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TIMP-1 is an activator of MHC-I expression in myeloid dendritic
cells with implications for tumor immunogenicity
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Immune checkpoint therapies (ICT) for advanced solid tumors mark a new milestone in cancer therapy. Yet their efficacy is often
limited by poor immunogenicity, attributed to inadequate priming and generation of antitumor T cells by dendritic cells (DCs).
Identifying biomarkers to enhance DC functions in such tumors is thus crucial. Tissue Inhibitor of Metalloproteinases-1 (TIMP-1),
recognized for its influence on immune cells, has an underexplored relationship with DCs. Our research reveals a correlation
between high TIMP1 levels in metastatic melanoma and increased CD8+ T cell infiltration and survival. Network studies indicate a
functional connection with HLA genes. Spatial transcriptomic analysis of a national melanoma cohort revealed that TIMP1
expression in immune compartments associates with an HLA-A/MHC-I peptide loading signature in lymph nodes. Primary human
and bone-marrow-derived DCs secrete TIMP-1, which notably increases MHC-I expression in classical type 1 dendritic cells (cDC1),
especially under melanoma antigen exposure. TIMP-1 affects the immunoproteasome/TAP complex, as seen by upregulated PSMB8
and TAP-1 levels of myeloid DCs. This study uncovers the role of TIMP-1 in DC-mediated immunogenicity with insights into CD8+ T
cell activation, providing a foundation for mechanistic exploration and highlighting its potential as a new target for combinatorial
immunotherapy to enhance ICT effectiveness.
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INTRODUCTION
Immune checkpoint therapy (ICT) has transformed advanced solid
tumor treatment. In melanoma, combined anti-PD-1 (pembrolizu-
mab, nivolumab) and anti-CTLA4 (ipilimumab) therapies result in a
five-year survival rate of 52% [1, 2]. Yet, many metastatic
melanoma patients either resist or relapse post-ICT, with only
the ones with BRAF mutation in tumors qualifying for targeted
therapies as a standard of care [3]. Approximately 53% of these
patients show ICT resistance due to T cell exclusion mechanisms
[4]. Such “cold” tumors, characterized by a nonimmunogenic
tumor microenvironment (TME) and minimal immune infiltration,
are invariably resistant to ICT [5]. Recently, we discussed how
cancer cells foster these cold tumors, via T cell desertification,
where they regulate suppressive elements inhibiting dendritic
cells (DCs) from effectively presenting tumor neoantigens to
T cells, causing reduced anti-tumor T cell expansion [6]. This
compromised DC functionality can culminate in immune-desert
tumors, marked by a dearth of anti-tumor immunity and
unresponsiveness to ICT [7].
Research efforts have been placed on identifying new pathways

and biomarkers that enhance the immunogenic activities of DCs
in the TME [8, 9]. To this end, combinatorial methods have been
developed, leveraging the discovery of these biomarkers. These

approaches often involve strategies like drug infusions or gene
therapies to elevate their presence in the TME [9]. In this context,
the Tissue Inhibitor of Metalloproteinases-1 (TIMP-1) has recently
emerged as a potential immune functional biomarker [10]. While
traditionally recognized for its primary role in inhibiting metallo-
proteinases [11], recent findings highlight TIMP-1 as a promising
cytokine interacting with multiple cell-surface receptors and co-
receptors, including CD63, LRP1, and CD74 [12–14]. Notably, all
these receptors have been previously described to play critical
roles in the immunogenic functions of myeloid DCs [15–17].
However, the association of TIMP-1 with immunogenic responses
in cancers, particularly in metastatic melanoma, encompassing
features of DC activation such as antigen presentation, remains
unexplored.
In this study, by integrating spatial-immune monitoring from

clinical datasets and reverse translation [18], we delved into a
multidisciplinary study of TIMP-1’s role in the immunogenic
context of metastatic melanoma, a cornerstone model for ICT
research [19, 20]. In the GDC-TCGA-SKCM melanoma dataset,
TIMP1 expression correlated with better survival, increased
CD8+ T-cell infiltration, and expression of pivotal HLA genes.
Using NanoString GeoMX, we found TIMP1 expression in the
immune compartment of the TME, which corresponded to higher
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immunogenicity in lymph nodes (LN) due to its association with
MHC-I peptide loading, indicating TIMP-1’s possible impact on
melanoma immunogenicity through DC priming. We further
demonstrated that both T cells and DCs secrete TIMP-1 and that
its soluble form increased the expression of MHC-I in myeloid DCs,
exposed to tumor antigens, highlighting its potential to enhance
antigen presentation in DCs, particularly in classical type 1
dendritic cells (cDC1). Initial mechanistic investigations reveal that
TIMP-1 exerts modulatory effects on PSMB8 and TAP-1, constitu-
ents of the immunoproteasome/TAP complex. These findings are
consistent with the functional associations predicted by cross-
tissue spatial analysis within our national melanoma cohort and
preliminary cross-presentation and T cell activation studies. Our
study seeks to position TIMP-1 as a new immune biomarker for the
future development of optimal combinatorial approaches that
unleash tumor immunogenicity and ICT benefits.

MATERIALS AND METHODS
Human subjects
Tissue Micro Arrays (TMA) were created from archived formalin-fixed
paraffin-embedded (FFPE) melanoma samples, which were selected based
on inclusion criteria of untreated patients with a histologically confirmed
diagnosis of metastasized cutaneous melanoma at the Turku University
Hospital from 2011 to 2019. Hematoxylin & Eosin (H&E) staining was
employed to identify and select tumor regions with immune cell infiltrates,
guiding the precise selection of intersecting areas of tumor and immune
cells for subsequent TMA construction and detailed spatial analysis by
NanoString GeoMX. Selection criteria were informed by comprehensive
pathology reports and electronic health records, focusing on the most
diagnostically relevant areas of the tissue specimens. Following this, a
1 mm diameter core from each designated tumor block was precisely
extracted and arrayed using an automated tissue arrayer (TMA Grand
Master, 3DHISTECH Ltd., Budapest, Hungary), ensuring the integrity and
uniformity of the sample cores within the TMA. The samples were provided
for NanoString spatial Next Generation Sequencing (NGS) analysis as
3,5 μm TMA sections. Patients whose tumors were not detected in the
nanostring analysis were further excluded from the study.

GDC-TCGA analysis
RNA-seq and clinical data for metastatic melanoma patients were sourced
from the GDC PANCAN datasets, including the metastatic cutaneous
melanoma SKCM cohort (n= 456) (Supplementary Table 1), via the UCSC
Xena browser (http://xena.ucsc.edu) as previously described [21, 22].
Kaplan-Meier survival analysis examined high vs. low mRNA expressions of
TIMP1 and CD8A, noting significant disparities at p < 0.05. The survival
cutoff was established at the median of normalized expression. Gene
correlational studies were assessed using Spearman’s correlation test [23].
Normalized [log2(fpkm-uq+1)] gene expression, overall survival (OS), and
OS time were derived from the GDC-TCGA-PANCAN dataset. A heatmap
qualitatively displayed gene expression, with TIMP1 expression supervising
patient distribution. HLA genes were obtained from previously described
NanoString datasets [21] and upgraded via STRING network analysis
(https://string-db.org/) as previously described [24], which were further
included in the heatmap.

