 -0.651 1.153 0.622 -0.121 -0.758 -0.388 -0.548 -0.503 -0.168 -0.337 -0.122 -0.405 -0.071 -0.396 -0.312 -0.126 -0.561 -0.433 0.151

1.19 0.87 1.24 1.12 0.34 1.33 0.85 1.49 1.12 0.17 1.21 0.93 1.35 0.92 0.28 1.19 0.78 1.09 1.31 0.01 1.18 1.11 1.55 1.03 0.66 1.19 0.87 1.23 Q3LXA3 DHAK_HUMAN reviewed Bifunctional ATP-dependent dihydroxyacetone kinase/FAD-AMP lyase (cyclizing) [Includes: ATP-dependent dihydroxyacetone kinase (DHA kinase) (EC 2.7.1.28) (EC 2.7.1.29) (Glycerone kinase) (Triokinase) (Triose kinase); FAD-AMP lyase (cyclizing) (EC 4.6.1.15) (FAD-AMP lyase (cyclic FMN forming)) (FMN cyclase)]DAK 575 Homo sapiens (Human) 1.53 0.71 1.09 0.89 0.87 1.05 1.30 1.16 1.19 1.35 0.89 1.32 1.14 1.28 1.11 1.29 1.33 1.14 1.12 0.91 1.04 0.612 -0.495 0.127 -0.175 -0.196 0.067 0.373 0.211 0.250 0.428 -0.165 0.406 0.184 0.355 0.147 0.367 0.415 0.189 0.164 -0.142 0.060

1.40 0.91 1.80 1.64 0.05 1.63 1.00 2.67 1.04 0.61 1.24 0.84 1.29 1.12 0.28 1.29 0.87 1.45 1.02 0.94 1.64 0.62 1.66 1.15 0.65 2.20 0.52 2.54 O00160 MYO1F_HUMANreviewed Unconventional myosin-If (Myosin-Ie)MYO1F 1098 Homo sapiens (Human) 0.66 0.57 0.94 1.12 1.12 1.30 1.05 1.04 0.83 1.04 1.33 0.95 1.26 0.83 1.44 0.98 0.89 1.66 1.04 1.10 1.16 -0.592 -0.808 -0.086 0.159 0.160 0.373 0.072 0.058 -0.265 0.058 0.408 -0.078 0.332 -0.273 0.524 -0.031 -0.176 0.733 0.056 0.144 0.218

3.78 0.32 4.53 0.71 0.22 4.73 0.15 3.37 0.73 0.20 3.71 0.20 2.71 0.81 0.30 3.79 0.21 3.08 0.92 0.59 3.72 0.25 3.43 0.66 0.31 17.56 0.04 11.56 O15118 NPC1_HUMAN reviewed Niemann-Pick C1 proteinNPC1 1278 Homo sapiens (Human) 1.03 2.58 2.06 0.96 0.92 1.21 1.00 0.65 1.41 0.95 0.79 0.86 1.57 1.01 0.81 0.99 0.94 0.72 0.73 0.80 0.66 0.041 1.368 1.046 -0.053 -0.125 0.272 0.006 -0.625 0.497 -0.077 -0.336 -0.215 0.653 0.020 -0.309 -0.013 -0.085 -0.464 -0.454 -0.325 -0.590

1.50 1.18 2.64 1.09 0.45 1.49 0.73 1.63 0.77 0.23 1.90 0.41 1.47 0.98 0.83 1.50 0.65 1.46 0.97 0.77 1.49 0.65 1.44 1.45 0.09 1.69 0.86 2.45 P11940 PABP1_HUMANreviewed Polyadenylate-binding protein 1 (PABP-1) (Poly(A)-binding protein 1)PABPC1 PAB1 PABP1 PABPC2636 Homo sapiens (Human) 0.77 0.94 0.89 1.43 0.79 1.78 0.83 1.16 0.98 0.99 1.28 1.04 1.26 1.04 0.99 1.02 1.38 1.11 0.77 0.96 1.47 -0.374 -0.096 -0.161 0.518 -0.343 0.830 -0.267 0.212 -0.035 -0.009 0.362 0.050 0.338 0.057 -0.015 0.033 0.461 0.148 -0.375 -0.058 0.553

2.33 0.53 2.87 0.69 0.15 2.04 0.34 1.40 1.05 0.67 1.49 0.70 1.56 0.88 0.32 1.49 0.59 1.32 1.19 0.49 2.47 0.48 2.95 0.95 0.63 1.53 0.62 1.45 P30085 KCY_HUMAN reviewed UMP-CMP kinase (EC 2.7.4.14) (Deoxycytidylate kinase) (CK) (dCMP kinase) (Nucleoside-diphosphate kinase) (EC 2.7.4.6) (Uridine monophosphate/cytidine monophosphate kinase) (UMP/CMP kinase) (UMP/CMPK)CMPK1 CMK CMPK UCK UMK UMPK196 Homo sapiens (Human) 1.04 0.58 0.96 0.67 1.13 1.24 0.92 1.66 0.89 1.23 0.83 1.25 1.54 1.05 0.80 0.93 1.96 0.70 1.04 0.87 0.96 0.053 -0.786 -0.053 -0.570 0.176 0.314 -0.120 0.734 -0.166 0.293 -0.260 0.320 0.622 0.070 -0.322 -0.097 0.971 -0.519 0.063 -0.202 -0.066

3.54 0.30 3.77 1.06 0.65 3.54 0.30 3.76 0.67 0.16 3.53 0.19 2.38 0.82 0.52 15.48 0.05 12.65 0.78 0.44 12.59 0.06 9.86 1.29 0.28 4.69 0.27 6.05 P46782 RS5_HUMAN reviewed 40S ribosomal protein S5 [Cleaved into: 40S ribosomal protein S5, N-terminally processed]RPS5 204 Homo sapiens (Human) 0.61 0.67 0.65 2.35 1.55 1.08 0.62 0.84 0.64 0.80 0.56 0.92 0.94 1.14 0.56 0.85 0.86 1.08 0.67 0.80 1.30 -0.714 -0.579 -0.616 1.230 0.630 0.105 -0.681 -0.246 -0.652 -0.316 -0.835 -0.123 -0.097 0.190 -0.831 -0.227 -0.219 0.110 -0.572 -0.316 0.380

1.22 0.78 1.16 1.00 0.97 1.35 0.74 1.36 1.05 0.63 1.31 0.80 1.38 1.01 0.91 1.23 0.82 1.24 0.88 0.30 1.34 0.66 1.18 1.07 0.43 1.23 0.87 1.31 P62140 PP1B_HUMAN reviewed Serine/threonine-protein phosphatase PP1-beta catalytic subunit (PP-1B) (PPP1CD) (EC 3.1.3.16) (EC 3.1.3.53)PPP1CB 327 Homo sapiens (Human) 1.06 0.99 1.12 1.00 1.09 0.96 0.94 1.16 0.85 0.91 0.98 0.92 1.09 0.99 1.09 1.29 1.23 1.02 1.05 0.99 1.08 0.088 -0.019 0.169 -0.003 0.120 -0.060 -0.089 0.214 -0.233 -0.141 -0.030 -0.121 0.126 -0.019 0.119 0.369 0.294 0.029 0.070 -0.012 0.108

1.49 0.64 1.43 0.96 0.72 1.45 0.66 1.40 1.28 0.10 1.45 0.88 1.85 1.19 0.27 1.63 0.73 1.94 1.17 0.28 1.57 0.74 1.83 1.13 0.43 1.72 0.66 1.95 Q9Y6E0 STK24_HUMANreviewed Serine/threonine-protein kinase 24 (EC 2.7.11.1) (Mammalian STE20-like protein kinase 3) (MST-3) (STE20-like kinase MST3) [Cleaved into: Serine/threonine-protein kinase 24 36 kDa subunit (Mammalian STE20-like protein kinase 3 N-terminal) (MST3/N); Serine/threonine-protein kinase 24 12 kDa subunit (Mammalian STE20-like protein kinase 3 C-terminal) (MST3/C)]STK24 MST3 STK3 443 Homo sapiens (Human) 1.04 0.96 1.29 0.82 1.14 0.97 1.02 1.12 1.04 1.20 1.17 1.28 1.36 1.05 1.21 1.22 1.09 0.98 1.27 1.17 1.14 0.053 -0.058 0.364 -0.292 0.194 -0.049 0.032 0.169 0.055 0.258 0.232 0.361 0.439 0.066 0.277 0.284 0.121 -0.028 0.350 0.222 0.191

1.97 0.50 1.93 0.94 0.55 1.44 0.65 1.36 1.28 0.11 1.47 0.87 1.88 0.92 0.43 1.44 0.64 1.33 1.12 0.45 1.67 0.67 1.86 0.88 0.39 1.64 0.54 1.45 O14908 GIPC1_HUMANreviewed PDZ domain-containing protein GIPC1 (GAIP C-terminus-interacting protein) (RGS-GAIP-interacting protein) (RGS19-interacting protein 1) (Tax interaction protein 2) (TIP-2)GIPC1 C19orf3 GIPC RGS19IP1333 Homo sapiens (Human) 1.36 1.49 2.07 0.99 1.24 0.99 1.06 0.96 1.13 1.14 1.08 0.97 1.00 1.03 0.81 1.20 1.08 0.96 1.27 0.90 0.89 0.448 0.573 1.048 -0.021 0.314 -0.018 0.083 -0.055 0.177 0.195 0.106 -0.042 -0.007 0.043 -0.306 0.268 0.111 -0.063 0.349 -0.146 -0.166

163.42 0.00 112.22 1.60 0.33 31.59 0.05 50.48 1.36 0.21 3.73 0.36 5.07 0.99 0.96 4.96 0.20 4.92 1.25 0.50 17.97 0.07 22.48 0.84 0.71 102.36 0.01 85.61 O15484 CAN5_HUMAN reviewed Calpain-5 (EC 3.4.22.-) (Calpain htra-3) (New calpain 3) (nCL-3)CAPN5 NCL3 640 Homo sapiens (Human) 1.13 1.07 0.96 0.87 1.31 0.69 0.72 1.04 0.79 1.28 0.78 1.19 1.38 0.78 0.72 1.10 1.45 1.62 1.36 0.98 0.84 0.171 0.100 -0.064 -0.197 0.389 -0.530 -0.472 0.055 -0.343 0.360 -0.349 0.250 0.467 -0.355 -0.478 0.136 0.541 0.699 0.439 -0.036 -0.244

85.70 0.01 54.72 0.73 0.52 68.26 0.01 49.80 1.40 0.18 3.53 0.40 4.94 1.27 0.25 3.53 0.36 4.47 0.76 0.22 3.53 0.21 2.67 0.74 0.25 4.83 0.15 3.56 O75558 STX11_HUMANreviewed Syntaxin-11 STX11 287 Homo sapiens (Human) 1.37 1.67 2.00 1.10 0.83 0.64 1.03 0.98 1.26 0.77 1.12 0.80 0.73 0.89 1.18 1.06 1.27 0.74 1.39 1.24 0.74 0.456 0.743 0.997 0.135 -0.267 -0.635 0.047 -0.030 0.338 -0.369 0.170 -0.330 -0.448 -0.163 0.241 0.086 0.341 -0.432 0.478 0.315 -0.426

1.74 1.13 3.42 0.99 0.96 1.63 0.61 1.62 0.80 0.26 1.89 0.42 1.50 0.84 0.37 1.91 0.44 1.61 1.00 0.97 1.56 0.64 1.57 1.14 0.36 1.63 0.70 1.86 P15104 GLNA_HUMAN reviewed Glutamine synthetase (GS) (EC 6.3.1.2) (Glutamate decarboxylase) (EC 4.1.1.15) (Glutamate--ammonia ligase)GLUL GLNS 373 Homo sapiens (Human) 0.73 1.18 1.13 1.50 0.77 1.98 1.04 0.99 1.17 1.03 1.64 0.98 0.82 1.28 1.22 0.97 1.12 1.01 0.79 0.83 1.15 -0.456 0.242 0.178 0.583 -0.377 0.989 0.059 -0.017 0.227 0.042 0.715 -0.033 -0.288 0.351 0.288 -0.039 0.170 0.015 -0.333 -0.272 0.208

3.85 0.17 2.49 1.06 0.81 2.41 0.44 2.55 1.09 0.45 1.48 0.74 1.61 1.09 0.46 1.48 0.73 1.61 0.84 0.30 1.72 0.49 1.45 0.77 0.10 1.48 0.52 1.14 Q12913 PTPRJ_HUMANreviewed Receptor-type tyrosine-protein phosphatase eta (Protein-tyrosine phosphatase eta) (R-PTP-eta) (EC 3.1.3.48) (Density-enhanced phosphatase 1) (DEP-1) (HPTP eta) (Protein-tyrosine phosphatase receptor type J) (R-PTP-J) (CD antigen CD148)PTPRJ DEP1 1337 Homo sapiens (Human) 1.79 1.57 1.76 1.24 1.19 0.65 1.09 0.87 1.08 0.86 1.00 0.75 0.86 0.89 0.99 0.95 0.84 1.07 1.09 1.07 0.78 0.843 0.650 0.813 0.310 0.248 -0.618 0.127 -0.207 0.108 -0.215 0.007 -0.423 -0.213 -0.170 -0.017 -0.074 -0.260 0.104 0.120 0.095 -0.364

1.59 0.76 1.92 0.86 0.14 1.28 0.67 1.10 0.92 0.44 1.36 0.67 1.25 0.82 0.08 1.27 0.64 1.04 1.00 1.00 1.60 0.62 1.61 0.88 0.33 1.42 0.62 1.25 Q7Z6Z7 HUWE1_HUMANreviewed E3 ubiquitin-protein ligase HUWE1 (EC 6.3.2.-) (ARF-binding protein 1) (ARF-BP1) (HECT, UBA and WWE domain-containing protein 1) (Homologous to E6AP carboxyl terminus homologous protein 9) (HectH9) (Large structure of UREB1) (LASU1) (Mcl-1 ubiquitin ligase E3) (Mule) (Upstream regulatory element-binding protein 1) (URE-B1) (URE-binding protein 1)HUWE1 KIAA0312 KIAA1578 UREB1 HSPC2724374 Homo sapiens (Human) 0.89 1.47 0.83 1.40 1.06 1.22 1.04 1.02 0.97 1.03 0.98 0.92 1.11 0.92 1.10 0.96 0.95 0.87 0.91 0.81 0.89 -0.170 0.553 -0.270 0.483 0.090 0.289 0.063 0.024 -0.039 0.038 -0.036 -0.122 0.155 -0.123 0.141 -0.054 -0.067 -0.202 -0.129 -0.312 -0.172

1.23 0.82 1.23 0.89 0.46 1.50 0.59 1.33 0.92 0.53 1.41 0.65 1.30 0.85 0.23 1.37 0.62 1.16 0.89 0.19 1.22 0.73 1.09 0.94 0.60 1.35 0.69 1.27 Q92499 DDX1_HUMAN reviewed ATP-dependent RNA helicase DDX1 (EC 3.6.4.13) (DEAD box protein 1) (DEAD box protein retinoblastoma) (DBP-RB)DDX1 740 Homo sapiens (Human) 0.98 0.59 1.07 1.46 1.00 1.01 0.72 1.43 1.18 0.92 1.17 0.94 0.94 0.77 1.13 1.00 1.07 0.90 0.91 0.84 0.95 -0.032 -0.760 0.093 0.543 0.002 0.017 -0.478 0.519 0.237 -0.125 0.221 -0.091 -0.083 -0.380 0.178 0.000 0.098 -0.149 -0.129 -0.256 -0.076

1.32 0.86 1.48 0.95 0.71 1.55 0.61 1.47 1.04 0.67 1.32 0.79 1.38 0.98 0.85 1.27 0.78 1.25 1.11 0.43 1.46 0.76 1.62 1.13 0.21 1.27 0.89 1.43 Q96FW1 OTUB1_HUMANreviewed Ubiquitin thioesterase OTUB1 (EC 3.4.19.12) (Deubiquitinating enzyme OTUB1) (OTU domain-containing ubiquitin aldehyde-binding protein 1) (Otubain-1) (hOTU1) (Ubiquitin-specific-processing protease OTUB1)OTUB1 OTB1 OTU1 HSPC263271 Homo sapiens (Human) 1.39 0.50 1.06 0.81 0.75 1.14 1.03 1.39 0.94 1.14 0.96 0.94 1.37 0.98 0.99 1.03 1.29 0.96 1.04 0.97 1.14 0.475 -0.997 0.083 -0.296 -0.411 0.186 0.038 0.472 -0.088 0.191 -0.058 -0.087 0.453 -0.034 -0.021 0.036 0.362 -0.058 0.056 -0.047 0.185

1.52 0.50 1.15 1.08 0.36 1.25 0.86 1.35 1.12 0.25 1.29 0.87 1.45 1.18 0.10 1.25 0.95 1.48 0.89 0.36 1.40 0.64 1.25 0.94 0.70 1.62 0.58 1.52 Q9UKS6 PACN3_HUMANreviewed Protein kinase C and casein kinase substrate in neurons protein 3 (SH3 domain-containing protein 6511)PACSIN3 424 Homo sapiens (Human) 1.65 1.36 1.97 0.97 1.00 0.76 0.85 0.50 0.99 0.91 1.18 0.68 0.76 1.15 1.15 1.05 0.89 1.10 1.12 1.16 0.95 0.721 0.439 0.981 -0.051 -0.005 -0.387 -0.230 -1.000 -0.010 -0.130 0.242 -0.559 -0.396 0.196 0.198 0.070 -0.164 0.133 0.162 0.220 -0.077

15.90 0.04 11.13 0.60 0.38 92.74 0.01 55.29 1.10 0.66 7.57 0.15 8.32 0.89 0.48 4.15 0.21 3.68 0.92 0.61 4.94 0.19 4.52 0.85 0.40 4.21 0.20 3.60 Q9UM54 MYO6_HUMANreviewed Unconventional myosin-VI (Unconventional myosin-6)MYO6 KIAA0389 1294 Homo sapiens (Human) 1.68 1.32 2.30 1.20 1.23 0.71 0.89 0.78 0.96 0.94 1.13 0.83 0.83 0.84 0.84 1.10 1.14 0.61 1.10 0.87 0.86 0.744 0.403 1.203 0.260 0.300 -0.501 -0.171 -0.359 -0.063 -0.090 0.178 -0.266 -0.260 -0.254 -0.250 0.134 0.184 -0.723 0.131 -0.198 -0.214

1.58 0.51 1.26 0.67 0.11 1.90 0.35 1.27 1.24 0.15 1.48 0.83 1.83 1.04 0.72 1.48 0.70 1.54 0.95 0.63 1.48 0.64 1.40 0.81 0.24 1.70 0.48 1.38 Q9Y6W3 CAN7_HUMAN reviewed Calpain-7 (EC 3.4.22.-) (PalB homolog) (PalBH)CAPN7 PALBH 813 Homo sapiens (Human) 1.80 1.31 2.60 0.98 0.97 0.81 1.00 0.77 1.06 0.97 1.23 0.87 0.93 0.95 0.73 1.10 0.86 0.68 1.23 1.02 0.82 0.847 0.391 1.379 -0.026 -0.051 -0.304 0.002 -0.381 0.086 -0.038 0.302 -0.203 -0.103 -0.078 -0.461 0.132 -0.218 -0.564 0.300 0.030 -0.284

1.44 0.76 1.57 1.22 0.29 1.63 0.75 1.99 0.99 0.92 1.27 0.78 1.26 0.81 0.07 1.27 0.64 1.03 0.88 0.40 1.49 0.59 1.32 1.02 0.94 2.09 0.49 2.13 O75955 FLOT1_HUMANreviewed Flotillin-1 FLOT1 427 Homo sapiens (Human) 1.39 1.43 1.45 0.99 1.35 1.10 0.90 0.89 1.46 0.91 1.38 0.93 1.02 0.90 0.96 1.20 1.24 1.24 0.99 0.80 1.03 0.473 0.519 0.533 -0.008 0.437 0.139 -0.149 -0.162 0.546 -0.140 0.460 -0.101 0.031 -0.153 -0.057 0.267 0.312 0.310 -0.016 -0.330 0.041

3.87 0.23 3.51 1.25 0.27 3.51 0.36 4.38 0.97 0.79 3.51 0.28 3.40 0.89 0.46 3.51 0.25 3.14 1.21 0.30 3.51 0.35 4.25 1.28 0.24 3.51 0.36 4.49 O95433 AHSA1_HUMANreviewed Activator of 90 kDa heat shock protein ATPase homolog 1 (AHA1) (p38)AHSA1 C14orf3 HSPC322 338 Homo sapiens (Human) 2.19 0.64 1.04 0.88 0.89 0.91 1.10 1.26 1.05 1.24 0.94 1.13 1.34 1.05 0.88 1.26 1.27 1.27 0.96 0.88 1.29 1.133 -0.647 0.063 -0.178 -0.175 -0.129 0.138 0.330 0.075 0.313 -0.092 0.176 0.419 0.071 -0.190 0.329 0.342 0.343 -0.052 -0.185 0.367

7.56 0.15 8.44 0.59 0.12 3.61 0.16 2.15 1.00 1.00 3.68 0.27 3.68 0.93 0.59 3.68 0.25 3.41 0.90 0.48 3.66 0.24 3.28 0.77 0.28 4.64 0.17 3.58 P06703 S10A6_HUMANreviewed Protein S100-A6 (Calcyclin) (Growth factor-inducible protein 2A9) (MLN 4) (Prolactin receptor-associated protein) (PRA) (S100 calcium-binding protein A6)S100A6 CACY 90 Homo sapiens (Human) 1.35 1.61 1.26 0.88 1.43 1.13 1.10 1.31 0.83 0.92 0.59 1.01 1.67 1.21 0.51 1.02 1.14 0.60 1.00 0.91 0.78 0.438 0.685 0.338 -0.191 0.520 0.170 0.144 0.392 -0.270 -0.122 -0.765 0.015 0.743 0.278 -0.964 0.026 0.187 -0.727 -0.005 -0.134 -0.360

1.60 0.41 1.05 0.95 0.91 6.83 0.14 6.47 0.79 0.35 2.33 0.34 1.83 1.17 0.34 1.71 0.68 2.00 1.22 0.16 1.47 0.83 1.79 2.02 0.28 7.84 0.26 15.82 P09871 C1S_HUMAN reviewed Complement C1s subcomponent (EC 3.4.21.42) (C1 esterase) (Complement component 1 subcomponent s) [Cleaved into: Complement C1s subcomponent heavy chain; Complement C1s subcomponent light chain]C1S 688 Homo sapiens (Human) 0.27 0.41 0.48 0.39 0.46 0.66 1.68 1.28 1.04 1.25 5.27 1.34 0.63 1.13 3.39 0.58 0.68 0.96 0.78 1.15 2.04 -1.896 -1.293 -1.066 -1.342 -1.119 -0.592 0.748 0.357 0.053 0.323 2.397 0.420 -0.670 0.179 1.763 -0.780 -0.565 -0.055 -0.350 0.200 1.027

1.85 0.71 2.43 1.04 0.73 1.36 0.76 1.41 0.78 0.09 1.37 0.57 1.07 0.76 0.09 1.43 0.53 1.09 1.06 0.86 2.63 0.40 2.79 0.74 0.62 5.86 0.13 4.31 P13716 HEM2_HUMANreviewed Delta-aminolevulinic acid dehydratase (ALADH) (EC 4.2.1.24) (Porphobilinogen synthase)ALAD 330 Homo sapiens (Human) 1.10 1.56 1.12 1.25 0.84 1.33 0.99 0.92 1.01 1.09 1.44 0.97 0.83 1.21 1.39 1.14 0.90 1.05 0.78 0.75 0.74 0.132 0.643 0.161 0.320 -0.254 0.411 -0.012 -0.124 0.009 0.120 0.524 -0.039 -0.269 0.276 0.474 0.184 -0.146 0.077 -0.364 -0.420 -0.429

11.04 0.08 9.74 0.91 0.52 3.58 0.25 3.26 1.06 0.65 3.56 0.30 3.79 1.02 0.90 5.65 0.18 5.77 1.25 0.57 35.34 0.04 44.20 0.71 0.18 3.55 0.20 2.54 P30086 PEBP1_HUMANreviewed Phosphatidylethanolamine-binding protein 1 (PEBP-1) (HCNPpp) (Neuropolypeptide h3) (Prostatic-binding protein) (Raf kinase inhibitor protein) (RKIP) [Cleaved into: Hippocampal cholinergic neurostimulating peptide (HCNP)]PEBP1 PBP PEBP 187 Homo sapiens (Human) 1.78 1.31 1.36 0.90 1.36 0.89 1.28 0.90 1.18 1.28 1.00 0.85 1.27 0.87 1.03 1.23 1.12 0.93 1.06 1.00 0.72 0.835 0.391 0.445 -0.147 0.447 -0.169 0.361 -0.156 0.244 0.359 -0.007 -0.236 0.344 -0.206 0.043 0.296 0.167 -0.112 0.085 0.005 -0.471

3.55 0.23 2.87 0.72 0.19 3.55 0.20 2.54 0.35 0.18 54.81 0.01 19.03 0.42 0.09 4.40 0.10 1.85 0.55 0.31 53.28 0.01 29.54 0.67 0.16 3.56 0.19 2.39 P40429 RL13A_HUMANreviewed 60S ribosomal protein L13a (23 kDa highly basic protein)RPL13A 203 Homo sapiens (Human) 0.51 0.56 0.66 2.38 1.67 0.82 0.65 1.07 0.82 0.57 1.02 0.63 0.74 0.63 0.95 0.78 0.72 0.73 0.35 0.41 0.68 -0.963 -0.832 -0.592 1.252 0.736 -0.291 -0.614 0.099 -0.284 -0.814 0.029 -0.672 -0.436 -0.675 -0.079 -0.358 -0.474 -0.457 -1.531 -1.270 -0.559

8.52 0.24 17.20 1.51 0.16 3.72 0.41 5.61 0.95 0.74 4.83 0.20 4.58 1.12 0.47 3.72 0.30 4.18 1.50 0.30 13.61 0.11 20.41 1.22 0.30 3.69 0.33 4.51 P53634 CATC_HUMAN reviewed Dipeptidyl peptidase 1 (EC 3.4.14.1) (Cathepsin C) (Cathepsin J) (Dipeptidyl peptidase I) (DPP-I) (DPPI) (Dipeptidyl transferase) [Cleaved into: Dipeptidyl peptidase 1 exclusion domain chain (Dipeptidyl peptidase I exclusion domain chain); Dipeptidyl peptidase 1 heavy chain (Dipeptidyl peptidase I heavy chain); Dipeptidyl peptidase 1 light chain (Dipeptidyl peptidase I light chain)]CTSC CPPI 463 Homo sapiens (Human) 0.80 1.06 1.05 0.83 1.62 2.04 1.06 0.89 1.23 1.54 1.17 1.21 1.66 1.48 1.13 1.11 0.96 1.53 0.95 1.10 1.24 -0.313 0.084 0.072 -0.260 0.699 1.026 0.090 -0.176 0.296 0.621 0.226 0.278 0.733 0.562 0.182 0.148 -0.066 0.615 -0.080 0.141 0.306

4.28 0.33 6.12 0.94 0.67 4.18 0.22 3.91 0.90 0.53 4.26 0.21 3.84 0.92 0.74 10.92 0.08 10.07 0.92 0.61 4.20 0.22 3.88 0.94 0.86 25.55 0.04 24.08 Q96IU4 ABHEB_HUMANreviewed Alpha/beta hydrolase domain-containing protein 14B (Abhydrolase domain-containing protein 14B) (EC 3.-.-.-) (CCG1-interacting factor B)ABHD14B CIB 210 Homo sapiens (Human) 1.88 0.73 1.13 0.98 0.80 1.44 0.99 1.46 0.84 0.95 0.58 1.06 1.51 0.97 0.69 0.94 1.41 0.95 0.90 0.91 0.95 0.909 -0.449 0.172 -0.027 -0.329 0.529 -0.012 0.550 -0.250 -0.079 -0.791 0.086 0.597 -0.043 -0.542 -0.082 0.498 -0.070 -0.154 -0.141 -0.071

3.70 0.17 2.34 0.57 0.28 28.28 0.02 16.22 1.14 0.43 3.67 0.31 4.17 0.99 0.94 3.69 0.27 3.65 0.63 0.18 5.73 0.11 3.60 0.71 0.18 3.64 0.19 2.57 Q9Y5K6 CD2AP_HUMANreviewed CD2-associated protein (Adapter protein CMS) (Cas ligand with multiple SH3 domains)CD2AP 639 Homo sapiens (Human) 1.34 1.46 1.86 1.30 1.04 0.64 1.07 0.67 1.29 0.64 1.32 0.82 0.75 0.92 1.04 1.13 1.08 0.58 1.13 0.97 0.71 0.420 0.546 0.899 0.377 0.055 -0.646 0.097 -0.580 0.370 -0.633 0.404 -0.288 -0.413 -0.123 0.055 0.174 0.106 -0.779 0.180 -0.038 -0.488

10.23 0.11 11.19 1.09 0.78 21.76 0.05 23.74 0.93 0.60 3.85 0.24 3.56 0.98 0.88 3.81 0.26 3.74 0.93 0.60 3.85 0.24 3.57 1.18 0.37 3.84 0.31 4.51 O95782 AP2A1_HUMANreviewed AP-2 complex subunit alpha-1 (100 kDa coated vesicle protein A) (Adapter-related protein complex 2 subunit alpha-1) (Adaptor protein complex AP-2 subunit alpha-1) (Alpha-adaptin A) (Alpha1-adaptin) (Clathrin assembly protein complex 2 alpha-A large chain) (Plasma membrane adaptor HA2/AP2 adaptin alpha A subunit)AP2A1 ADTAA CLAPA1 977 Homo sapiens (Human) 0.92 1.15 1.22 1.43 0.99 1.10 0.80 0.88 0.83 0.95 0.97 0.91 0.93 0.81 0.91 1.09 1.25 1.11 0.92 0.96 1.19 -0.119 0.200 0.285 0.513 -0.019 0.141 -0.322 -0.178 -0.272 -0.073 -0.045 -0.138 -0.108 -0.304 -0.142 0.127 0.316 0.149 -0.117 -0.054 0.248

7.50 0.11 6.15 1.00 0.99 4.86 0.21 4.88 1.04 0.84 5.60 0.19 5.80 1.27 0.30 4.87 0.26 6.20 1.12 0.82 127.25 0.01 142.14 1.41 0.22 4.87 0.29 6.86 P08185 CBG_HUMAN reviewed Corticosteroid-binding globulin (CBG) (Serpin A6) (Transcortin)SERPINA6 CBG 405 Homo sapiens (Human) 1.50 0.43 0.70 0.63 0.68 0.83 1.89 1.41 1.05 1.15 1.71 1.27 0.95 1.23 2.00 0.97 0.84 1.02 1.03 1.25 1.42 0.589 -1.202 -0.525 -0.673 -0.550 -0.275 0.917 0.500 0.077 0.196 0.776 0.341 -0.076 0.302 1.002 -0.039 -0.251 0.027 0.046 0.323 0.511

22.38 0.03 15.28 0.71 0.34 13.52 0.05 9.59 1.14 0.42 3.64 0.31 4.15 0.98 0.87 3.63 0.27 3.55 1.05 0.89 25.44 0.04 26.64 0.61 0.32 33.49 0.02 20.26 P11233 RALA_HUMAN reviewed Ras-related protein Ral-ARALA RAL 206 Homo sapiens (Human) 1.26 1.32 1.58 1.08 1.09 0.69 1.13 0.93 0.92 1.07 0.68 1.10 0.89 1.00 1.05 1.37 1.04 0.72 1.14 0.96 0.61 0.332 0.400 0.661 0.113 0.124 -0.538 0.182 -0.110 -0.127 0.104 -0.550 0.137 -0.175 -0.001 0.074 0.454 0.058 -0.473 0.185 -0.055 -0.711

4.05 0.16 2.70 0.96 0.90 32.13 0.03 30.74 1.31 0.30 5.98 0.22 7.84 0.78 0.27 4.17 0.19 3.25 1.01 0.99 666.02 0.00 670.21 0.64 0.17 4.89 0.13 3.14 P29966 MARCS_HUMANreviewed Myristoylated alanine-rich C-kinase substrate (MARCKS) (Protein kinase C substrate, 80 kDa protein, light chain) (80K-L protein) (PKCSL)MARCKS MACS PRKCSL 332 Homo sapiens (Human) 1.67 1.17 1.24 1.02 1.61 0.67 0.78 1.04 1.10 1.03 1.00 0.98 0.97 0.72 0.78 1.28 1.40 0.97 1.31 0.76 0.65 0.739 0.229 0.311 0.028 0.685 -0.572 -0.356 0.060 0.140 0.046 -0.001 -0.031 -0.040 -0.466 -0.362 0.355 0.489 -0.041 0.387 -0.387 -0.625

1.55 0.44 1.06 0.84 0.23 1.54 0.55 1.30 1.04 0.88 2.68 0.39 2.79 1.04 0.89 3.41 0.31 3.56 0.85 0.61 3.16 0.27 2.70 0.86 0.57 2.57 0.33 2.22 P48509 CD151_HUMANreviewed CD151 antigen (GP27) (Membrane glycoprotein SFA-1) (Platelet-endothelial tetraspan antigen 3) (PETA-3) (Tetraspanin-24) (Tspan-24) (CD antigen CD151)CD151 TSPAN24 253 Homo sapiens (Human) 1.02 1.41 1.18 0.66 0.75 0.69 1.10 0.86 1.75 0.87 1.46 1.01 0.79 1.45 1.19 0.99 0.99 0.86 1.04 1.03 0.87 0.030 0.493 0.243 -0.609 -0.420 -0.541 0.140 -0.216 0.807 -0.195 0.547 0.017 -0.346 0.534 0.256 -0.021 -0.010 -0.222 0.053 0.038 -0.200

1.42 0.58 1.16 1.23 0.50 2.95 0.42 3.61 1.11 0.31 1.42 0.79 1.58 1.17 0.20 1.42 0.82 1.65 0.99 0.88 1.42 0.70 1.40 0.82 0.23 1.65 0.50 1.35 P61225 RAP2B_HUMANreviewed Ras-related protein Rap-2bRAP2B 183 Homo sapiens (Human) 1.18 1.13 1.12 1.52 0.97 0.83 0.95 0.73 1.31 1.01 0.96 0.77 0.82 0.69 2.06 1.13 0.91 1.25 1.11 1.15 0.83 0.235 0.182 0.168 0.600 -0.044 -0.271 -0.070 -0.458 0.387 0.016 -0.057 -0.369 -0.293 -0.544 1.045 0.175 -0.135 0.318 0.152 0.196 -0.271

1.65 0.75 2.04 0.74 0.05 1.34 0.55 0.99 0.77 0.04 1.27 0.61 0.97 0.77 0.06 1.34 0.57 1.02 1.03 0.79 1.35 0.76 1.39 1.24 0.19 1.48 0.83 1.83 P62269 RS18_HUMAN reviewed 40S ribosomal protein S18 (Ke-3) (Ke3)RPS18 D6S218E 152 Homo sapiens (Human) 0.67 0.48 0.72 2.50 1.29 1.25 0.72 1.03 0.91 1.05 0.81 0.65 1.11 0.81 0.78 0.98 0.91 0.75 0.77 0.75 1.25 -0.579 -1.058 -0.477 1.323 0.370 0.322 -0.466 0.043 -0.140 0.076 -0.307 -0.620 0.146 -0.311 -0.365 -0.036 -0.137 -0.410 -0.385 -0.409 0.319

1.81 0.66 2.15 1.54 0.20 2.64 0.58 4.06 1.11 0.41 1.57 0.71 1.75 1.02 0.86 1.58 0.65 1.61 0.97 0.82 1.66 0.58 1.61 1.12 0.41 1.62 0.69 1.82 Q08211 DHX9_HUMAN reviewed ATP-dependent RNA helicase A (RHA) (EC 3.6.4.13) (DEAH box protein 9) (Leukophysin) (LKP) (Nuclear DNA helicase II) (NDH II)DHX9 DDX9 LKP NDH2 1270 Homo sapiens (Human) 0.65 0.64 0.92 1.09 0.56 1.20 0.89 0.96 1.03 1.00 1.53 0.95 0.90 1.01 1.64 0.82 1.05 1.56 1.11 1.00 1.13 -0.618 -0.644 -0.128 0.129 -0.825 0.261 -0.167 -0.052 0.036 -0.007 0.616 -0.067 -0.157 0.017 0.714 -0.293 0.073 0.644 0.152 0.007 0.180

9.29 0.10 8.60 0.89 0.46 3.52 0.25 3.14 1.42 0.18 3.53 0.40 5.00 1.03 0.90 7.55 0.14 7.74 1.56 0.40 58.18 0.03 90.51 0.92 0.82 37.81 0.02 34.74 O15400 STX7_HUMAN reviewed Syntaxin-7 STX7 261 Homo sapiens (Human) 1.34 1.53 2.06 1.15 1.02 0.93 0.99 1.01 1.16 1.60 1.36 1.13 0.95 1.05 1.43 1.21 0.93 0.91 1.41 1.01 0.93 0.424 0.616 1.042 0.203 0.028 -0.099 -0.016 0.015 0.220 0.674 0.444 0.176 -0.067 0.068 0.521 0.270 -0.104 -0.141 0.498 0.012 -0.108

3.93 0.22 3.39 1.10 0.53 3.93 0.28 4.33 0.76 0.24 3.94 0.19 2.99 0.71 0.22 4.77 0.15 3.38 0.92 0.61 4.48 0.21 4.12 0.87 0.42 3.91 0.22 3.41 Q86Y56 HEAT2_HUMANreviewed HEAT repeat-containing protein 2HEATR2 855 Homo sapiens (Human) 1.39 0.63 0.97 0.96 1.73 0.87 1.02 1.29 0.85 0.94 0.57 0.99 0.89 1.47 0.71 1.11 1.58 1.12 0.76 0.70 0.88 0.471 -0.677 -0.038 -0.066 0.789 -0.202 0.024 0.365 -0.232 -0.085 -0.799 -0.012 -0.161 0.551 -0.489 0.150 0.664 0.166 -0.403 -0.524 -0.184