Spatial NGS analysis from metastatic melanoma tumors
Whole transcriptome analysis of LNs and matched skin biopsies from
metastatic melanoma patients was conducted using the NanoString
Spatial Geo MX Whole Transcriptome Atlas RNA probe kit (NanoString
Technologies, Seattle, WA, USA) following manufacturer’s guidelines with
some modifications [23]. To ensure the inclusion of samples that distinctly
presented both immune and tumor segments within the same biopsy, we
included n= 37 LN patient samples, n= 35 skin patient samples, and
n= 11 patients with both skin and LN metastatic samples. All samples
included in this study that were originated from skin tumors or tumor-
draining LN and were confirmed to have tumors. To evaluate the spatial
distribution of melanoma and immune infiltrating cells, we utilized the
GeoMx Melanoma Morphology Kit HsR and HsP (for both RNA and Protein)
(NanoString Technologies, Seattle, WA, USA). The kit enables the
identification of areas predominantly occupied by tumor cells (PMEL17+ ,
green), and immune cells (CD45+ , red). In our particular study, we

obtained and analyzed only transcriptomic areas from immune cells
(CD45+ ), prioritizing immune cells near the interface with tumor cells. In
brief, the following workflow was used: deparaffinization of 3.5 µm-thick
FFPE sections, antigen retrieval, and overnight RNA probe hybridization.
Post-hybridization, the slides were stained using the Human Melanoma
TME morphology kit antibodies (NanoString Technologies) to identify
Regions of Interest (ROIs). For some patients, more than one ROI was taken
for analysis. These were visualized on the NanoString Geo MX instrument
(Karolinska Institute), emphasizing only immune ROIs (iROIs). RNA-specific
probes from iROIs were prepared for next-generation sequencing.

TIMP1 cross-tissue spatial and reactome analysis
We analyzed transcriptomes from iROIs of eleven metastatic melanoma
tumors and their matched LN, and the transcriptomes of 51 LNs from 30
metastatic melanoma patients. Because some TMA cores varied in size, we
acquired and analyzed multiple TMA cores for certain patients to ensure
consistency in the transcriptomic areas examined across the entire cohort.
Correlating TIMP1 differential expression in skin iROIs with LN transcrip-
tomes using Spearman’s test yielded a gene signature, cT1S, significant at
p < 0.05. cT1S underwent pathway enrichment analysis using Gene
Ontology Consortium, Reactome version 85 (Released 2023-05-25), and
PANTHER and Overrepresentation Test with a BINOMIAL test [25]. We
prioritized the top 20 expected pathways with significant enrichment
scores to minimize chance findings. These pathways were categorized into
seven areas: Cellular Transport, Intracellular Responses, and others. Their
average fold enrichment is plotted in bar plots.

Cell lines, culture, and conditioned media
B16F10 murine melanoma cell line was recently purchased from the
American Type Culture Collection (ATCC, CRL-6475) with recent appro-
priate profiling certification and cultured in DMEM (Gibco, Billings, MT,
United States) supplemented with 10% Newborn Calf Serum (NBCS)
(Gibco), 4 mM L-Glutamine (Gibco), and 1% penicillin-streptomycin (P/S)
(Gibco). Cell lines were periodically tested for mycoplasma contamination.
Conditioned media from B16F10 (EV-TCM), was produced by culturing the
cells in DMEM, supplemented with 2% NBCS. Once the cells reached
confluency, EV-TCM was collected, centrifuged at 2000 x g for 4 minutes,
and filtered using a 0.2 µm disc filter.

Mice and ex vivo culture of BMDCs
C57BL/6 J mice (Mus musculus) were purchased from The Jackson
Laboratory (Bar Harbor, ME, USA). BMDCs were obtained from 6 to
8-week-old C57BL/6 J male mice, as described earlier [17, 26] with some
modifications. In brief, bone marrow was flushed from femora, and red
blood cells were lysed with red blood cell lysis buffer (Sigma-Aldrich, St.
Louis, USA). The cells were cultured in RPMI-1640 medium (Gibco)
supplemented with 10% NBCS (Gibco), 1% P/S, and 150 ng/mL
2-mercaptoethanol, and 200 ng/mL mouse FLT3 ligand (FLT3L) [27] (Sino
Biological, Beijing, China), the latter boosting tumor antigen presentation
for anti-PD1 responses [28]. Medium was replaced every three days.

Primary human peripheral blood mononuclear cell culture
Human peripheral blood mononuclear cells (PBMCs) were isolated from buffy
coats upon arrival, using a histopaque-1077 (Sigma-Aldrich) gradient, washed
with PBS, and red blood cells were similarly depleted. T cells and monocytes
were isolated from frozen PBMCs by negative selection using human CD3
microbeads (Miltenyi Biotech, Bergisch Gladbach, Germany) and positive
selection using a monocyte isolation kit (Miltenyi Biotech) respectively. Both
cell types were cultured in RPMI-1640 medium (Gibco) supplemented with
10% NBCS (Gibco), 1% P/S, and 150 ng/mL 2-mercaptoethanol. Monocytes
were differentiated into DCs using 20 ng/mL human IL-4 (Miltenyi Biotec), and
50 ng/mL recombinant human GM-CSF (Miltenyi Biotec), with the medium
being replaced every 3 days.

Primary cultures and stimulation conditions
For functional studies, BMDCs were incubated with 100 ng/mL of recombinant
mouse TIMP-1 (R&D Systems, Minneapolis, MN, USA, #980-MT) alone, or in
combination with 50% EV-TCM from B16F10 cells. The recombinant TIMP-1
used is widely characterized for its suitability for functional assays and very
low endotoxin levels ( < 0.01 EU/μg), as demonstrated in previous publications
[29–31]. However, an additional endotoxin-negative control was performed
using a heterologous recombinant human TIMP-1 (R&D Systems, Minneapolis,
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MN, USA, #970-TM). After 24 h incubation with the recombinant proteins, the
BMDCs were harvested, washed with PBS, centrifuged at 1000 rpm for
5minutes, and stained for immunophenotyping studies using flow cytometry,
or lysed using lysis buffer [17] (Cell Signaling Technology, Danvers, MA, USA)
to be used for cell signaling assays using Western blot. For evaluating the
levels of secreted TIMP-1 in the primary cultures, BMDCs were left untreated
or stimulated with 100 ng/mL of LPS from E.coli (Sigma-Aldrich) for 24 h as
described previously [32]. The obtained BMDC-conditioned media was
collected as described above and used for Western Blot. Primary human
T cells were stimulated with Dynabeads Human T-Activator CD3/CD28
(Thermo Fisher Scientific, Waltham, MA, USA, 11161D) on day 0 for 3 days.
Primary human DCs were stimulated on day 7 using 10 ng/mL LPS from E.coli
(Sigma Aldrich) and 1000 IU/mL recombinant human IFN-gamma (IFN-γ)
(Sigma Aldrich) as previously described [33] for 24 h. Conditioned media was
collected as described above to be used for evaluation of TIPM-1 using
Western blot.