1.58 0.97 2.43 0.87 0.25 1.46 0.59 1.27 1.35 0.08 1.48 0.91 2.00 1.27 0.16 1.60 0.79 2.04 1.11 0.51 1.77 0.63 1.97 0.80 0.20 1.69 0.47 1.34 P81605 DCD_HUMAN reviewed Dermcidin (EC 3.4.-.-) (Preproteolysin) [Cleaved into: Survival-promoting peptide; DCD-1]DCD AIDD DSEP 110 Homo sapiens (Human) 0.69 2.10 0.85 0.48 0.66 1.54 1.17 1.00 1.37 1.14 2.44 0.80 0.68 1.00 1.40 1.21 0.94 0.88 1.35 1.25 0.80 -0.537 1.070 -0.231 -1.063 -0.610 0.627 0.225 -0.005 0.449 0.190 1.288 -0.318 -0.559 0.000 0.487 0.275 -0.091 -0.181 0.430 0.324 -0.316

1.27 0.87 1.41 0.71 0.02 1.30 0.55 0.92 1.00 0.95 1.27 0.78 1.26 1.26 0.06 1.27 0.99 1.60 0.90 0.24 1.27 0.70 1.14 0.69 0.02 1.27 0.54 0.87 P60903 S10AA_HUMANreviewed Protein S100-A10 (Calpactin I light chain) (Calpactin-1 light chain) (Cellular ligand of annexin II) (S100 calcium-binding protein A10) (p10 protein) (p11)S100A10 ANX2LG CAL1L CLP1197 Homo sapiens (Human) 1.36 1.34 1.85 0.77 1.19 1.12 1.13 0.81 1.11 0.92 0.84 1.00 0.85 0.94 1.01 1.24 1.12 0.72 0.99 1.24 0.69 0.442 0.421 0.885 -0.372 0.246 0.160 0.181 -0.310 0.146 -0.123 -0.254 -0.006 -0.240 -0.095 0.018 0.306 0.159 -0.473 -0.012 0.306 -0.530

1.27 1.11 1.80 1.03 0.76 1.28 0.80 1.32 1.03 0.65 1.21 0.86 1.25 1.05 0.52 1.21 0.87 1.27 0.89 0.65 1.98 0.45 1.75 1.01 0.88 1.21 0.84 1.22 P78417 GSTO1_HUMANreviewed Glutathione S-transferase omega-1 (GSTO-1) (EC 2.5.1.18) (Glutathione S-transferase omega 1-1) (GSTO 1-1) (Glutathione-dependent dehydroascorbate reductase) (EC 1.8.5.1) (Monomethylarsonic acid reductase) (MMA(V) reductase) (EC 1.20.4.2) (S-(Phenacyl)glutathione reductase) (SPG-R)GSTO1 GSTTLP28 241 Homo sapiens (Human) 1.15 1.02 1.10 1.19 0.99 1.42 1.05 1.00 0.90 0.91 0.88 0.98 1.48 0.89 0.90 1.04 1.00 1.05 1.03 1.03 1.02 0.204 0.027 0.131 0.251 -0.010 0.509 0.074 0.001 -0.150 -0.134 -0.181 -0.034 0.565 -0.173 -0.151 0.063 -0.007 0.066 0.044 0.045 0.029

1.30 0.91 1.53 1.55 0.01 1.33 1.17 2.06 0.92 0.32 1.21 0.76 1.11 0.95 0.38 1.14 0.83 1.08 0.95 0.63 1.27 0.75 1.20 1.29 0.05 1.29 1.00 1.66 P11413 G6PD_HUMAN reviewed Glucose-6-phosphate 1-dehydrogenase (G6PD) (EC 1.1.1.49)G6PD 515 Homo sapiens (Human) 1.02 0.68 1.33 1.21 0.91 1.19 0.96 0.94 0.77 0.98 0.84 0.87 1.46 1.10 1.31 1.00 0.97 1.58 0.92 0.93 1.30 0.034 -0.562 0.413 0.274 -0.131 0.249 -0.060 -0.084 -0.381 -0.035 -0.249 -0.201 0.546 0.141 0.390 0.004 -0.046 0.656 -0.126 -0.101 0.382

1.24 0.73 1.12 1.17 0.15 1.27 0.92 1.49 1.03 0.66 1.19 0.87 1.23 1.05 0.52 1.19 0.88 1.25 1.11 0.56 1.50 0.74 1.66 1.92 0.02 1.65 1.16 3.18 Q9UL46 PSME2_HUMANreviewed Proteasome activator complex subunit 2 (11S regulator complex subunit beta) (REG-beta) (Activator of multicatalytic protease subunit 2) (Proteasome activator 28 subunit beta) (PA28b) (PA28beta)PSME2 239 Homo sapiens (Human) 0.88 0.58 0.79 1.02 0.89 0.91 0.85 1.12 1.02 1.14 1.29 0.98 1.14 1.24 0.94 0.99 1.14 1.19 1.03 1.03 1.94 -0.178 -0.779 -0.346 0.032 -0.164 -0.129 -0.243 0.159 0.033 0.183 0.364 -0.026 0.186 0.309 -0.089 -0.010 0.190 0.254 0.042 0.046 0.958

1.17 0.85 1.17 1.16 0.05 1.16 1.00 1.35 1.01 0.91 1.16 0.87 1.17 1.44 0.00 1.16 1.24 1.67 0.97 0.70 1.23 0.79 1.19 0.93 0.51 1.31 0.71 1.22 P05556 ITB1_HUMAN reviewed Integrin beta-1 (Fibronectin receptor subunit beta) (Glycoprotein IIa) (GPIIA) (VLA-4 subunit beta) (CD antigen CD29)ITGB1 FNRB MDF2 MSK12798 Homo sapiens (Human) 0.93 1.41 1.13 0.95 0.96 1.00 1.17 1.33 1.11 0.99 1.33 1.08 1.00 1.07 1.49 1.00 1.20 1.18 1.00 1.41 0.94 -0.106 0.495 0.180 -0.077 -0.051 0.007 0.227 0.415 0.151 -0.011 0.411 0.117 -0.002 0.092 0.579 -0.001 0.263 0.239 0.006 0.498 -0.093

1.43 0.63 1.28 1.07 0.79 2.64 0.41 2.84 0.78 0.12 1.53 0.51 1.19 0.81 0.12 1.42 0.57 1.15 0.87 0.46 1.87 0.47 1.64 1.25 0.12 1.42 0.88 1.78 O15145 ARPC3_HUMANreviewed Actin-related protein 2/3 complex subunit 3 (Arp2/3 complex 21 kDa subunit) (p21-ARC)ARPC3 ARC21 178 Homo sapiens (Human) 0.75 1.11 0.74 2.16 1.59 0.91 0.70 0.78 0.75 0.90 1.02 0.95 0.98 0.92 0.83 0.91 0.78 1.09 0.77 0.80 1.26 -0.418 0.156 -0.427 1.110 0.665 -0.142 -0.516 -0.356 -0.413 -0.156 0.024 -0.074 -0.028 -0.121 -0.273 -0.134 -0.362 0.125 -0.371 -0.328 0.332

1.63 0.39 1.05 1.54 0.02 1.39 1.11 2.14 1.35 0.03 1.27 1.06 1.72 0.82 0.06 1.24 0.66 1.01 1.18 0.15 1.28 0.92 1.51 1.14 0.16 1.24 0.92 1.42 P36269 GGT5_HUMAN reviewed Gamma-glutamyltransferase 5 (GGT 5) (EC 2.3.2.2) (Gamma-glutamyl transpeptidase-related enzyme) (GGT-rel) (Gamma-glutamyltransferase-like activity 1) (Gamma-glutamyltranspeptidase 5) (Glutathione hydrolase 5) (EC 3.4.19.13) (Leukotriene-C4 hydrolase) (EC 3.4.19.14) [Cleaved into: Gamma-glutamyltransferase 5 heavy chain; Gamma-glutamyltransferase 5 light chain]GGT5 GGTLA1 586 Homo sapiens (Human) 1.21 1.44 1.59 1.43 0.83 0.65 1.07 0.66 1.12 1.21 1.13 0.77 1.03 1.11 1.09 0.93 1.52 1.57 1.34 0.80 1.15 0.280 0.530 0.668 0.511 -0.274 -0.619 0.096 -0.592 0.165 0.271 0.177 -0.375 0.044 0.151 0.123 -0.100 0.608 0.649 0.427 -0.317 0.206

1.37 0.92 1.72 0.70 0.04 1.40 0.50 0.98 0.53 0.02 1.59 0.33 0.84 0.66 0.04 1.44 0.46 0.95 0.78 0.35 2.00 0.39 1.57 0.95 0.59 1.29 0.74 1.23 Q13409 DC1I2_HUMANreviewed Cytoplasmic dynein 1 intermediate chain 2 (Cytoplasmic dynein intermediate chain 2) (Dynein intermediate chain 2, cytosolic) (DH IC-2)DYNC1I2 DNCI2 DNCIC2 638 Homo sapiens (Human) 0.87 1.23 1.11 1.49 1.32 1.27 0.67 0.83 0.88 0.80 1.49 0.63 0.91 0.77 0.67 0.71 0.83 0.71 0.53 0.65 0.96 -0.194 0.294 0.156 0.572 0.397 0.343 -0.569 -0.261 -0.180 -0.315 0.575 -0.669 -0.144 -0.378 -0.582 -0.497 -0.265 -0.499 -0.922 -0.623 -0.056

1.33 0.69 1.22 0.94 0.46 1.23 0.76 1.16 0.93 0.37 1.20 0.78 1.12 1.07 0.35 1.18 0.91 1.26 1.03 0.75 1.25 0.83 1.28 1.15 0.08 1.18 0.97 1.35 Q9UHD8 SEPT9_HUMANreviewed Septin-9 (MLL septin-like fusion protein MSF-A) (MLL septin-like fusion protein) (Ovarian/Breast septin) (Ov/Br septin) (Septin D1)SEPT9 KIAA0991 MSF 586 Homo sapiens (Human) 1.06 0.97 0.89 1.27 1.10 0.93 0.88 1.11 0.85 1.06 1.06 1.22 1.10 1.00 0.92 0.95 1.30 0.95 0.93 1.05 1.16 0.081 -0.047 -0.174 0.350 0.133 -0.111 -0.188 0.156 -0.228 0.079 0.090 0.288 0.141 -0.001 -0.124 -0.076 0.381 -0.072 -0.104 0.070 0.212

1.23 0.73 1.12 1.62 0.00 1.23 1.32 1.98 1.01 0.91 1.19 0.85 1.20 1.10 0.23 1.19 0.92 1.30 0.83 0.11 1.27 0.65 1.06 1.20 0.04 1.19 1.01 1.42 Q9UJ70 NAGK_HUMAN reviewed N-acetyl-D-glucosamine kinase (N-acetylglucosamine kinase) (EC 2.7.1.59) (GlcNAc kinase)NAGK 344 Homo sapiens (Human) 1.28 0.67 1.24 1.02 0.86 0.91 1.07 0.96 0.93 0.86 1.13 1.03 1.31 0.98 1.14 1.01 1.03 1.64 1.00 1.08 1.21 0.359 -0.578 0.316 0.033 -0.214 -0.132 0.093 -0.061 -0.107 -0.226 0.181 0.040 0.394 -0.030 0.192 0.010 0.047 0.715 0.007 0.106 0.275

1.26 0.95 1.50 1.18 0.11 1.26 0.94 1.48 0.93 0.40 1.26 0.74 1.17 1.12 0.22 1.26 0.89 1.41 1.17 0.24 1.40 0.84 1.63 1.44 0.05 1.45 0.99 2.10 P04275 VWF_HUMAN reviewed von Willebrand factor (vWF) [Cleaved into: von Willebrand antigen 2 (von Willebrand antigen II)]VWF F8VWF 2813 Homo sapiens (Human) 0.46 1.02 0.54 0.56 0.64 1.20 1.60 0.78 0.70 1.20 2.17 0.82 0.51 1.63 3.60 0.60 0.57 1.20 0.93 1.10 1.46 -1.124 0.028 -0.895 -0.843 -0.653 0.267 0.674 -0.354 -0.525 0.260 1.118 -0.278 -0.967 0.706 1.848 -0.732 -0.806 0.260 -0.106 0.136 0.543

1.27 0.60 0.98 1.00 0.99 3.43 0.29 3.42 0.65 0.32 3.11 0.21 2.03 0.58 0.17 2.63 0.22 1.52 0.65 0.12 1.86 0.35 1.22 0.82 0.25 1.56 0.53 1.28 P28070 PSB4_HUMAN reviewed Proteasome subunit beta type-4 (EC 3.4.25.1) (26 kDa prosomal protein) (HsBPROS26) (PROS-26) (Macropain beta chain) (Multicatalytic endopeptidase complex beta chain) (Proteasome beta chain) (Proteasome chain 3) (HsN3)PSMB4 PROS26 264 Homo sapiens (Human) 0.68 2.29 0.69 2.84 1.65 0.77 0.31 0.55 0.75 0.67 0.69 0.37 0.69 0.49 0.71 0.62 0.60 1.01 0.65 0.57 0.83 -0.564 1.193 -0.534 1.505 0.720 -0.370 -1.691 -0.850 -0.424 -0.576 -0.540 -1.435 -0.532 -1.026 -0.488 -0.687 -0.735 0.019 -0.616 -0.821 -0.272

1.26 0.85 1.36 0.92 0.36 1.26 0.73 1.17 0.99 0.95 1.57 0.63 1.56 1.07 0.69 1.60 0.67 1.71 0.98 0.79 1.26 0.78 1.23 1.21 0.10 1.29 0.93 1.56 P52565 GDIR1_HUMANreviewed Rho GDP-dissociation inhibitor 1 (Rho GDI 1) (Rho-GDI alpha)ARHGDIA GDIA1 204 Homo sapiens (Human) 0.99 0.79 1.09 1.14 1.07 1.09 0.87 1.31 1.20 1.00 1.14 0.78 0.70 1.09 1.12 1.01 1.24 0.94 0.99 1.05 1.22 -0.015 -0.339 0.122 0.191 0.095 0.123 -0.193 0.393 0.261 0.006 0.188 -0.353 -0.515 0.120 0.161 0.011 0.314 -0.092 -0.018 0.070 0.284

1.42 0.53 1.08 1.02 0.82 1.42 0.72 1.45 1.33 0.08 1.43 0.93 1.89 1.30 0.09 1.42 0.91 1.85 0.68 0.10 1.78 0.38 1.21 0.86 0.28 1.53 0.56 1.32 Q08722 CD47_HUMAN reviewed Leukocyte surface antigen CD47 (Antigenic surface determinant protein OA3) (Integrin-associated protein) (IAP) (Protein MER6) (CD antigen CD47)CD47 MER6 323 Homo sapiens (Human) 1.19 1.45 1.35 1.07 0.97 0.77 0.99 0.92 1.23 0.70 0.90 0.91 0.81 0.83 1.00 1.27 1.34 1.04 1.32 1.28 0.87 0.254 0.537 0.434 0.093 -0.047 -0.382 -0.014 -0.120 0.295 -0.519 -0.157 -0.139 -0.300 -0.270 0.004 0.341 0.423 0.054 0.403 0.355 -0.197

1.45 0.83 1.75 0.94 0.78 1.75 0.54 1.65 1.22 0.10 1.29 0.94 1.57 1.25 0.08 1.30 0.96 1.63 1.14 0.33 1.39 0.82 1.59 1.01 0.89 1.20 0.84 1.22 Q9BZQ8 NIBAN_HUMANreviewed Protein Niban (Cell growth-inhibiting gene 39 protein) (Protein FAM129A)FAM129A C1orf24 NIBAN GIG39928 Homo sapiens (Human) 1.10 1.06 1.20 0.89 1.01 1.21 1.11 1.07 0.87 1.17 0.72 1.16 1.27 1.28 1.02 1.06 1.28 0.96 1.21 1.23 1.02 0.136 0.079 0.267 -0.162 0.016 0.277 0.148 0.101 -0.204 0.227 -0.474 0.218 0.339 0.353 0.022 0.089 0.353 -0.064 0.279 0.300 0.029

1.56 0.62 1.50 1.20 0.15 1.42 0.85 1.70 1.04 0.70 1.42 0.73 1.47 1.06 0.54 1.42 0.75 1.50 1.41 0.12 1.75 0.80 2.47 1.06 0.52 1.42 0.75 1.51 O14980 XPO1_HUMAN reviewed Exportin-1 (Exp1) (Chromosome region maintenance 1 protein homolog)XPO1 CRM1 1071 Homo sapiens (Human) 1.41 1.11 1.03 1.17 1.27 0.97 0.85 1.01 1.10 1.45 1.32 0.95 1.02 0.94 1.13 1.17 1.16 1.22 1.03 1.04 1.08 0.493 0.152 0.040 0.232 0.342 -0.039 -0.232 0.014 0.133 0.532 0.404 -0.070 0.034 -0.082 0.176 0.231 0.211 0.291 0.048 0.062 0.105

1.45 0.99 2.07 1.07 0.34 1.21 0.89 1.30 1.16 0.09 1.21 0.96 1.40 1.18 0.07 1.21 0.98 1.43 1.15 0.12 1.21 0.95 1.39 1.14 0.24 1.30 0.88 1.48 P04080 CYTB_HUMAN reviewed Cystatin-B (CPI-B) (Liver thiol proteinase inhibitor) (Stefin-B)CSTB CST6 STFB 98 Homo sapiens (Human) 0.98 1.08 1.13 1.15 0.94 1.45 1.13 1.25 1.21 1.18 1.19 1.00 1.21 0.88 1.11 0.95 1.15 1.09 1.16 1.16 1.15 -0.025 0.107 0.176 0.205 -0.094 0.533 0.181 0.318 0.279 0.234 0.245 -0.002 0.280 -0.185 0.153 -0.071 0.201 0.128 0.212 0.217 0.201

1.43 0.69 1.41 1.27 0.13 1.51 0.84 1.91 1.18 0.18 1.43 0.83 1.69 1.16 0.22 1.43 0.81 1.66 1.21 0.46 2.46 0.49 2.98 1.10 0.36 1.43 0.77 1.58 Q9NUQ9 FA49B_HUMANreviewed Protein FAM49B (L1)FAM49B BM-009 324 Homo sapiens (Human) 1.03 0.87 1.07 0.85 0.75 1.00 1.12 1.13 1.21 1.24 1.15 0.81 1.07 1.07 1.11 0.96 1.03 1.29 1.18 1.14 1.11 0.048 -0.198 0.094 -0.228 -0.414 -0.005 0.161 0.171 0.279 0.313 0.205 -0.300 0.100 0.095 0.147 -0.056 0.042 0.365 0.236 0.189 0.154

1.43 0.77 1.58 1.12 0.82 6.37 0.18 7.12 1.08 0.78 2.62 0.41 2.82 0.80 0.43 2.57 0.31 2.07 2.22 0.38 22.26 0.10 49.37 0.93 0.64 1.76 0.53 1.64 O60664 PLIN3_HUMAN reviewed Perilipin-3 (47 kDa mannose 6-phosphate receptor-binding protein) (47 kDa MPR-binding protein) (Cargo selection protein TIP47) (Mannose-6-phosphate receptor-binding protein 1) (Placental protein 17) (PP17)PLIN3 M6PRBP1 TIP47 434 Homo sapiens (Human) 1.38 0.94 0.90 1.52 1.45 1.11 0.84 1.22 1.09 2.27 1.01 1.08 0.79 1.14 0.88 0.78 0.94 1.14 1.07 0.79 0.94 0.466 -0.096 -0.159 0.608 0.539 0.153 -0.256 0.286 0.120 1.186 0.017 0.112 -0.334 0.195 -0.186 -0.355 -0.096 0.184 0.101 -0.340 -0.090

3.72 0.15 2.13 1.68 0.13 3.75 0.45 6.28 0.99 0.95 3.77 0.26 3.74 1.29 0.25 3.77 0.34 4.85 1.09 0.57 3.80 0.29 4.13 0.59 0.13 3.79 0.16 2.24 P08473 NEP_HUMAN reviewed Neprilysin (EC 3.4.24.11) (Atriopeptidase) (Common acute lymphocytic leukemia antigen) (CALLA) (Enkephalinase) (Neutral endopeptidase 24.11) (NEP) (Neutral endopeptidase) (Skin fibroblast elastase) (SFE) (CD antigen CD10)MME EPN 750 Homo sapiens (Human) 0.66 1.74 1.09 1.00 0.80 0.58 1.60 0.92 1.05 1.11 1.00 0.99 0.95 0.94 1.51 1.18 1.08 1.70 0.99 1.26 0.60 -0.600 0.801 0.121 -0.005 -0.319 -0.791 0.674 -0.115 0.069 0.157 0.006 -0.015 -0.073 -0.083 0.592 0.243 0.107 0.768 -0.017 0.339 -0.746

1.68 0.51 1.45 1.19 0.06 1.20 0.99 1.44 1.01 0.90 1.20 0.84 1.21 1.26 0.04 1.25 1.01 1.58 1.18 0.18 1.32 0.89 1.55 1.67 0.00 1.26 1.33 2.10 P08571 CD14_HUMAN reviewed Monocyte differentiation antigen CD14 (Myeloid cell-specific leucine-rich glycoprotein) (CD antigen CD14) [Cleaved into: Monocyte differentiation antigen CD14, urinary form; Monocyte differentiation antigen CD14, membrane-bound form]CD14 375 Homo sapiens (Human) 1.01 0.82 0.71 0.82 0.80 0.87 1.64 1.34 1.29 1.21 1.38 1.40 0.97 1.71 1.52 0.85 1.02 1.21 1.01 1.24 1.68 0.008 -0.279 -0.502 -0.283 -0.326 -0.206 0.713 0.427 0.372 0.270 0.469 0.491 -0.043 0.774 0.601 -0.233 0.031 0.279 0.009 0.313 0.752

3.83 0.30 4.34 1.61 0.44 143.19 0.01 229.94 1.11 0.52 3.84 0.29 4.25 1.00 0.99 5.15 0.19 5.17 1.02 0.94 15.02 0.07 15.32 1.15 0.42 3.83 0.30 4.39 P18669 PGAM1_HUMANreviewed Phosphoglycerate mutase 1 (EC 3.1.3.13) (EC 5.4.2.11) (EC 5.4.2.4) (BPG-dependent PGAM 1) (Phosphoglycerate mutase isozyme B) (PGAM-B)PGAM1 PGAMA CDABP0006254 Homo sapiens (Human) 1.25 0.85 1.08 0.74 0.77 1.14 0.79 0.96 1.10 1.05 1.57 0.86 1.21 1.09 1.56 1.03 1.14 1.63 1.10 0.99 1.16 0.326 -0.241 0.113 -0.426 -0.369 0.194 -0.338 -0.062 0.143 0.065 0.653 -0.211 0.275 0.126 0.646 0.044 0.187 0.707 0.141 -0.021 0.211

10.31 0.08 8.67 0.99 0.97 16.28 0.06 16.13 0.90 0.50 3.66 0.25 3.30 0.95 0.69 3.63 0.26 3.44 1.19 0.77 353.99 0.00 421.16 1.19 0.50 9.08 0.13 10.81 P30711 GSTT1_HUMANreviewed Glutathione S-transferase theta-1 (EC 2.5.1.18) (GST class-theta-1) (Glutathione transferase T1-1)GSTT1 240 Homo sapiens (Human) 0.96 0.95 0.58 1.18 0.97 0.85 0.95 1.53 0.98 1.22 1.36 1.27 1.70 1.10 1.16 1.64 0.78 1.01 0.90 0.93 1.20 -0.055 -0.067 -0.781 0.233 -0.040 -0.238 -0.067 0.613 -0.031 0.287 0.441 0.349 0.769 0.137 0.209 0.711 -0.362 0.010 -0.154 -0.103 0.265

3.53 0.29 3.65 0.87 0.40 3.53 0.25 3.08 0.70 0.17 3.52 0.20 2.45 0.78 0.24 3.53 0.22 2.76 0.93 0.67 5.14 0.18 4.78 0.93 0.66 4.91 0.19 4.56 P51665 PSMD7_HUMANreviewed 26S proteasome non-ATPase regulatory subunit 7 (26S proteasome regulatory subunit RPN8) (26S proteasome regulatory subunit S12) (Mov34 protein homolog) (Proteasome subunit p40)PSMD7 MOV34L 324 Homo sapiens (Human) 0.94 1.14 0.64 2.41 1.75 1.04 0.76 0.83 0.75 0.95 0.84 0.88 0.97 0.89 0.80 0.82 0.79 0.89 0.69 0.77 0.94 -0.089 0.184 -0.649 1.270 0.811 0.060 -0.396 -0.277 -0.414 -0.068 -0.245 -0.179 -0.045 -0.170 -0.314 -0.288 -0.346 -0.176 -0.529 -0.380 -0.094

1.60 0.57 1.45 0.97 0.90 1.86 0.52 1.81 1.02 0.80 1.30 0.78 1.34 1.21 0.11 1.31 0.92 1.58 1.09 0.59 1.62 0.68 1.77 0.94 0.65 1.49 0.63 1.40 P84095 RHOG_HUMANreviewed Rho-related GTP-binding protein RhoGRHOG ARHG 191 Homo sapiens (Human) 1.03 1.45 1.31 1.08 0.98 0.92 1.07 1.19 1.15 1.12 0.88 0.82 0.91 0.98 0.98 1.04 1.19 0.99 1.02 1.19 0.95 0.045 0.537 0.394 0.117 -0.024 -0.121 0.095 0.246 0.204 0.168 -0.176 -0.294 -0.131 -0.035 -0.028 0.062 0.255 -0.017 0.029 0.248 -0.077

1.42 0.79 1.61 1.42 0.16 1.96 0.72 2.77 1.20 0.16 1.43 0.84 1.71 1.46 0.04 1.43 1.03 2.09 1.66 0.03 1.43 1.16 2.37 1.08 0.46 1.43 0.76 1.54 B0I1T2 MYO1G_HUMANreviewed Unconventional myosin-Ig [Cleaved into: Minor histocompatibility antigen HA-2 (mHag HA-2)]MYO1G HA2 1018 Homo sapiens (Human) 0.52 0.71 0.55 0.48 0.83 1.14 1.44 2.10 1.40 1.70 1.13 1.13 0.80 1.51 1.43 0.84 1.64 1.44 1.20 1.44 1.09 -0.940 -0.485 -0.854 -1.048 -0.264 0.187 0.528 1.070 0.482 0.766 0.180 0.180 -0.327 0.591 0.517 -0.257 0.717 0.525 0.259 0.524 0.123

44.92 0.02 30.62 0.81 0.30 3.92 0.21 3.19 0.94 0.80 13.44 0.07 12.57 1.07 0.70 5.89 0.18 6.33 1.23 0.65 77.90 0.02 95.96 1.90 0.27 41.78 0.05 79.24 P00736 C1R_HUMAN reviewed Complement C1r subcomponent (EC 3.4.21.41) (Complement component 1 subcomponent r) [Cleaved into: Complement C1r subcomponent heavy chain; Complement C1r subcomponent light chain]C1R 705 Homo sapiens (Human) 0.47 0.52 0.64 0.47 0.53 0.69 1.55 1.23 1.09 1.26 4.15 1.46 0.63 1.47 3.42 0.70 0.81 0.83 0.93 1.06 1.92 -1.086 -0.954 -0.649 -1.075 -0.929 -0.540 0.629 0.293 0.124 0.337 2.053 0.549 -0.659 0.559 1.775 -0.517 -0.306 -0.277 -0.100 0.079 0.937

471.82 0.00 158.51 0.40 0.15 15.95 0.02 6.32 0.40 0.18 30.60 0.01 12.13 0.39 0.14 15.41 0.03 5.99 0.39 0.23 99.05 0.00 38.22 0.53 0.13 5.31 0.10 2.84 P05387 RLA2_HUMAN reviewed 60S acidic ribosomal protein P2 (Renal carcinoma antigen NY-REN-44)RPLP2 D11S2243E RPP2 115 Homo sapiens (Human) 0.24 0.31 0.58 3.68 1.56 0.34 0.28 0.29 0.68 0.40 0.70 0.42 0.25 0.32 0.74 0.55 0.55 0.40 0.40 0.38 0.54 -2.064 -1.707 -0.781 1.880 0.646 -1.561 -1.815 -1.794 -0.562 -1.337 -0.518 -1.260 -2.029 -1.632 -0.439 -0.868 -0.870 -1.314 -1.340 -1.387 -0.890

1.47 0.69 1.49 1.08 0.68 1.98 0.55 2.13 1.14 0.29 1.47 0.77 1.67 1.32 0.09 1.47 0.90 1.93 1.19 0.25 1.61 0.74 1.93 1.35 0.08 1.47 0.92 1.98 P08637 FCG3A_HUMANreviewed Low affinity immunoglobulin gamma Fc region receptor III-A (CD16a antigen) (Fc-gamma RIII-alpha) (Fc-gamma RIII) (Fc-gamma RIIIa) (FcRIII) (FcRIIIa) (FcR-10) (IgG Fc receptor III-2) (CD antigen CD16a)FCGR3A CD16A FCG3 FCGR3 IGFR3254 Homo sapiens (Human) 0.56 0.59 0.66 0.60 0.80 1.03 1.69 1.84 1.39 1.22 1.87 1.28 1.50 1.53 1.87 0.75 1.26 1.10 1.13 1.29 1.36 -0.847 -0.766 -0.603 -0.746 -0.326 0.040 0.758 0.881 0.475 0.290 0.901 0.351 0.586 0.610 0.906 -0.421 0.334 0.132 0.179 0.371 0.447

1.45 0.73 1.53 1.47 0.06 1.52 0.97 2.25 0.99 0.96 1.45 0.68 1.45 1.11 0.36 1.46 0.76 1.61 1.26 0.17 1.60 0.79 2.01 0.82 0.37 2.07 0.40 1.71 P50552 VASP_HUMAN reviewed Vasodilator-stimulated phosphoprotein (VASP)VASP 380 Homo sapiens (Human) 0.87 0.90 1.10 1.32 0.98 1.06 1.16 1.31 1.05 1.29 0.86 1.25 1.25 1.23 0.85 1.18 1.13 1.50 0.99 1.09 0.83 -0.208 -0.156 0.141 0.403 -0.030 0.090 0.216 0.392 0.074 0.371 -0.220 0.321 0.316 0.294 -0.227 0.234 0.175 0.583 -0.012 0.124 -0.264

3.52 0.31 3.79 0.54 0.28 41.32 0.01 22.38 0.58 0.38 121.51 0.00 70.15 0.46 0.12 6.96 0.07 3.18 0.78 0.24 3.53 0.22 2.75 0.64 0.46 149.18 0.00 96.05 P62424 RL7A_HUMAN reviewed 60S ribosomal protein L7a (PLA-X polypeptide) (Surfeit locus protein 3)RPL7A SURF-3 SURF3 266 Homo sapiens (Human) 0.66 0.70 0.87 2.69 1.19 1.08 0.65 0.80 0.91 0.80 0.86 0.61 0.94 0.53 0.85 0.96 0.86 0.55 0.58 0.45 0.65 -0.603 -0.518 -0.202 1.429 0.251 0.117 -0.628 -0.324 -0.133 -0.324 -0.212 -0.701 -0.092 -0.929 -0.240 -0.054 -0.224 -0.861 -0.797 -1.156 -0.621

1.60 0.78 2.00 0.71 0.12 1.77 0.40 1.26 0.83 0.17 1.45 0.57 1.21 0.58 0.06 1.82 0.32 1.05 0.76 0.10 1.49 0.51 1.13 0.81 0.14 1.45 0.56 1.18 P62829 RL23_HUMAN reviewed 60S ribosomal protein L23 (60S ribosomal protein L17)RPL23 140 Homo sapiens (Human) 0.68 1.11 0.88 2.22 1.12 1.26 0.68 1.04 0.78 0.78 0.84 0.78 0.90 0.70 0.68 1.01 0.92 0.72 0.83 0.57 0.82 -0.547 0.146 -0.189 1.152 0.162 0.338 -0.558 0.050 -0.351 -0.358 -0.253 -0.359 -0.160 -0.509 -0.556 0.011 -0.121 -0.466 -0.270 -0.817 -0.286

1.43 0.56 1.14 0.84 0.18 1.43 0.59 1.21 1.25 0.12 1.43 0.87 1.78 1.25 0.25 1.82 0.69 2.28 0.75 0.19 1.89 0.40 1.42 1.06 0.75 1.87 0.56 1.97 P98196 AT11A_HUMANreviewed Probable phospholipid-transporting ATPase IH (EC 3.6.3.1) (ATPase IS) (ATPase class VI type 11A)ATP11A ATPIH ATPIS KIAA10211134 Homo sapiens (Human) 1.50 1.57 1.97 1.34 0.84 0.80 1.04 0.85 1.17 0.77 1.00 0.86 0.85 0.91 0.97 1.04 0.88 0.86 1.24 1.23 1.07 0.587 0.655 0.978 0.423 -0.243 -0.317 0.056 -0.230 0.227 -0.373 0.007 -0.210 -0.226 -0.134 -0.049 0.052 -0.178 -0.222 0.316 0.297 0.092

1.98 0.50 1.98 1.24 0.08 1.30 0.95 1.62 0.94 0.48 1.30 0.72 1.22 1.10 0.33 1.30 0.84 1.44 1.04 0.65 1.30 0.80 1.36 1.59 0.04 1.51 1.05 2.40 Q13838 DX39B_HUMANreviewed Spliceosome RNA helicase DDX39B (EC 3.6.4.13) (56 kDa U2AF65-associated protein) (ATP-dependent RNA helicase p47) (DEAD box protein UAP56) (HLA-B-associated transcript 1 protein)DDX39B BAT1 UAP56 428 Homo sapiens (Human) 1.60 0.44 0.97 0.87 0.80 1.01 1.00 1.32 1.01 1.07 0.73 1.12 1.10 1.09 0.67 1.31 1.52 1.26 0.93 1.08 1.60 0.675 -1.186 -0.038 -0.208 -0.329 0.010 0.006 0.397 0.021 0.096 -0.457 0.164 0.139 0.121 -0.576 0.391 0.601 0.335 -0.100 0.114 0.681

1.54 0.52 1.24 1.01 0.92 1.36 0.75 1.37 0.86 0.09 1.21 0.72 1.04 0.86 0.16 1.28 0.67 1.10 1.07 0.37 1.21 0.89 1.29 1.01 0.95 1.52 0.66 1.54 Q5VYK3 ECM29_HUMANreviewed Proteasome-associated protein ECM29 homolog (Ecm29)ECM29 KIAA0368 1845 Homo sapiens (Human) 1.05 0.87 0.81 1.24 1.31 0.81 0.88 0.93 0.74 1.10 1.40 1.16 1.16 1.06 1.83 0.95 0.91 1.03 0.86 0.84 1.02 0.074 -0.205 -0.300 0.311 0.384 -0.301 -0.180 -0.098 -0.442 0.135 0.490 0.219 0.217 0.090 0.876 -0.073 -0.131 0.039 -0.217 -0.247 0.029

1.27 0.64 1.05 1.04 0.66 1.28 0.81 1.33 1.39 0.03 1.31 1.06 1.83 1.08 0.42 1.28 0.84 1.37 1.02 0.85 1.43 0.71 1.47 0.79 0.19 1.59 0.50 1.25 Q6P6B1 CH047_HUMANreviewed Uncharacterized protein C8orf47C8orf47 374 Homo sapiens (Human) 1.85 1.08 1.41 1.07 1.28 0.83 0.71 0.90 0.96 1.05 1.08 1.01 1.01 0.73 0.53 1.18 1.63 1.05 1.39 1.06 0.79 0.890 0.115 0.491 0.095 0.351 -0.272 -0.489 -0.145 -0.061 0.069 0.112 0.018 0.015 -0.456 -0.929 0.239 0.705 0.077 0.472 0.080 -0.334

1.42 0.76 1.54 0.77 0.41 2.99 0.26 2.31 1.25 0.15 1.52 0.82 1.90 0.86 0.35 1.68 0.51 1.45 1.06 0.52 1.42 0.75 1.51 0.91 0.36 1.42 0.64 1.29 Q9NR45 SIAS_HUMAN reviewed Sialic acid synthase (N-acetylneuraminate synthase) (EC 2.5.1.56) (N-acetylneuraminate-9-phosphate synthase) (EC 2.5.1.57) (N-acetylneuraminic acid phosphate synthase) (N-acetylneuraminic acid synthase)NANS SAS 359 Homo sapiens (Human) 1.19 0.40 1.08 0.77 0.65 1.09 1.03 1.20 1.21 1.09 1.06 1.15 1.42 0.92 0.98 1.34 1.26 0.78 1.25 0.85 0.92 0.254 -1.317 0.112 -0.378 -0.611 0.127 0.042 0.259 0.275 0.127 0.081 0.205 0.502 -0.113 -0.025 0.426 0.333 -0.352 0.318 -0.237 -0.125

6.57 0.18 7.89 0.95 0.70 3.80 0.25 3.60 0.96 0.86 9.52 0.10 9.16 0.77 0.38 9.92 0.08 7.63 0.98 0.89 5.26 0.19 5.13 0.83 0.56 17.91 0.05 14.85 Q9NRD9 DUOX1_HUMANreviewed Dual oxidase 1 (EC 1.11.1.-) (EC 1.6.3.1) (Large NOX 1) (Long NOX 1) (NADPH thyroid oxidase 1) (Thyroid oxidase 1)DUOX1 DUOX LNOX1 THOX11551 Homo sapiens (Human) 2.16 1.03 0.92 0.85 1.60 1.21 0.75 0.81 0.77 1.00 1.08 0.87 1.13 0.72 0.78 1.09 1.23 0.96 0.96 0.76 0.84 1.112 0.046 -0.125 -0.237 0.676 0.275 -0.423 -0.312 -0.380 0.003 0.109 -0.197 0.175 -0.469 -0.352 0.119 0.298 -0.056 -0.060 -0.403 -0.256