Protein lysates and western blot
For quantification of soluble TIMP-1 levels, media from mouse BMDCs,
human DCs, and T cell cultures were concentrated using >3 kDa Amicon
ultra-centrifuge 0.5 M filter (Millipore, USA) as previously described [34].
Protein lysates from cells and Western blots were performed as
previously described in [17]. Protein concentrations were determined
using the Pierce BCA protein assay kit (Thermo Fisher Scientific). Each
sample (30 µg of protein) was run on a 4–20% Criterion TGX gel (Bio-Rad,
Hercules, CA, USA) post 95°C incubation for 5 minutes. The Trans-Blot
Turbo (Bio-Rad) transferred proteins to a nitrocellulose membrane. After
blocking with 5% milk in TBS-T, the membrane was incubated overnight
with primary rabbit anti-TIMP-1 antibody (Nordic BioSite, ASJ-9241OJ-
50), rabbit anti-TAP-1 (Cell Signaling Technology, 49671), rabbit anti-
PSMB8 (Cell Signaling Technology, 13635), rabbit anti-calreticulin (Cell
Signaling Technology, 12238), or rabbit anti-GAPDH (Cell Signaling
Technology, 2118 S) and then with anti-rabbit IgG HPR-linked secondary
antibody (Cell Signaling Technology, 7074P2). Protein levels were
measured using the enhanced chemiluminescence reagent Luminata
Forte (Merck, Darmstadt, Germany) and visualized using ChemiDoc (Bio-
Rad). Loading control analysis was performed using a Ponceau staining
solution.

Flow cytometry assays
To measure the levels of MHC-I, mouse cells were stained for flow
cytometry, as previously described with some modifications [17]. Briefly,
each sample was divided equally and incubated with PE-conjugated anti-
mouse MHC-I (Invitrogen, Waltham, MA, USA, 12-5958-82) and PE-
conjugated anti-mouse MHC-II (Invitrogen, 12-5321-82) at +4 oC in the
dark for 40min. For the phenotyping of the BMDCs, the cells were
incubated with the following antibodies: CD11b-Briliant Violet 421
(Biolegend, San Diego, CA, USA, 101235), CD86-FITC (Biolegend, 105006),
Ly-6G/Ly-6C-PE/Cyanine7 (Biolegend, 108416), CD24-APC (Biolegend,
101814), B220-Pacific Blue (Biolegend, 103227), CD11c-Alexa Fluor® 700
(Biolegend, 117320). After two washes with PBS, samples were resus-
pended in PBS+ 2% BSA. The events were acquired using an LSRFortessa
Jazz (BD, Franklin Lakes, NJ, USA) flow cytometer. For multi-color
characterization of cDC1s, the cells were resuspended in PBS and samples
were acquired using a three-laser Cytek Northern Lights Flow cytometer
(Cytek Bioscience, San Diego, CA, USA) as previously described [35] using
the SpectroFlo version 2.2.0 software and further analyzed with FlowJo (BD
Biosciences).
In our methodology, we employed Hierarchical Stochastic Neighbor

Embedding (HSNE) analysis using Cytosplore software [36] to robustly
cluster and visualize distinct cell populations expressing varying levels of
MHC-I. This approach was chosen due to its ability to analyze multi-
dimensional data, encompassing parameters such as FSC-A, FSC-H, SSC-A,
SSC-H, and MHC-I from three independent experiments, as previously
described [23]. HSNE’s hierarchical data reduction technique preserves
both local and global structures, enabling the differentiation of cell
populations at multiple granularity levels of MHC-I expression, not often
distinguishable bi-dimensional scatter plots. Moreover, Median Fluores-
cence Intensity (MFI) was alternatively calculated for MHC-I (PE) excluding
background fluorescence in the PE channel within the total CD11c+ cells
and conventional type 1 DCs (cDC1s), characterized as B220-
CD11+ CD24+ , with FlowJo. Relative MFI revealing fold-change was
calculated for all samples using: Relative MFI=MFI (sample)/MFI (negative
control).

Dendritic cell/T-cell cross-presentation activation assay
CD8+ T cell proliferation was assessed by co-culture, as described before
[37], with modifications. In brief, FLT3L-differentiated BMDCs were treated
with 100 ng/mL of TIMP-1 (R&D Systems) for 24 h. Mouse spleens were
collected, and passed through a 70 µm mesh filter, and erythrocytes were
depleted using red blood cell lysis buffer. Then, the single cells were
enriched for CD8+ T cells by negative selection using a CD8a+ T cell
isolation kit (Miltenyi Biotech), according to the manufacturer’s instruc-
tions. T cells were stained with 1 µM CellTracker™ Green CMFDA Dye
(Thermo Fisher Scientific) according to the manufacturer’s instructions and
added to the DCs at a ratio of 40,000 DC to 160,000 CD8+ T cells and
incubated in the presence or absence of 100 µg/mL ovalbumin protein
(Invivogen, San Diego, USA), and 30 U/mL IL-2 (Peprotech, London, United
Kingdom) for three days. Following the incubation, T cells were collected
by pipetting, stained with ViaDye Red fixable viability dye (Cytek) and anti-
mouse CD3 antibody conjugated to PE (Biolegend), and acquired on a
Cytek flow cytometer. IL-2 levels were quantified from undiluted cell
culture supernatants using Mouse IL-2 ProQuantum Immunoassay Kit
(Thermo Fisher Scientific, A42892) [38] following the manufacturer’s
guidelines with some modifications. In brief, the IL-2 levels were detected
in qPCR using C1000 Touch Thermal Cycler and CFX96 Touch Real-Time
PCR Detection System (Bio-Rad) and settings protocol for standard block
type. A linear regression model, fitted to the IL-2 standard curve, was used
for interpolation of Cq values for concentration determination. The
standard curve was linearized by inspecting logarithmic fold changes in
the concentration values. Measured Cq values and standard curve were
normalized to a [0,1] range for comparison. Linear regression on the
standard curve estimated log-fold changes in concentrations for all
experimental conditions. Concentration levels are presented in pg/mL and
were normalized to total protein content measured by Pierce BCA Protein
Assay Kit (Thermo Fisher Scientific) following the manufacturer’s
instructions.

Statistical analysis
In our study, all available samples from the biobank were utilized. The
statistical power of our sample size was confirmed using G*Power software
as previously described [39]. The power analysis was anchored on an effect
size (∣ρ∣) of 0.42, which reflects the highest observed Spearman’s
correlation between TIMP1 and HLA genes in the GDC-TCGA dataset. With
a set significance level of 5% and aiming for 80% power, our analysis
indicated that a minimum of 30 patients would provide adequate
statistical power for the study. Consequently, our analysis included 30 skin
tumor and 37 lymph node (LN) samples. GraphPad Prism software was
used for statistical analysis. The Spearman’s correlation was used to assess
the correlation of TIMP1 with CD8A as well as with genes belonging to the
HLA family. For correlative Ladder Plots from Figs. 1 and 2, correlations
were considered significant when *0.01<p < 0.05; **0.001<p < 0.01,
***0.0001<p < 0.001 and ****p < 0.0001. UCSX Xena browser was used to
obtain the Overall Survival (OS) data from melanoma patients according to
gene differential expression (median cutoff), and Kaplan-Meier survival plot
and the log-rank test were performed to evaluate the significance of OS
curves using GraphPad Prism Version 9. Statistical analysis of TIMP1
expression across tissue sections, group signature comparisons, and
functional BMDC studies with recombinant TIMP-1 employed the two-
tailed unpaired t test for normally distributed data, determined by the
Shapiro-Wilk test. At least three biological repetitions were performed for
all functional studies. For non-normally distributed data, the Mann-
Whitney test was utilized. The homogeneity of variances was checked
using Welch’s correction where necessary, ensuring accurate comparisons
between groups. P values ranges are detailed in the figure captions.

RESULTS
TIMP1 gene expression is associated with improved survival,
enhanced T cell infiltration, and antigen presentation in
melanoma
Using a reverse translational approach, we initially assessed the
prognostication power of TIMP1 in comparison with CD8A in the
GDC-TCGA-SKCM melanoma dataset [40], a cornerstone model for
ICT research [19, 20]. As shown in Fig. 1A, both genes are
predictive of favorable OS, suggesting interconnected roles in
melanoma immunosurveillance. Next, we extended our correla-
tion analysis to all cancer types of the GDC-TCGA-PANCAN
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transcriptome dataset. Notably, TIMP1 displayed a significant
positive correlation with CD8A infiltration across most cancer
types (Fig. 1B, left panel).
While correlations between immune genes and T cell infiltration

markers can be a byproduct of mere co-expression during
inflammation, if a given immune biomarker shows a strong
correlation with inflammatory triggers, such as exclusive antigen-
presentation biomarkers expressed in resident antigen-presenting
cells (APCs), like DCs, it hints at a potential functional immuno-
genicity role of this biomarker. Thus, a substantial correlation of
TIMP1 with immunogenic triggers, such as HLA genes would
support its functional link to increased CD8A levels in the TME;
moreover, a weaker correlation could indicate co-expression over
potential causation. Notably, in the GDC-TCGA-SKCM dataset,
TIMP1 displayed strong correlations with HLA-DRA, an antigen-
presentation marker by DCs (MHC-II in mice), in addition to a
cytolytic activity signature of CD8+ T cells [41], and CD3E T cell
infiltration marker (Supplementary Fig. 1A).
We expanded this correlational study using a collection of HLA

genes represented in a TIMP1 supervised heatmap classification
(Supplementary Fig. 1B), observing their strong association with
TIMP1. Next, we performed Spearman’s rank test of TIMP1 with
these genes, notably highlighting significant ties with HLA-DMA
and TPBP (Fig. 1B, right panel). Importantly, the TPBP gene
encodes tapasin, which bridges the TAP complex and MHC-I
molecules, optimizing peptide loading onto MHC-I for presenta-
tion to cytotoxic T cells [42].
Since it has been established that CD8+ T cell-derived IFN-γ

can potentiate the expression of MHC-I (HLA-A) [43], the
predominant expression of HLA-A in the tumor biopsy could
solely be a consequence of IFN-γ signaling. To address this
hypothesis, we conducted a focused analysis on a subset of
patient TCGA-SKCM and PANCAN biopsies devoid of IFNG
expression. Contrary to the assumption that HLA-A expression is
predominantly a consequence of IFNG levels, our findings reveal a
not only significant but increased correlation between TIMP1
expression and the level of HLA-A. Specifically, we observed a
Spearman’s correlation coefficient increase from r= 0.244 to
r= 0.335 in the SKCM dataset, and r= 0.545, p < 0.0001 in the
PANCAN dataset (Supplementary Fig. 1C), affirming the strength
of this association independent of IFNG levels. These data suggest

a functional regulatory axis between TIMP1 and HLA molecules
that may influence immune surveillance mechanisms within the
tumor microenvironment.
To qualitatively evaluate the functional relationship between

TIMP1 and HLA genes, we undertook a Force Atlas 2 network
analysis, which is an effective tool for converting correlative data
into insights indicative of functional relationships [44]. The
algorithm works by revealing clusters of closely positioned genes,
hinting at shared functional biological processes. In our analysis,
we integrated the gene for the Human Homeostatic Iron Regulator
Protein (HFE), also known to affect peptide loading onto unstable
MHC molecules [45], as a functional reference control. Despite
neither TIMP1 nor HFE being HLA protein family members, TIMP1
showed a closer relation to HLA nodes compared to HFE (Fig. 1C).
Due to HFE’s functional nature, the higher attraction of TIMP1 to
HLA nodes suggests a functional role for TIMP-1 in antigen
presentation. Therefore, these findings suggest that the role of
TIMP-1 goes beyond mere co-expression seen in bulk RNA
datasets, suggesting a more functionally relevant correlation,
possibly confined to immune segments of the tumor
microenvironment.

Spatial NGS analysis of lymph nodes from metastatic
melanoma patients reveals TIMP-1 association with HLA and
CTL Signatures and CD8+ T Cell differential levels
Next, we hypothesized that if TIMP1 functionally contributes to
antigen presentation, its correlation with HLA genes should be
observed not only in the TME but also in lymphoid organs,
specifically within immune infiltrates. To test this, we used TMA
cores from skin and tumor-draining LN of metastatic melanoma
patients. The process of obtaining human tissues, and evaluating
H&E stainings for NanoString GeoMX access is depicted in Fig. 2A.
We applied the spatial NanoString Geo MX profiling and NGS in
tumor and iROIs, which were phenotyped by H&E and Immuno-
fluorescence stainings (Fig. 2B, upper panel, and Supplementary
Fig. 2A) as previously described [23]. Upon data normalization and
conducting quality control analysis, we carried out a Principal
Component Analysis (PCA) on the entire transcriptome, revealing
two primary clusters that can be distinguished by high and low
TIMP1 expression correlated genes clusters (Supplementary
Fig. 2B).

Fig. 1 Correlation of TIMP1 gene expression with improved survival, T-cell infiltration, and antigen presentation in melanoma. A Kaplan-
Meier plots of overall survival (OS) based on TIMP1 (red and blue) and CD8A (green and black) gene expressions (cutoff determined by the
median of gene expression within the cohort), demonstrating significant differences in the OS curves determined by TIMP1 and CD8A
differential expression. B, left Spearman’s correlation screening of TIMP1 with CD8A gene expression in all cancer cohorts of the normalized
GDC-TCGA-PANCAN dataset. The heatmap represents the significance of correlations based on a two-tailed test. B, right Quantitative
Spearman’s correlation between TIMP1 and significant HLA-related genes (p < 0.05); in red, genes controlling peptide loading onto MHC-II and
MHC-I molecules (****p < 0.0001, ***0.0001<p < 0.001, **0.001<p < 0.01 and *0.01<p < 0.05 are considered significant). C Force Atlas 2 Network
study displaying genes as nodes and correlations as edges, with correlation strength indicated by edge distance, revealing TIMP1’s stronger
relationships with HLA genes compared to HFE.
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We then discerned that significant positive correlations
between TIMP1 and CD8A were confined to instances where
TIMP1 was expressed in the immune segment (highlighted in red),
rather than with TIMP1 expression in the tumor segment (depicted
in green) (Fig. 2B, lower correlation panels). This finding implies
that the presence of TIMP1-expressing cells within the immune
compartment is linked to the development of more immunogenic
tumor types. Further investigation into the differential expression
of TIMP1 across immune and tumor regions revealed that
heightened TIMP1 expression predominantly occurs in the
immune segments of patients with overall high systemic TIMP1
levels (Fig. 2C). This observation underscores that, although TIMP1