1.45 0.74 1.55 1.25 0.15 1.52 0.82 1.90 1.12 0.33 1.45 0.77 1.62 0.99 0.88 1.45 0.68 1.42 1.12 0.58 2.15 0.52 2.41 1.20 0.28 1.72 0.70 2.08 Q9UN76 S6A14_HUMANreviewed Sodium- and chloride-dependent neutral and basic amino acid transporter B(0+) (Amino acid transporter ATB0+) (Solute carrier family 6 member 14)SLC6A14 642 Homo sapiens (Human) 1.41 1.86 1.10 1.01 1.00 1.08 1.55 0.81 1.33 1.15 1.08 1.72 1.95 0.77 1.13 0.92 1.27 1.27 1.11 0.97 1.22 0.493 0.894 0.141 0.012 -0.001 0.109 0.633 -0.301 0.409 0.203 0.112 0.785 0.966 -0.382 0.178 -0.127 0.340 0.344 0.153 -0.046 0.283

9.46 0.11 10.02 1.10 0.55 4.08 0.27 4.49 0.91 0.56 4.07 0.22 3.71 1.65 0.14 4.16 0.40 6.86 1.21 0.40 5.78 0.21 6.98 0.52 0.17 9.85 0.05 5.15 P16284 PECA1_HUMANreviewed Platelet endothelial cell adhesion molecule (PECAM-1) (EndoCAM) (GPIIA') (PECA1) (CD antigen CD31)PECAM1 738 Homo sapiens (Human) 0.61 1.31 1.10 1.19 0.95 1.07 1.06 1.69 1.35 1.24 0.79 0.94 1.10 0.66 1.08 0.79 1.21 1.12 0.91 1.62 0.53 -0.721 0.394 0.135 0.256 -0.069 0.096 0.086 0.755 0.433 0.308 -0.343 -0.082 0.136 -0.591 0.106 -0.335 0.276 0.161 -0.138 0.698 -0.921

1.33 0.92 1.63 0.79 0.12 1.41 0.56 1.11 0.80 0.06 1.27 0.63 1.02 0.86 0.13 1.27 0.67 1.09 1.01 0.96 1.70 0.59 1.71 0.97 0.76 1.36 0.71 1.32 P26640 SYVC_HUMAN reviewed Valine--tRNA ligase (EC 6.1.1.9) (Protein G7a) (Valyl-tRNA synthetase) (ValRS)VARS G7A VARS2 1264 Homo sapiens (Human) 1.04 1.00 1.16 1.49 1.02 1.24 0.80 0.89 1.01 1.04 1.07 1.00 1.12 0.91 0.91 1.06 0.96 0.80 0.80 0.84 0.98 0.057 0.000 0.210 0.572 0.028 0.306 -0.326 -0.164 0.017 0.050 0.098 0.004 0.169 -0.136 -0.144 0.087 -0.058 -0.317 -0.322 -0.250 -0.034

2.10 0.33 1.45 0.73 0.06 1.42 0.51 1.03 1.29 0.09 1.42 0.91 1.83 1.06 0.55 1.42 0.75 1.50 0.78 0.16 1.61 0.49 1.26 0.72 0.05 1.42 0.51 1.01 P51674 GPM6A_HUMANreviewed Neuronal membrane glycoprotein M6-a (M6a)GPM6A M6A 278 Homo sapiens (Human) 1.53 2.44 2.07 0.90 1.02 0.70 1.80 0.53 1.27 0.80 0.88 1.02 0.88 1.16 0.72 1.61 0.86 0.74 1.29 1.04 0.72 0.610 1.285 1.051 -0.149 0.026 -0.523 0.848 -0.916 0.341 -0.316 -0.180 0.021 -0.177 0.217 -0.482 0.688 -0.218 -0.438 0.367 0.058 -0.468

35.36 0.03 35.15 0.96 0.77 3.52 0.27 3.39 0.96 0.74 3.51 0.27 3.37 0.93 0.68 5.73 0.16 5.32 0.99 0.97 3.51 0.28 3.50 1.06 0.79 9.82 0.11 10.45 Q92973 TNPO1_HUMANreviewed Transportin-1 (Importin beta-2) (Karyopherin beta-2) (M9 region interaction protein) (MIP)TNPO1 KPNB2 MIP1 TRN 898 Homo sapiens (Human) 1.04 0.64 0.97 1.01 0.77 1.00 0.90 1.04 1.00 1.02 1.28 1.04 1.20 0.92 1.25 1.12 1.09 0.98 0.96 0.91 1.07 0.062 -0.652 -0.046 0.019 -0.380 0.004 -0.144 0.063 0.001 0.029 0.361 0.051 0.262 -0.127 0.317 0.166 0.120 -0.032 -0.066 -0.132 0.104

1.78 0.31 0.99 0.56 0.05 1.80 0.31 1.01 1.07 0.51 1.44 0.74 1.54 1.00 0.96 1.44 0.70 1.44 0.61 0.07 1.79 0.34 1.09 0.74 0.14 1.74 0.43 1.29 Q9H7P6 MB12B_HUMANreviewed Multivesicular body subunit 12B (ESCRT-I complex subunit MVB12B) (Protein FAM125B)MVB12B C9orf28 FAM125B319 Homo sapiens (Human) 1.52 1.50 2.64 1.56 1.28 0.56 0.92 0.68 0.78 0.62 0.77 0.70 0.72 0.88 0.60 1.18 0.77 0.57 1.07 0.99 0.75 0.603 0.588 1.401 0.643 0.351 -0.832 -0.117 -0.566 -0.363 -0.684 -0.382 -0.525 -0.468 -0.186 -0.742 0.242 -0.375 -0.806 0.094 -0.018 -0.418

1.46 0.70 1.49 1.01 0.92 1.45 0.70 1.46 1.03 0.78 1.54 0.67 1.59 1.18 0.19 1.44 0.82 1.70 1.00 1.00 1.72 0.58 1.72 1.26 0.11 1.45 0.87 1.83 P02750 A2GL_HUMAN reviewed Leucine-rich alpha-2-glycoprotein (LRG)LRG1 LRG 347 Homo sapiens (Human) 0.84 0.90 1.08 0.64 0.89 1.03 2.31 0.90 1.30 1.03 2.42 1.32 0.92 1.24 1.76 0.98 0.85 1.03 1.03 1.16 1.28 -0.248 -0.145 0.116 -0.635 -0.165 0.044 1.210 -0.157 0.383 0.036 1.273 0.400 -0.126 0.306 0.816 -0.035 -0.239 0.038 0.041 0.215 0.352

3.54 0.27 3.40 0.90 0.47 3.55 0.25 3.18 1.13 0.44 3.54 0.32 4.00 1.56 0.14 3.55 0.44 5.54 1.39 0.19 3.57 0.39 4.95 0.72 0.29 7.75 0.09 5.54 P30273 FCERG_HUMANreviewed High affinity immunoglobulin epsilon receptor subunit gamma (Fc receptor gamma-chain) (FcRgamma) (Fc-epsilon RI-gamma) (IgE Fc receptor subunit gamma) (FceRI gamma)FCER1G 86 Homo sapiens (Human) 0.46 0.94 0.88 0.76 0.58 0.97 1.45 2.32 1.40 1.42 1.00 1.31 1.10 0.91 1.54 0.77 1.39 0.91 1.13 1.53 0.72 -1.113 -0.083 -0.180 -0.394 -0.779 -0.047 0.536 1.216 0.482 0.509 -0.004 0.391 0.137 -0.139 0.620 -0.369 0.480 -0.133 0.172 0.616 -0.470

2.86 0.25 2.06 0.97 0.77 1.42 0.69 1.38 1.13 0.26 1.42 0.80 1.61 1.22 0.27 1.74 0.70 2.12 1.08 0.42 1.42 0.77 1.54 2.80 0.01 1.69 1.65 4.73 P49788 TIG1_HUMAN reviewed Retinoic acid receptor responder protein 1 (RAR-responsive protein TIG1) (Tazarotene-induced gene 1 protein)RARRES1 TIG1 294 Homo sapiens (Human) 1.16 0.45 0.70 0.94 0.89 0.73 0.52 0.51 0.82 1.11 2.00 0.89 1.40 1.23 0.74 0.84 1.13 0.99 1.13 1.20 2.82 0.214 -1.157 -0.517 -0.084 -0.167 -0.463 -0.934 -0.970 -0.291 0.154 1.000 -0.167 0.481 0.301 -0.429 -0.255 0.174 -0.016 0.178 0.257 1.498

5.80 0.13 4.29 0.97 0.95 103.61 0.01 100.76 0.96 0.90 23.49 0.04 22.60 1.14 0.59 9.50 0.12 10.87 1.03 0.94 56.45 0.02 58.32 1.03 0.91 19.60 0.05 20.27 Q16181 SEPT7_HUMANreviewed Septin-7 (CDC10 protein homolog)SEPT7 CDC10 437 Homo sapiens (Human) 1.03 0.80 1.18 0.89 0.79 0.75 0.91 0.89 1.09 1.06 1.08 1.01 0.92 0.79 0.96 0.87 0.98 0.99 0.96 1.12 1.04 0.041 -0.321 0.244 -0.161 -0.344 -0.421 -0.134 -0.162 0.119 0.084 0.106 0.013 -0.121 -0.332 -0.054 -0.199 -0.029 -0.017 -0.060 0.169 0.063

3.66 0.40 5.39 0.80 0.27 3.69 0.22 2.94 0.74 0.45 25.78 0.03 19.15 0.67 0.25 8.00 0.08 5.39 1.00 0.99 3.68 0.27 3.67 0.92 0.79 19.90 0.05 18.37 Q9P2J5 SYLC_HUMAN reviewed Leucine--tRNA ligase, cytoplasmic (EC 6.1.1.4) (Leucyl-tRNA synthetase) (LeuRS)LARS KIAA1352 1176 Homo sapiens (Human) 1.01 1.28 0.75 1.78 1.71 1.48 0.88 1.07 0.72 1.02 0.58 0.91 1.09 0.88 0.62 1.01 1.16 0.81 0.74 0.66 0.93 0.017 0.361 -0.419 0.832 0.772 0.569 -0.180 0.091 -0.483 0.035 -0.784 -0.137 0.131 -0.178 -0.678 0.012 0.213 -0.306 -0.433 -0.595 -0.102

1.42 0.47 0.96 2.12 0.00 1.28 1.66 2.71 1.10 0.30 1.26 0.87 1.38 1.00 0.96 1.31 0.76 1.30 0.84 0.62 2.65 0.32 2.24 1.18 0.12 1.27 0.93 1.50 P80188 NGAL_HUMAN reviewed Neutrophil gelatinase-associated lipocalin (NGAL) (25 kDa alpha-2-microglobulin-related subunit of MMP-9) (Lipocalin-2) (Oncogene 24p3) (Siderocalin LCN2) (p25)LCN2 HNL NGAL 198 Homo sapiens (Human) 0.70 0.59 0.75 0.79 1.07 0.68 0.46 0.61 0.88 0.86 0.94 1.03 1.67 1.71 0.61 1.03 1.01 2.16 1.09 0.98 1.19 -0.519 -0.771 -0.411 -0.331 0.100 -0.559 -1.124 -0.710 -0.182 -0.210 -0.096 0.039 0.738 0.771 -0.722 0.038 0.020 1.109 0.129 -0.032 0.254

1.78 0.60 1.90 1.02 0.85 1.36 0.75 1.39 0.93 0.59 1.44 0.65 1.34 0.83 0.12 1.31 0.64 1.09 1.09 0.47 1.39 0.79 1.51 1.11 0.46 1.50 0.74 1.67 O95336 6PGL_HUMAN reviewed 6-phosphogluconolactonase (6PGL) (EC 3.1.1.31)PGLS 258 Homo sapiens (Human) 1.36 0.65 1.24 1.36 0.84 1.08 0.91 1.33 0.94 1.12 0.96 0.93 1.25 0.90 0.73 1.15 1.55 1.04 0.93 0.82 1.12 0.448 -0.623 0.306 0.444 -0.245 0.107 -0.141 0.415 -0.082 0.160 -0.055 -0.102 0.318 -0.150 -0.461 0.199 0.635 0.051 -0.104 -0.290 0.169

1.28 0.73 1.20 1.08 0.51 1.36 0.79 1.46 1.24 0.06 1.26 0.98 1.56 1.08 0.61 1.53 0.70 1.65 1.19 0.39 1.72 0.69 2.05 1.08 0.50 1.37 0.79 1.48 O00161 SNP23_HUMANreviewed Synaptosomal-associated protein 23 (SNAP-23) (Vesicle-membrane fusion protein SNAP-23)SNAP23 211 Homo sapiens (Human) 1.06 1.23 1.14 0.97 1.11 0.95 0.90 1.16 1.09 1.22 1.20 1.07 0.91 0.95 1.09 1.01 0.99 1.09 1.24 1.06 1.09 0.085 0.303 0.195 -0.047 0.157 -0.080 -0.158 0.216 0.127 0.287 0.261 0.098 -0.132 -0.071 0.119 0.008 -0.017 0.128 0.305 0.084 0.125

1.26 0.90 1.42 0.73 0.02 1.26 0.58 0.92 0.69 0.02 1.28 0.54 0.88 0.70 0.02 1.26 0.56 0.88 0.73 0.02 1.26 0.58 0.92 0.96 0.64 1.26 0.77 1.21 P18077 RL35A_HUMANreviewed 60S ribosomal protein L35a (Cell growth-inhibiting gene 33 protein)RPL35A GIG33 110 Homo sapiens (Human) 0.40 0.59 0.53 3.32 1.40 1.14 0.54 0.64 0.67 0.75 0.64 0.64 0.71 0.53 0.57 0.81 0.81 0.75 0.69 0.69 0.97 -1.330 -0.753 -0.924 1.730 0.488 0.189 -0.893 -0.645 -0.573 -0.419 -0.642 -0.650 -0.494 -0.904 -0.818 -0.302 -0.305 -0.424 -0.541 -0.537 -0.040

1.75 0.72 2.19 0.75 0.26 2.16 0.35 1.63 0.60 0.10 2.09 0.29 1.25 0.68 0.17 2.19 0.31 1.48 0.85 0.20 1.46 0.58 1.24 1.10 0.59 1.92 0.57 2.11 P61313 RL15_HUMAN reviewed 60S ribosomal protein L15RPL15 EC45 TCBAP0781 204 Homo sapiens (Human) 0.66 0.77 0.62 2.56 1.53 1.27 0.60 1.05 0.67 0.87 0.74 0.62 0.72 0.85 0.65 0.94 1.19 0.77 0.60 0.66 1.11 -0.596 -0.374 -0.693 1.356 0.614 0.341 -0.738 0.071 -0.568 -0.201 -0.442 -0.681 -0.483 -0.229 -0.621 -0.090 0.249 -0.384 -0.747 -0.589 0.152

3.41 0.26 2.96 0.87 0.40 1.58 0.55 1.37 0.74 0.12 1.58 0.47 1.16 1.38 0.04 1.33 1.04 1.84 1.16 0.53 1.96 0.59 2.28 1.56 0.21 2.42 0.65 3.79 P08697 A2AP_HUMAN reviewed Alpha-2-antiplasmin (Alpha-2-AP) (Alpha-2-plasmin inhibitor) (Alpha-2-PI) (Serpin F2)SERPINF2 AAP PLI 491 Homo sapiens (Human) 0.46 0.43 0.47 0.35 0.64 0.88 2.35 1.76 0.97 1.19 2.33 1.83 0.76 1.35 2.84 0.71 0.73 0.88 0.74 1.36 1.58 -1.118 -1.233 -1.077 -1.497 -0.640 -0.188 1.232 0.819 -0.040 0.251 1.220 0.873 -0.394 0.437 1.508 -0.501 -0.451 -0.180 -0.441 0.441 0.659

4.84 0.29 6.70 1.15 0.57 9.51 0.12 10.96 1.05 0.80 7.52 0.14 7.92 1.23 0.61 40.78 0.03 50.05 0.90 0.61 6.81 0.13 6.13 0.75 0.26 5.14 0.15 3.84 P26447 S10A4_HUMANreviewed Protein S100-A4 (Calvasculin) (Metastasin) (Placental calcium-binding protein) (Protein Mts1) (S100 calcium-binding protein A4)S100A4 CAPL MTS1 101 Homo sapiens (Human) 0.62 0.84 1.46 1.03 0.90 1.40 1.03 1.27 1.36 0.92 0.99 1.06 1.08 1.26 1.35 1.05 1.14 1.17 1.05 1.21 0.75 -0.690 -0.257 0.548 0.048 -0.158 0.482 0.040 0.343 0.438 -0.115 -0.008 0.089 0.112 0.329 0.432 0.073 0.187 0.228 0.071 0.271 -0.407

1.21 1.18 1.74 1.35 0.02 1.26 1.07 1.70 0.89 0.16 1.21 0.73 1.08 0.77 0.08 1.38 0.56 1.06 0.88 0.14 1.21 0.73 1.07 0.90 0.41 1.38 0.65 1.24 P37837 TALDO_HUMANreviewed Transaldolase (EC 2.2.1.2)TALDO1 TAL TALDO TALDOR337 Homo sapiens (Human) 0.98 1.11 1.13 0.79 1.18 1.45 0.89 1.02 0.96 0.90 0.91 0.94 1.12 1.31 0.91 0.86 0.92 1.37 0.88 0.76 0.91 -0.026 0.147 0.179 -0.331 0.240 0.536 -0.161 0.022 -0.064 -0.148 -0.130 -0.094 0.159 0.387 -0.132 -0.217 -0.113 0.454 -0.179 -0.405 -0.143

1.40 0.71 1.40 0.82 0.28 1.58 0.52 1.29 0.62 0.02 1.40 0.44 0.86 0.67 0.00 1.21 0.55 0.81 0.89 0.38 1.39 0.64 1.24 0.99 0.93 1.36 0.73 1.35 P60228 EIF3E_HUMAN reviewed Eukaryotic translation initiation factor 3 subunit E (eIF3e) (Eukaryotic translation initiation factor 3 subunit 6) (Viral integration site protein INT-6 homolog) (eIF-3 p48)EIF3E EIF3S6 INT6 445 Homo sapiens (Human) 0.81 1.69 0.99 2.19 1.49 1.01 0.72 0.71 0.91 0.91 0.63 0.76 0.91 0.78 0.77 1.06 0.98 0.83 0.62 0.66 1.00 -0.295 0.759 -0.012 1.130 0.579 0.012 -0.479 -0.492 -0.130 -0.132 -0.665 -0.388 -0.143 -0.353 -0.380 0.086 -0.026 -0.271 -0.701 -0.607 0.000

3.51 0.23 2.86 1.53 0.18 4.68 0.33 7.15 1.11 0.50 3.51 0.31 3.89 1.18 0.34 3.51 0.34 4.15 0.72 0.19 3.51 0.21 2.53 0.99 0.97 28.11 0.04 27.80 Q6UX73 CP089_HUMANreviewed UPF0764 protein C16orf89C16orf89 UNQ904/PRO1925402 Homo sapiens (Human) 1.12 0.79 0.96 0.95 0.84 0.82 1.64 1.06 1.26 0.74 1.05 1.44 1.13 1.35 1.45 1.16 0.75 1.55 1.10 1.16 1.00 0.166 -0.348 -0.053 -0.071 -0.252 -0.286 0.716 0.084 0.336 -0.437 0.075 0.522 0.174 0.429 0.533 0.216 -0.415 0.635 0.140 0.216 -0.002

3.62 0.29 3.86 0.70 0.44 41.42 0.02 29.07 0.93 0.65 4.99 0.19 4.63 0.95 0.72 3.59 0.27 3.43 0.94 0.63 3.58 0.26 3.35 0.89 0.45 3.62 0.25 3.21 O15247 CLIC2_HUMAN reviewed Chloride intracellular channel protein 2 (XAP121)CLIC2 247 Homo sapiens (Human) 1.11 1.17 1.55 0.96 1.01 1.08 1.04 0.67 1.02 0.96 1.18 0.81 1.38 0.92 1.18 1.18 1.00 0.71 0.92 0.94 0.90 0.149 0.227 0.632 -0.054 0.015 0.105 0.058 -0.588 0.032 -0.060 0.237 -0.310 0.467 -0.125 0.238 0.238 0.000 -0.488 -0.115 -0.092 -0.158

1.50 0.79 1.77 0.92 0.83 4.44 0.21 4.09 0.90 0.34 1.45 0.62 1.30 1.10 0.41 1.48 0.74 1.63 1.04 0.70 1.45 0.72 1.50 1.12 0.47 1.75 0.64 1.96 P35221 CTNA1_HUMANreviewed Catenin alpha-1 (Alpha E-catenin) (Cadherin-associated protein) (Renal carcinoma antigen NY-REN-13)CTNNA1 906 Homo sapiens (Human) 1.69 1.59 1.45 1.00 1.19 1.19 0.75 0.89 1.16 1.07 1.44 0.87 0.83 0.97 1.40 1.10 1.30 0.94 0.90 1.08 1.13 0.754 0.669 0.536 0.003 0.245 0.249 -0.423 -0.172 0.214 0.091 0.525 -0.195 -0.269 -0.050 0.482 0.138 0.374 -0.095 -0.157 0.111 0.179

1.43 0.66 1.35 0.84 0.59 3.38 0.25 2.83 0.39 0.01 1.43 0.27 0.55 0.62 0.09 1.96 0.31 1.21 0.69 0.33 3.49 0.20 2.40 1.19 0.25 1.60 0.74 1.90 P40306 PSB10_HUMANreviewed Proteasome subunit beta type-10 (EC 3.4.25.1) (Low molecular mass protein 10) (Macropain subunit MECl-1) (Multicatalytic endopeptidase complex subunit MECl-1) (Proteasome MECl-1) (Proteasome subunit beta-2i)PSMB10 LMP10 MECL1 273 Homo sapiens (Human) 0.68 1.56 0.60 2.92 1.65 0.95 0.63 0.63 0.70 0.71 0.63 0.77 0.84 0.82 0.59 0.57 0.60 0.85 0.39 0.61 1.20 -0.553 0.642 -0.734 1.545 0.724 -0.070 -0.673 -0.663 -0.513 -0.503 -0.669 -0.384 -0.243 -0.279 -0.765 -0.804 -0.731 -0.233 -1.375 -0.722 0.263

1.53 0.78 1.82 0.87 0.44 1.56 0.56 1.36 0.77 0.04 1.28 0.60 0.99 0.79 0.06 1.28 0.62 1.01 0.78 0.11 1.41 0.55 1.09 1.02 0.76 1.20 0.85 1.22 P62280 RS11_HUMAN reviewed 40S ribosomal protein S11RPS11 158 Homo sapiens (Human) 0.64 0.85 0.79 2.31 1.17 1.20 0.76 1.03 0.76 0.80 0.77 0.86 0.81 0.82 0.58 0.94 1.01 0.89 0.77 0.78 1.03 -0.653 -0.238 -0.344 1.205 0.221 0.266 -0.387 0.049 -0.400 -0.329 -0.377 -0.220 -0.301 -0.286 -0.780 -0.087 0.019 -0.175 -0.378 -0.361 0.045

1.27 0.99 1.59 0.97 0.89 1.78 0.55 1.73 1.09 0.58 1.56 0.70 1.70 1.13 0.22 1.28 0.88 1.44 1.32 0.36 2.27 0.58 3.00 1.29 0.11 1.43 0.90 1.84 Q14847 LASP1_HUMANreviewed LIM and SH3 domain protein 1 (LASP-1) (Metastatic lymph node gene 50 protein) (MLN 50)LASP1 MLN50 261 Homo sapiens (Human) 1.27 1.00 1.21 0.95 1.05 1.27 1.00 1.06 1.03 1.36 0.93 0.83 0.94 0.95 0.77 0.99 1.31 0.99 1.09 1.11 1.30 0.344 0.004 0.280 -0.075 0.075 0.340 -0.001 0.082 0.045 0.441 -0.098 -0.262 -0.091 -0.082 -0.382 -0.018 0.387 -0.017 0.118 0.147 0.379

10.07 0.05 4.65 0.61 0.19 6.62 0.09 4.03 1.28 0.25 3.59 0.36 4.59 1.05 0.71 3.58 0.29 3.76 0.55 0.31 61.12 0.01 33.38 0.69 0.28 9.16 0.08 6.32 Q9C0K1 S39A8_HUMANreviewed Zinc transporter ZIP8 (BCG-induced integral membrane protein in monocyte clone 103 protein) (LIV-1 subfamily of ZIP zinc transporter 6) (LZT-Hs6) (Solute carrier family 39 member 8) (Zrt- and Irt-like protein 8) (ZIP-8)SLC39A8 BIGM103 ZIP8 PP3105460 Homo sapiens (Human) 1.43 2.47 1.98 1.08 1.13 0.47 1.07 0.69 0.63 0.56 0.80 0.88 0.88 0.91 0.81 1.31 0.91 0.62 1.28 1.03 0.70 0.516 1.303 0.984 0.112 0.182 -1.102 0.099 -0.535 -0.657 -0.836 -0.321 -0.186 -0.176 -0.135 -0.298 0.387 -0.135 -0.693 0.351 0.047 -0.520

3.75 0.35 4.97 0.82 0.31 3.77 0.22 3.11 0.78 0.25 3.73 0.21 2.91 0.88 0.43 3.77 0.23 3.32 1.15 0.40 3.77 0.31 4.35 0.83 0.33 3.76 0.22 3.14 Q9H269 VPS16_HUMANreviewed Vacuolar protein sorting-associated protein 16 homolog (hVPS16)VPS16 839 Homo sapiens (Human) 0.95 1.05 0.90 2.51 1.26 1.34 0.89 0.94 0.72 1.18 1.13 0.81 1.07 0.93 1.07 1.01 0.96 0.84 0.78 0.86 0.84 -0.073 0.068 -0.159 1.327 0.333 0.420 -0.166 -0.088 -0.477 0.242 0.171 -0.301 0.102 -0.102 0.097 0.014 -0.066 -0.257 -0.363 -0.210 -0.249

1.26 0.68 1.07 1.21 0.12 1.33 0.91 1.62 1.02 0.75 1.26 0.82 1.29 1.20 0.08 1.25 0.96 1.51 1.20 0.18 1.40 0.86 1.69 1.06 0.63 1.41 0.75 1.50 O95466 FMNL_HUMANreviewed Formin-like protein 1 (CLL-associated antigen KW-13) (Leukocyte formin)FMNL1 C17orf1 C17orf1B FMNL1100 Homo sapiens (Human) 0.54 0.76 0.75 1.72 1.23 0.86 1.03 1.43 1.07 1.23 1.17 1.06 0.85 1.18 1.21 0.77 1.05 1.23 1.02 1.18 1.07 -0.894 -0.388 -0.416 0.786 0.296 -0.221 0.049 0.521 0.095 0.303 0.232 0.087 -0.228 0.245 0.269 -0.379 0.067 0.300 0.031 0.238 0.099

1.25 0.92 1.43 1.01 0.91 1.25 0.81 1.26 0.84 0.09 1.25 0.68 1.05 0.74 0.02 1.25 0.59 0.92 0.77 0.21 1.71 0.45 1.31 0.88 0.27 1.37 0.64 1.20 P23526 SAHH_HUMAN reviewed Adenosylhomocysteinase (AdoHcyase) (EC 3.3.1.1) (S-adenosyl-L-homocysteine hydrolase)AHCY SAHH 432 Homo sapiens (Human) 1.27 1.19 1.13 0.97 1.24 1.16 0.82 0.91 1.16 0.79 1.53 1.04 1.35 0.83 1.73 1.14 1.16 1.02 0.84 0.73 0.88 0.348 0.256 0.178 -0.044 0.314 0.212 -0.294 -0.130 0.218 -0.346 0.613 0.055 0.438 -0.262 0.790 0.190 0.210 0.035 -0.249 -0.462 -0.177

3.86 0.21 3.14 1.15 0.77 106.90 0.01 123.10 0.60 0.37 68.37 0.01 41.06 0.68 0.45 61.66 0.01 42.19 0.93 0.62 3.89 0.24 3.62 1.05 0.75 3.82 0.27 4.00 P28065 PSB9_HUMAN reviewed Proteasome subunit beta type-9 (EC 3.4.25.1) (Low molecular mass protein 2) (Macropain chain 7) (Multicatalytic endopeptidase complex chain 7) (Proteasome chain 7) (Proteasome subunit beta-1i) (Really interesting new gene 12 protein)PSMB9 LMP2 PSMB6i RING12219 Homo sapiens (Human) 0.67 2.23 0.73 1.37 1.46 0.82 0.69 0.74 1.17 0.95 1.70 0.79 0.81 0.85 1.74 0.62 0.68 1.17 0.60 0.67 1.06 -0.570 1.157 -0.462 0.455 0.549 -0.283 -0.539 -0.428 0.224 -0.067 0.768 -0.345 -0.311 -0.235 0.795 -0.692 -0.565 0.227 -0.740 -0.572 0.078

1.78 0.59 1.87 1.04 0.72 1.45 0.71 1.51 0.69 0.23 2.55 0.27 1.76 0.76 0.27 2.14 0.36 1.64 0.81 0.49 2.87 0.28 2.33 0.99 0.95 1.71 0.58 1.69 Q13155 AIMP2_HUMANreviewed Aminoacyl tRNA synthase complex-interacting multifunctional protein 2 (Multisynthase complex auxiliary component p38) (Protein JTV-1)AIMP2 JTV1 PRO0992 320 Homo sapiens (Human) 1.00 1.57 0.85 1.53 1.42 1.06 0.72 0.95 1.06 0.83 1.32 0.81 0.97 0.84 1.08 0.97 1.09 1.05 0.69 0.75 1.00 0.007 0.650 -0.240 0.615 0.502 0.082 -0.483 -0.068 0.081 -0.261 0.403 -0.301 -0.042 -0.257 0.107 -0.042 0.127 0.076 -0.535 -0.414 0.002

1.60 0.56 1.42 0.94 0.54 1.44 0.65 1.35 0.98 0.87 1.44 0.68 1.42 1.08 0.44 1.44 0.75 1.55 1.11 0.50 1.70 0.65 1.89 0.80 0.55 3.89 0.21 3.12 Q92542 NICA_HUMAN reviewed Nicastrin NCSTN KIAA0253 UNQ1874/PRO4317709 Homo sapiens (Human) 0.99 1.24 1.11 0.89 1.05 0.90 1.30 1.10 1.14 1.14 1.11 1.00 1.03 1.00 0.91 1.00 1.32 0.96 0.98 1.06 0.81 -0.020 0.308 0.148 -0.160 0.071 -0.160 0.380 0.132 0.186 0.183 0.150 0.000 0.048 0.002 -0.137 0.000 0.398 -0.066 -0.027 0.090 -0.306

2.55 0.73 4.75 0.71 0.22 2.31 0.31 1.63 0.91 0.37 1.42 0.64 1.29 0.95 0.57 1.42 0.67 1.34 1.05 0.58 1.42 0.74 1.49 1.09 0.40 1.42 0.77 1.54 Q9BR76 COR1B_HUMANreviewed Coronin-1B (Coronin-2)CORO1B 489 Homo sapiens (Human) 1.32 0.75 1.14 1.04 0.94 1.88 0.99 1.07 1.80 1.08 1.23 1.13 1.28 0.86 0.99 1.21 1.20 0.72 0.91 0.93 1.10 0.401 -0.419 0.184 0.057 -0.088 0.907 -0.014 0.101 0.851 0.114 0.303 0.171 0.355 -0.219 -0.010 0.279 0.267 -0.479 -0.137 -0.102 0.138

16.49 0.15 39.62 1.00 0.98 1.42 0.71 1.42 1.01 0.94 1.63 0.62 1.65 1.02 0.89 1.79 0.57 1.83 1.24 0.32 2.03 0.61 2.53 1.04 0.86 2.19 0.47 2.27 Q9Y6G9 DC1L1_HUMANreviewed Cytoplasmic dynein 1 light intermediate chain 1 (LIC1) (Dynein light chain A) (DLC-A) (Dynein light intermediate chain 1, cytosolic)DYNC1LI1 DNCLI1 523 Homo sapiens (Human) 0.72 0.88 1.32 1.71 2.06 2.42 0.90 0.89 0.93 1.28 1.29 0.96 0.94 0.79 1.13 0.89 0.88 1.02 1.01 1.00 1.05 -0.476 -0.186 0.405 0.774 1.040 1.277 -0.157 -0.170 -0.109 0.353 0.363 -0.053 -0.088 -0.336 0.171 -0.169 -0.182 0.027 0.009 0.007 0.068

3.60 0.32 4.11 0.88 0.54 6.28 0.14 5.52 0.91 0.53 3.59 0.25 3.27 0.97 0.79 3.59 0.27 3.47 1.04 0.76 3.60 0.29 3.74 0.85 0.35 3.63 0.23 3.08 O00303 EIF3F_HUMAN reviewed Eukaryotic translation initiation factor 3 subunit F (eIF3f) (Deubiquitinating enzyme eIF3f) (EC 3.4.19.12) (Eukaryotic translation initiation factor 3 subunit 5) (eIF-3-epsilon) (eIF3 p47)EIF3F EIF3S5 357 Homo sapiens (Human) 0.70 2.01 0.85 2.05 1.14 1.15 0.66 0.78 0.84 1.07 1.19 0.63 0.87 0.82 0.92 0.83 0.94 0.89 0.91 0.95 0.86 -0.506 1.005 -0.234 1.034 0.187 0.202 -0.599 -0.361 -0.247 0.095 0.246 -0.665 -0.207 -0.292 -0.121 -0.274 -0.088 -0.163 -0.136 -0.073 -0.222

4.80 0.24 5.63 0.81 0.33 4.83 0.17 3.89 1.00 0.99 5.77 0.17 5.79 1.14 0.66 18.22 0.06 20.85 0.98 0.94 19.40 0.05 18.94 0.76 0.27 4.84 0.16 3.68 O14672 ADA10_HUMANreviewed Disintegrin and metalloproteinase domain-containing protein 10 (ADAM 10) (EC 3.4.24.81) (CDw156) (Kuzbanian protein homolog) (Mammalian disintegrin-metalloprotease) (CD antigen CD156c)ADAM10 KUZ MADM 748 Homo sapiens (Human) 0.98 1.75 1.74 1.10 1.07 1.18 0.98 1.17 1.07 1.00 1.04 0.92 0.97 0.84 0.96 1.25 1.26 0.82 1.00 1.12 0.77 -0.022 0.809 0.798 0.140 0.102 0.244 -0.033 0.224 0.095 0.002 0.058 -0.123 -0.039 -0.245 -0.053 0.319 0.328 -0.288 0.000 0.170 -0.381

6.34 0.17 6.88 0.71 0.49 61.15 0.01 43.56 0.71 0.20 4.14 0.17 2.93 0.65 0.16 4.18 0.16 2.73 0.90 0.84 158.66 0.01 142.95 0.84 0.37 4.17 0.20 3.51 O43237 DC1L2_HUMANreviewed Cytoplasmic dynein 1 light intermediate chain 2 (Dynein light intermediate chain 2, cytosolic) (LIC-2) (LIC53/55)DYNC1LI2 DNCLI2 LIC2 492 Homo sapiens (Human) 0.94 1.15 0.90 1.69 1.30 1.10 0.63 0.89 0.93 0.92 0.85 0.68 0.94 0.85 0.86 1.02 1.03 0.72 0.70 0.64 0.85 -0.086 0.197 -0.150 0.759 0.374 0.132 -0.671 -0.173 -0.097 -0.114 -0.230 -0.563 -0.087 -0.237 -0.225 0.035 0.042 -0.466 -0.505 -0.641 -0.234

1.45 0.63 1.33 1.04 0.80 1.80 0.58 1.87 1.32 0.09 1.46 0.91 1.92 1.07 0.50 1.45 0.74 1.56 1.30 0.31 2.31 0.56 3.00 1.02 0.86 1.63 0.63 1.67 O95164 UBL3_HUMAN reviewed Ubiquitin-like protein 3 (Membrane-anchored ubiquitin-fold protein) (HsMUB) (MUB) (Protein HCG-1)UBL3 PNSC1 117 Homo sapiens (Human) 1.38 1.23 1.76 1.36 1.11 0.92 1.12 1.09 1.16 1.33 0.83 1.05 0.98 1.30 0.87 1.18 0.99 1.06 1.31 1.05 1.03 0.467 0.299 0.816 0.439 0.155 -0.116 0.164 0.124 0.210 0.411 -0.264 0.072 -0.034 0.376 -0.202 0.234 -0.014 0.080 0.395 0.077 0.048

2.26 0.52 2.67 0.84 0.20 1.47 0.57 1.24 0.65 0.06 1.61 0.40 1.04 0.66 0.15 2.17 0.30 1.43 0.83 0.46 2.41 0.34 2.01 1.01 0.98 2.33 0.43 2.34 P07339 CATD_HUMAN reviewed Cathepsin D (EC 3.4.23.5) [Cleaved into: Cathepsin D light chain; Cathepsin D heavy chain]CTSD CPSD 412 Homo sapiens (Human) 0.70 0.99 0.80 2.47 0.76 1.19 0.97 0.88 0.63 0.85 0.99 0.96 1.57 0.81 1.12 0.67 0.87 0.86 0.65 0.65 1.02 -0.520 -0.012 -0.322 1.307 -0.398 0.254 -0.038 -0.183 -0.678 -0.230 -0.010 -0.064 0.653 -0.305 0.169 -0.572 -0.209 -0.225 -0.631 -0.626 0.023

1.50 0.86 1.93 1.09 0.47 1.50 0.72 1.63 1.00 0.97 1.50 0.67 1.51 0.91 0.41 1.51 0.60 1.37 0.93 0.75 2.36 0.39 2.20 0.95 0.67 1.50 0.64 1.43 P10599 THIO_HUMAN reviewed Thioredoxin (Trx) (ATL-derived factor) (ADF) (Surface-associated sulphydryl protein) (SASP)TXN TRDX TRX TRX1 105 Homo sapiens (Human) 1.03 1.12 0.98 0.91 1.25 1.30 1.12 1.52 1.10 0.95 1.06 1.06 1.27 1.08 0.90 1.01 1.29 1.10 1.00 0.89 0.96 0.042 0.158 -0.025 -0.139 0.324 0.376 0.165 0.606 0.144 -0.070 0.090 0.078 0.340 0.112 -0.157 0.017 0.364 0.142 0.001 -0.165 -0.053