RNA is detectable in both tumor and immune areas, its enhanced
expression in the immune segments of highly immunogenic
tumors may reflect functionalities divergent from those man-
ifested in tumor cells.
Due to the significant relevance of TIMP1 in the LNs, we further

evaluated the correlation of TIMP1 with HLA genes like HLA-A, -B, -C,
TPBP, and TAP1 (Fig. 2D, upper panel), with TPBP notably matching
our previous findings in GDC-TCGA-SKCM dataset. These insights
suggest a role for TIMP1 not only associated with the expression of
HLA-A molecules but with genes involved in the processing and
expression control of HLA, such as TBPA and TAP, suggesting a
functional link for TIMP-1 in lymphoid organs. Next, we assessed
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whether higher TIMP1 expression in iROIs of LNs associated with
improved antigen presentation and T-cell generation. This was done
by examining a combination of HLA genes and a gene signature that
indicates the level of CD8+ T cell cytolytic activity on the biopsy (CTL
signature) as previously described [41]. Elevated TIMP1 levels
significantly correlated with upregulated signatures, suggesting more
active antitumor T cell generation (Fig. 2D, lower panel) [41]. These
findings indicate that TIMP1 is not merely associated with HLA-A
expression, but it encompasses genes integral to HLA processing and
expression, like TAPBP and TAP, hinting at a potential functional
significance of TIMP1 expression within the TME and lymphoid
tissues to prime antitumor effector T cells.
Next, we divided our internal cohort into groups with high and

low levels of CTL signature. Using Force Atlas2, we analyzed the
network dynamics, focusing on the interaction intensity and nodal
proximity between TIMP1 and HLA genes. TIMP1 showed closer
proximity to HLA nodes in LNs with high CTL levels (Fig. 2E). These
findings suggest that the role of TIMP-1 goes beyond mere co-
expression seen in bulk RNA datasets, suggesting a more
functionally relevant correlation, possibly confined to immune
segments of the tumor microenvironment. Therefore, we
hypothesize a functional link for TIMP-1 influencing antigen
presentation and the generation of cytolytic CD8+ T cells in LNs

of metastatic melanoma patients, which may stem from its cellular
and molecular functions on local immune cells.

TIMP1 cross-tissue correlation is associated with an
immunogenic gene signature in the lymph nodes with
implications for MHC-I peptide loading
In prior studies on parasitic intracellular infection, myeloid DCs
were found to express and secrete TIMP-1, enhancing their
migratory and differentiation abilities [46]. Given the similarities
between immune responses to intracellular infections and cancer
immunosurveillance, particularly in the context of antigen
presentation and Th1-type immune response [47, 48], we
postulated that TIMP-1 might influence the activation and
migration of tumor-resident APCs to tumor-draining LNs. Thus,
levels of TIMP1 in the TME should correlate with immune
biomarkers in the lymphoid tissues due to the role of activated
tumor-resident DCs in antigen presentation. To validate this, we
compared the transcriptomes from iROIs of skin tumors and
matched tumor-draining LNs in 11 metastatic melanoma patients.
Of the 10,636 genes analyzed, only 30 genes from the LNs showed
a significant correlation with TIMP1 levels in the skin iROIs, forming
the cross-tissue TIMP1 correlated signature (cT1S) depicted in an
inverted volcano plot (Fig. 3A, and Supplementary Table 2).

Fig. 2 TIMP1 spatial expression profile in skin melanomas and tumor-draining lymph nodes of metastatic melanoma patients.
A Schematic representation of biobank study for spatial expression profiling of TIMP1 in metastatic melanoma. (1) Skin tumors and lymph
node metastasis from melanoma patients were collected and their (2) histopathology was analyzed to select areas of immune and tumor
intersection (3). (4) The process is repeated for each participant of the study. (5) TMA blocks are built by collecting the selected cores and
slides were prepared for further staining for NanoString study (6). B Whole transcriptome analysis of iROIs of skin (n= 35) and LN (n= 37)
biopsies of metastatic melanoma patients. Upper panel: representative immunofluorescence images obtained from GeoMx Melanoma
Morphology Kit for tumor cells (PMEL17+ green), immune cells (CD45+ red), and nuclei counts (Blue). Lower panels: Spearman’s rank of
normalized TIMP1 counts obtained from tumor (green) and immune (red) segments to CD8A counts obtained from the immune segment (red).
C Spatial ratio profiling of TIMP1 expression in the immune segment relative to the expression levels in the tumor segment in both skin and LN
in patients with high and low expression of TIMP1. Two-tailed Maan–Whitney test was performed. D Spearman’s correlation analysis displays
the relationships between TIMP1 expression and corresponding HLA genes in LN metastasis from Auria cohort. Genes are sorted from the
highest to lowest correlation score. The upper panel presents the highest correlation coefficients associated with HLA-A, -B, -C, TPBP, and HLA-
DPA. The heatmap represents the significance of correlations based on a two-tailed test. ****p < 0.0001, ***0.0001<p < 0.001, **0.001<p < 0.01
and *0.01<p < 0.05 are considered significant. The lower panel demonstrates both the HLA and CTL gene signature expression according to
TIMP1 levels in the cohort. Two-tailed Maan-Whitney test was performed. E Force Atlas 2 analysis of TIMP1 interaction strength with HLA gene
nodes within the lymph node dataset. TIMP1 node and interaction strings are highlighted in red, revealing its stronger proximity with HLA
gene nodes in patients displaying high levels of cytolytic signature (CTL) within the immune segments, compared to those with low CTL
levels.

Fig. 3 Cross-tissue correlation of TIMP1 and gene enrichment analysis from cT1S signature metastatic melanoma. A Correlation-
Significance Mapping Scatter Plot of the cT1S signature. RNA levels of TIMP1 from iROIs in skin tumors were tested with the entire
transcriptome from iROIs in the tumor-draining lymph nodes from 11 melanoma patients. The red box depicts the 30 genes with significant
(at least p < 0.05) positive correlation from Pearson’s test within the transcriptome of tumor-draining lymph nodes. B Gene enrichment analysis
of the cT1S signature using PANTHER classification system. The analysis aimed to characterize the functional implications of the cT1S
signature, highlighting its distribution across different biological pathways. Full name of the detected immune pathway: Antigen Presentation:
Folding, assembly, and peptide loading of MHC-I (R-HSA-983170). C Average expression from all genes belonging to R-HSA-983170 category
according to TIMP1 differential expression in matched tumor-draining lymph nodes. Cutoff for TIMP1 determined by the median of expression
counts within the cohort.
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Subsequently, we carried out a gene enrichment analysis to
interpret the potential immunological implications of the cT1S
signature in the tumor-draining LNs using Reactome pathway
analysis (Supplementary Table 3), as described in the materials
and methods. We found that among seven subcategories
influenced by cT1S, Metal Ion Transport had the highest
enrichment scores, while DNA and Immune Processes showed
intermediate scores (Fig. 3B and Supplementary Table 3). Notably,
the sole representative category for Immune Processes was the
“Antigen Presentation: Folding, assembly, and peptide loading of
class I MHC (R-HSA-983170)” pathway (Fig. 3B and Supplementary
Table 4). We further observed a robust upregulation of this
pathway in LNs with high TIMP1 expression (Fig. 3C). These
findings expand the functional links for TIMP1 expression in the
TME, which is not only associated with the activation and
migration of local DCs to LNs [49], as previously described, but
it modulates the machinery responsible for processing antigens
and load to MHC-I molecules in the context of cancer
immunosurveillance. With this evidence, we undertook a func-
tional study to confirm the role of TIMP-1 in DC activation.

Myeloid DCs secrete TIMP-1
Recent research shows that DCs infected with Toxoplasma gondii
become activated and migrate due to autocrine TIMP-1 stimula-
tion [49]. Therefore, we examined TIMP1 expression in differ-
entiated immune cells that compose the diverse immune
landscape of the TME [50], such as DCs, macrophages, T cells,
neutrophils, and NK cells. Using the single-cell transcriptome

dataset from the Human Protein Atlas (HPA) portal, which merges
data from HPA, Monaco, and Schmiedel cohorts [51, 52], we
focused only on differentiated immune cells, thus excluding
monocytes. We observed that myeloid DCs have the highest
TIMP1 mRNA levels and memory CD4+ T cells express moderate
levels of TIMP1 (Fig. 4A).
We then studied TIMP-1 secretion in the protein fraction from

the conditioned media of primary cultures of DCs and T cells
purified from PBMCs of healthy donors using immunoblotting (Fig.
4B). We observed that secreted TIMP-1 is indeed present in the
condition media of steady-state human DCs and T cells (Fig. 4C).
These findings support existing knowledge of autocrine TIMP-1
produced by immune cells [49, 53]. To investigate the dynamics of
soluble TIMP-1 levels under different activation states, we
stimulated human DCs with IFN-γ and LPS, and T cells with anti-
CD3 and anti-CD28 antibodies. Our findings show a qualitative but
not significant increase of secreted TIMP-1 levels only in
stimulated human DCs. This preliminary observation led to testing
whether specific subpopulations of DCs pertinent to tumor
antigen presentation could manifest better TIMP-1 secretion in
response to stimulus. To test this, primary mouse BMDCs were
obtained using the FLT3L differentiation method [27], which
enhances their proficiency in tumor antigen presentation for anti-
PD1 responses [28], and then stimulated primary cultures using
LPS. Following the pattern observed in peripheral human DCs, we
detected a notable and significant increase in soluble TIMP-1 from
BMDCs upon stimulation (Fig. 4C), suggesting TIMP-1 secretion
upon stimulus.

Fig. 4 Characterization of TIMP-1 expression and secretion in different cell types. A Characterization of TIMP1 RNA expression across
differentiated immune cells. Data represents the normalized average of RNA-seq counts from the dataset of the Human Protein Atlas (HPA),
Monaco [51], and Schmiedel [52] cohorts. B Schematic overview depicting the evaluation of soluble TIMP-1 levels in conditioned media
derived from primary DCs (both mouse and human) and primary human T cells, comparing unstimulated and stimulated states for further
purification and evaluation by Western blot. C Western blot analyses display TIMP-1 protein levels (left). Protein quantities were normalized
before gel loading, with subsequent relative quantification of TIMP-1 conducted against the total protein loaded, as depicted in the bar charts
(right). Three independent experiments are shown, mean ± SEM from combined biological replicates, two-tailed unpaired t test (*p < 0.005; ns:
not significant).

M. Langguth et al.

7

Genes & Immunity



Soluble TIMP-1 elicits MHC-I expression in myeloid DCs
To investigate the role of soluble TIMP-1 in myeloid DC activation,
we studied its influence on MHC expression as indicative of its
potential impact on antigen presentation. We treated FLT3L-
differentiated myeloid BMDCs with recombinant mouse TIMP-1
validated in previous studies [29–31, 49]. Moreover, TIMP-1 was
also added into the BMDC culture in combination with a vesicle-
enriched tumor-conditioned media (EV-TCM) from 72-h cultured
B16F10 melanoma cells, known for effectively enriching mela-
noma antigens for MHC-I-mediated CD8+ T cell priming [54].
MHC-I expression on the surface of DCs was then evaluated by
flow cytometry (Fig. 5A). Representative gating strategy and
scatter-plots of the expression levels of MHC-I are shown in
(Supplementary Fig. 3A).
To provide more robustness in our quantification, we concate-

nated our data from three independent experiments, as previously
described [36], and used Cytosplore to perform HSNE clustering. This
analysis allowed an in-depth portrayal of MHC-I expression through
unsupervised density clustering of single cells, discerning three MHC-
I expression groups: high, intermediate, and low (Fig. 5B, left panel).
Our analysis showed that most untreated DCs clustered within the
low MHC-I expression. Intriguingly, TIMP-1 shifted expression toward

intermediate MHC-I levels, and in combination with EV-TCM, it
intensified MHC-I expression (Fig. 5B, right panel). Single-cell
quantification highlighted that both EV-TCM and its combination
with TIMP-1 markedly reduced the frequency of DC populations
expressing low MHC-I (Fig. 5C, left panel). Conversely, TIMP-1,
especially in combination with EV-TCM, amplified intermediate (Fig.
5C, middle panel) and high MHC-I expressions (Fig. 5C, right panel).
These findings underscore the potential of TIMP-1 to act as a
cytokine that enhances MHC-I expression on FLT3L-stimulated DCs,
suggesting its beneficial role in antigen presentation.
To evaluate whether the obtained results were specific to

TIMP-1 and not due to potential effects emerging from the low
levels of endotoxin found in the recombinant protein used, we
performed the same experiment using a non-functional hetero-
logous control protein (recombinant human-TIMP-1 control) at a
concentration that reaches the same endotoxin levels found in the
species-specific TIMP-1. In such conditions, we observed that the
endotoxin levels are not sufficient to induce an increase of MHC-I,
reinforcing that the results obtained are specific to TIMP-1.
Moreover, TIMP-1 did not induce the upregulation of the
maturation marker CD86 (Supplementary Fig. 3), suggesting that
the observed effects are not due to generalized DC maturation or