1.45 0.54 1.14 0.80 0.05 1.27 0.63 1.01 0.63 0.02 1.37 0.46 0.87 0.78 0.07 1.34 0.58 1.04 0.74 0.04 1.32 0.56 0.97 0.99 0.91 1.38 0.71 1.37 P48556 PSMD8_HUMANreviewed 26S proteasome non-ATPase regulatory subunit 8 (26S proteasome regulatory subunit RPN12) (26S proteasome regulatory subunit S14) (p31)PSMD8 350 Homo sapiens (Human) 1.05 1.15 0.82 1.79 1.51 0.79 0.69 0.69 0.91 0.76 0.94 0.73 1.01 0.83 1.05 0.84 0.77 0.81 0.63 0.76 1.00 0.074 0.202 -0.293 0.842 0.594 -0.340 -0.527 -0.533 -0.138 -0.403 -0.087 -0.461 0.014 -0.272 0.070 -0.252 -0.383 -0.307 -0.670 -0.392 -0.004

13.22 0.06 10.79 0.64 0.18 5.30 0.12 3.38 1.21 0.31 3.63 0.33 4.39 1.03 0.80 3.63 0.28 3.75 0.70 0.17 3.62 0.19 2.52 0.89 0.45 3.61 0.25 3.21 P56856 CLD18_HUMANreviewed Claudin-18 CLDN18 UNQ778/PRO1572261 Homo sapiens (Human) 1.40 2.30 1.50 1.24 0.87 0.82 0.95 0.60 1.42 0.71 0.95 0.75 0.81 0.89 0.75 1.12 0.97 0.65 1.20 1.02 0.90 0.482 1.199 0.588 0.310 -0.202 -0.280 -0.073 -0.730 0.501 -0.487 -0.080 -0.418 -0.308 -0.172 -0.423 0.170 -0.048 -0.623 0.267 0.023 -0.154

4.55 0.21 4.44 0.87 0.37 1.66 0.52 1.45 1.10 0.49 1.63 0.67 1.80 1.16 0.55 2.46 0.47 2.86 0.79 0.14 1.52 0.52 1.21 0.82 0.54 3.19 0.26 2.62 P62330 ARF6_HUMAN reviewed ADP-ribosylation factor 6ARF6 175 Homo sapiens (Human) 1.22 1.10 1.25 1.14 1.10 0.98 0.94 1.06 1.09 0.82 1.11 0.93 1.04 1.05 1.04 1.25 1.27 0.89 1.10 1.14 0.83 0.292 0.138 0.325 0.193 0.141 -0.024 -0.097 0.079 0.128 -0.295 0.156 -0.101 0.057 0.065 0.060 0.319 0.342 -0.174 0.134 0.190 -0.274

1.64 0.60 1.62 0.52 0.18 4.06 0.13 2.11 1.41 0.05 1.42 0.99 2.00 0.93 0.45 1.42 0.65 1.32 0.93 0.72 2.04 0.46 1.90 1.13 0.52 1.95 0.58 2.20 Q14894 CRYM_HUMANreviewed Ketimine reductase mu-crystallin (EC 1.5.1.25) (NADP-regulated thyroid-hormone-binding protein)CRYM THBP 314 Homo sapiens (Human) 1.23 0.72 1.38 0.96 0.76 1.00 0.96 1.11 1.19 0.96 0.99 1.43 1.29 1.27 1.22 1.15 1.60 0.53 1.40 0.91 1.14 0.301 -0.468 0.464 -0.052 -0.404 -0.006 -0.056 0.153 0.255 -0.063 -0.012 0.515 0.366 0.350 0.290 0.205 0.674 -0.925 0.487 -0.133 0.186

1.70 0.52 1.51 1.27 0.56 3.26 0.39 4.15 0.90 0.56 1.69 0.53 1.52 0.77 0.30 1.98 0.39 1.52 1.28 0.43 2.35 0.54 3.00 0.88 0.40 1.51 0.58 1.33 Q5TD94 RSH4A_HUMANreviewed Radial spoke head protein 4 homolog A (Radial spoke head-like protein 3)RSPH4A RSHL3 716 Homo sapiens (Human) 0.95 0.68 1.23 1.25 1.17 0.90 1.13 0.93 0.88 1.31 0.89 0.67 0.73 0.81 0.53 1.19 1.28 1.29 0.90 0.75 0.89 -0.073 -0.557 0.294 0.322 0.224 -0.156 0.173 -0.112 -0.185 0.388 -0.174 -0.580 -0.455 -0.310 -0.923 0.257 0.360 0.370 -0.160 -0.406 -0.168

1.53 0.68 1.58 0.85 0.22 1.50 0.56 1.28 0.61 0.04 1.56 0.39 0.95 0.67 0.05 1.50 0.45 1.00 0.78 0.33 2.25 0.35 1.76 0.99 0.97 1.84 0.54 1.83 Q7L2H7 EIF3M_HUMANreviewed Eukaryotic translation initiation factor 3 subunit M (eIF3m) (Fetal lung protein B5) (hFL-B5) (PCI domain-containing protein 1)EIF3M HFLB5 PCID1 GA17 PNAS-125374 Homo sapiens (Human) 0.69 2.26 0.60 2.57 1.35 1.05 0.59 0.78 0.63 0.80 0.81 0.58 0.94 0.76 0.79 0.91 1.06 0.86 0.60 0.66 1.00 -0.545 1.177 -0.748 1.363 0.431 0.065 -0.755 -0.358 -0.664 -0.314 -0.298 -0.797 -0.084 -0.399 -0.338 -0.138 0.083 -0.215 -0.727 -0.603 0.006

4.40 0.28 5.44 0.85 0.36 3.54 0.24 3.02 0.99 0.93 3.53 0.28 3.49 1.25 0.35 5.48 0.23 6.84 1.18 0.53 9.54 0.12 11.23 1.01 0.97 7.11 0.14 7.16 Q86X29 LSR_HUMAN reviewed Lipolysis-stimulated lipoprotein receptorLSR LISCH 649 Homo sapiens (Human) 1.15 1.27 1.13 1.05 1.03 1.25 1.06 0.96 1.16 1.21 1.43 0.88 1.33 1.03 1.05 1.12 1.08 0.87 0.99 1.23 1.02 0.195 0.346 0.182 0.066 0.036 0.319 0.082 -0.056 0.219 0.272 0.514 -0.188 0.410 0.041 0.066 0.165 0.108 -0.206 -0.020 0.295 0.025

3.90 0.32 4.84 1.07 0.72 5.91 0.18 6.32 0.88 0.43 3.90 0.22 3.42 0.95 0.74 3.92 0.24 3.74 1.01 0.94 4.28 0.24 4.33 1.16 0.40 3.91 0.30 4.53 O00182 LEG9_HUMAN reviewed Galectin-9 (Gal-9) (Ecalectin) (Tumor antigen HOM-HD-21)LGALS9 355 Homo sapiens (Human) 1.07 1.39 1.02 1.53 1.00 1.25 1.01 1.05 0.92 1.04 1.19 0.84 0.88 1.00 0.97 1.09 1.04 1.09 0.87 0.94 1.17 0.104 0.471 0.034 0.618 0.005 0.325 0.009 0.069 -0.116 0.053 0.253 -0.257 -0.177 0.000 -0.041 0.119 0.060 0.120 -0.197 -0.093 0.229

4.49 0.28 5.59 0.90 0.53 4.43 0.20 3.98 0.96 0.79 4.46 0.22 4.28 0.90 0.54 4.50 0.20 4.05 0.94 0.88 59.65 0.02 56.24 1.09 0.74 12.47 0.09 13.60 O00571 DDX3X_HUMANreviewed ATP-dependent RNA helicase DDX3X (EC 3.6.4.13) (DEAD box protein 3, X-chromosomal) (DEAD box, X isoform) (Helicase-like protein 2) (HLP2)DDX3X DBX DDX3 662 Homo sapiens (Human) 1.15 0.80 1.49 1.18 0.90 1.26 0.96 1.12 1.08 0.97 1.17 0.98 1.37 0.96 1.25 1.13 1.04 0.91 0.96 0.88 1.10 0.207 -0.316 0.575 0.239 -0.153 0.330 -0.060 0.161 0.117 -0.048 0.226 -0.031 0.456 -0.061 0.324 0.172 0.062 -0.131 -0.061 -0.177 0.139

2.08 0.68 2.94 0.89 0.60 2.16 0.41 1.93 0.63 0.26 3.58 0.18 2.27 0.68 0.10 1.77 0.39 1.21 0.87 0.31 1.59 0.55 1.37 1.06 0.85 3.19 0.33 3.37 Q12904 AIMP1_HUMANreviewed Aminoacyl tRNA synthase complex-interacting multifunctional protein 1 (Multisynthase complex auxiliary component p43) [Cleaved into: Endothelial monocyte-activating polypeptide 2 (EMAP-2) (Endothelial monocyte-activating polypeptide II) (EMAP-II) (Small inducible cytokine subfamily E member 1)]AIMP1 EMAP2 SCYE1 312 Homo sapiens (Human) 0.85 1.56 0.83 1.88 1.54 1.43 0.70 0.83 0.90 0.89 0.84 0.69 0.88 0.62 0.90 0.82 1.13 0.91 0.63 0.67 1.07 -0.234 0.644 -0.272 0.912 0.622 0.512 -0.520 -0.274 -0.158 -0.171 -0.251 -0.536 -0.188 -0.679 -0.159 -0.295 0.178 -0.137 -0.665 -0.571 0.096

3.70 0.27 3.64 0.79 0.27 3.72 0.21 2.95 0.64 0.17 4.64 0.14 2.99 0.69 0.35 16.78 0.04 11.64 0.91 0.52 3.73 0.24 3.38 0.70 0.18 3.73 0.19 2.61 Q96AX1 VP33A_HUMANreviewed Vacuolar protein sorting-associated protein 33A (hVPS33A)VPS33A 596 Homo sapiens (Human) 0.79 0.79 0.78 1.72 0.99 0.99 0.68 0.72 0.91 0.93 1.09 0.65 1.01 0.67 1.44 0.76 0.72 0.81 0.64 0.68 0.71 -0.347 -0.343 -0.355 0.784 -0.018 -0.012 -0.561 -0.482 -0.138 -0.105 0.131 -0.631 0.009 -0.570 0.527 -0.395 -0.466 -0.309 -0.641 -0.552 -0.498

4.13 0.31 5.21 0.71 0.19 4.03 0.18 2.85 0.82 0.33 4.07 0.20 3.35 0.91 0.69 9.92 0.09 9.03 0.81 0.37 5.90 0.14 4.77 0.91 0.84 110.40 0.01 100.15 Q9Y224 CN166_HUMANreviewed UPF0568 protein C14orf166 (CLE7 homolog) (CLE)C14orf166 CGI-99 244 Homo sapiens (Human) 0.77 0.64 0.55 1.69 1.05 1.27 1.19 1.11 0.76 0.83 0.87 1.12 1.07 0.81 1.00 1.10 0.96 0.72 0.82 0.89 0.92 -0.376 -0.652 -0.873 0.754 0.067 0.350 0.249 0.144 -0.390 -0.269 -0.193 0.162 0.102 -0.312 0.001 0.137 -0.060 -0.477 -0.285 -0.162 -0.126

4.49 0.35 6.98 0.78 0.47 19.04 0.04 14.77 0.63 0.41 80.43 0.01 50.81 0.63 0.38 53.91 0.01 34.06 0.73 0.43 27.21 0.03 19.73 0.85 0.40 4.43 0.19 3.78 Q9Y3U8 RL36_HUMAN reviewed 60S ribosomal protein L36RPL36 105 Homo sapiens (Human) 0.49 0.78 0.83 2.61 1.55 1.57 0.48 0.95 1.18 0.74 0.90 0.54 0.88 0.56 0.67 0.87 0.69 0.79 0.63 0.62 0.86 -1.026 -0.360 -0.275 1.384 0.633 0.650 -1.058 -0.068 0.233 -0.427 -0.157 -0.892 -0.179 -0.834 -0.579 -0.196 -0.533 -0.343 -0.667 -0.687 -0.217

3.88 0.20 3.09 1.13 0.72 30.23 0.04 34.29 1.07 0.62 3.83 0.28 4.11 1.10 0.76 19.20 0.06 21.04 1.12 0.64 10.33 0.11 11.61 1.05 0.84 13.66 0.08 14.41 P02753 RET4_HUMAN reviewed Retinol-binding protein 4 (Plasma retinol-binding protein) (PRBP) (RBP) [Cleaved into: Plasma retinol-binding protein(1-182); Plasma retinol-binding protein(1-181); Plasma retinol-binding protein(1-179); Plasma retinol-binding protein(1-176)]RBP4 PRO2222 201 Homo sapiens (Human) 0.57 0.58 0.45 0.76 0.93 0.80 2.45 1.74 0.83 1.15 1.02 1.32 1.01 1.11 3.80 0.90 0.77 1.15 1.07 1.08 1.07 -0.819 -0.793 -1.148 -0.388 -0.101 -0.320 1.295 0.799 -0.265 0.205 0.027 0.406 0.018 0.151 1.926 -0.146 -0.377 0.205 0.098 0.107 0.091

3.62 0.23 2.99 0.87 0.41 3.68 0.24 3.21 0.78 0.29 4.61 0.17 3.59 0.90 0.48 3.64 0.25 3.27 0.88 0.62 11.56 0.08 10.13 0.83 0.33 3.66 0.23 3.05 P05026 AT1B1_HUMANreviewed Sodium/potassium-transporting ATPase subunit beta-1 (Sodium/potassium-dependent ATPase subunit beta-1)ATP1B1 ATP1B 303 Homo sapiens (Human) 1.25 1.82 1.05 0.86 1.24 0.83 0.73 0.95 0.67 0.90 0.85 0.94 0.90 0.93 0.93 0.94 1.15 0.89 0.78 0.88 0.84 0.321 0.861 0.073 -0.213 0.311 -0.263 -0.452 -0.081 -0.581 -0.155 -0.233 -0.086 -0.159 -0.098 -0.108 -0.097 0.200 -0.174 -0.363 -0.181 -0.247

44.29 0.02 42.56 0.97 0.92 15.15 0.06 14.74 0.67 0.37 28.63 0.02 19.05 0.77 0.24 3.73 0.21 2.89 0.71 0.27 7.48 0.09 5.28 0.71 0.19 3.85 0.18 2.74 Q13045 FLII_HUMAN reviewed Protein flightless-1 homologFLII FLIL 1269 Homo sapiens (Human) 0.86 0.80 1.01 1.57 1.02 0.97 0.89 1.04 0.93 0.72 0.84 1.03 1.12 1.07 0.78 0.86 1.11 0.99 0.66 0.76 0.72 -0.216 -0.315 0.011 0.655 0.033 -0.045 -0.162 0.052 -0.098 -0.466 -0.251 0.042 0.160 0.098 -0.363 -0.220 0.148 -0.016 -0.592 -0.394 -0.480

4.59 0.22 4.74 1.03 0.91 11.62 0.09 11.93 1.28 0.26 3.84 0.33 4.93 0.82 0.32 3.81 0.22 3.14 1.05 0.74 3.78 0.28 3.96 0.78 0.26 3.78 0.21 2.96 Q86YQ8 CPNE8_HUMANreviewed Copine-8 (Copine VIII)CPNE8 564 Homo sapiens (Human) 1.31 1.26 1.33 1.15 1.02 1.04 1.35 0.83 1.01 1.07 1.11 1.44 1.25 0.94 1.15 1.27 1.09 1.04 1.28 0.81 0.79 0.388 0.330 0.408 0.197 0.024 0.058 0.433 -0.261 0.012 0.103 0.147 0.528 0.325 -0.090 0.195 0.342 0.122 0.062 0.356 -0.305 -0.337

4.70 0.24 5.40 1.06 0.69 3.89 0.27 4.12 1.03 0.80 3.88 0.27 4.01 1.15 0.42 3.91 0.29 4.49 1.14 0.44 3.87 0.29 4.41 0.93 0.84 33.42 0.03 31.16 Q9Y6W5 WASF2_HUMANreviewed Wiskott-Aldrich syndrome protein family member 2 (WASP family protein member 2) (Protein WAVE-2) (Verprolin homology domain-containing protein 2)WASF2 WAVE2 498 Homo sapiens (Human) 0.91 0.98 0.93 0.90 1.11 1.16 1.05 1.22 0.84 1.17 0.99 1.06 0.94 0.93 1.21 0.94 0.91 1.07 1.03 1.13 0.94 -0.141 -0.035 -0.100 -0.154 0.152 0.214 0.065 0.286 -0.257 0.224 -0.019 0.088 -0.084 -0.109 0.281 -0.097 -0.143 0.104 0.044 0.177 -0.087

36.53 0.04 57.31 0.64 0.14 3.53 0.18 2.26 1.13 0.73 31.28 0.04 35.31 0.50 0.23 25.52 0.02 12.79 1.44 0.32 13.21 0.11 19.06 0.67 0.21 5.93 0.11 3.96 Q8TDR0 MIPT3_HUMANreviewed TRAF3-interacting protein 1 (Interleukin-13 receptor alpha 1-binding protein 1) (Microtubule-interacting protein associated with TRAF3) (MIP-T3)TRAF3IP1 MIPT3 691 Homo sapiens (Human) 1.64 0.75 0.93 1.30 1.97 1.58 1.17 1.24 0.92 1.48 0.93 0.95 1.19 0.82 0.67 1.32 1.33 0.65 1.13 0.49 0.67 0.714 -0.409 -0.105 0.384 0.976 0.662 0.221 0.310 -0.115 0.566 -0.103 -0.071 0.249 -0.294 -0.586 0.396 0.407 -0.617 0.170 -1.021 -0.570

1.73 0.29 0.88 5.09 0.01 2.10 2.42 10.69 0.91 0.67 2.28 0.40 2.08 0.85 0.43 2.06 0.41 1.75 0.75 0.24 2.13 0.35 1.60 1.07 0.55 1.52 0.71 1.62 P03973 SLPI_HUMAN reviewed Antileukoproteinase (ALP) (BLPI) (HUSI-1) (Mucus proteinase inhibitor) (MPI) (Protease inhibitor WAP4) (Secretory leukocyte protease inhibitor) (Seminal proteinase inhibitor) (WAP four-disulfide core domain protein 4)SLPI WAP4 WFDC4 132 Homo sapiens (Human) 0.50 0.71 0.66 0.43 1.15 0.51 0.86 0.63 0.46 0.77 0.81 1.27 0.98 2.00 0.86 0.55 0.75 5.17 0.91 0.84 1.08 -0.997 -0.494 -0.594 -1.203 0.207 -0.968 -0.213 -0.670 -1.126 -0.377 -0.300 0.347 -0.025 0.998 -0.220 -0.856 -0.414 2.370 -0.141 -0.260 0.113

1.39 0.86 1.66 1.43 0.02 1.26 1.14 1.80 0.92 0.32 1.25 0.73 1.15 1.01 0.92 1.26 0.80 1.27 0.97 0.77 1.37 0.71 1.33 1.35 0.13 1.58 0.86 2.13 P00966 ASSY_HUMAN reviewed Argininosuccinate synthase (EC 6.3.4.5) (Citrulline--aspartate ligase)ASS1 ASS 412 Homo sapiens (Human) 1.13 0.76 1.00 0.95 1.48 1.21 0.74 0.87 0.85 0.99 0.86 1.14 1.22 0.92 1.03 1.04 1.33 1.45 0.92 0.99 1.36 0.171 -0.395 -0.002 -0.079 0.565 0.270 -0.438 -0.204 -0.233 -0.009 -0.211 0.188 0.284 -0.120 0.041 0.060 0.409 0.538 -0.127 -0.013 0.448

1.26 0.85 1.34 1.05 0.52 1.26 0.84 1.32 1.43 0.02 1.26 1.14 1.80 1.50 0.01 1.27 1.18 1.91 1.12 0.30 1.34 0.84 1.50 1.31 0.07 1.38 0.95 1.81 P06276 CHLE_HUMAN reviewed Cholinesterase (EC 3.1.1.8) (Acylcholine acylhydrolase) (Butyrylcholine esterase) (Choline esterase II) (Pseudocholinesterase)BCHE CHE1 602 Homo sapiens (Human) 0.35 0.58 0.52 0.40 0.60 1.07 1.27 1.87 1.64 1.15 1.36 1.16 1.27 1.53 1.96 0.81 0.99 1.07 1.43 1.48 1.32 -1.531 -0.774 -0.957 -1.313 -0.739 0.103 0.345 0.900 0.713 0.202 0.445 0.212 0.347 0.615 0.970 -0.305 -0.012 0.099 0.512 0.564 0.405

62.60 0.02 89.63 0.62 0.22 9.73 0.06 5.99 0.93 0.68 4.77 0.20 4.45 0.91 0.60 4.79 0.19 4.38 0.92 0.71 9.34 0.10 8.56 0.52 0.42 620.76 0.00 325.78 P15090 FABP4_HUMANreviewed Fatty acid-binding protein, adipocyte (Adipocyte lipid-binding protein) (ALBP) (Adipocyte-type fatty acid-binding protein) (A-FABP) (AFABP) (Fatty acid-binding protein 4)FABP4 132 Homo sapiens (Human) 0.88 0.94 1.65 2.28 0.77 1.44 0.87 1.25 1.22 0.94 0.80 0.56 0.98 0.83 1.28 1.57 0.91 0.63 0.93 0.90 0.53 -0.188 -0.096 0.719 1.192 -0.374 0.530 -0.196 0.317 0.286 -0.089 -0.323 -0.830 -0.024 -0.269 0.353 0.654 -0.136 -0.678 -0.104 -0.154 -0.916

4.49 0.26 5.30 1.01 0.95 3.56 0.28 3.59 0.57 0.11 3.55 0.16 2.04 0.49 0.16 10.82 0.04 5.27 0.89 0.80 84.81 0.01 75.69 0.51 0.18 11.33 0.05 5.82 P62851 RS25_HUMAN reviewed 40S ribosomal protein S25RPS25 125 Homo sapiens (Human) 0.82 1.90 0.66 2.45 1.83 1.19 0.48 0.70 0.93 0.92 1.20 0.80 1.05 0.49 0.96 0.77 0.77 1.02 0.57 0.48 0.52 -0.283 0.925 -0.596 1.294 0.870 0.253 -1.058 -0.505 -0.097 -0.127 0.266 -0.330 0.071 -1.030 -0.053 -0.385 -0.372 0.034 -0.805 -1.064 -0.947

1.44 1.11 2.31 0.62 0.11 2.08 0.30 1.29 0.54 0.02 1.44 0.37 0.78 0.43 0.03 1.86 0.23 0.80 0.73 0.07 1.44 0.51 1.06 0.52 0.02 1.50 0.35 0.79 P62917 RL8_HUMAN reviewed 60S ribosomal protein L8RPL8 257 Homo sapiens (Human) 0.52 0.92 0.77 2.31 1.32 1.61 0.66 1.10 0.80 0.75 0.90 0.52 0.79 0.71 0.77 0.96 1.12 0.63 0.54 0.42 0.53 -0.955 -0.117 -0.383 1.206 0.401 0.691 -0.609 0.133 -0.322 -0.412 -0.159 -0.934 -0.332 -0.492 -0.373 -0.060 0.168 -0.660 -0.898 -1.250 -0.923

1.27 0.84 1.35 1.12 0.54 1.68 0.67 1.88 1.25 0.07 1.29 0.97 1.61 1.02 0.91 1.71 0.60 1.74 1.21 0.09 1.27 0.95 1.53 1.05 0.85 2.02 0.52 2.12 Q8NFJ9 BBS1_HUMAN reviewed Bardet-Biedl syndrome 1 protein (BBS2-like protein 2)BBS1 BBS2L2 593 Homo sapiens (Human) 1.08 1.00 1.97 1.08 1.27 1.07 1.06 1.15 1.17 1.24 1.55 1.37 1.12 1.33 1.33 1.22 1.05 1.14 1.24 1.00 1.06 0.108 -0.007 0.979 0.109 0.345 0.104 0.082 0.199 0.223 0.307 0.634 0.454 0.164 0.409 0.415 0.292 0.075 0.185 0.313 0.004 0.081

20.12 0.03 12.36 1.24 0.31 4.23 0.29 5.26 0.94 0.71 4.51 0.21 4.26 1.08 0.64 4.19 0.26 4.50 1.29 0.41 11.19 0.12 14.44 1.97 0.11 4.23 0.47 8.33 P05090 APOD_HUMAN reviewed Apolipoprotein D (Apo-D) (ApoD)APOD 189 Homo sapiens (Human) 0.42 0.74 0.42 1.37 0.78 0.62 1.40 1.81 0.73 1.32 0.92 0.95 0.64 1.57 2.25 0.62 0.71 1.26 0.94 1.06 1.99 -1.244 -0.426 -1.260 0.450 -0.365 -0.690 0.489 0.859 -0.456 0.405 -0.115 -0.080 -0.643 0.646 1.173 -0.689 -0.492 0.338 -0.087 0.080 0.992

1.42 1.13 2.27 0.25 0.00 1.42 0.18 0.36 0.50 0.02 1.59 0.32 0.80 0.43 0.01 1.42 0.30 0.61 0.75 0.07 1.44 0.52 1.08 0.61 0.03 1.42 0.43 0.86 P18621 RL17_HUMAN reviewed 60S ribosomal protein L17 (60S ribosomal protein L23) (PD-1)RPL17 184 Homo sapiens (Human) 0.48 0.66 0.68 2.49 0.89 1.61 0.58 1.15 0.67 0.77 0.68 0.66 0.83 0.69 0.51 0.88 0.98 0.26 0.50 0.42 0.61 -1.053 -0.598 -0.561 1.317 -0.170 0.691 -0.775 0.197 -0.586 -0.385 -0.550 -0.597 -0.266 -0.542 -0.975 -0.189 -0.031 -1.968 -0.999 -1.243 -0.710

1.81 0.70 2.29 1.22 0.15 1.45 0.84 1.77 1.24 0.13 1.46 0.85 1.81 1.02 0.88 1.46 0.70 1.48 0.85 0.37 1.86 0.46 1.58 0.99 0.92 1.62 0.61 1.60 P49773 HINT1_HUMANreviewed Histidine triad nucleotide-binding protein 1 (EC 3.-.-.-) (Adenosine 5'-monophosphoramidase) (Protein kinase C inhibitor 1) (Protein kinase C-interacting protein 1) (PKCI-1)HINT1 HINT PKCI1 PRKCNH1126 Homo sapiens (Human) 1.49 0.55 1.23 0.58 0.63 1.28 1.02 1.19 0.90 0.87 1.10 1.47 1.62 1.08 1.01 1.36 1.28 1.24 1.24 1.00 1.00 0.573 -0.850 0.295 -0.778 -0.658 0.353 0.036 0.250 -0.152 -0.201 0.140 0.553 0.694 0.110 0.013 0.448 0.352 0.307 0.308 -0.003 -0.004

1.69 0.69 1.95 1.24 0.55 3.74 0.33 4.65 0.81 0.13 1.44 0.56 1.17 0.84 0.18 1.44 0.58 1.22 0.97 0.72 1.44 0.67 1.39 1.03 0.79 1.45 0.71 1.49 O14617 AP3D1_HUMANreviewed AP-3 complex subunit delta-1 (AP-3 complex subunit delta) (Adapter-related protein complex 3 subunit delta-1) (Delta-adaptin)AP3D1 PRO0039 1153 Homo sapiens (Human) 0.72 1.34 0.95 1.30 0.64 1.17 0.88 1.05 1.06 0.99 1.38 0.86 1.15 0.92 1.08 0.98 1.07 1.26 0.81 0.83 1.04 -0.465 0.426 -0.068 0.378 -0.639 0.221 -0.181 0.065 0.088 -0.013 0.463 -0.220 0.207 -0.125 0.111 -0.029 0.098 0.335 -0.307 -0.271 0.052

4.11 0.23 3.88 1.13 0.78 76.03 0.01 85.92 1.11 0.57 5.31 0.21 5.89 0.98 0.88 4.08 0.24 3.99 1.20 0.35 4.12 0.29 4.93 1.15 0.71 38.07 0.03 43.88 P40763 STAT3_HUMANreviewed Signal transducer and activator of transcription 3 (Acute-phase response factor)STAT3 APRF 770 Homo sapiens (Human) 0.93 0.74 0.85 1.17 0.94 0.95 1.08 1.00 1.00 1.23 1.63 1.09 1.08 1.11 1.30 1.07 0.92 1.15 1.11 0.96 1.16 -0.106 -0.436 -0.227 0.224 -0.092 -0.070 0.115 0.007 0.004 0.297 0.705 0.119 0.109 0.150 0.380 0.096 -0.118 0.200 0.147 -0.056 0.219

1.42 0.73 1.48 0.99 0.93 1.55 0.64 1.53 1.03 0.76 1.42 0.72 1.46 0.95 0.63 1.42 0.67 1.36 1.03 0.81 1.63 0.63 1.68 1.16 0.22 1.42 0.81 1.65 P61088 UBE2N_HUMANreviewed Ubiquitin-conjugating enzyme E2 N (EC 6.3.2.19) (Bendless-like ubiquitin-conjugating enzyme) (Ubc13) (UbcH13) (Ubiquitin carrier protein N) (Ubiquitin-protein ligase N)UBE2N BLU 152 Homo sapiens (Human) 1.30 0.80 1.20 0.85 1.04 1.05 0.98 1.02 0.96 1.06 0.88 1.09 1.19 0.84 0.90 0.97 1.01 1.01 1.03 0.94 1.17 0.378 -0.327 0.261 -0.241 0.052 0.071 -0.027 0.025 -0.059 0.081 -0.180 0.118 0.249 -0.246 -0.150 -0.046 0.017 0.008 0.036 -0.092 0.225

1.50 0.99 2.22 0.92 0.42 1.44 0.64 1.32 0.94 0.55 1.43 0.66 1.35 1.20 0.17 1.44 0.83 1.72 0.99 0.93 1.44 0.69 1.43 0.90 0.64 2.25 0.40 2.03 Q01469 FABP5_HUMANreviewed Fatty acid-binding protein, epidermal (Epidermal-type fatty acid-binding protein) (E-FABP) (Fatty acid-binding protein 5) (Psoriasis-associated fatty acid-binding protein homolog) (PA-FABP)FABP5 135 Homo sapiens (Human) 1.06 1.69 0.69 0.94 1.04 1.49 1.50 1.16 1.27 1.02 0.80 0.92 2.02 0.99 0.59 0.76 1.19 0.93 0.94 1.18 0.91 0.087 0.759 -0.544 -0.091 0.054 0.579 0.589 0.210 0.344 0.025 -0.326 -0.113 1.015 -0.020 -0.752 -0.388 0.249 -0.098 -0.092 0.233 -0.136

1.50 0.89 2.02 1.04 0.88 2.57 0.40 2.68 1.09 0.48 1.51 0.72 1.63 1.02 0.88 1.51 0.67 1.54 0.81 0.37 2.20 0.37 1.79 1.27 0.48 3.27 0.39 4.15 Q8IXQ6 PARP9_HUMANreviewed Poly [ADP-ribose] polymerase 9 (PARP-9) (EC 2.4.2.30) (ADP-ribosyltransferase diphtheria toxin-like 9) (ARTD9) (B aggressive lymphoma protein)PARP9 BAL BAL1 854 Homo sapiens (Human) 0.77 1.14 0.98 1.53 1.04 1.35 0.92 0.67 0.79 0.83 1.06 0.60 1.07 0.88 0.76 0.97 1.16 1.06 1.08 1.00 1.28 -0.382 0.188 -0.025 0.611 0.055 0.437 -0.123 -0.580 -0.338 -0.265 0.081 -0.747 0.096 -0.180 -0.401 -0.045 0.208 0.080 0.114 0.000 0.357

105.83 0.01 62.25 1.91 0.20 13.57 0.14 25.88 0.99 0.93 4.72 0.21 4.66 1.95 0.12 4.73 0.41 9.23 1.02 0.97 417.09 0.00 426.53 1.31 0.27 4.75 0.28 6.24 Q8N4F0 BPIB2_HUMAN reviewed BPI fold-containing family B member 2 (Bactericidal/permeability-increasing protein-like 1) (BPI-like 1) (Long palate, lung and nasal epithelium carcinoma-associated protein 2) (RYSR)BPIFB2 BPIL1 C20orf184 LPLUNC2 UNQ2489/PRO5776458 Homo sapiens (Human) 0.34 0.36 0.40 0.30 0.94 0.59 0.41 0.70 1.05 1.05 0.38 0.49 3.91 1.57 0.79 0.82 0.47 1.94 0.98 1.92 1.33 -1.568 -1.493 -1.321 -1.749 -0.088 -0.753 -1.274 -0.517 0.064 0.069 -1.382 -1.028 1.968 0.651 -0.339 -0.285 -1.093 0.954 -0.023 0.940 0.409

1.28 0.75 1.24 1.04 0.64 1.25 0.83 1.30 0.96 0.62 1.26 0.77 1.21 1.20 0.08 1.26 0.96 1.51 1.35 0.05 1.36 0.99 1.84 2.15 0.00 1.26 1.71 2.70 Q9NZP8 C1RL_HUMAN reviewed Complement C1r subcomponent-like protein (C1r-LP) (C1r-like protein) (EC 3.4.21.-) (C1r-like serine protease analog protein) (CLSPa)C1RL C1RL1 C1RLP CLSPA 487 Homo sapiens (Human) 0.77 0.57 0.78 0.77 0.70 0.98 1.32 1.37 1.19 1.38 1.29 1.22 0.85 1.04 1.53 0.87 0.76 1.06 0.96 1.18 2.17 -0.384 -0.811 -0.357 -0.381 -0.513 -0.036 0.396 0.457 0.245 0.469 0.367 0.286 -0.236 0.050 0.614 -0.199 -0.404 0.077 -0.060 0.240 1.117

1.42 1.17 2.37 1.48 0.04 1.42 1.04 2.11 1.38 0.06 1.42 0.97 1.97 0.91 0.43 1.51 0.60 1.37 1.03 0.85 1.94 0.53 2.00 1.54 0.03 1.42 1.08 2.19 P02743 SAMP_HUMANreviewed Serum amyloid P-component (SAP) (9.5S alpha-1-glycoprotein) [Cleaved into: Serum amyloid P-component(1-203)]APCS PTX2 223 Homo sapiens (Human) 0.41 1.42 0.57 0.85 0.54 1.68 1.07 0.91 0.88 1.06 2.01 1.21 0.53 2.24 1.92 1.10 0.94 1.51 1.38 0.90 1.56 -1.282 0.510 -0.800 -0.243 -0.879 0.748 0.101 -0.133 -0.180 0.083 1.008 0.276 -0.906 1.166 0.941 0.131 -0.090 0.593 0.463 -0.159 0.637

2.09 1.47 6.40 0.68 0.06 1.51 0.45 1.02 0.77 0.11 1.48 0.52 1.15 1.19 0.19 1.48 0.80 1.77 1.38 0.07 1.49 0.93 2.06 1.16 0.43 1.94 0.60 2.26 P15559 NQO1_HUMANreviewed NAD(P)H dehydrogenase [quinone] 1 (EC 1.6.5.2) (Azoreductase) (DT-diaphorase) (DTD) (Menadione reductase) (NAD(P)H:quinone oxidoreductase 1) (Phylloquinone reductase) (Quinone reductase 1) (QR1)NQO1 DIA4 NMOR1 274 Homo sapiens (Human) 0.67 0.87 1.04 0.50 1.28 3.10 0.76 2.44 0.97 1.42 0.46 1.07 0.48 0.63 1.07 0.80 1.59 0.69 0.77 1.17 1.17 -0.582 -0.206 0.050 -0.993 0.355 1.630 -0.389 1.290 -0.038 0.505 -1.135 0.098 -1.067 -0.656 0.102 -0.329 0.671 -0.536 -0.373 0.230 0.230

12.13 0.13 18.50 0.96 0.82 4.87 0.20 4.70 0.93 0.85 46.11 0.02 42.82 0.96 0.93 108.06 0.01 103.74 1.11 0.48 3.53 0.32 3.92 1.11 0.77 30.19 0.04 33.49 P60866 RS20_HUMAN reviewed 40S ribosomal protein S20RPS20 119 Homo sapiens (Human) 1.12 0.90 1.32 1.96 1.13 1.54 0.75 0.85 0.93 1.14 0.99 1.01 0.99 0.78 0.83 0.93 0.79 0.98 0.93 0.94 1.12 0.160 -0.151 0.402 0.975 0.171 0.622 -0.409 -0.227 -0.103 0.191 -0.015 0.020 -0.008 -0.363 -0.270 -0.101 -0.338 -0.028 -0.111 -0.084 0.164

2.60 0.22 1.46 1.90 0.14 3.23 0.59 6.13 1.31 0.30 2.33 0.56 3.06 1.28 0.12 1.52 0.85 1.95 0.82 0.42 2.31 0.36 1.90 0.80 0.43 2.68 0.30 2.14 Q6ZTQ4 CDHR3_HUMANreviewed Cadherin-related family member 3 (Cadherin-like protein 28)CDHR3 CDH28 885 Homo sapiens (Human) 1.16 1.55 1.45 0.98 1.42 0.56 0.70 0.86 0.96 0.84 1.20 1.19 1.29 1.02 1.11 0.91 0.94 1.93 1.31 1.26 0.81 0.212 0.629 0.533 -0.030 0.502 -0.824 -0.505 -0.223 -0.060 -0.245 0.262 0.254 0.364 0.023 0.144 -0.138 -0.082 0.947 0.390 0.337 -0.308

15.05 0.06 13.29 1.41 0.18 3.56 0.40 5.02 0.67 0.16 3.56 0.19 2.40 1.28 0.25 3.59 0.36 4.59 1.13 0.44 3.56 0.32 4.02 0.65 0.68 23897.37 0.00 15499.14 Q8IX19 MCEM1_HUMANreviewed Mast cell-expressed membrane protein 1MCEMP1 C19orf59 187 Homo sapiens (Human) 0.56 1.31 1.19 0.89 0.67 0.89 1.70 2.11 1.50 1.16 0.75 1.37 1.30 1.06 1.32 1.11 1.17 1.43 0.67 1.26 0.65 -0.832 0.390 0.254 -0.169 -0.576 -0.167 0.766 1.079 0.588 0.210 -0.410 0.457 0.377 0.083 0.400 0.153 0.228 0.520 -0.572 0.333 -0.610

48.12 0.01 32.79 0.73 0.29 6.78 0.11 4.95 1.04 0.91 26.22 0.04 27.24 0.94 0.78 9.30 0.10 8.74 0.73 0.29 7.09 0.10 5.18 0.66 0.48 127.32 0.01 84.33 Q8N9N7 LRC57_HUMANreviewed Leucine-rich repeat-containing protein 57LRRC57 239 Homo sapiens (Human) 1.13 1.02 1.26 0.96 0.99 0.69 1.00 0.93 0.90 0.75 1.04 0.84 1.12 0.91 0.70 1.23 1.16 0.74 1.04 0.92 0.67 0.180 0.032 0.330 -0.057 -0.018 -0.541 -0.007 -0.109 -0.146 -0.417 0.059 -0.258 0.169 -0.133 -0.524 0.301 0.214 -0.429 0.051 -0.114 -0.580

1.75 0.51 1.55 1.40 0.07 1.47 0.95 2.06 0.83 0.14 1.34 0.62 1.11 0.85 0.14 1.28 0.67 1.09 1.12 0.65 2.09 0.54 2.35 1.09 0.51 1.44 0.75 1.57 Q8TEX9 IPO4_HUMAN reviewed Importin-4 (Imp4) (Importin-4b) (Imp4b) (Ran-binding protein 4) (RanBP4)IPO4 IMP4B RANBP4 1081 Homo sapiens (Human) 1.17 0.67 1.04 1.29 1.41 0.90 0.86 1.33 0.76 1.15 0.55 1.22 1.30 0.97 0.90 1.15 1.62 1.42 0.83 0.84 1.10 0.224 -0.574 0.054 0.368 0.495 -0.158 -0.214 0.412 -0.398 0.205 -0.875 0.289 0.376 -0.046 -0.159 0.203 0.696 0.509 -0.276 -0.252 0.138

3.54 0.55 6.82 0.62 0.26 14.27 0.04 8.88 0.69 0.16 3.54 0.19 2.43 0.75 0.25 4.42 0.17 3.31 1.03 0.83 3.54 0.29 3.63 0.95 0.68 3.54 0.27 3.35 O00203 AP3B1_HUMANreviewed AP-3 complex subunit beta-1 (Adapter-related protein complex 3 subunit beta-1) (Adaptor protein complex AP-3 subunit beta-1) (Beta-3A-adaptin) (Clathrin assembly protein complex 3 beta-1 large chain)AP3B1 ADTB3A 1094 Homo sapiens (Human) 0.79 1.49 0.74 1.43 0.77 1.95 0.68 0.98 0.66 1.05 0.49 0.70 1.17 0.88 1.07 0.80 0.73 0.63 0.69 0.74 0.96 -0.339 0.573 -0.433 0.514 -0.377 0.961 -0.547 -0.028 -0.592 0.075 -1.017 -0.519 0.222 -0.187 0.096 -0.320 -0.454 -0.661 -0.545 -0.440 -0.065

260.11 0.00 338.13 1.15 0.70 30.82 0.04 35.34 1.52 0.38 38.95 0.04 59.16 1.04 0.99 ############# 0.00 ############# 0.84 0.96 ############# 0.00 ############# 1.08 0.95 59566.58 0.00 64052.80 O60716 CTND1_HUMANreviewed Catenin delta-1 (Cadherin-associated Src substrate) (CAS) (p120 catenin) (p120(ctn)) (p120(cas))CTNND1 KIAA0384 968 Homo sapiens (Human) 1.00 1.38 1.03 0.84 0.75 1.31 0.76 0.94 1.03 0.86 1.12 0.92 0.74 0.79 1.40 1.02 1.54 1.17 1.51 1.02 1.09 -0.002 0.467 0.037 -0.255 -0.418 0.391 -0.394 -0.094 0.041 -0.210 0.164 -0.120 -0.426 -0.331 0.486 0.033 0.624 0.220 0.599 0.029 0.119

4.04 0.31 5.13 0.86 0.53 7.85 0.11 6.78 1.14 0.44 4.01 0.28 4.56 0.70 0.26 7.06 0.10 4.93 0.88 0.47 4.04 0.22 3.57 1.17 0.44 5.10 0.23 5.95 P07741 APT_HUMAN reviewed Adenine phosphoribosyltransferase (APRT) (EC 2.4.2.7)APRT 180 Homo sapiens (Human) 1.63 0.73 1.18 0.88 0.84 1.28 0.97 0.92 0.87 0.91 0.85 1.24 1.31 0.93 0.82 1.28 1.09 0.88 1.14 0.69 1.18 0.704 -0.462 0.238 -0.178 -0.256 0.358 -0.037 -0.123 -0.196 -0.140 -0.229 0.311 0.393 -0.105 -0.287 0.360 0.127 -0.188 0.184 -0.543 0.238

3.62 0.19 2.49 3.46 0.39 71680.91 0.00 248266.75 1.06 0.95 18422.44 0.00 19608.67 0.72 0.19 3.79 0.19 2.72 0.67 0.20 5.19 0.13 3.46 1.30 0.48 23.22 0.06 30.19 Q32P44 EMAL3_HUMANreviewed Echinoderm microtubule-associated protein-like 3 (EMAP-3)EML3 896 Homo sapiens (Human) 1.20 1.37 1.13 1.40 1.07 0.70 1.06 0.86 1.19 0.68 1.30 1.10 0.90 1.03 1.40 1.05 0.82 3.52 1.06 0.70 1.31 0.259 0.457 0.172 0.490 0.100 -0.523 0.086 -0.213 0.257 -0.548 0.374 0.142 -0.156 0.045 0.481 0.071 -0.289 1.815 0.086 -0.505 0.393

15.82 0.04 10.92 0.91 0.51 3.62 0.25 3.28 0.93 0.64 4.77 0.19 4.42 0.74 0.22 4.17 0.18 3.07 0.80 0.43 10.18 0.08 8.13 0.62 0.13 3.61 0.17 2.26 P28074 PSB5_HUMAN reviewed Proteasome subunit beta type-5 (EC 3.4.25.1) (Macropain epsilon chain) (Multicatalytic endopeptidase complex epsilon chain) (Proteasome chain 6) (Proteasome epsilon chain) (Proteasome subunit MB1) (Proteasome subunit X)PSMB5 LMPX MB1 X 263 Homo sapiens (Human) 0.78 1.76 0.91 1.35 1.98 0.70 1.13 0.55 0.80 0.82 0.85 0.92 0.66 0.74 0.80 0.61 0.70 0.92 0.92 0.72 0.63 -0.365 0.815 -0.128 0.436 0.985 -0.523 0.172 -0.866 -0.326 -0.288 -0.227 -0.123 -0.603 -0.429 -0.319 -0.724 -0.510 -0.119 -0.115 -0.466 -0.665

7.67 0.19 11.10 0.59 0.14 4.59 0.13 2.71 0.57 0.23 15.80 0.04 8.98 0.59 0.27 19.97 0.03 11.74 0.80 0.29 4.24 0.19 3.37 0.98 0.93 14.28 0.07 13.95 P62854 RS26_HUMAN reviewed 40S ribosomal protein S26RPS26 115 Homo sapiens (Human) 0.54 0.77 0.70 2.30 1.34 1.46 0.64 1.15 0.87 0.82 0.89 0.71 0.81 0.61 0.72 0.99 1.18 0.60 0.57 0.58 0.99 -0.879 -0.370 -0.513 1.204 0.421 0.546 -0.641 0.202 -0.201 -0.293 -0.165 -0.489 -0.296 -0.713 -0.469 -0.015 0.245 -0.737 -0.820 -0.791 -0.019

23.42 0.04 21.28 0.97 0.97 2711.10 0.00 2643.31 1.14 0.42 3.54 0.32 4.03 1.09 0.54 3.55 0.31 3.88 1.38 0.19 3.54 0.39 4.88 0.92 0.56 3.57 0.26 3.29 O15551 CLD3_HUMAN reviewed Claudin-3 (Clostridium perfringens enterotoxin receptor 2) (CPE-R 2) (CPE-receptor 2) (Rat ventral prostate.1 protein homolog) (hRVP1)CLDN3 C7orf1 CPETR2 220 Homo sapiens (Human) 1.76 1.48 1.51 0.89 1.06 0.92 0.84 1.04 1.29 1.41 1.24 1.03 1.20 0.65 0.80 1.03 1.80 0.99 1.13 1.07 0.93 0.815 0.566 0.593 -0.175 0.083 -0.126 -0.258 0.050 0.366 0.500 0.313 0.049 0.265 -0.614 -0.316 0.049 0.846 -0.013 0.182 0.103 -0.104

6.36 0.18 7.24 0.99 0.95 8.73 0.11 8.61 0.94 0.64 3.76 0.25 3.52 0.81 0.30 3.77 0.22 3.07 1.17 0.38 3.72 0.31 4.34 0.57 0.12 3.69 0.15 2.11 P13473 LAMP2_HUMANreviewed Lysosome-associated membrane glycoprotein 2 (LAMP-2) (Lysosome-associated membrane protein 2) (CD107 antigen-like family member B) (CD antigen CD107b)LAMP2 410 Homo sapiens (Human) 0.92 1.84 1.09 1.12 0.97 1.15 0.84 0.73 0.91 1.20 0.95 0.79 1.55 1.18 0.78 1.02 1.12 1.00 0.93 0.80 0.58 -0.122 0.881 0.123 0.163 -0.048 0.200 -0.249 -0.446 -0.138 0.259 -0.068 -0.343 0.634 0.243 -0.361 0.031 0.170 0.004 -0.100 -0.320 -0.793

3.58 0.37 4.71 1.02 0.89 4.41 0.23 4.50 0.94 0.79 10.89 0.09 10.22 0.90 0.54 4.70 0.19 4.23 1.03 0.82 3.59 0.29 3.70 1.11 0.55 4.93 0.23 5.49 Q9Y3I0 RTCB_HUMAN reviewed tRNA-splicing ligase RtcB homolog (EC 6.5.1.3)RTCB C22orf28 HSPC117 505 Homo sapiens (Human) 0.82 0.52 0.96 1.56 1.22 1.33 0.65 1.00 0.85 1.06 0.73 0.95 1.00 0.72 0.83 0.93 1.08 1.04 0.94 0.88 1.12 -0.285 -0.934 -0.064 0.641 0.285 0.410 -0.613 -0.001 -0.227 0.079 -0.456 -0.069 -0.001 -0.465 -0.264 -0.103 0.108 0.053 -0.096 -0.179 0.167

3.51 0.24 3.00 1.25 0.27 3.52 0.36 4.40 1.24 0.28 3.67 0.34 4.56 1.20 0.43 6.57 0.18 7.91 0.99 0.92 3.51 0.28 3.47 0.88 0.78 112.58 0.01 98.62 O75695 XRP2_HUMAN reviewed Protein XRP2 RP2 350 Homo sapiens (Human) 1.07 1.15 0.99 0.86 1.05 0.86 1.21 1.14 1.07 1.01 0.99 1.12 1.16 0.94 0.96 1.10 1.16 1.27 1.24 1.18 0.88 0.091 0.204 -0.013 -0.216 0.069 -0.215 0.279 0.185 0.104 0.019 -0.012 0.168 0.213 -0.082 -0.053 0.133 0.213 0.346 0.309 0.243 -0.177

2.27 0.74 3.80 0.92 0.71 2.39 0.38 2.19 1.52 0.10 1.86 0.82 2.82 1.19 0.42 2.12 0.56 2.52 6.72 0.08 12.57 0.53 84.51 0.72 0.24 2.40 0.30 1.72 P31151 S10A7_HUMANreviewed Protein S100-A7 (Psoriasin) (S100 calcium-binding protein A7)S100A7 PSOR1 S100A7C 101 Homo sapiens (Human) 0.59 3.24 0.77 0.58 0.87 1.69 0.63 0.78 1.15 6.90 1.70 1.06 0.55 0.59 1.78 1.36 0.73 0.93 1.51 1.17 0.72 -0.770 1.697 -0.385 -0.790 -0.195 0.759 -0.678 -0.359 0.201 2.786 0.762 0.090 -0.871 -0.763 0.836 0.448 -0.464 -0.102 0.596 0.225 -0.467

3.75 0.26 3.69 0.89 0.45 3.67 0.24 3.26 1.03 0.86 4.04 0.25 4.14 0.87 0.41 3.63 0.24 3.17 1.07 0.67 4.42 0.24 4.73 1.16 0.43 4.47 0.26 5.18 P61960 UFM1_HUMANreviewed Ubiquitin-fold modifier 1UFM1 C13orf20 BM-002 85 Homo sapiens (Human) 1.29 1.25 1.35 1.12 0.97 0.99 1.03 1.07 2.37 1.10 0.78 1.46 1.00 1.13 0.75 1.10 1.04 0.90 1.02 0.86 1.17 0.370 0.322 0.429 0.165 -0.042 -0.009 0.037 0.100 1.245 0.133 -0.351 0.548 0.001 0.173 -0.411 0.142 0.059 -0.150 0.032 -0.223 0.226

1.81 0.66 2.16 0.60 0.18 2.96 0.20 1.77 0.62 0.06 1.71 0.36 1.06 0.54 0.04 1.74 0.31 0.94 0.78 0.11 1.45 0.54 1.14 0.64 0.13 2.20 0.29 1.40 P84098 RL19_HUMAN reviewed 60S ribosomal protein L19RPL19 196 Homo sapiens (Human) 0.92 0.83 0.98 3.09 1.12 1.20 0.84 0.99 0.96 0.80 0.83 1.18 1.02 0.87 0.58 0.99 0.83 0.61 0.62 0.53 0.64 -0.120 -0.271 -0.034 1.626 0.166 0.264 -0.255 -0.016 -0.066 -0.314 -0.274 0.239 0.024 -0.195 -0.787 -0.010 -0.271 -0.719 -0.691 -0.912 -0.640

7.78 0.05 3.31 0.86 0.29 1.61 0.53 1.38 1.39 0.12 1.75 0.80 2.44 0.86 0.46 2.00 0.43 1.73 0.67 0.42 5.57 0.12 3.72 0.81 0.24 1.72 0.47 1.40 Q8TDB8 GTR14_HUMANreviewed Solute carrier family 2, facilitated glucose transporter member 14 (Glucose transporter type 14) (GLUT-14)SLC2A14 GLUT14 GLUT3 520 Homo sapiens (Human) 1.56 2.64 3.96 1.54 0.81 0.43 0.80 0.57 0.71 0.69 0.64 0.87 0.62 0.72 0.50 1.21 0.68 0.87 1.39 0.85 0.82 0.638 1.399 1.984 0.619 -0.307 -1.220 -0.323 -0.811 -0.487 -0.544 -0.643 -0.200 -0.695 -0.483 -1.005 0.273 -0.559 -0.202 0.475 -0.235 -0.285

4.57 0.20 4.24 1.04 0.75 3.75 0.28 3.91 1.09 0.58 4.05 0.27 4.42 0.95 0.70 3.78 0.25 3.59 0.81 0.29 3.73 0.22 3.02 1.13 0.44 3.76 0.30 4.26 Q13618 CUL3_HUMAN reviewed Cullin-3 (CUL-3)CUL3 KIAA0617 768 Homo sapiens (Human) 0.96 0.81 1.22 0.99 1.02 0.94 1.18 0.86 1.58 0.83 0.99 1.19 0.88 1.84 1.06 1.11 1.08 1.06 1.09 0.93 1.15 -0.061 -0.298 0.284 -0.010 0.023 -0.095 0.236 -0.222 0.659 -0.267 -0.015 0.255 -0.189 0.879 0.082 0.150 0.110 0.085 0.120 -0.102 0.197

48.58 0.02 42.94 1.10 0.53 3.70 0.30 4.06 0.85 0.35 3.63 0.23 3.08 0.87 0.41 3.65 0.24 3.19 1.01 0.95 3.61 0.28 3.64 0.91 0.64 7.24 0.13 6.57 Q96T76 MMS19_HUMANreviewed MMS19 nucleotide excision repair protein homolog (hMMS19) (MET18 homolog) (MMS19-like protein)MMS19 MMS19L 1030 Homo sapiens (Human) 1.13 0.89 1.06 1.08 1.48 0.89 1.06 1.19 0.81 1.03 0.91 1.11 1.21 1.23 1.23 0.96 1.01 1.12 0.85 0.86 0.92 0.170 -0.162 0.086 0.110 0.568 -0.166 0.089 0.252 -0.296 0.049 -0.137 0.154 0.274 0.302 0.294 -0.061 0.019 0.157 -0.241 -0.219 -0.127

10.63 0.10 10.93 1.39 0.58 234.85 0.01 327.16 0.76 0.23 3.82 0.20 2.90 0.78 0.26 3.85 0.20 3.02 1.05 0.71 3.84 0.27 4.04 0.91 0.55 3.87 0.24 3.53 Q9H0A8 COMD4_HUMANreviewed COMM domain-containing protein 4COMMD4 199 Homo sapiens (Human) 1.02 1.15 0.70 1.57 1.28 1.04 0.76 0.87 0.60 1.08 0.63 0.89 1.29 0.94 0.65 0.87 0.82 1.42 0.76 0.77 0.92 0.034 0.200 -0.519 0.654 0.355 0.053 -0.391 -0.208 -0.749 0.110 -0.663 -0.173 0.362 -0.096 -0.628 -0.201 -0.294 0.501 -0.402 -0.377 -0.119

6.68 0.10 4.60 0.69 0.28 9.25 0.07 6.41 1.12 0.46 3.51 0.32 3.93 0.96 0.86 8.65 0.11 8.33 0.80 0.43 9.85 0.08 7.89 0.83 0.40 5.34 0.16 4.45 Q9NP79 VTA1_HUMAN reviewed Vacuolar protein sorting-associated protein VTA1 homolog (Dopamine-responsive gene 1 protein) (DRG-1) (LYST-interacting protein 5) (LIP5) (SKD1-binding protein 1) (SBP1)VTA1 C6orf55 HSPC228 My012307 Homo sapiens (Human) 1.53 1.26 1.75 1.14 0.88 0.69 1.16 0.86 0.99 0.82 1.00 0.79 0.81 0.90 0.94 0.97 0.94 0.70 1.12 0.95 0.84 0.610 0.329 0.805 0.190 -0.190 -0.525 0.211 -0.223 -0.009 -0.283 0.003 -0.337 -0.300 -0.149 -0.096 -0.040 -0.092 -0.507 0.160 -0.079 -0.248

0.98401287 1.00304967 1.01729721 0.97490507 0.99022755 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1
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P02748 0.47707635 0 1.59 3.01 22.91 23.9700005 15 21.6666667 CO9_HUMAN Complement component C9 [Cleaved into: Complement component C9a; Complement component C9b]C9 0.53 0.29 0.32 0.30 0.48 1.68 1.68 1.11 1.12 2.58 1.55 0.63 1.16 2.57 0.42 0.79 1.04 1.17 1.66 2.92 1.39 0.66 -0.64 0.25 1.43 -1.24 -0.33 0.08 0.22 0.70 1.56 0.77 0.75 0.15 0.20 -0.88 -1.78 -1.60 -1.70 -1.04 0.40 1.59 -1.19 -0.15

P02760 0.48332254 0 1.56 2.95 15.74 28.6900014 9 19.6666667 AMBP_HUMANProtein AMBP [Cleaved into: Alpha-1-microglobulin (Protein HC) (Alpha-1 microglycoprotein) (Complex-forming glycoprotein heterogeneous in charge); Inter-alpha-trypsin inhibitor light chain (ITI-LC) (Bikunin) (EDC1) (HI-30) (Uronic-acid-rich protein); Trypstatin]AMBP HCP ITIL 0.31 0.42 0.41 0.34 0.48 1.88 1.74 1.29 0.91 2.28 1.53 0.74 1.54 2.32 0.69 0.63 1.14 1.35 1.58 2.35 1.21 0.65 -0.42 0.66 1.28 -0.54 -0.66 0.22 0.43 0.63 1.25 0.93 0.80 0.38 -0.09 -1.67 -1.23 -1.25 -1.50 -1.04 0.45 1.56 -1.11 0.03

P01042 0.46132829 0 1.53 2.88 19.7 21.1199999 15 13.6666667 KNG1_HUMANKininogen-1 (Alpha-2-thiol proteinase inhibitor) (Fitzgerald factor) (High molecular weight kininogen) (HMWK) (Williams-Fitzgerald-Flaujeac factor) [Cleaved into: Kininogen-1 heavy chain; T-kinin (Ile-Ser-Bradykinin); Bradykinin (Kallidin I); Lysyl-bradykinin (Kallidin II); Kininogen-1 light chain; Low molecular weight growth-promoting factor]KNG1 BDK KNG 0.40 0.35 0.38 0.40 0.47 2.11 1.48 1.17 1.05 2.43 1.73 0.61 1.42 2.45 0.74 0.70 1.15 0.91 1.31 2.32 1.30 0.82 -0.69 0.54 1.35 -0.43 -0.50 0.22 -0.15 0.36 1.23 1.10 0.57 0.23 0.11 -1.28 -1.51 -1.36 -1.30 -1.08 0.40 1.53 -1.12 -0.19

P05546 0.44172397 0 1.52 2.86 34.04 42.4800009 24 25.3333333 HEP2_HUMANHeparin cofactor 2 (Heparin cofactor II) (HC-II) (Protease inhibitor leuserpin-2) (HLS2) (Serpin D1)SERPIND1 HCF2 0.87 0.29 0.51 0.39 0.41 2.57 1.81 1.24 1.41 2.16 1.55 0.91 1.34 2.74 1.03 0.70 0.89 1.47 1.80 1.55 1.13 0.66 -0.12 0.45 1.52 0.05 -0.50 -0.15 0.55 0.83 0.64 1.38 0.86 0.32 0.53 -0.16 -1.79 -0.92 -1.31 -1.27 0.54 1.52 -0.97 -0.39

P09871 0.44162295 0 1.51 2.85 8.7 13.3699998 6 4.66666667 C1S_HUMAN Complement C1s subcomponent (EC 3.4.21.42) (C1 esterase) (Complement component 1 subcomponent s) [Cleaved into: Complement C1s subcomponent heavy chain; Complement C1s subcomponent light chain]C1S 0.26 0.41 0.46 0.38 0.46 1.66 1.28 1.03 1.22 5.19 1.31 0.62 1.11 3.25 0.58 0.67 0.95 0.79 1.17 2.02 2.40 0.42 -0.67 0.18 1.76 -0.78 -0.56 -0.05 -0.35 0.20 1.03 0.75 0.36 0.05 0.32 -1.90 -1.29 -1.07 -1.34 -1.12 0.34 1.51 -1.17 -0.33

P02751 0.44620228 0 1.48 2.79 175.92 49.4100004 191 218.333333 FINC_HUMANFibronectin (FN) (Cold-insoluble globulin) (CIG) [Cleaved into: Anastellin; Ugl-Y1; Ugl-Y2; Ugl-Y3]FN1 FN 0.40 0.39 0.52 0.33 0.61 1.79 2.08 1.82 1.43 1.95 2.16 0.52 1.44 3.59 0.76 1.09 1.38 0.98 1.13 1.13 0.98 1.14 -0.93 0.56 1.91 -0.39 0.13 0.49 -0.04 0.15 0.18 0.85 1.06 0.87 0.55 -1.29 -1.34 -0.90 -1.57 -0.71 0.50 1.48 -0.98 -0.06

P18428 0.41915051 0 1.45 2.73 11.18 16.0099998 7 9.66666667 LBP_HUMAN Lipopolysaccharide-binding protein (LBP)LBP 0.61 0.32 0.21 0.32 0.70 1.50 1.33 0.89 1.08 2.15 1.77 0.44 1.53 2.90 0.49 0.59 0.95 0.94 1.59 2.53 1.13 0.86 -1.19 0.65 1.60 -1.04 -0.75 -0.04 -0.09 0.65 1.35 0.60 0.41 -0.15 0.15 -0.69 -1.64 -2.19 -1.60 -0.50 0.28 1.45 -1.17 -0.41

Q96PD5 0.42072827 0 1.40 2.64 18.55 31.7699999 11 13 PGRP2_HUMANN-acetylmuramoyl-L-alanine amidase (EC 3.5.1.28) (Peptidoglycan recognition protein 2) (Peptidoglycan recognition protein long) (PGRP-L)PGLYRP2 PGLYRPL PGRPL UNQ3103/PRO101020.37 0.45 0.64 0.44 0.45 1.77 1.48 1.45 1.01 1.48 1.70 0.71 1.04 2.59 0.92 1.05 1.13 1.32 1.70 1.79 0.59 0.80 -0.49 0.09 1.43 -0.13 0.08 0.20 0.39 0.74 0.86 0.85 0.57 0.55 0.06 -1.40 -1.13 -0.61 -1.15 -1.15 0.44 1.40 -0.96 -0.34

Q15063 0.47212627 0 1.40 2.64 35.61 32.5399995 28 25 POSTN_HUMANPeriostin (PN) (Osteoblast-specific factor 2) (OSF-2)POSTN OSF2 0.25 0.35 0.44 0.26 0.46 0.73 1.41 1.98 1.19 2.70 1.46 0.41 1.88 1.08 0.75 0.92 0.59 1.16 1.19 3.06 1.46 0.58 -1.27 0.94 0.17 -0.41 -0.11 -0.74 0.20 0.22 1.63 -0.44 0.49 0.99 0.29 -1.95 -1.51 -1.15 -1.88 -1.09 0.27 1.40 -1.13 0.78

P19827 0.4238782 0 1.39 2.62 34.36 24.1500005 23 25.3333333 ITIH1_HUMANInter-alpha-trypsin inhibitor heavy chain H1 (ITI heavy chain H1) (ITI-HC1) (Inter-alpha-inhibitor heavy chain 1) (Inter-alpha-trypsin inhibitor complex component III) (Serum-derived hyaluronan-associated protein) (SHAP)ITIH1 IGHEP1 0.47 0.47 0.41 0.40 0.50 1.92 1.99 1.13 1.28 1.72 1.39 0.91 1.30 1.96 0.66 0.71 1.08 1.01 1.77 2.31 0.81 0.51 -0.12 0.41 1.03 -0.60 -0.48 0.13 0.01 0.80 1.22 0.96 0.99 0.18 0.39 -1.06 -1.09 -1.26 -1.27 -0.99 0.42 1.39 -0.97 -0.17

P02765 0.40733141 0 1.39 2.61 21.95 43.8699991 16 19 FETUA_HUMANAlpha-2-HS-glycoprotein (Alpha-2-Z-globulin) (Ba-alpha-2-glycoprotein) (Fetuin-A) [Cleaved into: Alpha-2-HS-glycoprotein chain A; Alpha-2-HS-glycoprotein chain B]AHSG FETUA PRO27430.62 0.48 0.43 0.33 0.48 2.53 1.73 1.25 1.16 1.77 1.47 0.59 1.62 2.93 0.69 0.87 0.92 0.88 1.18 2.66 0.85 0.59 -0.76 0.73 1.61 -0.53 -0.20 -0.10 -0.19 0.22 1.42 1.36 0.79 0.34 0.25 -0.66 -1.04 -1.17 -1.57 -1.04 0.42 1.39 -0.96 -0.29

P27169 0.390883 0 1.38 2.60 11.89 25.9200007 6 8.33333333 PON1_HUMANSerum paraoxonase/arylesterase 1 (PON 1) (EC 3.1.1.2) (EC 3.1.1.81) (EC 3.1.8.1) (Aromatic esterase 1) (A-esterase 1) (K-45) (Serum aryldialkylphosphatase 1)PON1 PON 0.35 0.44 0.43 0.66 0.58 2.12 1.71 0.84 1.42 1.52 1.22 0.83 2.09 4.58 0.67 0.67 1.16 0.67 1.71 2.19 0.63 0.32 -0.26 1.10 2.26 -0.58 -0.58 0.24 -0.59 0.75 1.14 1.11 0.77 -0.25 0.55 -1.48 -1.18 -1.18 -0.56 -0.78 0.44 1.38 -0.94 -0.46

P01023 0.39245676 0 1.33 2.52 270.35 74.6299982 416 608.666667 A2MG_HUMANAlpha-2-macroglobulin (Alpha-2-M) (C3 and PZP-like alpha-2-macroglobulin domain-containing protein 5)A2M CPAMD5 FWP0070.26 0.48 0.41 0.45 0.71 1.49 1.44 0.92 1.22 4.01 1.49 0.41 1.74 4.15 0.53 0.50 1.02 0.96 1.41 2.15 2.03 0.60 -1.29 0.83 2.12 -0.91 -1.00 0.05 -0.07 0.47 1.12 0.60 0.53 -0.12 0.33 -1.90 -1.06 -1.25 -1.13 -0.48 0.35 1.33 -0.98 -0.06

P01011 0.39651298 0 1.33 2.51 30.79 47.7499992 30 34.3333333 AACT_HUMANAlpha-1-antichymotrypsin (ACT) (Cell growth-inhibiting gene 24/25 protein) (Serpin A3) [Cleaved into: Alpha-1-antichymotrypsin His-Pro-less]SERPINA3 AACT GIG24 GIG250.68 0.41 0.44 0.35 0.65 2.20 1.51 1.13 1.20 2.37 1.65 0.75 1.46 2.33 0.78 0.83 0.98 1.21 1.48 1.68 1.27 0.76 -0.41 0.58 1.28 -0.36 -0.26 -0.01 0.27 0.54 0.76 1.16 0.60 0.19 0.30 -0.53 -1.27 -1.15 -1.50 -0.61 0.44 1.33 -0.88 -0.24

P00751 0.40214795 0 1.32 2.50 47.72 38.0899996 34 43.3333333 CFAB_HUMANComplement factor B (EC 3.4.21.47) (C3/C5 convertase) (Glycine-rich beta glycoprotein) (GBG) (PBF2) (Properdin factor B) [Cleaved into: Complement factor B Ba fragment; Complement factor B Bb fragment]CFB BF BFD 0.45 0.52 0.55 0.36 0.55 1.64 1.52 1.40 1.16 2.73 1.47 0.93 2.15 1.90 0.60 0.87 1.31 0.76 1.49 1.79 1.47 0.58 -0.09 1.14 0.99 -0.74 -0.19 0.41 -0.40 0.55 0.85 0.73 0.61 0.49 0.25 -1.12 -0.94 -0.82 -1.44 -0.86 0.44 1.32 -0.88 -0.10

P19823 0.39831271 0 1.32 2.49 39.17 23.15 30 27.6666667 ITIH2_HUMANInter-alpha-trypsin inhibitor heavy chain H2 (ITI heavy chain H2) (ITI-HC2) (Inter-alpha-inhibitor heavy chain 2) (Inter-alpha-trypsin inhibitor complex component II) (Serum-derived hyaluronan-associated protein) (SHAP)ITIH2 IGHEP2 0.48 0.43 0.55 0.43 0.51 1.87 1.92 1.18 1.20 1.67 1.40 0.78 1.39 2.24 0.73 0.68 1.11 1.07 1.72 2.34 0.76 0.52 -0.35 0.51 1.22 -0.46 -0.56 0.17 0.09 0.76 1.24 0.93 0.95 0.25 0.30 -1.01 -1.23 -0.81 -1.17 -0.97 0.42 1.32 -0.90 -0.19

P00734 0.41223362 0 1.31 2.48 27.9 31.3499987 17 17.6666667 THRB_HUMANProthrombin (EC 3.4.21.5) (Coagulation factor II) [Cleaved into: Activation peptide fragment 1; Activation peptide fragment 2; Thrombin light chain; Thrombin heavy chain]F2 0.43 0.38 0.50 0.46 0.52 1.97 1.63 1.16 1.21 1.82 1.55 1.00 1.44 1.89 0.61 1.11 0.84 0.89 1.27 2.40 0.88 0.66 0.01 0.56 0.98 -0.72 0.16 -0.22 -0.16 0.32 1.28 1.00 0.70 0.22 0.31 -1.17 -1.38 -0.97 -1.07 -0.94 0.40 1.31 -0.91 0.05

P08697 0.39712282 0 1.31 2.48 6.28 12.2199997 4 5.66666667 A2AP_HUMANAlpha-2-antiplasmin (Alpha-2-AP) (Alpha-2-plasmin inhibitor) (Alpha-2-PI) (Serpin F2)SERPINF2 AAP PLI 0.45 0.42 0.46 0.35 0.64 2.32 1.76 0.97 1.16 2.29 1.79 0.75 1.32 2.72 0.71 0.73 0.87 0.74 1.38 1.56 1.22 0.87 -0.39 0.44 1.51 -0.50 -0.45 -0.18 -0.44 0.44 0.66 1.23 0.82 -0.04 0.25 -1.12 -1.23 -1.08 -1.50 -0.64 0.36 1.31 -0.95 -0.12

P02763 0.3859456 0 1.31 2.47 19.67 44.780001 18 27.6666667 A1AG1_HUMANAlpha-1-acid glycoprotein 1 (AGP 1) (Orosomucoid-1) (OMD 1)ORM1 AGP1 0.36 0.57 0.44 0.21 1.10 3.03 1.02 0.98 1.19 3.30 1.16 0.66 1.16 1.80 0.90 0.83 2.24 0.89 1.17 1.15 1.75 0.24 -0.59 0.25 0.91 -0.15 -0.26 1.19 -0.18 0.20 0.22 1.62 0.03 -0.02 0.29 -1.43 -0.80 -1.15 -2.23 0.15 0.37 1.31 -0.94 -0.17

P07358 0.40271976 0 1.30 2.46 27.73 27.7500004 15 28.6666667 CO8B_HUMANComplement component C8 beta chain (Complement component 8 subunit beta)C8B 0.51 0.37 0.61 0.44 0.55 1.67 1.82 1.38 1.30 2.11 1.29 0.90 1.21 2.64 0.73 0.90 1.20 1.24 1.60 1.69 1.10 0.40 -0.13 0.31 1.46 -0.46 -0.15 0.29 0.30 0.65 0.78 0.76 0.87 0.47 0.41 -0.92 -1.41 -0.66 -1.14 -0.84 0.47 1.30 -0.83 0.02

P06276 0.4088704 0 1.27 2.42 6.47 7.14299977 3 4.33333333 CHLE_HUMANCholinesterase (EC 3.1.1.8) (Acylcholine acylhydrolase) (Butyrylcholine esterase) (Choline esterase II) (Pseudocholinesterase)BCHE CHE1 0.34 0.58 0.50 0.39 0.59 1.25 1.86 1.63 1.12 1.34 1.13 1.26 1.50 1.88 0.81 0.99 1.05 1.43 1.50 1.31 0.45 0.21 0.35 0.62 0.97 -0.31 -0.01 0.10 0.51 0.56 0.40 0.34 0.90 0.71 0.20 -1.53 -0.77 -0.96 -1.31 -0.74 0.40 1.27 -0.87 0.07

P02749 0.36437839 0 1.27 2.40 16.88 29.5700014 13 10.6666667 APOH_HUMANBeta-2-glycoprotein 1 (APC inhibitor) (Activated protein C-binding protein) (Anticardiolipin cofactor) (Apolipoprotein H) (Apo-H) (Beta-2-glycoprotein I) (B2GPI) (Beta(2)GPI)APOH B2G1 0.38 0.36 0.29 0.23 0.63 1.49 0.94 0.54 0.70 1.73 9.47 0.65 1.09 1.67 0.63 0.51 0.54 0.54 0.49 1.32 0.81 3.27 -0.61 0.15 0.80 -0.66 -0.97 -0.88 -0.89 -1.06 0.41 0.59 -0.09 -0.87 -0.47 -1.36 -1.46 -1.76 -2.09 -0.65 -0.03 1.27 -1.30 -0.44

P04196 0.38007607 0 1.26 2.40 25.97 31.2400013 18 24.6666667 HRG_HUMANHistidine-rich glycoprotein (Histidine-proline-rich glycoprotein) (HPRG)HRG 0.31 0.47 0.60 0.49 0.63 1.70 1.69 1.30 1.36 1.79 1.64 0.71 0.65 3.76 0.93 0.62 1.51 0.92 1.61 1.66 0.86 0.75 -0.48 -0.59 1.98 -0.11 -0.68 0.62 -0.13 0.67 0.75 0.79 0.75 0.38 0.48 -1.65 -1.09 -0.70 -1.00 -0.64 0.40 1.26 -0.86 -0.07

P01860 0.36331418 0 1.23 2.34 14.45 72.9399979 140 21 IGHG3_HUMANIg gamma-3 chain C region (HDC) (Heavy chain disease protein)IGHG3 0.38 0.40 0.58 0.29 0.88 0.74 1.61 2.06 1.12 5.41 1.06 0.48 1.96 1.96 0.79 0.38 1.47 1.21 1.19 1.38 2.46 0.12 -1.05 1.00 1.03 -0.34 -1.39 0.58 0.27 0.22 0.48 -0.41 0.69 1.05 0.19 -1.38 -1.30 -0.75 -1.75 -0.18 0.33 1.23 -0.90 -0.03