Fig. 5 Influence of TIMP-1 on MHC-I expression levels in myeloid DCs. A Schematic representation of the functional study to evaluate TIMP-
1 impact on MHC-I levels in myeloid DCs. Flow cytometry analysis of surface MHC-I expression on primary myeloid DCs under different
conditions: 1:4 EV-TCM from B16F10 cells, recombinant TIMP-1, or a combination of both. B left Hierarchical Stochastic Neighbor Embedding
(HSNE) plots for unsupervised clustering of the three distinct MHC-I expression patterns: high (red), intermediate (green), and low (blue)
expression levels. B right Single-cell density analysis within each MHC-I cluster for each experimental group. Normalized frequencies of live
myeloid DCs across low (C, left), mid (C, middle), and high (C, right) MHC-I expression levels. Three independent experiments are shown,
mean ± SEM from combined biological replicates, two-tailed unpaired t test (***p < 0.001; *p < 0.05; ns: not significant).
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activation, but potentially modulating the antigen-processing
machinery of DCs (Supplementary Fig. 3A, left panels). Notably,
recent studies have highlighted the essential role of the cDC1
subset in mediating the effectiveness of immune checkpoint
therapies [55]. In this context, our study also examined the
response of MHC-I levels to TIMP-1 stimulation in this particular
DC subtype. Our results demonstrate that TIMP-1 exerts stimula-
tory effects on these cells (Supplementary Fig. 3A, right panels), a
factor that could be pivotal in determining the outcomes of
immunotherapeutic approaches. Furthermore, relative MFI analy-
sis revealed that TIMP-1 alone indeed leads to increased MHC-I
expression compared to untreated control in both total CD11c+
BMDCs, and the cDC1 subtype (Supplementary Fig. 3B).
Understanding the well-established role of MHC-I in CD8+ T

cell activation [56], we sought to confirm the functional
significance of increased MHC-I expression in DCs in the context
of CD8+ T cell activation. Our pilot approach involved TIMP-1-
treated FLT3L-BMDCs pulsed with ovalbumin (OVA) to facilitate
cross-presentation, a process that delivers extracellular antigens
to the MHC-I pathway for priming of CD8+ T cells [57]. This
setup was then utilized to evaluate CD8+ T cell activation by
quantifying both T cell proliferation by flow cytometry and IL-2
secretion in the culture supernatants (Supplementary Fig. 4A, B).
Importantly, this preliminary approach allows us to observe the
small fraction of clonally expanded T cells to soluble antigens
cross-presented by DCs, as not all CD8+ T cell clones will be
primed by DCs, as previously described [58]. Results indicated
that TIMP-1-activated DC corresponded with a small increase in
CD8+ T cell proliferation (from 4.9% to 5.6%) in the G2
proliferation gate, with no changes observed in co-cultures
not previously pulsed with OVA (Supplementary Fig. 4C).
Moreover, co-cultures including DCs previously treated with
TIMP-1 and OVA showed a qualitative, although non-significant
increase of IL-2 levels, essential for T cell proliferation
(Supplementary Fig. 4D), laying the groundwork for future

detailed studies on the systematic impact of TIMP-1 on cross-
presentation and CD8+ T cell generation.

TIMP-1 impacts the immunoproteasome/TAP complex
Building on the discovery that TIMP-1 augments MHC-I expression
in BMDCs and aligning with our NanoString spatial analysis
suggesting a role in antigen processing and loading to MHC-I
molecules (Fig. 3), we further investigated how TIMP-1 stimulation
alters the expression of critical proteins in the MHC-I peptide
loading pathway. This included calreticulin with its role in peptide
folding and loading onto MHC-I, PSMB8 with its importance in
antigenic peptide generaation as part of the immunoproteasome,
and TAP-1 which holds critical function in peptide translocation to
the ER, alongside TAP-2. Following TIMP-1 stimulation, we
observed that calreticulin levels remained unchanged, while slight
increases in PSMB8 and more notable rises in TAP-1 were detected
(Fig. 6A, upper panel). Expression levels relative to GAPDH loading
control are represented in bar plots (Fig. 6A, lower panel). These
results suggest that soluble TIMP-1 may indeed have an impact on
processes that modulate the levels of the immunoproteasome/
TAP complex, thereby boosting antigen processing and MHC-I
expression for optimal peptide assembly and presentation on the
cell surface (Fig. 6B).

DISCUSSION
TIMP-1 has emerged as an inflammatory cytokine in both innate
and adaptive immunity [59]. Our study offers evidence for a novel
immune function for TIMP-1, backed by its link with immunogenic
characteristics of metastatic melanoma and favorable prognosis.
CD8A expression in the TME is a positive indicator for cancer
immunosurveillance, signifying the presence of cytotoxic T
lymphocytes or CD8+ T cells, which are central to anti-cancer
immunity [60]. Identifying molecules which serve as biomarkers
correlating with CD8A and aid CD8+ T cell generation is crucial

Fig. 6 TIMP-1 impacts the immunoproteasome/TAP complex. A Western blot analyses display of calreticulin (CALR), PSMB8, and TAP-1 in
whole cell lysates from BMDCs left untreated or treated with TIMP-1 (upper panel). Relative protein quantification was conducted against the
total levels of GAPDH loading control, as depicted in the bar charts (lower panel). B Schematic representation of TIMP-1 modulatory effects on
the immunoproteasome/TAP complex with implications for improved expression of MHC-I.
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[6]. Herein we show that at the RNA level, TIMP1 expression does
correlate with CD8A expression in the TME of several cancer types
of the PANCAN study, extending its pro-inflammatory roles in
cancer.
The pronounced affinity of TIMP1 to HLA genes compared to the

HFE gene in our Force Atlas 2 analysis [44] underpins a functional
link for potential HLA-related immunogenic roles at the level of
APCs, as correlations restricted to immune segments within the
biopsy and the lymphoid tissues. This connection emphasizes the
importance of examining the intricate functional interplay of
TIMP-1 in HLA expression, given the critical role of early DCs
activation in cancer immunity and ICT responses [61]. Indeed,
molecular dynamics in the TME have downstream consequences
in the tumor-draining lymphoid tissues, where critical T cell
priming events typically occur [62].
Our cross-tissue study highlighting TIMP1 differential expression

in the TME and its association with a gene signature indicative of
peptide loading onto MHC-I molecules in tumor-draining LNs
underscores a pivotal functional link for TIMP-1 in tumor
immunogenicity.
Our findings advance the understanding of TIMP-1 secretion,

demonstrating that myeloid DCs, in addition to T cells, are
significant producers of TIMP-1. In addition, TIMP-1 secretion
might indeed occur in response to stimulatory conditions,
particularly by subpopulations of immunogenic DCs that are
important for antigen presentation and immunotherapy out-
comes. While the increase of TIMP-1 secretion by stimulated
human DCs wasn’t statistically significant, it suggests a potential
avenue for future studies, especially in conditions mimicking the
tumor’s cytokine milieu or involving co-stimulatory immune
signals. These findings, although preliminary, align with prior
studies linking TIMP-1 to myeloid DC activation in the context of
parasitic infection [49], and T cells as an additional source of
soluble TIMP-1, from which secretion might occur in response to
different dynamics within the TMA. Future studies will aim to
precisely identify the cellular and molecular entities that
significantly influence the autocrine secretion of TIMP-1 by human
DCs and T cells, particularly in the context of the TME.
This supports the emerging view that TIMP-1 plays an autocrine

role in enhancing DC immunogenicity. For the first time, we
provide evidence that the functions of soluble TIMP-1 extend
beyond its established role in DC migration during parasitic
infection [49], to include the modulation of DC-mediated
presentation of tumor antigens to T cells. This autocrine activity
of TIMP-1 positions it alongside other key immunomodulatory
cytokines such as IFN-γ and TNF-α [63], known for their efficacy in
tumor immunity. Furthermore, the secretion of TIMP-1 by T cells
underlines a potential supportive role for TIMP-1 in coordinating
Th1 immune responses, since Th1 lymphocytes are known to
impact the expression of MHC-I molecules on DCs through
secretion of pro-inflammatory cytokines, such as IFN-γ and TNF-α,
enhancing their cross-presentation capabilities [64, 65].
Our results indicate that soluble TIMP-1 augments MHC-I