Q14624 0.3667999 0 1.22 2.32 34.03 25.8100003 20 17 ITIH4_HUMANInter-alpha-trypsin inhibitor heavy chain H4 (ITI heavy chain H4) (ITI-HC4) (Inter-alpha-inhibitor heavy chain 4) (Inter-alpha-trypsin inhibitor family heavy chain-related protein) (IHRP) (Plasma kallikrein sensitive glycoprotein 120) (Gp120) (PK-120) [Cleaved into: 70 kDa inter-alpha-trypsin inhibitor heavy chain H4; 35 kDa inter-alpha-trypsin inhibitor heavy chain H4]ITIH4 IHRP ITIHL1 PK120 PRO18510.46 0.47 0.41 0.58 0.60 2.10 2.14 1.26 1.13 2.19 1.74 0.67 1.16 2.22 0.47 0.73 1.21 0.94 1.28 2.28 1.16 0.83 -0.56 0.25 1.21 -1.09 -0.45 0.30 -0.09 0.33 1.20 1.09 1.10 0.34 0.21 -1.09 -1.09 -1.24 -0.76 -0.72 0.39 1.22 -0.83 -0.07

P08603 0.38743167 0 1.22 2.32 81.34 41.7499989 53 46.6666667 CFAH_HUMANComplement factor H (H factor 1)CFH HF HF1 HF2 0.34 0.53 0.65 0.42 0.57 1.72 1.54 1.13 1.05 2.48 1.63 0.79 1.61 2.14 0.67 0.71 1.16 1.08 1.55 1.91 1.34 0.74 -0.33 0.72 1.16 -0.58 -0.50 0.24 0.10 0.61 0.95 0.80 0.63 0.19 0.11 -1.52 -0.92 -0.59 -1.23 -0.81 0.41 1.22 -0.80 0.24

P11678 0.34058429 0 1.20 2.30 20.83 20.0000003 17 8.66666667 PERE_HUMANEosinophil peroxidase (EPO) (EC 1.11.1.7) [Cleaved into: Eosinophil peroxidase light chain; Eosinophil peroxidase heavy chain]EPX EPER EPO EPP 0.08 0.29 0.57 0.51 0.49 0.14 0.81 1.12 1.00 0.52 0.31 0.48 1.48 2.24 0.46 1.22 7.40 0.54 0.67 1.25 -0.92 -1.64 -1.04 0.60 1.23 -1.12 0.29 2.91 -0.89 -0.60 0.34 -2.83 -0.30 0.17 0.03 -3.65 -1.80 -0.77 -0.94 -1.03 -0.25 1.20 -1.45 -0.52

P00736 0.34731806 0 1.20 2.30 6.7 6.66700006 5 4 C1R_HUMAN Complement C1r subcomponent (EC 3.4.21.41) (Complement component 1 subcomponent r) [Cleaved into: Complement C1r subcomponent heavy chain; Complement C1r subcomponent light chain]C1R 0.46 0.51 0.62 0.46 0.52 1.53 1.22 1.08 1.23 4.08 1.43 0.63 1.44 3.28 0.70 0.81 0.81 0.94 1.07 1.90 2.05 0.55 -0.66 0.56 1.77 -0.52 -0.31 -0.28 -0.10 0.08 0.94 0.63 0.29 0.12 0.34 -1.09 -0.95 -0.65 -1.08 -0.93 0.37 1.20 -0.83 -0.31

P01857 0.41777698 0 1.20 2.29 97.27 86.6699994 211 184 IGHG1_HUMANIg gamma-1 chain C regionIGHG1 0.34 0.46 0.53 0.31 0.51 1.08 1.49 1.28 1.20 2.29 2.17 0.60 1.57 2.53 0.65 0.75 1.01 1.00 1.04 1.75 1.22 1.14 -0.73 0.68 1.40 -0.62 -0.41 0.04 0.00 0.03 0.82 0.13 0.57 0.37 0.29 -1.51 -1.12 -0.88 -1.63 -0.96 0.33 1.20 -0.87 0.90

P02647 0.34707411 0 1.19 2.28 36.95 63.6699975 39 62 APOA1_HUMANApolipoprotein A-I (Apo-AI) (ApoA-I) (Apolipoprotein A1) [Cleaved into: Truncated apolipoprotein A-I (Apolipoprotein A-I(1-242))]APOA1 0.32 0.36 0.30 1.07 0.56 2.24 2.34 0.87 1.10 1.29 1.37 0.49 1.48 2.31 0.43 0.72 1.25 0.64 1.19 2.18 0.40 0.48 -1.01 0.60 1.27 -1.22 -0.47 0.35 -0.66 0.22 1.14 1.18 1.23 -0.19 0.18 -1.61 -1.46 -1.69 0.14 -0.83 0.23 1.19 -0.95 -0.27

P02652 0.34856535 0 1.18 2.27 6.24 37.0000005 7 24.3333333 APOA2_HUMANApolipoprotein A-II (Apo-AII) (ApoA-II) (Apolipoprotein A2) [Cleaved into: Truncated apolipoprotein A-II (Apolipoprotein A-II(1-76))]APOA2 0.31 0.32 0.44 0.77 0.48 2.20 2.17 0.90 0.91 1.41 1.12 0.49 1.60 2.03 0.60 0.56 1.01 0.60 1.06 2.03 0.52 0.19 -1.02 0.71 1.08 -0.73 -0.84 0.03 -0.75 0.05 1.04 1.16 1.12 -0.15 -0.09 -1.65 -1.63 -1.14 -0.34 -1.04 0.15 1.18 -1.03 -0.37

P00748 0.34500947 0 1.17 2.25 13.06 17.0699999 8 6.66666667 FA12_HUMANCoagulation factor XII (EC 3.4.21.38) (Hageman factor) (HAF) [Cleaved into: Coagulation factor XIIa heavy chain; Beta-factor XIIa part 1; Beta-factor XIIa part 2; Coagulation factor XIIa light chain]F12 0.78 0.52 0.53 0.37 0.44 1.85 1.39 1.43 1.05 1.16 1.66 0.70 1.24 3.02 0.92 0.77 0.75 1.16 1.09 1.92 0.24 0.76 -0.50 0.34 1.66 -0.12 -0.37 -0.39 0.22 0.10 0.95 0.90 0.48 0.53 0.10 -0.32 -0.95 -0.87 -1.39 -1.19 0.33 1.17 -0.85 -0.37

P10643 0.35462687 0 1.17 2.25 29.5 28.2299995 21 22 CO7_HUMAN Complement component C7C7 0.45 0.44 0.55 0.41 0.58 1.06 1.10 1.05 0.93 2.77 1.43 0.61 1.80 2.96 0.59 0.79 0.93 1.17 1.20 2.07 1.50 0.54 -0.71 0.88 1.63 -0.76 -0.34 -0.08 0.23 0.24 1.07 0.11 0.14 0.07 -0.07 -1.10 -1.16 -0.82 -1.27 -0.78 0.30 1.17 -0.87 -0.11

P00747 0.34205275 0 1.17 2.24 56.98 43.3299989 34 33.3333333 PLMN_HUMANPlasminogen (EC 3.4.21.7) [Cleaved into: Plasmin heavy chain A; Activation peptide; Angiostatin; Plasmin heavy chain A, short form; Plasmin light chain B]PLG 0.54 0.73 0.60 0.45 0.49 2.20 1.92 1.03 1.22 2.58 1.51 0.64 1.45 3.48 0.72 0.69 1.01 0.94 1.35 2.03 1.39 0.63 -0.62 0.57 1.86 -0.47 -0.53 0.04 -0.10 0.41 1.04 1.16 0.94 0.05 0.32 -0.87 -0.45 -0.70 -1.13 -1.02 0.45 1.17 -0.72 -0.16

P07360 0.36097181 0 1.16 2.24 9.88 49.0099996 7 7.66666667 CO8G_HUMANComplement component C8 gamma chainC8G 0.54 0.54 0.55 0.40 0.60 1.53 1.58 1.26 0.99 2.35 1.41 0.76 1.40 3.29 0.64 0.90 1.20 0.99 1.47 1.68 1.26 0.53 -0.37 0.52 1.78 -0.65 -0.15 0.29 -0.02 0.53 0.76 0.64 0.66 0.34 0.03 -0.86 -0.87 -0.83 -1.30 -0.74 0.41 1.16 -0.75 0.09

P02679 0.38569579 0 1.16 2.23 38.41 49.4500011 33 44.6666667 FIBG_HUMANFibrinogen gamma chainFGG PRO2061 0.25 0.53 0.44 0.32 0.70 2.02 0.66 0.80 0.92 2.52 0.93 0.58 2.35 2.44 0.47 0.84 1.37 0.77 1.38 2.50 1.36 -0.07 -0.78 1.27 1.35 -1.09 -0.25 0.47 -0.38 0.44 1.34 1.03 -0.60 -0.31 -0.09 -1.94 -0.91 -1.15 -1.62 -0.50 0.25 1.16 -0.91 0.65

P13671 0.3546378 0 1.16 2.23 9.1 8.99399966 7 4.66666667 CO6_HUMAN Complement component C6C6 0.43 0.69 0.52 0.33 0.73 1.70 1.41 0.91 1.22 2.25 1.76 0.81 1.56 2.31 0.70 0.69 1.28 1.09 1.38 1.59 1.19 0.84 -0.29 0.68 1.27 -0.51 -0.54 0.38 0.12 0.44 0.69 0.79 0.49 -0.13 0.33 -1.19 -0.52 -0.90 -1.56 -0.44 0.38 1.16 -0.77 -0.04

P19652 0.34380469 0 1.15 2.22 9.7 43.779999 11 8 A1AG2_HUMANAlpha-1-acid glycoprotein 2 (AGP 2) (Orosomucoid-2) (OMD 2)ORM2 AGP2 0.37 0.62 0.76 0.37 0.80 3.24 1.30 1.42 1.40 3.03 1.25 0.87 1.21 2.27 1.10 0.91 0.93 1.06 1.26 1.03 1.62 0.36 -0.20 0.31 1.25 0.13 -0.13 -0.08 0.08 0.30 0.06 1.71 0.38 0.52 0.52 -1.38 -0.67 -0.36 -1.38 -0.30 0.46 1.15 -0.69 -0.07

P07357 0.36235731 0 1.15 2.22 18.77 22.9499996 12 8.66666667 CO8A_HUMANComplement component C8 alpha chain (Complement component 8 subunit alpha)C8A 0.57 0.65 0.49 0.36 0.50 1.57 1.61 1.32 1.21 1.95 1.31 0.77 1.25 2.67 0.66 0.81 1.11 1.04 1.32 1.78 0.99 0.42 -0.36 0.36 1.48 -0.60 -0.30 0.17 0.05 0.38 0.85 0.67 0.69 0.40 0.31 -0.77 -0.62 -0.98 -1.42 -1.00 0.37 1.15 -0.78 0.10

P01008 0.34410896 0 1.14 2.21 39.03 46.3400006 27 32.6666667 ANT3_HUMANAntithrombin-III (ATIII) (Serpin C1)SERPINC1 AT3 PRO03090.69 0.65 0.55 0.39 0.65 2.27 1.28 1.34 1.33 2.42 1.64 0.99 1.13 1.94 1.13 1.00 0.86 1.07 1.56 1.60 1.30 0.74 0.00 0.21 1.02 0.17 0.01 -0.20 0.09 0.61 0.69 1.20 0.36 0.43 0.45 -0.49 -0.62 -0.83 -1.32 -0.61 0.47 1.14 -0.67 -0.16

P01009 0.34799446 0 1.14 2.21 71.15 69.3799973 89 128.666667 A1AT_HUMANAlpha-1-antitrypsin (Alpha-1 protease inhibitor) (Alpha-1-antiproteinase) (Serpin A1) [Cleaved into: Short peptide from AAT (SPAAT)]SERPINA1 AAT PI PRO0684 PRO22091.11 0.40 0.67 0.36 0.52 1.41 1.16 1.38 1.21 2.26 1.74 1.11 1.45 2.04 1.06 1.01 0.91 1.23 1.69 1.44 1.20 0.83 0.16 0.57 1.09 0.09 0.02 -0.11 0.30 0.74 0.54 0.52 0.21 0.47 0.32 0.19 -1.31 -0.53 -1.43 -0.93 0.46 1.14 -0.68 -0.07

P00450 0.35706653 0 1.14 2.20 74.74 46.7599988 65 102.666667 CERU_HUMANCeruloplasmin (EC 1.16.3.1) (Ferroxidase)CP 0.63 0.62 0.47 0.34 0.63 1.56 1.21 1.20 1.08 2.12 1.58 0.99 1.46 2.65 0.67 0.72 1.33 1.10 1.29 1.90 1.10 0.69 0.00 0.58 1.47 -0.58 -0.47 0.44 0.14 0.35 0.94 0.66 0.27 0.27 0.15 -0.63 -0.69 -1.05 -1.52 -0.65 0.40 1.14 -0.74 0.11

P02671 0.39118225 0 1.14 2.20 48.6 29.1000009 53 49 FIBA_HUMANFibrinogen alpha chain [Cleaved into: Fibrinopeptide A; Fibrinogen alpha chain]FGA 0.25 0.54 0.43 0.34 0.65 1.91 0.73 0.83 1.28 2.66 0.94 0.57 2.27 2.26 0.47 0.93 1.34 0.67 1.16 2.47 1.43 -0.06 -0.79 1.21 1.24 -1.09 -0.10 0.45 -0.57 0.19 1.32 0.95 -0.45 -0.26 0.39 -1.97 -0.89 -1.16 -1.51 -0.61 0.26 1.14 -0.88 0.85

P00738 0.36645916 0 1.13 2.19 72.73 72.9099989 98 89.6666667 HPT_HUMAN Haptoglobin (Zonulin) [Cleaved into: Haptoglobin alpha chain; Haptoglobin beta chain]HP 0.32 0.94 0.50 0.32 0.32 1.65 1.01 0.74 1.06 2.13 0.87 1.15 2.19 2.37 0.31 0.62 1.20 0.53 1.83 2.67 1.11 -0.17 0.22 1.16 1.31 -1.67 -0.70 0.28 -0.92 0.85 1.43 0.74 0.02 -0.43 0.13 -1.60 -0.08 -0.96 -1.63 -1.65 0.22 1.13 -0.91 0.46

P55058 0.32280686 0 1.11 2.16 17.79 16.8400005 10 14.6666667 PLTP_HUMANPhospholipid transfer protein (Lipid transfer protein II)PLTP 0.44 0.41 0.64 0.57 0.85 1.89 1.42 1.26 1.06 1.27 2.10 0.68 1.52 2.66 0.84 0.73 0.83 1.68 1.28 1.62 0.36 1.10 -0.53 0.64 1.47 -0.25 -0.45 -0.25 0.74 0.34 0.71 0.94 0.51 0.34 0.11 -1.16 -1.27 -0.60 -0.77 -0.22 0.38 1.11 -0.72 -0.32

P36955 0.3399331 0 1.11 2.15 18.54 30.8600009 13 16.6666667 PEDF_HUMANPigment epithelium-derived factor (PEDF) (Cell proliferation-inducing gene 35 protein) (EPC-1) (Serpin F1)SERPINF1 PEDF PIG350.91 0.42 0.73 0.46 0.50 1.14 1.29 1.07 1.54 2.21 1.58 1.25 1.40 2.48 0.99 1.03 1.07 1.34 1.55 1.21 1.17 0.69 0.34 0.52 1.37 -0.02 0.05 0.12 0.41 0.61 0.29 0.21 0.37 0.10 0.66 -0.10 -1.24 -0.42 -1.10 -0.99 0.46 1.11 -0.65 -0.02

P43652 0.3234644 0 1.05 2.08 25.67 29.2199999 15 18 AFAM_HUMANAfamin (Alpha-albumin) (Alpha-Alb)AFM ALB2 ALBA 0.56 0.77 0.56 0.34 0.74 1.75 1.39 1.29 1.09 1.45 1.78 1.22 1.34 1.87 1.01 0.82 1.32 0.86 1.31 1.25 0.55 0.86 0.30 0.46 0.96 0.02 -0.29 0.43 -0.21 0.37 0.33 0.82 0.48 0.37 0.16 -0.81 -0.37 -0.80 -1.54 -0.43 0.37 1.05 -0.68 -0.13

P29622 0.30902299 0.01724138 1.05 2.07 13.62 23.1900007 8 10.6666667 KAIN_HUMANKallistatin (Kallikrein inhibitor) (Peptidase inhibitor 4) (PI-4) (Serpin A4)SERPINA4 KST PI4 0.79 0.45 0.58 0.58 0.50 1.56 1.66 1.11 1.07 1.32 1.33 0.84 1.17 1.91 1.23 0.73 0.90 1.27 1.20 1.92 0.42 0.44 -0.23 0.26 0.99 0.30 -0.44 -0.12 0.34 0.24 0.96 0.66 0.73 0.16 0.13 -0.31 -1.15 -0.74 -0.76 -0.99 0.32 1.05 -0.73 -0.40

Q8N4F0 0.30718012 0.01639344 1.04 2.06 4.12 12.0099999 3 3.33333333 BPIB2_HUMANBPI fold-containing family B member 2 (Bactericidal/permeability-increasing protein-like 1) (BPI-like 1) (Long palate, lung and nasal epithelium carcinoma-associated protein 2) (RYSR)BPIFB2 BPIL1 C20orf184 LPLUNC2 UNQ2489/PRO57760.33 0.35 0.39 0.29 0.93 0.41 0.70 1.04 1.02 0.38 0.48 3.88 1.53 0.76 0.82 0.47 1.91 0.99 1.95 1.31 -1.38 -1.03 1.97 0.65 -0.34 -0.28 -1.09 0.95 -0.02 0.94 0.41 -1.27 -0.52 0.06 0.07 -1.57 -1.49 -1.32 -1.75 -0.09 -0.06 1.04 -1.10 -0.40

P01859 0.32868441 0 1.02 2.03 36.41 84.0499997 161 38 IGHG2_HUMANIg gamma-2 chain C regionIGHG2 0.31 0.73 0.52 0.39 0.43 0.62 0.97 1.60 0.96 1.45 1.55 0.94 1.81 1.87 0.48 0.70 1.03 1.91 1.22 0.55 0.56 0.66 -0.08 0.89 0.97 -1.07 -0.51 0.07 0.93 0.26 -0.85 -0.66 -0.04 0.69 -0.02 -1.65 -0.45 -0.89 -1.33 -1.20 0.12 1.02 -0.90 0.12

P02774 0.30461736 0.01612903 1.00 2.00 54.5 63.0800009 41 62.6666667 VTDB_HUMANVitamin D-binding protein (DBP) (VDB) (Gc-globulin) (Group-specific component)GC 0.65 0.71 0.61 0.41 0.67 1.86 1.11 1.01 1.00 1.67 1.59 0.96 1.18 1.87 1.25 0.87 1.18 1.11 1.52 1.79 0.76 0.70 -0.05 0.27 0.97 0.33 -0.20 0.26 0.15 0.58 0.85 0.91 0.16 0.02 0.04 -0.59 -0.48 -0.67 -1.25 -0.56 0.38 1.00 -0.62 -0.15

P08637 0.31206063 0.01785714 1.00 2.00 9.23 17.7200005 5 4.66666667 FCG3A_HUMANLow affinity immunoglobulin gamma Fc region receptor III-A (CD16a antigen) (Fc-gamma RIII-alpha) (Fc-gamma RIII) (Fc-gamma RIIIa) (FcRIII) (FcRIIIa) (FcR-10) (IgG Fc receptor III-2) (CD antigen CD16a)FCGR3A CD16A FCG3 FCGR3 IGFR30.54 0.59 0.64 0.58 0.79 1.67 1.84 1.38 1.19 1.84 1.25 1.49 1.49 1.79 0.75 1.26 1.08 1.14 1.32 1.35 0.90 0.35 0.59 0.61 0.91 -0.42 0.33 0.13 0.18 0.37 0.45 0.76 0.88 0.47 0.29 -0.85 -0.77 -0.60 -0.75 -0.33 0.45 1.00 -0.54 0.03

P05156 0.3094763 0.01754386 0.98 1.97 20.15 21.7800006 11 10.6666667 CFAI_HUMANComplement factor I (EC 3.4.21.45) (C3B/C4B inactivator) [Cleaved into: Complement factor I heavy chain; Complement factor I light chain]CFI IF 0.57 0.55 0.66 0.55 0.67 1.93 1.41 1.30 0.91 2.02 1.71 1.08 1.31 1.73 0.79 0.86 1.19 1.05 1.28 1.74 1.04 0.80 0.12 0.42 0.85 -0.34 -0.22 0.28 0.07 0.33 0.81 0.97 0.50 0.39 -0.10 -0.77 -0.86 -0.57 -0.84 -0.56 0.39 0.98 -0.58 0.09

P04114 0.29889236 0.015625 0.98 1.97 80.41 12.0499998 48 51 APOB_HUMANApolipoprotein B-100 (Apo B-100) [Cleaved into: Apolipoprotein B-48 (Apo B-48)]APOB 0.40 0.47 0.50 0.65 0.67 1.66 1.33 0.76 1.02 1.54 0.78 0.51 1.76 1.81 0.62 0.81 1.84 0.92 1.34 2.11 0.65 -0.33 -0.95 0.85 0.92 -0.70 -0.30 0.90 -0.13 0.40 1.09 0.75 0.41 -0.39 0.07 -1.30 -1.07 -0.96 -0.58 -0.55 0.22 0.98 -0.76 -0.11

P02768 0.28920277 0.01428571 0.97 1.96 223.54 85.710001 471 932.333333 ALBU_HUMANSerum albuminALB GIG20 GIG42 PRO0903 PRO1708 PRO2044 PRO2619 PRO2675 UNQ696/PRO13410.47 0.97 0.65 0.36 0.65 2.12 1.10 0.91 1.03 1.87 1.54 0.99 0.99 2.37 1.13 0.73 0.81 1.11 1.46 1.40 0.92 0.66 0.00 0.02 1.31 0.17 -0.45 -0.28 0.15 0.52 0.50 1.10 0.14 -0.13 0.08 -1.04 -0.04 -0.58 -1.45 -0.62 0.31 0.97 -0.66 -0.22

P02675 0.33213664 0 0.97 1.96 43.85 62.9299998 46 50.6666667 FIBB_HUMANFibrinogen beta chain [Cleaved into: Fibrinopeptide B; Fibrinogen beta chain]FGB 0.36 0.62 0.51 0.38 0.75 2.02 0.78 0.89 1.09 2.45 0.96 0.66 2.19 2.29 0.49 0.89 1.44 0.75 1.33 2.22 1.32 -0.02 -0.59 1.16 1.26 -1.04 -0.17 0.55 -0.42 0.38 1.17 1.03 -0.35 -0.15 0.16 -1.45 -0.69 -0.92 -1.36 -0.40 0.29 0.97 -0.69 0.70

B0I1T2 0.30876231 0.01694915 0.97 1.96 8.21 8.74300003 5 4 MYO1G_HUMANUnconventional myosin-Ig [Cleaved into: Minor histocompatibility antigen HA-2 (mHag HA-2)]MYO1G HA2 0.51 0.71 0.54 0.47 0.83 1.42 2.10 1.39 1.66 1.12 1.11 0.79 1.47 1.37 0.84 1.64 1.42 1.20 1.46 1.08 0.18 0.18 -0.33 0.59 0.52 -0.26 0.72 0.53 0.26 0.52 0.12 0.53 1.07 0.48 0.77 -0.94 -0.48 -0.85 -1.05 -0.26 0.39 0.97 -0.58 0.14

P02790 0.28865859 0.01408451 0.96 1.95 41.11 56.7099989 39 71.6666667 HEMO_HUMANHemopexin (Beta-1B-glycoprotein)HPX 0.59 0.87 0.67 0.39 0.74 2.48 1.28 1.14 1.12 1.95 1.37 1.04 1.13 2.33 1.18 0.90 0.96 1.14 1.38 1.16 0.99 0.48 0.07 0.21 1.28 0.24 -0.14 -0.03 0.19 0.44 0.23 1.33 0.36 0.20 0.20 -0.73 -0.20 -0.55 -1.32 -0.42 0.40 0.96 -0.56 -0.13

O75636 0.29749963 0.01538462 0.96 1.95 18.7 43.1400001 20 14.6666667 FCN3_HUMANFicolin-3 (Collagen/fibrinogen domain-containing lectin 3 p35) (Collagen/fibrinogen domain-containing protein 3) (Hakata antigen)FCN3 FCNH HAKA1 0.34 0.73 0.63 0.46 0.55 1.90 1.05 0.92 1.21 2.65 1.25 0.45 0.53 3.20 0.69 0.69 0.96 1.17 1.67 1.79 1.43 0.35 -1.15 -0.89 1.74 -0.54 -0.53 -0.04 0.22 0.71 0.86 0.94 0.07 -0.11 0.31 -1.52 -0.44 -0.63 -1.07 -0.85 0.23 0.96 -0.73 0.10

P04003 0.28490004 0.01351351 0.96 1.94 27.33 30.8200002 20 25 C4BPA_HUMANC4b-binding protein alpha chain (C4bp) (Proline-rich protein) (PRP)C4BPA C4BP 0.57 0.56 0.70 0.76 0.44 1.93 1.09 0.97 0.73 2.70 1.16 0.71 1.38 2.40 0.75 1.29 1.06 0.86 1.69 1.71 1.46 0.25 -0.49 0.49 1.33 -0.41 0.37 0.11 -0.22 0.73 0.79 0.97 0.13 -0.03 -0.41 -0.76 -0.82 -0.47 -0.36 -1.16 0.34 0.96 -0.62 -0.15

P02787 0.29345736 0.01515152 0.95 1.93 131.38 73.0700016 182 304.666667 TRFE_HUMANSerotransferrin (Transferrin) (Beta-1 metal-binding globulin) (Siderophilin)TF PRO1400 0.70 0.84 0.71 0.34 0.63 2.12 1.16 1.18 1.10 2.07 1.53 1.14 1.25 2.56 1.18 0.71 0.94 1.04 1.35 1.39 1.07 0.64 0.20 0.35 1.42 0.24 -0.48 -0.06 0.05 0.41 0.49 1.10 0.21 0.25 0.17 -0.47 -0.25 -0.45 -1.52 -0.65 0.40 0.95 -0.55 0.06

P04217 0.27772314 0.01298701 0.94 1.92 22.02 30.0999999 15 13 A1BG_HUMANAlpha-1B-glycoprotein (Alpha-1-B glycoprotein)A1BG 0.73 0.71 0.51 0.43 0.81 2.03 1.13 1.19 1.22 2.92 1.47 0.83 1.12 2.13 0.82 0.84 1.28 0.82 1.13 1.54 1.57 0.58 -0.25 0.20 1.15 -0.29 -0.25 0.38 -0.29 0.16 0.63 1.04 0.18 0.26 0.32 -0.42 -0.49 -0.92 -1.18 -0.29 0.36 0.94 -0.58 -0.18

P04839 0.27304031 0.0125 0.93 1.90 10.21 13.3300006 8 9 CY24B_HUMANCytochrome b-245 heavy chain (EC 1.-.-.-) (CGD91-phox) (Cytochrome b(558) subunit beta) (Cytochrome b558 subunit beta) (Heme-binding membrane glycoprotein gp91phox) (NADPH oxidase 2) (Neutrophil cytochrome b 91 kDa polypeptide) (Superoxide-generating NADPH oxidase heavy chain subunit) (gp91-1) (gp91-phox) (p22 phagocyte B-cytochrome)CYBB NOX2 0.53 0.61 0.65 0.77 0.60 1.45 2.39 1.63 1.19 1.06 1.53 0.84 1.02 1.85 0.81 1.25 1.58 1.20 1.38 0.63 0.11 0.65 -0.23 0.07 0.95 -0.31 0.33 0.69 0.25 0.44 -0.65 0.56 1.26 0.72 0.29 -0.89 -0.71 -0.59 -0.34 -0.72 0.34 0.93 -0.59 -0.27

P04004 0.27716582 0.01282051 0.90 1.86 20.69 21.9699994 14 19.3333333 VTNC_HUMANVitronectin (VN) (S-protein) (Serum-spreading factor) (V75) [Cleaved into: Vitronectin V65 subunit; Vitronectin V10 subunit; Somatomedin-B]VTN 0.70 0.59 0.60 0.54 0.68 1.77 1.30 0.99 1.16 1.81 1.77 0.89 1.46 2.00 0.72 0.69 1.40 0.86 1.18 1.90 0.88 0.86 -0.16 0.58 1.06 -0.48 -0.54 0.50 -0.22 0.21 0.94 0.84 0.38 0.00 0.25 -0.49 -0.75 -0.71 -0.86 -0.54 0.34 0.90 -0.56 -0.01

P06727 0.27433606 0.01265823 0.89 1.85 36.99 57.069999 34 20.6666667 APOA4_HUMANApolipoprotein A-IV (Apo-AIV) (ApoA-IV) (Apolipoprotein A4)APOA4 0.52 0.51 0.30 0.72 0.60 3.25 2.47 0.82 1.47 0.83 1.97 0.41 1.93 1.24 0.40 0.97 0.57 0.62 0.76 1.49 -0.24 1.01 -1.26 0.98 0.38 -1.33 -0.04 -0.79 -0.71 -0.42 0.59 1.72 1.31 -0.27 0.59 -0.91 -0.97 -1.72 -0.44 -0.72 0.10 0.89 -0.79 0.02

O43866 0.29032842 0.01449275 0.88 1.84 33.99 51.5900016 23 28.6666667 CD5L_HUMANCD5 antigen-like (CT-2) (IgM-associated peptide) (SP-alpha)CD5L API6 UNQ203/PRO2290.26 0.54 0.40 0.54 1.10 1.25 1.66 0.86 1.12 4.28 1.53 0.33 1.95 3.29 0.43 0.70 0.75 0.74 0.98 1.16 2.12 0.65 -1.59 1.00 1.78 -1.23 -0.51 -0.40 -0.45 -0.05 0.23 0.34 0.73 -0.21 0.20 -1.92 -0.88 -1.27 -0.86 0.15 0.17 0.88 -0.71 0.53

P02753 0.25799624 0.02222222 0.88 1.84 5.79 25.8700013 4 2.66666667 RET4_HUMANRetinol-binding protein 4 (Plasma retinol-binding protein) (PRBP) (RBP) [Cleaved into: Plasma retinol-binding protein(1-182); Plasma retinol-binding protein(1-181); Plasma retinol-binding protein(1-179); Plasma retinol-binding protein(1-176)]RBP4 PRO2222 0.55 0.57 0.44 0.74 0.92 2.42 1.74 0.83 1.12 1.00 1.30 1.00 1.08 3.64 0.90 0.77 1.13 1.07 1.10 1.05 0.03 0.41 0.02 0.15 1.93 -0.15 -0.38 0.20 0.10 0.11 0.09 1.30 0.80 -0.26 0.20 -0.82 -0.79 -1.15 -0.39 -0.10 0.30 0.88 -0.57 -0.20

P01031 0.26136988 0.02298851 0.88 1.84 71.57 24.0500003 48 67.3333333 CO5_HUMAN Complement C5 (C3 and PZP-like alpha-2-macroglobulin domain-containing protein 4) [Cleaved into: Complement C5 beta chain; Complement C5 alpha chain; C5a anaphylatoxin; Complement C5 alpha' chain]C5 CPAMD4 0.75 0.60 0.92 0.54 0.54 1.38 1.13 1.15 1.05 2.44 1.33 0.73 1.26 2.16 1.06 0.76 0.98 1.52 1.55 1.80 1.31 0.44 -0.44 0.36 1.17 0.08 -0.39 0.00 0.60 0.61 0.86 0.48 0.18 0.21 0.11 -0.37 -0.73 -0.07 -0.86 -0.87 0.37 0.88 -0.50 -0.13

P01834 0.26763365 0.02380952 0.87 1.82 76.69 84.9099994 257 361.666667 IGKC_HUMANIg kappa chain C regionIGKC 0.55 0.72 1.22 0.46 0.60 1.19 1.19 1.94 1.31 2.07 1.85 0.68 1.95 2.72 0.76 0.73 1.32 1.17 1.55 1.18 1.08 0.92 -0.53 1.00 1.51 -0.40 -0.44 0.42 0.23 0.61 0.25 0.26 0.25 0.97 0.42 -0.83 -0.46 0.32 -1.09 -0.71 0.44 0.87 -0.43 0.17

P01024 0.26997136 0.01219512 0.86 1.82 306.11 75.7099986 401 703.333333 CO3_HUMAN Complement C3 (C3 and PZP-like alpha-2-macroglobulin domain-containing protein 1) [Cleaved into: Complement C3 beta chain; Complement C3 alpha chain; C3a anaphylatoxin; Acylation stimulating protein (ASP) (C3adesArg); Complement C3b alpha' chain; Complement C3c alpha' chain fragment 1; Complement C3dg fragment; Complement C3g fragment; Complement C3d fragment; Complement C3f fragment; Complement C3c alpha' chain fragment 2]C3 CPAMD1 0.70 0.61 0.75 0.56 0.63 1.51 1.32 1.25 1.08 1.56 1.56 1.11 1.28 1.51 1.10 0.80 1.08 0.97 1.50 1.84 0.66 0.67 0.16 0.38 0.66 0.13 -0.31 0.14 -0.05 0.56 0.89 0.62 0.40 0.33 0.15 -0.48 -0.70 -0.37 -0.80 -0.65 0.36 0.86 -0.51 -0.03

P02649 0.26526023 0.02352941 0.84 1.79 31.01 45.4299986 23 26.3333333 APOE_HUMANApolipoprotein E (Apo-E)APOE 0.65 0.41 0.40 0.89 0.91 1.23 1.68 1.39 1.16 2.07 1.03 0.86 2.00 1.62 0.57 0.75 1.29 1.09 1.00 1.64 1.07 0.08 -0.20 1.03 0.76 -0.81 -0.41 0.39 0.12 -0.03 0.73 0.31 0.75 0.49 0.25 -0.58 -1.27 -1.27 -0.13 -0.12 0.30 0.84 -0.53 0.15

P0C0L5 0.2439445 0.03191489 0.82 1.77 194.08 56.5900028 213 227 CO4B_HUMANComplement C4-B (Basic complement C4) (C3 and PZP-like alpha-2-macroglobulin domain-containing protein 3) [Cleaved into: Complement C4 beta chain; Complement C4-B alpha chain; C4a anaphylatoxin; C4b-B; C4d-B; Complement C4 gamma chain]C4B CO4 CPAMD3; C4B_20.96 0.56 0.77 0.46 0.72 1.47 1.10 0.94 1.05 1.49 1.28 1.13 1.75 1.36 1.05 0.94 1.23 0.93 1.36 2.09 0.59 0.38 0.19 0.84 0.50 0.07 -0.09 0.33 -0.11 0.42 1.08 0.58 0.13 -0.08 0.11 -0.03 -0.83 -0.33 -1.08 -0.46 0.33 0.82 -0.49 -0.22

P05164 0.26840694 0.02409639 0.82 1.76 50.35 42.6800013 47 27.3333333 PERM_HUMANMyeloperoxidase (MPO) (EC 1.11.2.2) [Cleaved into: Myeloperoxidase; 89 kDa myeloperoxidase; 84 kDa myeloperoxidase; Myeloperoxidase light chain; Myeloperoxidase heavy chain]MPO 0.11 0.20 0.10 0.15 1.10 0.15 0.15 0.31 0.75 0.46 0.25 0.29 0.47 0.25 0.18 0.35 9.92 0.68 0.74 0.93 -1.09 -1.96 -1.77 -1.04 -1.95 -2.51 -1.52 3.33 -0.55 -0.46 -0.09 -2.73 -2.77 -1.68 -0.37 -3.21 -2.34 -3.21 -2.70 0.15 -1.15 0.82 -1.96 -0.47

P11215 0.23207423 0.03846154 0.82 1.76 18.41 10.2399997 11 10 ITAM_HUMANIntegrin alpha-M (CD11 antigen-like family member B) (CR-3 alpha chain) (Cell surface glycoprotein MAC-1 subunit alpha) (Leukocyte adhesion receptor MO1) (Neutrophil adherence receptor) (CD antigen CD11b)ITGAM CD11B CR3A0.43 0.66 0.77 0.38 1.32 1.21 1.89 1.50 1.21 0.98 1.06 0.63 1.30 1.20 0.83 1.21 3.02 0.83 1.26 0.84 -0.01 0.12 -0.65 0.42 0.33 -0.27 0.28 1.62 -0.28 0.31 -0.24 0.29 0.92 0.59 0.31 -1.19 -0.59 -0.34 -1.35 0.42 0.25 0.82 -0.57 -0.35

P04206 0.26252583 0.02325581 0.80 1.74 6 88.0699992 71 5 KV307_HUMANIg kappa chain V-III region GOL (Rheumatoid factor)0 0.48 0.70 1.25 0.46 0.49 1.05 1.36 1.64 1.36 2.70 1.63 0.56 3.09 2.02 0.64 0.55 1.17 0.98 1.32 1.06 1.45 0.73 -0.81 1.66 1.08 -0.66 -0.86 0.25 -0.04 0.38 0.10 0.09 0.45 0.72 0.48 -1.03 -0.51 0.37 -1.09 -1.02 0.34 0.80 -0.46 0.52

P10909 0.22049977 0.04237288 0.79 1.73 32.1 33.8499993 32 33.6666667 CLUS_HUMANClusterin (Aging-associated gene 4 protein) (Apolipoprotein J) (Apo-J) (Complement cytolysis inhibitor) (CLI) (Complement-associated protein SP-40,40) (Ku70-binding protein 1) (NA1/NA2) (Testosterone-repressed prostate message 2) (TRPM-2) [Cleaved into: Clusterin beta chain (ApoJalpha) (Complement cytolysis inhibitor a chain); Clusterin alpha chain (ApoJbeta) (Complement cytolysis inhibitor b chain)]CLU APOJ CLI KUB1 AAG40.59 0.55 0.71 0.99 0.85 1.23 1.16 1.28 1.07 1.22 1.34 1.30 1.45 1.85 1.06 0.85 1.39 1.11 1.35 1.38 0.31 0.45 0.39 0.57 0.95 0.08 -0.24 0.49 0.15 0.41 0.48 0.32 0.22 0.37 0.13 -0.73 -0.85 -0.45 0.03 -0.22 0.34 0.79 -0.45 -0.47

P02766 0.23102795 0.03738318 0.78 1.72 20.07 68.7099993 20 18 TTHY_HUMANTransthyretin (ATTR) (Prealbumin) (TBPA)TTR PALB 0.80 0.67 0.99 0.46 0.66 2.33 1.44 1.17 1.60 1.39 1.75 1.04 0.99 2.61 1.15 0.69 0.65 0.95 1.56 0.99 0.49 0.84 0.07 0.02 1.45 0.20 -0.52 -0.60 -0.07 0.62 0.01 1.24 0.53 0.23 0.72 -0.28 -0.58 0.03 -1.09 -0.59 0.35 0.78 -0.43 -0.08

P01708 0.25637859 0.02173913 0.77 1.71 4 39.4499987 7 3.66666667 LV205_HUMANIg lambda chain V-II region BUR0 0.52 0.61 1.35 0.58 0.49 1.74 1.32 2.84 1.42 1.41 1.52 0.66 1.45 2.11 0.57 0.83 0.87 1.52 1.03 1.65 0.52 0.64 -0.58 0.57 1.14 -0.82 -0.26 -0.19 0.60 0.02 0.73 0.81 0.40 1.52 0.55 -0.91 -0.71 0.48 -0.74 -1.01 0.38 0.77 -0.39 0.54

P01880 0.23820051 0.03092784 0.77 1.70 16.29 33.5900009 11 20.6666667 IGHD_HUMANIg delta chain C regionIGHD 0.41 0.28 0.74 0.50 1.09 0.86 3.46 1.09 1.45 4.53 0.47 0.51 1.18 1.66 0.71 1.08 0.42 0.54 0.41 2.70 2.20 -1.04 -0.96 0.28 0.79 -0.49 0.11 -1.23 -0.91 -1.30 1.45 -0.19 1.79 0.14 0.57 -1.26 -1.82 -0.39 -0.96 0.14 0.08 0.77 -0.69 0.16

P06313 0.22256263 0.03448276 0.74 1.67 15.21 63.9100015 38 43 KV403_HUMANIg kappa chain V-IV region JI0 0.58 0.72 1.45 0.61 0.59 1.20 1.09 1.44 1.28 3.35 1.67 0.68 2.04 3.09 0.82 0.82 1.09 1.22 1.36 0.97 1.77 0.77 -0.55 1.06 1.69 -0.29 -0.27 0.15 0.28 0.42 -0.03 0.28 0.12 0.53 0.39 -0.76 -0.46 0.58 -0.67 -0.74 0.42 0.74 -0.32 0.12

P08185 0.21490773 0.04 0.73 1.66 9.6 16.0500005 6 4 CBG_HUMAN Corticosteroid-binding globulin (CBG) (Serpin A6) (Transcortin)SERPINA6 CBG 1.47 0.43 0.68 0.61 0.68 1.86 1.41 1.05 1.12 1.69 1.24 0.94 1.20 1.92 0.97 0.84 1.00 1.04 1.27 1.41 0.78 0.34 -0.08 0.30 1.00 -0.04 -0.25 0.03 0.05 0.32 0.51 0.92 0.50 0.08 0.20 0.59 -1.20 -0.52 -0.67 -0.55 0.31 0.73 -0.42 -0.17

P23381 0.23638316 0.02970297 0.72 1.65 24.45 34.8199993 17 12.6666667 SYWC_HUMANTryptophan--tRNA ligase, cytoplasmic (EC 6.1.1.2) (Interferon-induced protein 53) (IFP53) (Tryptophanyl-tRNA synthetase) (TrpRS) (hWRS) [Cleaved into: T1-TrpRS; T2-TrpRS]WARS IFI53 WRS 0.65 0.39 0.70 0.75 0.73 0.95 1.21 0.90 1.22 1.42 0.88 1.08 1.21 1.30 0.77 1.02 1.16 1.10 1.01 2.63 0.53 -0.16 0.12 0.31 0.44 -0.37 0.04 0.24 0.13 -0.01 1.41 -0.05 0.27 -0.14 0.33 -0.59 -1.37 -0.47 -0.37 -0.44 0.21 0.72 -0.52 0.14

P01781 0.23106217 0.03773585 0.72 1.64 10.8 50.8599997 33 15.3333333 HV320_HUMANIg heavy chain V-III region GAL0 0.28 0.54 1.49 0.66 0.69 1.17 1.01 1.98 0.93 3.13 1.22 0.54 1.29 1.83 0.89 0.70 1.36 1.27 1.22 0.79 1.67 0.32 -0.88 0.40 0.94 -0.17 -0.51 0.47 0.34 0.26 -0.32 0.24 0.02 1.00 -0.06 -1.78 -0.87 0.61 -0.55 -0.51 0.25 0.72 -0.47 0.28

P01824 0.23049201 0.03669725 0.71 1.63 6.36 31.7799985 8 3.66666667 HV206_HUMANIg heavy chain V-II region WAH0 0.59 0.54 1.09 0.68 0.61 1.29 1.08 1.59 1.00 1.91 1.70 0.78 1.89 1.86 0.48 0.64 1.27 1.43 1.46 1.42 0.95 0.80 -0.34 0.95 0.96 -1.04 -0.64 0.37 0.51 0.52 0.52 0.39 0.12 0.68 0.03 -0.72 -0.89 0.17 -0.52 -0.70 0.32 0.71 -0.39 0.32

P04430 0.21835644 0.04201681 0.70 1.63 4.13 29.6299994 41 7.33333333 KV122_HUMANIg kappa chain V-I region BAN0 0.80 0.89 1.22 0.43 0.49 1.54 1.18 2.09 1.25 2.11 1.72 0.95 1.38 1.95 0.69 0.66 1.01 1.29 1.14 1.04 1.10 0.81 -0.07 0.50 1.03 -0.53 -0.60 0.04 0.36 0.16 0.07 0.64 0.24 1.07 0.35 -0.29 -0.16 0.33 -1.17 -1.01 0.35 0.70 -0.36 0.14

P30273 0.2146311 0.03968254 0.70 1.62 6 32.5599998 5 4 FCERG_HUMANHigh affinity immunoglobulin epsilon receptor subunit gamma (Fc receptor gamma-chain) (FcRgamma) (Fc-epsilon RI-gamma) (IgE Fc receptor subunit gamma) (FceRI gamma)FCER1G 0.45 0.94 0.86 0.74 0.58 1.43 2.32 1.39 1.39 0.98 1.28 1.09 0.89 1.47 0.77 1.39 0.90 1.13 1.56 0.72 0.00 0.39 0.14 -0.14 0.62 -0.37 0.48 -0.13 0.17 0.62 -0.47 0.54 1.22 0.48 0.51 -1.11 -0.08 -0.18 -0.39 -0.78 0.27 0.70 -0.43 -0.03

Q86UX7 0.20969408 0.04580153 0.68 1.60 21.72 23.24 13 17.6666667 URP2_HUMANFermitin family homolog 3 (Kindlin-3) (MIG2-like protein) (Unc-112-related protein 2)FERMT3 KIND3 MIG2B URP20.76 0.62 0.82 0.73 0.64 1.38 1.51 1.24 1.16 1.14 1.34 0.99 1.20 1.35 0.90 0.95 1.24 1.14 1.51 1.15 0.21 0.45 -0.01 0.30 0.50 -0.16 -0.08 0.34 0.18 0.57 0.21 0.49 0.59 0.31 0.25 -0.35 -0.67 -0.25 -0.41 -0.62 0.28 0.68 -0.40 -0.08

P06702 0.20366544 0.05 0.68 1.60 11.32 56.1399996 20 11.6666667 S10A9_HUMANProtein S100-A9 (Calgranulin-B) (Calprotectin L1H subunit) (Leukocyte L1 complex heavy chain) (Migration inhibitory factor-related protein 14) (MRP-14) (p14) (S100 calcium-binding protein A9)S100A9 CAGB CFAG MRP140.14 0.42 0.33 0.26 1.56 0.26 0.36 0.58 0.90 0.55 0.35 0.48 0.87 0.44 0.35 0.81 6.84 0.82 0.81 1.13 -0.83 -1.47 -1.04 -0.16 -1.13 -1.51 -0.30 2.80 -0.30 -0.33 0.19 -1.93 -1.47 -0.78 -0.11 -2.80 -1.25 -1.54 -1.93 0.66 -0.56 0.68 -1.23 -0.55

P04275 0.21608169 0.04065041 0.67 1.59 8.09 2.13300008 5 6 VWF_HUMANvon Willebrand factor (vWF) [Cleaved into: von Willebrand antigen 2 (von Willebrand antigen II)]VWF F8VWF 0.45 1.01 0.52 0.54 0.63 1.57 0.78 0.69 1.17 2.14 0.81 0.51 1.59 3.45 0.60 0.57 1.18 0.93 1.12 1.44 1.12 -0.28 -0.97 0.71 1.85 -0.73 -0.81 0.26 -0.11 0.14 0.54 0.67 -0.35 -0.52 0.26 -1.12 0.03 -0.90 -0.84 -0.65 0.12 0.67 -0.55 0.20

P08311 0.21266159 0.0390625 0.67 1.59 18.99 50.9800017 18 12.3333333 CATG_HUMANCathepsin G (CG) (EC 3.4.21.20)CTSG 0.17 0.22 0.19 0.29 1.19 0.19 0.28 0.30 0.98 0.50 0.25 0.24 1.29 0.38 0.24 0.41 7.08 0.73 0.96 1.15 -0.96 -1.98 -2.06 0.40 -1.34 -2.03 -1.27 2.85 -0.45 -0.08 0.22 -2.35 -1.84 -1.71 0.01 -2.53 -2.17 -2.36 -1.75 0.27 -0.84 0.67 -1.50 -0.48

P42224 0.2004325 0.04929577 0.64 1.56 7.69 10.0000002 7 4.66666667 STAT1_HUMANSignal transducer and activator of transcription 1-alpha/beta (Transcription factor ISGF-3 components p91/p84)STAT1 0.80 0.64 0.69 0.71 0.78 1.05 1.13 0.97 1.40 1.98 1.09 0.98 1.32 1.21 0.89 1.05 1.12 1.07 1.20 2.00 1.01 0.15 -0.02 0.43 0.34 -0.16 0.07 0.19 0.09 0.24 1.02 0.09 0.18 -0.04 0.52 -0.28 -0.63 -0.50 -0.45 -0.34 0.27 0.64 -0.37 0.00

Q9NZP8 0.20019116 0.04895105 0.64 1.56 6.05 6.36600032 3 3 C1RL_HUMANComplement C1r subcomponent-like protein (C1r-LP) (C1r-like protein) (EC 3.4.21.-) (C1r-like serine protease analog protein) (CLSPa)C1RL C1RL1 C1RLP CLSPA0.75 0.57 0.76 0.75 0.69 1.30 1.37 1.18 1.35 1.27 1.19 0.84 1.01 1.47 0.87 0.75 1.04 0.96 1.20 2.15 0.37 0.29 -0.24 0.05 0.61 -0.20 -0.40 0.08 -0.06 0.24 1.12 0.40 0.46 0.24 0.47 -0.38 -0.81 -0.36 -0.38 -0.51 0.23 0.64 -0.41 -0.02

P01861 0.20626229 0.04347826 0.63 1.54 11.95 75.8400023 165 22.3333333 IGHG4_HUMANIg gamma-4 chain C regionIGHG4 0.55 0.51 0.69 0.41 0.91 0.59 0.83 1.98 0.90 0.42 2.95 0.89 0.68 2.27 0.37 1.59 0.93 2.57 0.85 0.87 -1.21 1.59 -0.16 -0.53 1.25 -1.43 0.68 -0.08 1.36 -0.26 -0.18 -0.75 -0.27 0.99 -0.12 -0.82 -0.98 -0.49 -1.25 -0.12 0.06 0.63 -0.57 0.25

P05109 0.19868357 0.04861111 0.61 1.52 11.29 58.0600023 17 17.3333333 S10A8_HUMANProtein S100-A8 (Calgranulin-A) (Calprotectin L1L subunit) (Cystic fibrosis antigen) (CFAG) (Leukocyte L1 complex light chain) (Migration inhibitory factor-related protein 8) (MRP-8) (p8) (S100 calcium-binding protein A8) (Urinary stone protein band A) [Cleaved into: Protein S100-A8, N-terminally processed]S100A8 CAGA CFAG MRP80.16 0.44 0.36 0.27 0.99 0.25 0.33 0.64 0.73 0.56 0.36 0.50 0.96 0.42 0.37 0.87 5.61 0.68 0.67 0.93 -0.82 -1.45 -0.99 -0.02 -1.19 -1.45 -0.20 2.51 -0.57 -0.61 -0.09 -1.99 -1.58 -0.63 -0.42 -2.57 -1.18 -1.44 -1.87 -0.01 -0.63 0.61 -1.24 -0.36

P09960 0.20960918 0.04545455 0.60 1.51 45.38 43.0400014 27 33.3333333 LKHA4_HUMANLeukotriene A-4 hydrolase (LTA-4 hydrolase) (EC 3.3.2.6) (Leukotriene A(4) hydrolase)LTA4H LTA4 1.16 0.55 0.99 0.59 0.52 1.37 1.39 1.24 1.21 1.13 1.48 1.61 1.16 1.22 1.03 0.95 0.91 1.18 1.51 1.14 0.19 0.59 0.70 0.25 0.35 0.04 -0.07 -0.12 0.23 0.57 0.20 0.47 0.48 0.32 0.31 0.25 -0.85 0.03 -0.73 -0.94 0.30 0.60 -0.30 0.45

P02743 0.21609647 0.04098361 0.60 1.51 5.34 14.8000002 3 3.33333333 SAMP_HUMANSerum amyloid P-component (SAP) (9.5S alpha-1-glycoprotein) [Cleaved into: Serum amyloid P-component(1-203)]APCS PTX2 0.40 1.42 0.56 0.82 0.54 1.06 0.91 0.88 1.03 1.98 1.19 0.53 2.19 1.84 1.10 0.94 1.48 1.38 0.91 1.54 1.01 0.28 -0.91 1.17 0.94 0.13 -0.09 0.59 0.46 -0.16 0.64 0.10 -0.13 -0.18 0.08 -1.28 0.51 -0.80 -0.24 -0.88 0.26 0.60 -0.34 0.67

P27105 -0.20767072 0.04477612 -0.58 1.49 33.22 61.1100018 54 53.6666667 STOM_HUMANErythrocyte band 7 integral membrane protein (Protein 7.2b) (Stomatin)STOM BND7 EPB72 2.02 1.71 2.24 1.14 0.99 1.06 0.64 1.11 0.72 0.91 0.80 0.77 1.08 0.94 1.22 0.85 0.69 1.35 1.13 0.92 -0.12 -0.29 -0.36 0.15 -0.02 0.29 -0.23 -0.51 0.43 0.15 -0.11 0.11 -0.65 0.16 -0.44 1.05 0.78 1.21 0.22 -0.01 -0.10 -0.58 0.48 -0.36

O75351 -0.19836434 0.04827586 -0.58 1.50 17.18 30.4100007 13 7.66666667 VPS4B_HUMANVacuolar protein sorting-associated protein 4B (EC 3.6.4.6) (Cell migration-inducing gene 1 protein) (Suppressor of K(+) transport growth defect 1) (Protein SKD1)VPS4B SKD1 VPS42 MIG11.68 1.38 2.32 1.42 0.85 1.03 0.71 1.12 0.81 1.11 0.72 0.89 0.98 0.73 1.15 0.95 0.60 1.09 0.97 0.79 0.17 -0.44 -0.15 0.00 -0.39 0.20 -0.07 -0.72 0.12 -0.06 -0.33 0.06 -0.49 0.17 -0.27 0.78 0.47 1.25 0.54 -0.22 -0.15 -0.58 0.44 -0.21

Q9UM54 -0.20532349 0.04316547 -0.58 1.50 10.29 6.18200004 6 5.66666667 MYO6_HUMANUnconventional myosin-VI (Unconventional myosin-6)MYO6 KIAA0389 1.63 1.32 2.24 1.17 1.22 0.88 0.78 0.95 0.92 1.11 0.81 0.83 0.82 0.81 1.10 1.13 0.60 1.10 0.89 0.85 0.18 -0.27 -0.26 -0.25 -0.25 0.13 0.18 -0.72 0.13 -0.20 -0.21 -0.17 -0.36 -0.06 -0.09 0.74 0.40 1.20 0.26 0.30 -0.15 -0.58 0.44 -0.29

Q8IWA5 -0.20685234 0.04379562 -0.59 1.50 32.59 22.5199997 18 26.6666667 CTL2_HUMANCholine transporter-like protein 2 (Solute carrier family 44 member 2)SLC44A2 CTL2 PSEC02101.55 2.37 2.49 1.04 0.95 1.13 0.60 1.23 0.81 0.94 0.69 0.72 0.75 0.92 1.44 0.96 0.76 1.50 1.26 0.76 -0.06 -0.51 -0.47 -0.39 -0.06 0.53 -0.06 -0.37 0.58 0.31 -0.38 0.20 -0.74 0.31 -0.26 0.67 1.25 1.36 0.10 -0.07 -0.09 -0.59 0.50 -0.32

P43353 -0.21662864 0.04166667 -0.59 1.51 31.8 42.0899987 36 44.6666667 AL3B1_HUMANAldehyde dehydrogenase family 3 member B1 (EC 1.2.1.5) (Aldehyde dehydrogenase 7)ALDH3B1 ALDH7 1.68 1.95 1.76 1.20 1.09 0.78 0.71 0.88 0.80 0.89 0.98 1.13 0.66 0.82 1.25 1.03 0.66 1.65 0.90 0.57 -0.14 0.00 0.19 -0.57 -0.23 0.32 0.04 -0.57 0.72 -0.17 -0.79 -0.35 -0.49 -0.18 -0.29 0.79 0.97 0.86 0.30 0.14 -0.17 -0.59 0.43 -0.49

Q8WUM4 -0.21367883 0.03937008 -0.60 1.51 80.19 50.6900013 58 76.6666667 PDC6I_HUMANProgrammed cell death 6-interacting protein (PDCD6-interacting protein) (ALG-2-interacting protein 1) (ALG-2-interacting protein X) (Hp95)PDCD6IP AIP1 ALIX KIAA13751.77 1.43 2.12 1.17 1.07 1.18 0.59 1.10 0.77 0.82 0.69 0.94 0.75 0.70 1.06 0.97 0.78 1.16 1.11 0.73 -0.27 -0.50 -0.07 -0.39 -0.45 0.08 -0.04 -0.34 0.20 0.13 -0.45 0.25 -0.76 0.14 -0.34 0.86 0.52 1.12 0.27 0.11 -0.19 -0.60 0.41 -0.40

Q99816 -0.2105208 0.04651163 -0.61 1.53 12.75 24.8699993 10 8 TS101_HUMANTumor susceptibility gene 101 protein (ESCRT-I complex subunit TSG101)TSG101 1.67 1.66 2.22 1.21 0.97 1.06 0.70 1.02 0.85 0.86 0.70 0.99 0.85 0.55 1.29 0.95 0.71 1.20 1.09 0.82 -0.19 -0.49 -0.01 -0.20 -0.81 0.37 -0.07 -0.47 0.26 0.10 -0.27 0.10 -0.50 0.04 -0.21 0.78 0.74 1.19 0.31 -0.03 -0.16 -0.61 0.45 -0.25

P28074 -0.20078619 0.04964539 -0.61 1.53 3.82 12.1699996 3 2 PSB5_HUMANProteasome subunit beta type-5 (EC 3.4.25.1) (Macropain epsilon chain) (Multicatalytic endopeptidase complex epsilon chain) (Proteasome chain 6) (Proteasome epsilon chain) (Proteasome subunit MB1) (Proteasome subunit X)PSMB5 LMPX MB1 X0.76 1.75 0.89 1.32 1.96 1.11 0.55 0.79 0.80 0.84 0.90 0.65 0.73 0.77 0.61 0.70 0.91 0.93 0.74 0.62 -0.23 -0.12 -0.60 -0.43 -0.32 -0.72 -0.51 -0.12 -0.12 -0.47 -0.66 0.17 -0.87 -0.33 -0.29 -0.37 0.81 -0.13 0.44 0.98 -0.37 -0.61 0.24 -0.30

Q8NFJ5 -0.21604426 0.04032258 -0.63 1.54 23.56 32.4900001 36 63.6666667 RAI3_HUMANRetinoic acid-induced protein 3 (G-protein coupled receptor family C group 5 member A) (Orphan G-protein-coupling receptor PEIG-1) (Retinoic acid-induced gene 1 protein) (RAIG-1)GPRC5A GPCR5A RAI3 RAIG11.68 1.63 2.15 0.97 0.79 1.08 0.56 1.07 0.73 0.95 0.66 0.63 0.92 0.72 1.28 0.72 0.39 0.96 0.98 0.66 -0.06 -0.57 -0.66 -0.09 -0.41 0.35 -0.46 -1.32 -0.06 -0.06 -0.60 0.13 -0.82 0.11 -0.43 0.79 0.71 1.14 -0.01 -0.34 -0.33 -0.63 0.30 -0.51

Q9Y624 -0.2210651 0.04273504 -0.65 1.57 15.58 35.1200014 11 10 JAM1_HUMANJunctional adhesion molecule A (JAM-A) (Junctional adhesion molecule 1) (JAM-1) (Platelet F11 receptor) (Platelet adhesion molecule 1) (PAM-1) (CD antigen CD321)F11R JAM1 JCAM UNQ264/PRO3011.64 1.67 2.18 1.24 0.93 1.07 0.68 0.97 0.76 0.74 0.65 0.67 0.79 0.64 0.98 1.12 0.77 1.29 1.46 0.68 -0.41 -0.58 -0.55 -0.31 -0.58 -0.03 0.16 -0.36 0.37 0.52 -0.55 0.12 -0.55 -0.04 -0.37 0.75 0.75 1.17 0.35 -0.09 -0.21 -0.65 0.44 -0.30

Q9HBH0 -0.22548304 0.03478261 -0.65 1.57 12.33 36.9700015 7 8.66666667 RHOF_HUMANRho-related GTP-binding protein RhoF (Rho family GTPase Rif) (Rho in filopodia)RHOF ARHF RIF 1.67 1.66 2.38 1.29 0.76 1.01 0.48 1.07 0.77 0.96 0.57 0.64 0.94 0.99 1.13 0.76 0.65 0.94 1.14 0.78 -0.04 -0.78 -0.62 -0.05 0.05 0.17 -0.39 -0.59 -0.09 0.16 -0.35 0.03 -1.05 0.11 -0.34 0.78 0.74 1.29 0.41 -0.39 -0.25 -0.65 0.40 -0.43

Q99685 -0.23050665 0.03703704 -0.65 1.57 11.84 31.0200006 8 7 MGLL_HUMANMonoglyceride lipase (MGL) (EC 3.1.1.23) (HU-K5) (Lysophospholipase homolog) (Lysophospholipase-like) (Monoacylglycerol lipase) (MAGL)MGLL 1.34 2.04 1.98 1.39 1.13 0.81 0.59 0.89 0.94 1.00 0.60 0.70 0.76 1.04 1.33 1.22 0.52 1.48 1.08 0.65 0.02 -0.71 -0.50 -0.37 0.12 0.42 0.29 -0.91 0.56 0.08 -0.60 -0.28 -0.77 -0.17 -0.05 0.46 1.03 1.03 0.51 0.19 -0.19 -0.65 0.46 -0.45

Q8IX04 -0.22917565 0.03571429 -0.66 1.58 11.62 18.8999996 7 6 UEVLD_HUMANUbiquitin-conjugating enzyme E2 variant 3 (UEV-3) (EV and lactate/malate dehydrogenase domain-containing protein)UEVLD UEV3 2.11 1.43 2.62 1.27 0.80 1.06 0.57 1.17 0.77 0.92 0.54 0.66 0.90 0.76 1.00 0.87 0.83 1.30 1.05 0.83 -0.09 -0.87 -0.59 -0.11 -0.33 0.00 -0.20 -0.25 0.38 0.04 -0.25 0.10 -0.81 0.24 -0.35 1.11 0.52 1.43 0.38 -0.31 -0.21 -0.66 0.46 -0.39

P49368 -0.20766408 0.04444444 -0.67 1.59 22.12 29.1700006 14 12.3333333 TCPG_HUMANT-complex protein 1 subunit gamma (TCP-1-gamma) (CCT-gamma) (hTRiC5)CCT3 CCTG TRIC5 1.13 0.95 0.85 1.88 1.84 0.73 0.77 0.93 0.63 0.78 0.69 0.89 0.71 0.89 0.90 0.75 0.76 0.62 0.64 0.80 -0.34 -0.50 -0.16 -0.47 -0.11 -0.16 -0.41 -0.37 -0.68 -0.67 -0.31 -0.43 -0.38 -0.09 -0.63 0.21 -0.06 -0.20 0.95 0.89 -0.38 -0.67 0.29 -0.08

Q9C0K1 -0.23830427 0.03125 -0.67 1.59 5.59 12.6100004 4 6.33333333 S39A8_HUMANZinc transporter ZIP8 (BCG-induced integral membrane protein in monocyte clone 103 protein) (LIV-1 subfamily of ZIP zinc transporter 6) (LZT-Hs6) (Solute carrier family 39 member 8) (Zrt- and Irt-like protein 8) (ZIP-8)SLC39A8 BIGM103 ZIP8 PP31051.40 2.46 1.92 1.05 1.12 1.06 0.69 0.63 0.55 0.79 0.86 0.88 0.89 0.78 1.31 0.91 0.61 1.28 1.05 0.69 -0.32 -0.19 -0.18 -0.14 -0.30 0.39 -0.14 -0.69 0.35 0.05 -0.52 0.10 -0.54 -0.66 -0.84 0.52 1.30 0.98 0.11 0.18 -0.24 -0.67 0.43 -0.53

P28838 -0.21625932 0.04132231 -0.67 1.59 30.3 36.4199996 19 23.3333333 AMPL_HUMANCytosol aminopeptidase (EC 3.4.11.1) (Leucine aminopeptidase 3) (LAP-3) (Leucyl aminopeptidase) (Peptidase S) (Proline aminopeptidase) (EC 3.4.11.5) (Prolyl aminopeptidase)LAP3 LAPEP PEPS 0.57 2.03 0.64 2.33 1.78 0.54 0.69 0.75 0.75 0.92 0.48 0.65 0.75 0.75 0.59 0.81 0.74 0.69 0.87 1.13 -0.09 -1.02 -0.61 -0.38 -0.35 -0.77 -0.30 -0.41 -0.54 -0.22 0.19 -0.87 -0.54 -0.41 -0.37 -0.78 1.03 -0.60 1.25 0.84 -0.45 -0.67 0.22 -0.40

P60228 -0.20773438 0.04511278 -0.67 1.59 6.49 10.3399999 4 4.66666667 EIF3E_HUMANEukaryotic translation initiation factor 3 subunit E (eIF3e) (Eukaryotic translation initiation factor 3 subunit 6) (Viral integration site protein INT-6 homolog) (eIF-3 p48)EIF3E EIF3S6 INT6 0.79 1.68 0.96 2.13 1.48 0.71 0.71 0.91 0.89 0.62 0.75 0.90 0.76 0.74 1.06 0.98 0.82 0.62 0.67 0.99 -0.67 -0.39 -0.14 -0.35 -0.38 0.09 -0.03 -0.27 -0.70 -0.61 0.00 -0.48 -0.49 -0.13 -0.13 -0.30 0.76 -0.01 1.13 0.58 -0.31 -0.67 0.36 0.01

Q5VW32 -0.22942356 0.03636364 -0.67 1.60 19.67 35.2800012 13 13 BROX_HUMANBRO1 domain-containing protein BROX (BRO1 domain- and CAAX motif-containing protein)BROX BROFTI C1orf581.95 1.63 2.28 1.14 0.81 0.96 0.55 1.04 0.78 1.04 0.62 0.76 0.86 0.77 0.99 0.75 0.67 1.08 1.08 0.76 0.09 -0.67 -0.38 -0.18 -0.32 -0.01 -0.42 -0.55 0.10 0.09 -0.38 -0.04 -0.87 0.07 -0.32 1.00 0.71 1.23 0.22 -0.29 -0.25 -0.67 0.42 -0.34

Q9UN37 -0.22671526 0.03508772 -0.68 1.60 14.12 19.2200005 10 7.33333333 VPS4A_HUMANVacuolar protein sorting-associated protein 4A (EC 3.6.4.6) (Protein SKD2) (VPS4-1) (hVPS4)VPS4A VPS4 1.98 1.37 2.46 1.15 0.75 0.91 0.57 1.04 0.75 1.06 0.62 0.74 0.98 0.80 0.88 0.66 0.55 1.20 0.95 0.74 0.10 -0.67 -0.43 0.00 -0.27 -0.18 -0.59 -0.83 0.26 -0.09 -0.41 -0.12 -0.81 0.07 -0.38 1.02 0.46 1.34 0.24 -0.40 -0.29 -0.68 0.39 -0.34

O43633 -0.23373735 0.02912621 -0.69 1.61 9.35 23.8700002 7 5.33333333 CHM2A_HUMANCharged multivesicular body protein 2a (Chromatin-modifying protein 2a) (CHMP2a) (Putative breast adenocarcinoma marker BC-2) (Vacuolar protein sorting-associated protein 2-1) (Vps2-1) (hVps2-1)CHMP2A BC2 CHMP21.85 1.52 2.37 1.42 0.83 1.05 0.52 1.10 0.75 1.27 0.65 0.79 0.80 0.76 1.13 0.70 0.57 1.24 1.03 0.80 0.36 -0.60 -0.33 -0.30 -0.33 0.18 -0.52 -0.78 0.31 0.02 -0.31 0.09 -0.94 0.14 -0.38 0.92 0.61 1.29 0.55 -0.26 -0.22 -0.69 0.46 -0.34

Q9H6S3 -0.23811644 0.03061224 -0.69 1.62 65.05 50.3499985 59 76.3333333 ES8L2_HUMANEpidermal growth factor receptor kinase substrate 8-like protein 2 (EPS8-like protein 2) (Epidermal growth factor receptor pathway substrate 8-related protein 2) (EPS8-related protein 2)EPS8L2 EPS8R2 PP131811.74 1.52 3.07 0.95 0.92 0.95 0.53 1.08 0.74 0.85 0.65 0.56 0.82 0.76 1.64 0.75 0.43 1.36 0.98 0.81 -0.21 -0.60 -0.82 -0.25 -0.34 0.71 -0.42 -1.21 0.44 -0.05 -0.29 -0.05 -0.92 0.12 -0.40 0.84 0.61 1.66 -0.04 -0.11 -0.28 -0.69 0.41 -0.50

O00560 -0.24036215 0.03157895 -0.69 1.62 48.12 72.149998 70 44.6666667 SDCB1_HUMANSyntenin-1 (Melanoma differentiation-associated protein 9) (MDA-9) (Pro-TGF-alpha cytoplasmic domain-interacting protein 18) (TACIP18) (Scaffold protein Pbp1) (Syndecan-binding protein 1)SDCBP MDA9 SYCL 1.77 1.77 2.40 1.45 0.98 1.13 0.56 1.17 0.92 0.96 0.66 0.80 0.71 0.96 1.05 0.93 0.58 1.33 1.28 0.71 -0.03 -0.56 -0.30 -0.47 0.01 0.07 -0.09 -0.76 0.41 0.33 -0.49 0.19 -0.83 0.23 -0.09 0.86 0.83 1.31 0.57 -0.02 -0.16 -0.69 0.54 -0.33

P49720 -0.22726826 0.03539823 -0.72 1.64 8.8 33.1699997 6 10 PSB3_HUMANProteasome subunit beta type-3 (EC 3.4.25.1) (Proteasome chain 13) (Proteasome component C10-II) (Proteasome theta chain)PSMB3 0.56 1.91 0.65 2.13 2.02 0.46 0.61 0.81 0.52 0.89 0.80 0.79 0.73 1.09 0.69 0.77 0.86 0.49 0.49 0.87 -0.14 -0.30 -0.33 -0.41 0.18 -0.54 -0.36 -0.19 -1.04 -1.06 -0.18 -1.10 -0.72 -0.30 -0.90 -0.79 0.94 -0.58 1.13 1.03 -0.49 -0.72 0.22 -0.39

P25787 -0.21031918 0.04615385 -0.72 1.65 12.09 36.7500007 10 13 PSA2_HUMANProteasome subunit alpha type-2 (EC 3.4.25.1) (Macropain subunit C3) (Multicatalytic endopeptidase complex subunit C3) (Proteasome component C3)PSMA2 HC3 PSC3 0.65 1.79 0.59 2.49 1.67 0.61 0.62 0.83 0.66 0.89 0.66 0.79 1.04 0.89 0.66 0.71 0.71 0.53 0.57 0.97 -0.15 -0.57 -0.33 0.09 -0.11 -0.61 -0.49 -0.47 -0.93 -0.83 -0.03 -0.71 -0.69 -0.26 -0.55 -0.58 0.85 -0.73 1.35 0.75 -0.44 -0.72 0.28 0.03

P53990 -0.24442653 0.03225806 -0.73 1.65 20 29.4 11 15.3333333 IST1_HUMAN IST1 homolog (hIST1) (Putative MAPK-activating protein PM28)IST1 KIAA0174 1.93 1.55 2.54 1.39 0.77 1.03 0.57 1.12 0.66 1.11 0.62 0.70 0.90 0.82 0.98 0.74 0.51 1.26 1.08 0.74 0.17 -0.67 -0.49 -0.12 -0.21 -0.03 -0.43 -0.95 0.33 0.08 -0.43 0.06 -0.81 0.17 -0.56 0.98 0.64 1.38 0.51 -0.36 -0.26 -0.73 0.47 -0.35

Q14203 -0.22918261 0.03603604 -0.73 1.66 13.36 7.19899982 8 6.66666667 DCTN1_HUMANDynactin subunit 1 (150 kDa dynein-associated polypeptide) (DAP-150) (DP-150) (p135) (p150-glued)DCTN1 0.62 1.81 0.60 3.04 1.63 0.69 0.67 0.67 0.75 0.66 0.77 0.71 0.72 0.59 0.77 0.82 0.81 0.62 0.73 0.80 -0.57 -0.35 -0.48 -0.43 -0.69 -0.38 -0.28 -0.28 -0.69 -0.48 -0.31 -0.51 -0.57 -0.58 -0.39 -0.66 0.86 -0.70 1.64 0.72 -0.47 -0.73 0.26 -0.29

P08174 -0.25645268 0.02197802 -0.74 1.67 28.63 44.8799998 24 33.3333333 DAF_HUMAN Complement decay-accelerating factor (CD antigen CD55)CD55 CR DAF 1.54 1.76 2.13 1.35 1.02 1.13 0.60 1.02 0.58 0.85 0.63 0.49 1.11 0.76 1.08 0.85 0.63 0.99 1.08 0.69 -0.21 -0.65 -1.01 0.19 -0.33 0.11 -0.24 -0.65 -0.02 0.08 -0.52 0.19 -0.74 0.04 -0.75 0.66 0.82 1.13 0.47 0.04 -0.30 -0.74 0.44 -0.49

P50991 -0.23113396 0.03809524 -0.75 1.68 21.13 28.2000005 16 13.6666667 TCPD_HUMANT-complex protein 1 subunit delta (TCP-1-delta) (CCT-delta) (Stimulator of TAR RNA-binding)CCT4 CCTD SRB 1.38 1.04 0.73 1.90 2.11 0.74 0.78 0.77 0.71 0.73 0.69 0.95 0.67 0.70 0.85 0.88 0.84 0.63 0.65 0.83 -0.42 -0.51 -0.06 -0.54 -0.45 -0.23 -0.18 -0.23 -0.66 -0.64 -0.25 -0.42 -0.36 -0.38 -0.45 0.50 0.06 -0.41 0.96 1.09 -0.39 -0.75 0.36 -0.04

P19440 -0.23726772 0.03 -0.75 1.69 16.54 19.3299994 9 18.6666667 GGT1_HUMANGamma-glutamyltranspeptidase 1 (GGT 1) (EC 2.3.2.2) (Gamma-glutamyltransferase 1) (Glutathione hydrolase 1) (EC 3.4.19.13) (Leukotriene-C4 hydrolase) (EC 3.4.19.14) (CD antigen CD224) [Cleaved into: Gamma-glutamyltranspeptidase 1 heavy chain; Gamma-glutamyltranspeptidase 1 light chain]GGT1 GGT 0.47 2.15 3.45 1.50 1.10 0.81 0.87 1.59 0.76 0.98 0.99 0.52 0.50 0.55 0.52 0.45 0.44 0.44 2.34 1.32 -0.01 0.01 -0.93 -0.97 -0.81 -0.94 -1.14 -1.16 -1.20 1.20 0.41 -0.28 -0.19 0.68 -0.37 -1.06 1.11 1.83 0.62 0.14 -0.38 -0.75 0.37 -0.40

P05387 -0.20701024 0.04411765 -0.76 1.69 7.72 45.2199996 5 4 RLA2_HUMAN60S acidic ribosomal protein P2 (Renal carcinoma antigen NY-REN-44)RPLP2 D11S2243E RPP20.23 0.30 0.57 3.59 1.55 0.28 0.29 0.67 0.39 0.69 0.41 0.24 0.32 0.71 0.55 0.55 0.40 0.40 0.39 0.53 -0.52 -1.26 -2.03 -1.63 -0.44 -0.87 -0.87 -1.31 -1.34 -1.39 -0.89 -1.81 -1.79 -0.56 -1.34 -2.06 -1.71 -0.78 1.88 0.65 -1.20 -0.76 -0.45 -0.66

Q7LBR1 -0.27061063 0.01234568 -0.78 1.72 10.7 22.6099998 9 7.33333333 CHM1B_HUMANCharged multivesicular body protein 1b (CHMP1.5) (Chromatin-modifying protein 1b) (CHMP1b) (Vacuolar protein sorting-associated protein 46-2) (Vps46-2) (hVps46-2)CHMP1B C18orf2 2.21 1.63 2.57 1.31 0.85 1.14 0.66 1.03 0.75 0.89 0.65 0.74 0.96 0.56 1.06 0.72 0.59 1.16 0.93 0.72 -0.15 -0.60 -0.43 -0.03 -0.78 0.09 -0.47 -0.75 0.21 -0.13 -0.45 0.20 -0.60 0.05 -0.38 1.18 0.71 1.40 0.42 -0.22 -0.28 -0.78 0.50 -0.47

P40199 -0.25840822 0.02272727 -0.79 1.74 9.71 23.5499993 7 7.66666667 CEAM6_HUMANCarcinoembryonic antigen-related cell adhesion molecule 6 (Non-specific crossreacting antigen) (Normal cross-reacting antigen) (CD antigen CD66c)CEACAM6 NCA 1.77 2.35 2.40 1.15 0.90 1.08 0.57 1.21 0.64 1.21 0.55 0.75 0.89 1.05 1.08 0.79 0.65 1.01 0.89 0.63 0.30 -0.84 -0.39 -0.13 0.13 0.12 -0.33 -0.60 0.00 -0.19 -0.66 0.13 -0.82 0.29 -0.61 0.86 1.24 1.30 0.24 -0.14 -0.24 -0.79 0.55 -0.17

P40306 -0.23758419 0.03030303 -0.82 1.76 6.62 20.8800003 4 5 PSB10_HUMANProteasome subunit beta type-10 (EC 3.4.25.1) (Low molecular mass protein 10) (Macropain subunit MECl-1) (Multicatalytic endopeptidase complex subunit MECl-1) (Proteasome MECl-1) (Proteasome subunit beta-2i)PSMB10 LMP10 MECL10.66 1.55 0.58 2.84 1.64 0.62 0.63 0.70 0.69 0.62 0.75 0.84 0.81 0.56 0.57 0.60 0.84 0.39 0.62 1.19 -0.67 -0.38 -0.24 -0.28 -0.77 -0.80 -0.73 -0.23 -1.37 -0.72 0.26 -0.67 -0.66 -0.51 -0.50 -0.55 0.64 -0.73 1.54 0.72 -0.55 -0.82 0.26 -0.05

Q13561 -0.25815589 0.02247191 -0.82 1.77 21.65 29.6799988 10 8.66666667 DCTN2_HUMANDynactin subunit 2 (50 kDa dynein-associated polypeptide) (Dynactin complex 50 kDa subunit) (DCTN-50) (p50 dynamitin)DCTN2 DCTN50 0.63 1.95 0.60 3.04 1.81 0.80 0.80 0.72 0.62 0.87 0.74 0.56 1.08 0.79 0.64 0.55 0.59 0.58 0.56 0.60 -0.17 -0.40 -0.81 0.15 -0.28 -0.64 -0.85 -0.73 -0.80 -0.87 -0.71 -0.30 -0.32 -0.46 -0.64 -0.64 0.97 -0.69 1.64 0.87 -0.52 -0.82 0.30 -0.34

P62851 -0.23566259 0.02941176 -0.83 1.77 5.69 20.8000004 3 5.66666667 RS25_HUMAN40S ribosomal protein S25RPS25 0.80 1.89 0.64 2.39 1.81 0.47 0.70 0.93 0.89 1.18 0.78 1.04 0.48 0.92 0.77 0.77 1.01 0.57 0.49 0.51 0.27 -0.33 0.07 -1.03 -0.05 -0.38 -0.37 0.03 -0.81 -1.06 -0.95 -1.06 -0.51 -0.10 -0.13 -0.28 0.93 -0.60 1.29 0.87 -0.43 -0.83 0.40 0.19

Q9H7P6 -0.29995966 0.01587302 -0.88 1.84 8.72 17.87 5 4.33333333 MB12B_HUMANMultivesicular body subunit 12B (ESCRT-I complex subunit MVB12B) (Protein FAM125B)MVB12B C9orf28 FAM125B1.48 1.50 2.57 1.52 1.26 0.91 0.67 0.77 0.61 0.76 0.68 0.72 0.86 0.57 1.18 0.77 0.56 1.07 1.00 0.74 -0.38 -0.52 -0.47 -0.19 -0.74 0.24 -0.37 -0.81 0.09 -0.02 -0.42 -0.12 -0.57 -0.36 -0.68 0.60 0.59 1.40 0.64 0.35 -0.35 -0.88 0.53 -0.43

P25786 -0.27929295 0.01333333 -0.93 1.90 16.87 40.2999997 9 12 PSA1_HUMANProteasome subunit alpha type-1 (EC 3.4.25.1) (30 kDa prosomal protein) (PROS-30) (Macropain subunit C2) (Multicatalytic endopeptidase complex subunit C2) (Proteasome component C2) (Proteasome nu chain)PSMA1 HC2 NU PROS30 PSC20.73 2.03 0.64 2.60 1.70 0.62 0.66 0.70 0.63 0.55 0.67 0.85 0.77 0.68 0.73 0.70 0.78 0.44 0.50 0.79 -0.83 -0.54 -0.22 -0.34 -0.49 -0.45 -0.51 -0.33 -1.20 -1.02 -0.33 -0.67 -0.59 -0.51 -0.63 -0.41 1.03 -0.60 1.41 0.78 -0.58 -0.93 0.35 -0.12

Q9H190 -0.30862867 0.01666667 -0.93 1.91 7.92 22.5999996 8 6 SDCB2_HUMANSyntenin-2 (Syndecan-binding protein 2)SDCBP2 SITAC18 1.94 2.25 2.12 1.52 1.07 1.22 0.57 0.81 0.86 0.80 0.48 0.38 0.89 0.80 1.19 0.61 0.94 1.03 1.04 0.90 -0.30 -1.04 -1.38 -0.13 -0.25 0.24 -0.71 -0.07 0.04 0.03 -0.14 0.31 -0.82 -0.30 -0.19 0.99 1.18 1.13 0.64 0.11 -0.31 -0.93 0.62 -0.35

P25788 -0.28493092 0.01369863 -0.97 1.96 12.93 26.67 9 13 PSA3_HUMANProteasome subunit alpha type-3 (EC 3.4.25.1) (Macropain subunit C8) (Multicatalytic endopeptidase complex subunit C8) (Proteasome component C8)PSMA3 HC8 PSC8 0.67 2.15 0.57 2.66 1.79 0.53 0.61 0.73 0.60 0.68 0.64 0.83 0.69 0.61 0.66 0.71 0.69 0.44 0.46 0.86 -0.53 -0.62 -0.25 -0.50 -0.64 -0.60 -0.50 -0.52 -1.18 -1.14 -0.21 -0.88 -0.72 -0.44 -0.71 -0.55 1.11 -0.77 1.45 0.85 -0.63 -0.97 0.34 -0.06

P28066 -0.28651612 0.01388889 -0.97 1.96 16.68 45.2300012 12 16 PSA5_HUMANProteasome subunit alpha type-5 (EC 3.4.25.1) (Macropain zeta chain) (Multicatalytic endopeptidase complex zeta chain) (Proteasome zeta chain)PSMA5 0.62 1.92 0.61 2.67 1.54 0.48 0.54 0.62 0.69 0.64 0.48 0.72 0.57 0.65 0.61 0.59 0.64 0.51 0.58 0.87 -0.63 -1.04 -0.47 -0.78 -0.55 -0.71 -0.75 -0.61 -0.97 -0.81 -0.19 -1.04 -0.89 -0.68 -0.50 -0.66 0.95 -0.68 1.45 0.64 -0.71 -0.97 0.27 -0.11

P60900 -0.27917308 0.01315789 -0.99 1.99 22.85 52.0299971 12 13 PSA6_HUMANProteasome subunit alpha type-6 (EC 3.4.25.1) (27 kDa prosomal protein) (PROS-27) (p27K) (Macropain iota chain) (Multicatalytic endopeptidase complex iota chain) (Proteasome iota chain)PSMA6 PROS27 0.45 1.98 0.67 2.69 1.63 0.47 0.56 0.63 0.53 0.57 0.53 0.73 0.65 0.50 0.61 0.69 0.67 0.56 0.49 0.91 -0.78 -0.88 -0.44 -0.59 -0.93 -0.72 -0.54 -0.55 -0.85 -1.06 -0.13 -1.08 -0.84 -0.65 -0.88 -1.13 0.99 -0.54 1.47 0.72 -0.73 -0.99 0.26 0.08

P25789 -0.29137927 0.01470588 -1.00 1.99 11.76 22.6099998 7 10.3333333 PSA4_HUMANProteasome subunit alpha type-4 (EC 3.4.25.1) (Macropain subunit C9) (Multicatalytic endopeptidase complex subunit C9) (Proteasome component C9) (Proteasome subunit L)PSMA4 HC9 PSC9 0.52 2.00 0.46 2.73 1.94 0.47 0.57 0.62 0.47 0.70 0.60 0.75 0.63 0.63 0.62 0.55 0.59 0.37 0.40 0.76 -0.48 -0.70 -0.39 -0.63 -0.61 -0.69 -0.87 -0.73 -1.43 -1.35 -0.37 -1.07 -0.81 -0.69 -1.05 -0.91 1.00 -1.08 1.49 0.97 -0.79 -1.00 0.20 -0.25

P20618 -0.29188605 0.01492537 -1.00 2.01 16.95 38.5899991 13 18.6666667 PSB1_HUMANProteasome subunit beta type-1 (EC 3.4.25.1) (Macropain subunit C5) (Multicatalytic endopeptidase complex subunit C5) (Proteasome component C5) (Proteasome gamma chain)PSMB1 PSC5 0.32 2.25 0.52 2.99 2.07 0.39 0.46 0.76 0.59 0.73 0.39 0.55 0.46 0.70 0.59 0.56 0.58 0.43 0.53 0.81 -0.43 -1.33 -0.85 -1.07 -0.45 -0.75 -0.84 -0.75 -1.22 -0.95 -0.29 -1.36 -1.12 -0.39 -0.74 -1.62 1.18 -0.90 1.62 1.06 -0.84 -1.00 0.17 -0.33

Q8TDB8 -0.33963501 0 -1.01 2.01 4.47 3.46199982 2 2.66666667 GTR14_HUMANSolute carrier family 2, facilitated glucose transporter member 14 (Glucose transporter type 14) (GLUT-14)SLC2A14 GLUT14 GLUT31.52 2.63 3.85 1.50 0.80 0.79 0.57 0.71 0.67 0.63 0.85 0.61 0.70 0.48 1.21 0.68 0.86 1.39 0.86 0.81 -0.64 -0.20 -0.69 -0.48 -1.01 0.27 -0.56 -0.20 0.47 -0.24 -0.29 -0.32 -0.81 -0.49 -0.54 0.64 1.40 1.98 0.62 -0.31 -0.38 -1.01 0.63 -0.57

Q03135 -0.33468709 0 -1.06 2.08 9.79 40.4500008 7 6.33333333 CAV1_HUMANCaveolin-1 CAV1 CAV 1.23 2.12 2.62 1.64 1.01 0.84 0.35 0.86 0.67 0.83 0.40 0.56 0.58 0.80 1.20 0.66 0.43 1.18 0.89 0.87 -0.25 -1.30 -0.83 -0.75 -0.26 0.26 -0.59 -1.20 0.23 -0.20 -0.18 -0.24 -1.51 -0.21 -0.54 0.34 1.09 1.43 0.75 0.02 -0.51 -1.06 0.55 -0.30

P28070 -0.31744478 0 -1.06 2.09 8.1 21.2099999 5 5.33333333 PSB4_HUMANProteasome subunit beta type-4 (EC 3.4.25.1) (26 kDa prosomal protein) (HsBPROS26) (PROS-26) (Macropain beta chain) (Multicatalytic endopeptidase complex beta chain) (Proteasome beta chain) (Proteasome chain 3) (HsN3)PSMB4 PROS26 0.66 2.28 0.67 2.77 1.63 0.31 0.55 0.74 0.65 0.68 0.36 0.69 0.48 0.68 0.62 0.60 1.00 0.65 0.58 0.82 -0.54 -1.43 -0.53 -1.03 -0.49 -0.69 -0.74 0.02 -0.62 -0.82 -0.27 -1.69 -0.85 -0.42 -0.58 -0.56 1.19 -0.53 1.50 0.72 -0.71 -1.06 0.35 -0.22

Q53TN4 -0.34482804 0 -1.10 2.15 6.96 18.5299993 11 7 CYBR1_HUMANCytochrome b reductase 1 (EC 1.-.-.-) (Duodenal cytochrome b) (Ferric-chelate reductase 3)CYBRD1 DCYTB FRRS33.10 1.05 4.23 1.14 1.02 1.28 0.40 0.86 0.67 0.78 0.90 0.53 1.12 1.01 0.48 0.31 0.59 0.73 1.41 0.51 -0.34 -0.12 -0.90 0.20 0.08 -1.07 -1.68 -0.73 -0.46 0.47 -0.96 0.37 -1.31 -0.21 -0.54 1.67 0.07 2.12 0.22 0.03 -0.48 -1.10 0.62 -0.39

P49721 -0.36620404 0 -1.23 2.35 11.67 41.2900001 10 9.66666667 PSB2_HUMANProteasome subunit beta type-2 (EC 3.4.25.1) (Macropain subunit C7-I) (Multicatalytic endopeptidase complex subunit C7-I) (Proteasome component C7-I)PSMB2 0.55 2.48 0.47 3.36 2.19 0.38 0.48 0.58 0.62 0.57 0.48 0.77 0.47 0.42 0.58 0.53 0.56 0.46 0.46 0.73 -0.80 -1.04 -0.36 -1.05 -1.18 -0.78 -0.90 -0.81 -1.14 -1.15 -0.44 -1.37 -1.07 -0.78 -0.65 -0.83 1.32 -1.06 1.78 1.14 -0.90 -1.23 0.33 -0.38

O75531 -0.5960247 0 -2.14 4.42 8.68 65.170002 8 8.66666667 BAF_HUMAN Barrier-to-autointegration factor (Breakpoint cluster region protein 1) [Cleaved into: Barrier-to-autointegration factor, N-terminally processed]BANF1 BAF BCRG1 1.25 3.89 1.20 1.95 2.37 0.37 0.37 0.27 0.50 0.12 0.57 1.65 0.40 0.10 0.62 0.23 1.08 0.40 0.30 0.46 -3.04 -0.79 0.74 -1.29 -3.27 -0.68 -2.12 0.14 -1.34 -1.78 -1.10 -1.41 -1.45 -1.87 -0.96 0.36 1.96 0.31 1.00 1.26 -1.35 -2.14 0.80 -0.12
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GO term enrichment for proteins MORE abundant in the Sarcoidosis BALF exosome samples

Common GO elements for 

Proteins more abundant with 

Löfgrens and non-löfgrens 

sarcoidosis

Sarc 

Protein 

Count

Sarc %
Sarc 

PValue
Enriched Proteins Sarc FDR

GOTERM_CC_FAT  

GO:0005576~extracellular 

region

77 87.5 2.58E-43

P04196, P01031, P07357, P04114, P07358, Q14624, P05546, P02774, Q9NZP8, P08603, 

P04217, P36955, P01857, P18428, P01859, P08697, P00738, P01024, P01023, P00734, 

P55058, P00736, P08637, P02679, P02787, P01042, P02675, P02749, P02748, P07360, 

P19652, P02743, P02649, P10909, P04275, Q15063, P02790, P00748, P06276, P02647, 

P00747, P29622, O75636, P02751, P02753, P04003, P19827, P09871, P13671, P19823, 

P10643, P01011, P05164, P01834, P00751, O43866, P01008, P01009, P00450, P01880, 

P02652, P02760, P02763, P01860, P02671, P01861, P02768, P02765, P02766, P06727, 

P43652, P08185, P05156, P27169, Q8N4F0, P04004, Q96PD5, P0C0L5

2.96E-40

GOTERM_CC_FAT  

GO:0005615~extracellular 

space

50 56.8182 2.68E-28

P01031, P07357, P07358, P04114, P02774, Q9NZP8, P08603, P36955, P18428, P00738, 

P08697, P01024, P00734, P01023, P02679, P02787, P01042, P02749, P02675, P19652, 

P02743, P02649, P10909, P02790, P00748, P00747, P02647, P06276, O75636, P02751, 

P02753, P13671, P05164, O43866, P01008, P01009, P00450, P02652, P02763, P02671, 

P02768, P02765, P02766, P06727, P43652, P08185, P27169, P05156, P04004, P0C0L5

3.06E-25

GOTERM_CC_FAT  

GO:0044421~extracellular 

region part

52 59.0909 1.01E-26

P01031, P07357, P07358, P04114, P02774, Q9NZP8, P08603, P36955, P18428, P00738, 

P08697, P01024, P00734, P01023, P02679, P02787, P01042, P02749, P02675, P19652, 

P02743, P02649, P10909, P04275, Q15063, P02790, P00748, P06276, P02647, P00747, 

O75636, P02751, P02753, P13671, P05164, O43866, P01008, P01009, P00450, P02652, 

P02763, P02671, P02768, P02765, P02766, P06727, P43652, P08185, P27169, P05156, 

P04004, P0C0L5

1.16E-23

GOTERM_BP_FAT  

GO:0009611~response to 

wounding

46 52.2727 2.95E-23

O75636, P02751, P01031, P07357, P07358, Q14624, P05546, P04003, Q9NZP8, P08603, 

P09871, P13671, P01011, P10643, P00751, P18428, P01008, P09960, P01009, P08697, 

P01024, P02652, P01023, P00734, P00736, P02763, P02679, P02671, P06702, P02787, 

4.73E-20

GOTERM_BP_FAT  

GO:0002526~acute 

inflammatory response

33 37.5 4.77E-22

O75636, P01031, P02751, P07357, P07358, Q14624, P04003, Q9NZP8, P08603, P09871, 

P13671, P10643, P01011, P00751, P18428, P01009, P08697, P01024, P00734, P01023, 

P02652, P00736, P02763, P02787, P02765, P02748, P07360, P19652, P02743, P05156, 

P10909, P00748, P0C0L5

7.64E-19

GOTERM_BP_FAT  

GO:0006954~inflammatory 

response

38 43.1818 1.62E-20

O75636, P02751, P01031, P07357, P07358, Q14624, P04003, Q9NZP8, P08603, P09871, 

P13671, P10643, P01011, P00751, P18428, P09960, P01009, P08697, P01024, P02652, 

P01023, P00734, P00736, P02763, P06702, P02787, P01042, P02765, P02748, P07360, 

P05109, P19652, P02743, P04839, P05156, P10909, P00748, P0C0L5

2.60E-17

GOTERM_BP_FAT  

GO:0006952~defense 

response

44 50 4.04E-20

O75636, P02751, P01031, P07357, P07358, Q14624, P04003, Q9NZP8, P08603, P09871, 

P13671, P10643, P01011, P05164, P00751, O43866, P18428, P09960, P01009, P08697, 

P00738, P01024, P02652, P01023, P00734, P00736, P02763, P06702, P02787, P01042, 

P02765, P02748, P07360, P06727, P19652, P05109, P02743, P08311, P04839, P05156, 

P10909, Q96PD5, P00748, P0C0L5

6.48E-17

GOTERM_BP_FAT  

GO:0051605~protein 

maturation by peptide bond 

20 22.7273 1.08E-12
O75636, P01031, P07357, P07358, P02749, P04003, P02748, Q9NZP8, P07360, P08603, 

P09871, P13671, P10643, P00751, P05156, P10909, P01024, P00748, P0C0L5, P00736
1.73E-09

GOTERM_BP_FAT  

GO:0045087~innate immune 

response

23 26.1364 7.90E-12

O75636, P01031, P07357, P07358, P04003, P02748, Q9NZP8, P07360, P08603, P06727, 

P09871, P13671, P10643, P04839, P00751, P18428, P05156, P10909, Q96PD5, P00748, 

P01024, P0C0L5, P00736

1.26E-08

GOTERM_BP_FAT  

GO:0050778~positive 

regulation of immune 

response

21 23.8636 9.75E-12

O75636, P01031, P30273, P07357, P07358, P04003, P02748, Q9NZP8, P07360, P08603, 

P09871, P13671, P10643, P00751, P18428, P05156, P10909, P02790, P01024, P0C0L5, 

P00736

1.56E-08

GOTERM_BP_FAT  

GO:0006956~complement 

activation

18 20.4545 1.55E-11
O75636, P01031, P07357, P07358, P04003, P02748, Q9NZP8, P07360, P08603, P09871, 

P13671, P10643, P00751, P05156, P10909, P01024, P0C0L5, P00736
2.49E-08

GOTERM_BP_FAT  

GO:0002541~activation of 

plasma proteins involved in 

acute inflammatory response

18 20.4545 1.55E-11
O75636, P01031, P07357, P07358, P04003, P02748, Q9NZP8, P07360, P08603, P09871, 

P13671, P10643, P00751, P05156, P10909, P01024, P0C0L5, P00736
2.49E-08

GOTERM_BP_FAT  

GO:0016485~protein 

processing

20 22.7273 2.39E-11
O75636, P01031, P07357, P07358, P02749, P04003, P02748, Q9NZP8, P07360, P08603, 

P09871, P13671, P10643, P00751, P05156, P10909, P01024, P00748, P0C0L5, P00736
3.82E-08

GOTERM_BP_FAT  

GO:0051604~protein 

maturation

20 22.7273 5.85E-11
O75636, P01031, P07357, P07358, P02749, P04003, P02748, Q9NZP8, P07360, P08603, 

P09871, P13671, P10643, P00751, P05156, P10909, P01024, P00748, P0C0L5, P00736
9.36E-08

GOTERM_MF_FAT  

GO:0004866~endopeptidase 

inhibitor activity

19 21.5909 8.99E-11
P04196, P01031, P01042, Q14624, P05546, P02765, P19827, P19823, P01011, P36955, 

P08185, P01008, P01009, P08697, P01024, P01023, P02760, P29622, P0C0L5
1.13E-07

GOTERM_MF_FAT  

GO:0030414~peptidase 

inhibitor activity

19 21.5909 2.14E-10
P04196, P01031, P01042, Q14624, P05546, P02765, P19827, P19823, P01011, P36955, 

P08185, P01008, P01009, P08697, P01024, P01023, P02760, P29622, P0C0L5
2.69E-07

GOTERM_BP_FAT  

GO:0048584~positive 

regulation of response to 

stimulus

21 23.8636 2.44E-10

O75636, P01031, P30273, P07357, P07358, P04003, P02748, Q9NZP8, P07360, P08603, 

P09871, P13671, P10643, P00751, P18428, P05156, P10909, P02790, P01024, P0C0L5, 

P00736

3.91E-07

GOTERM_BP_FAT  

GO:0006955~immune 

response

32 36.3636 3.98E-10

O75636, P01031, P07357, P30273, P07358, P04003, Q9NZP8, P08603, P09871, P13671, 

P10643, P01834, P00751, P01857, P18428, P01859, P01024, P01880, P00736, P08637, 

P01860, P01861, P02748, P07360, P06727, P08311, P04839, P05156, P10909, P04004, 

Q96PD5, P00748, P0C0L5

6.38E-07

GOTERM_BP_FAT  

GO:0006959~humoral immune 

response

18 20.4545 8.36E-10
O75636, P01031, P07357, P07358, P04003, P02748, Q9NZP8, P07360, P08603, P09871, 

P13671, P10643, P00751, P05156, P10909, P01024, P0C0L5, P00736
1.34E-06

GOTERM_BP_FAT  

GO:0002253~activation of 

immune response

18 20.4545 8.36E-10
O75636, P01031, P07357, P07358, P04003, P02748, Q9NZP8, P07360, P08603, P09871, 

P13671, P10643, P00751, P05156, P10909, P01024, P0C0L5, P00736
1.34E-06

GOTERM_BP_FAT  

GO:0002684~positive 

regulation of immune system 

process

21 23.8636 9.64E-10

O75636, P01031, P30273, P07357, P07358, P04003, P02748, Q9NZP8, P07360, P08603, 

P09871, P13671, P10643, P00751, P18428, P05156, P10909, P02790, P01024, P0C0L5, 

P00736

1.54E-06

GOTERM_BP_FAT  

GO:0006958~complement 

activation, classical pathway

15 17.0455 4.16E-09
P01031, P07357, P07358, P04003, P02748, Q9NZP8, P07360, P09871, P13671, P10643, 

P05156, P10909, P01024, P0C0L5, P00736
6.66E-06

GOTERM_BP_FAT  

GO:0002455~humoral immune 

response mediated by 

circulating immunoglobulin

15 17.0455 4.16E-09
P01031, P07357, P07358, P04003, P02748, Q9NZP8, P07360, P09871, P13671, P10643, 

P05156, P10909, P01024, P0C0L5, P00736
6.66E-06

GOTERM_BP_FAT  

GO:0016064~immunoglobulin 

mediated immune response

16 18.1818 4.80E-09
P01031, P30273, P07357, P07358, P04003, P02748, Q9NZP8, P07360, P09871, P13671, 

P10643, P05156, P10909, P01024, P0C0L5, P00736
7.69E-06

GOTERM_BP_FAT  

GO:0019724~B cell mediated 

immunity

16 18.1818 4.80E-09
P01031, P30273, P07357, P07358, P04003, P02748, Q9NZP8, P07360, P09871, P13671, 

P10643, P05156, P10909, P01024, P0C0L5, P00736
7.69E-06

The protein count represents the number of proteins matching the 

term.

The % is the percentatge of the list submitted for the query that 

was used.

The FDRs are calculatd as percentages
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GO term enrichment for proteins LESS abundant in the Sarcoidosis BALF exosome samples

Common GO elements for 

Proteins less abundant with 

Löfgrens and non-löfgrens 

sarcoidosis

Sarc 

Protein 

Count

Sarc %
Sarc 

PValue
Sarc Proteins Sarc FDR

GOTERM_MF_FAT  

GO:0004298~threonine-type 

endopeptidase activity

12 24.0 1.5E-11
P20618, P28074, P25788, P25789, P28070, P25786, P25787, P40306, P60900, P49721, 

P49720, P28066
0.00

GOTERM_MF_FAT  

GO:0070003~threonine-type 

peptidase activity

12 24.0 1.5E-11
P20618, P28074, P25788, P25789, P28070, P25786, P25787, P40306, P60900, P49721, 

P49720, P28066
0.00

GOTERM_CC_FAT  

GO:0005839~proteasome core 

complex

12 24.0 3.7E-11
P20618, P28074, P25788, P25789, P28070, P25786, P25787, P40306, P60900, P49721, 

P49720, P28066
0.00

GOTERM_BP_FAT  

GO:0007049~cell cycle
20 40.0 6.3E-10

Q99816, P25788, P25789, P25786, O75351, P25787, P40306, Q13561, Q8WUM4, Q9UN37, 

P20618, P28074, P28070, Q14203, Q7LBR1, P60900, P49721, P49720, P53990, P28066
0.00

GOTERM_BP_FAT  

GO:0031400~negative 

regulation of protein 

14 28.0 1.1E-06
P27105, P25788, P25789, P25786, P25787, P40306, Q03135, P28074, P20618, P28070, 

P60900, P49721, P49720, P28066
0.00

GOTERM_BP_FAT  

GO:0032269~negative 

regulation of cellular protein 

15 30.0 1.4E-06
P60228, P27105, P25788, P25789, P25786, P25787, P40306, Q03135, P28074, P20618, 

P28070, P60900, P49721, P49720, P28066
0.00

GOTERM_BP_FAT  

GO:0022402~cell cycle process
15 30.0 1.4E-06

Q99816, P25788, P25789, P25786, P25787, P40306, Q13561, P20618, P28074, P28070, 

Q14203, P60900, P49721, P49720, P28066
0.00

GOTERM_BP_FAT  

GO:0051248~negative 

regulation of protein metabolic 

15 30.0 1.9E-06
P60228, P27105, P25788, P25789, P25786, P25787, P40306, Q03135, P28074, P20618, 

P28070, P60900, P49721, P49720, P28066
0.00

GOTERM_BP_FAT  

GO:0006511~ubiquitin-

dependent protein catabolic 

13 26.0 3.2E-06
Q99816, P25788, P25789, P25786, P25787, P40306, P28074, P20618, P28070, P60900, 

P49721, P49720, P28066
0.00

GOTERM_BP_FAT  

GO:0000278~mitotic cell cycle
14 28.0 4E-06

P25788, P25789, P25786, P25787, P40306, Q13561, P28074, P20618, P28070, Q14203, 

P60900, P49721, P49720, P28066
0.01

GOTERM_BP_FAT  

GO:0010605~negative 

regulation of macromolecule 

16 32.0 4.3E-06
P60228, Q99816, P27105, P25788, P25789, P25786, P25787, P40306, Q03135, P20618, 

P28074, P28070, P60900, P49721, P49720, P28066
0.01

GOTERM_BP_FAT  

GO:0051444~negative 

regulation of ubiquitin-protein 

12 24.0 4.5E-06
P20618, P28074, P25788, P25789, P28070, P25786, P25787, P40306, P60900, P49721, 

P49720, P28066
0.01

GOTERM_BP_FAT  

GO:0051437~positive 

regulation of ubiquitin-protein 

12 24.0 4.5E-06
P20618, P28074, P25788, P25789, P28070, P25786, P25787, P40306, P60900, P49721, 

P49720, P28066
0.01

GOTERM_BP_FAT  

GO:0051436~negative 

regulation of ubiquitin-protein 

12 24.0 4.5E-06
P20618, P28074, P25788, P25789, P28070, P25786, P25787, P40306, P60900, P49721, 

P49720, P28066
0.01

GOTERM_BP_FAT  

GO:0031145~anaphase-

promoting complex-dependent 

12 24.0 4.5E-06
P20618, P28074, P25788, P25789, P28070, P25786, P25787, P40306, P60900, P49721, 

P49720, P28066
0.01

GOTERM_BP_FAT  

GO:0051352~negative 

regulation of ligase activity

12 24.0 4.5E-06
P20618, P28074, P25788, P25789, P28070, P25786, P25787, P40306, P60900, P49721, 

P49720, P28066
0.01

GOTERM_BP_FAT  

GO:0051439~regulation of 

ubiquitin-protein ligase activity 

12 24.0 4.5E-06
P20618, P28074, P25788, P25789, P28070, P25786, P25787, P40306, P60900, P49721, 

P49720, P28066
0.01

The protein count represents the number of proteins 

matching the term.

The % is the percentatge of the list submitted for the 

query that was used.

The FDRs are calculatd as percentages
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GOTERM_BP_FAT  

GO:0031397~negative 

regulation of protein 

12 24.0 4.5E-06
P20618, P28074, P25788, P25789, P28070, P25786, P25787, P40306, P60900, P49721, 

P49720, P28066
0.01

GOTERM_BP_FAT  

GO:0043632~modification-

dependent macromolecule 

14 28.0 5.4E-06
Q99816, P25788, P25789, P25786, P25787, P40306, Q8IX04, P20618, P28074, P28070, 

P60900, P49721, P49720, P28066
0.01

GOTERM_BP_FAT  

GO:0019941~modification-

dependent protein catabolic 

14 28.0 5.4E-06
Q99816, P25788, P25789, P25786, P25787, P40306, Q8IX04, P20618, P28074, P28070, 

P60900, P49721, P49720, P28066
0.01

GOTERM_BP_FAT  

GO:0051340~regulation of 

ligase activity

12 24.0 6.5E-06
P20618, P28074, P25788, P25789, P28070, P25786, P25787, P40306, P60900, P49721, 

P49720, P28066
0.01

GOTERM_BP_FAT  

GO:0031396~regulation of 

protein ubiquitination

12 24.0 6.5E-06
P20618, P28074, P25788, P25789, P28070, P25786, P25787, P40306, P60900, P49721, 

P49720, P28066
0.01

GOTERM_BP_FAT  

GO:0051443~positive 

regulation of ubiquitin-protein 

12 24.0 6.5E-06
P20618, P28074, P25788, P25789, P28070, P25786, P25787, P40306, P60900, P49721, 

P49720, P28066
0.01

GOTERM_BP_FAT  

GO:0051351~positive 

regulation of ligase activity

12 24.0 6.5E-06
P20618, P28074, P25788, P25789, P28070, P25786, P25787, P40306, P60900, P49721, 

P49720, P28066
0.01

GOTERM_BP_FAT  

GO:0031398~positive 

regulation of protein 

12 24.0 6.5E-06
P20618, P28074, P25788, P25789, P28070, P25786, P25787, P40306, P60900, P49721, 

P49720, P28066
0.01

GOTERM_BP_FAT  

GO:0051438~regulation of 

ubiquitin-protein ligase activity

12 24.0 6.5E-06
P20618, P28074, P25788, P25789, P28070, P25786, P25787, P40306, P60900, P49721, 

P49720, P28066
0.01

GOTERM_CC_FAT  

GO:0000502~proteasome 

complex

12 24.0 6.8E-06
P20618, P28074, P25788, P25789, P28070, P25786, P25787, P40306, P60900, P49721, 

P49720, P28066
0.01

GOTERM_BP_FAT  

GO:0031401~positive 

regulation of protein 

13 26.0 8.5E-06
P25788, P25789, P25786, P25787, P40306, Q03135, P28074, P20618, P28070, P60900, 

P49721, P49720, P28066
0.01

GOTERM_BP_FAT  

GO:0044265~cellular 

macromolecule catabolic 

15 30.0 1.2E-05
P60228, Q99816, P25788, P25789, P25786, P25787, P40306, Q8IX04, P20618, P28074, 

P28070, P60900, P49721, P49720, P28066
0.02

GOTERM_BP_FAT  

GO:0044257~cellular protein 

catabolic process

14 28.0 1.6E-05
Q99816, P25788, P25789, P25786, P25787, P40306, Q8IX04, P20618, P28074, P28070, 

P60900, P49721, P49720, P28066
0.02

GOTERM_BP_FAT  

GO:0051603~proteolysis 

involved in cellular protein 

14 28.0 1.6E-05
Q99816, P25788, P25789, P25786, P25787, P40306, Q8IX04, P20618, P28074, P28070, 

P60900, P49721, P49720, P28066
0.02

GOTERM_BP_FAT  

GO:0031399~regulation of 

protein modification process

14 28.0 1.6E-05
P27105, P25788, P25789, P25786, P25787, P40306, Q03135, P28074, P20618, P28070, 

P60900, P49721, P49720, P28066
0.02

GOTERM_BP_FAT  

GO:0043161~proteasomal 

ubiquitin-dependent protein 

12 24.0 1.8E-05
P20618, P28074, P25788, P25789, P28070, P25786, P25787, P40306, P60900, P49721, 

P49720, P28066
0.03

GOTERM_BP_FAT  

GO:0010498~proteasomal 

protein catabolic process

12 24.0 1.8E-05
P20618, P28074, P25788, P25789, P28070, P25786, P25787, P40306, P60900, P49721, 

P49720, P28066
0.03

GOTERM_MF_FAT  

GO:0004175~endopeptidase 

activity

12 24.0 2E-05
P20618, P28074, P25788, P25789, P28070, P25786, P25787, P40306, P60900, P49721, 

P49720, P28066
0.02

GOTERM_BP_FAT  

GO:0030163~protein catabolic 

process

14 28.0 2.1E-05
Q99816, P25788, P25789, P25786, P25787, P40306, Q8IX04, P20618, P28074, P28070, 

P60900, P49721, P49720, P28066
0.03
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GOTERM_BP_FAT  

GO:0009057~macromolecule 

catabolic process

15 30.0 2.4E-05
P60228, Q99816, P25788, P25789, P25786, P25787, P40306, Q8IX04, P20618, P28074, 

P28070, P60900, P49721, P49720, P28066
0.04

GOTERM_BP_FAT  

GO:0051247~positive 

regulation of protein metabolic 

13 26.0 2.7E-05
P25788, P25789, P25786, P25787, P40306, Q03135, P28074, P20618, P28070, P60900, 

P49721, P49720, P28066
0.04

GOTERM_BP_FAT  

GO:0032270~positive 

regulation of cellular protein 

13 26.0 2.7E-05
P25788, P25789, P25786, P25787, P40306, Q03135, P28074, P20618, P28070, P60900, 

P49721, P49720, P28066
0.04

GOTERM_MF_FAT  

GO:0070011~peptidase activity, 

acting on L-amino acid peptides

13 26.0 3E-05
P25788, P25789, P25786, P25787, P40306, P28074, P20618, P28070, P60900, P28838, 

P49721, P49720, P28066
0.03

GOTERM_BP_FAT  

GO:0010604~positive 

regulation of macromolecule 

14 28.0 3.4E-05
Q9UM54, P25788, P25789, P25786, P25787, P40306, Q03135, P28074, P20618, P28070, 

P60900, P49721, P49720, P28066
0.05

GOTERM_BP_FAT  

GO:0043086~negative 

regulation of catalytic activity

13 26.0 5.7E-05
P25788, P25789, P25786, P25787, P40306, Q03135, P28074, P20618, P28070, P60900, 

P49721, P49720, P28066
0.08

GOTERM_MF_FAT  

GO:0008233~peptidase activity
13 26.0 6E-05

P25788, P25789, P25786, P25787, P40306, P28074, P20618, P28070, P60900, P28838, 

P49721, P49720, P28066
0.07

GOTERM_BP_FAT  

GO:0032268~regulation of 

cellular protein metabolic 

15 30.0 0.0001
P60228, P27105, P25788, P25789, P25786, P25787, P40306, Q03135, P28074, P20618, 

P28070, P60900, P49721, P49720, P28066
0.15

GOTERM_BP_FAT  

GO:0044092~negative 

regulation of molecular 

13 26.0 0.00014
P25788, P25789, P25786, P25787, P40306, Q03135, P28074, P20618, P28070, P60900, 

P49721, P49720, P28066
0.20

GOTERM_CC_FAT  

GO:0019773~proteasome core 

complex, alpha-subunit 

4 8.0 0.00149 P25789, P25787, P60900, P28066 1.78

GOTERM_BP_FAT  

GO:0043085~positive 

regulation of catalytic activity

13 26.0 0.00168
P25788, P25789, P25786, P25787, P40306, Q03135, P28074, P20618, P28070, P60900, 

P49721, P49720, P28066
2.43

GOTERM_BP_FAT  

GO:0006508~proteolysis
16 32.0 0.0026Q99816, P25788, P25789, P25786, P25787, P40306, Q8IX04, P20618, P28074, P28070, P08174, P60900, P28838, P49721, P49720, P280663.68
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