expression in myeloid DCs when exposed to tumor antigens,
underscoring its potential role in modulating tumor immunity.
While existing studies on TIMP-1’s effects on myeloid DCs are
sparse, one notable research demonstrated its involvement in
enhancing DC migration in response to Toxoplasma gondii
infection [49]. Given the critical role of DC migration in tumor
antigen processing and cross-presentation within lymphoid
tissues [66], and considering the shared Th1 immune mechanisms
employed against both cancer and intracellular infections, TIMP-1
functions in DC activation during infection may also be significant
in cancer immunology.
Our study demonstrates that TIMP-1 enhances MHC-I expres-

sion in myeloid DCs, with an even more marked increase observed
when these cells are co-incubated with TIMP-1 and exogenous
antigens, suggesting an improved potential for antigen processing

and cross-presentation. It is important to understand that effective
antigen presentation encompasses more than just antigen
processing and folding to MHC-I molecules for further surface
expression; it also requires successful T-cell priming and activation.
The initial findings suggest that TIMP-1 plays a role in boosting
MHC-I expression, especially in the presence of exogenous
antigens, highlighting it as a key precursor for further effective
antigen presentation. Ongoing research in this area is expected to
further validate successful antigen presentation via T-cell
activation.
The exact mechanism through which TIMP-1 influences MHC-I is

not fully elucidated. While it is evident that TIMP-1 impacts the
immunoproteasome/TAP Complex [67, 68], the precise mechan-
ism of this modulation is not yet understood. Nevertheless, our
findings suggest that the impact of TIMP-1 on MHC-I expression
could be due to the relocalization of MHC-I from the ER upon
peptide loading by TAP proteins [67], however, this does not
exclude the possibility for an increase in MHC-I expression, since
optimized processed antigens implicate a need for increased
MHC-I levels in the endoplasmic reticulum.
At a molecular level, TIMP-1 interacts with several receptors

through its dual-domain structure [69]. Its N-terminal domain
inhibits MMPs [70] and binds with CD82 [12], while both domains
are associated with ADAM-10 [71]. There is evidence of TIMP-1
binding to LDL receptor-related protein 1 (LRP1) [13], but the
details are yet to be delineated. A spotlight has been cast on the
CD63 and CD74 receptors. In 2006, CD63 was identified as the first
receptor interacting with soluble TIMP-1 [12]. Subsequent research
showed the effects of TIMP-1/CD63 interaction on immune
functions [72–74], including its influence on DCs, macrophages,
and NK cells [49, 75, 76]. In DCs, TIMP-1 has been described to
target CD63 and influence DCs migration through activation of
ITGB1-FAK signaling [49]. However, this interaction might also play
a pivotal role in MHC-I expression influenced by TIMP-1, especially
in antigen presentation contexts.
In APCs such as B cells and DCs, the arrangement of MHC-I and

MHC-II on the cell membrane is regulated by exosomes [77]. This
arrangement is guided by tetraspanin enrichment microdomains
(TEMs), which include CD63 and CD81 [78–80]. Importantly,
studies have demonstrated that a reduction in CD63 levels within
APCs augments the production of exosomes, leading to an
improved arrangement of MHC-II on the cell membrane, thereby
enhancing T-cell activation [81]. While both MHC-I and MHC-II
arrangement on the cell membrane is coordinated by TEMs, it is
yet to be clarified whether a reduction in CD63 might likewise
enhance MHC-I cell surface localization. One hypothesis is that
TIMP-1, by targeting [12] and potentially neutralizing CD63-
dependent endosomal regulation, could enhance MHC-I expres-
sion. This may occur through amplified cross-presentation
dependent on endosomes or increased exosome production in
myeloid DCs exposed to higher TIMP-1 levels. However, this
hypothesis, linking reduced CD63 activity to augmented MHC-I
expression via TIMP-1 interaction, needs further research for
comprehensive elucidation.
CD74 in DCs has also emerged as a promising molecular target

for TIMP-1. In B cells, recent studies have shown that TIMP-1
targets CD74 and activates ZAP-70 signaling, increasing B cells
activation functions [14]. While CD74 typically acts as a chaperone
for MHC molecules under normal conditions [82, 83], it gets
targeted by MIF in metastatic melanoma [84], altering its
immunogenic role and reducing the DCs’ ability to expand
antitumor CD8+ T cells [17]. We discovered that blocking MIF-
CD74 interaction with an antitumor peptide (C36L1) can restore
the immunogenic function of myeloid DCs [17]. Notably, C36L1
can obstruct the interaction between CD74 and TIMP-1 [14],
suggesting TIMP-1 could be a potential CD74 ligand with
implications on DC immunogenicity, with similar implications for
DC immunogenicity as observed with C36L1 peptide. Given the
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link between TIMP-1 and enhanced immunogenicity in melanoma,
its interaction with CD74 might either bolster its MHC-I/II
chaperoning role or compete with MIF, reducing MIF-induced
suppressive effects through CD74. This hypothesis calls for deeper
therapeutic exploration, especially considering that TIMP-1
influences MHC-I levels on DCs.
Therapeutically, leveraging MHC-I expression potentiates ICT

outcomes [85]. On this front, the power of mRNA vaccines to
introduce immunogenic genes in the TME offers novel combina-
torial avenues for immune modulation. Just as mRNAs encoding
CD70, CD40 ligand, and TLR4 [6], have been investigated for this
purpose, TIMP-1 could be similarly delivered targeting resident
DCs. By using mRNA vaccines to induce TIMP-1 expression in the
TME, we might enhance DC activation, and transition cold tumors
to hot ones by optimizing T cell generation in the lymphoid
organs to improve ICT outcomes.

CONCLUSION
As cancer immunology progresses, understanding diverse
immune cells and their regulators is essential. Utilizing a broad
approach to study factors like environmental impacts and
epigenetics is key for targeting ICT-resistant cold tumors. TIMP-1
is crucial in driving both adaptive immunity through processes
that modulate the immunoproteasome/TAP complex, increasing
MHC-I expression in cDC1 subset (Fig. 6B), which are fundamen-
tally important for ICT outcomes [55]. These findings thus identify
TIMP1 as a potential new target for reshaping cancer immu-
notherapy. Exploring its roles may lead to enhanced strategies
benefiting not just melanoma, but other cancers where TIMP-1
correlates with improved survival. The central aim is optimizing
tumor immunogenicity for better ICT outcomes in cold tumors.
The strengths of this study include solid clinical evidence on the
association of TIMP-1 with HLA expression and improved CD8 T
cell levels, both in the tumor and in LN of melanoma patients. This
association is further dissected at the spatial level, enabling
functional links with antigen processing and loading machinery to
MHC-I, further validated with key functional studies.
One potential limitation of this study may be the unavailability

of extensive in vivo studies that delve into the intricate
mechanistic aspects of TIMP-1’s influence on tumor immunity.
Additionally, more robust studies are needed to comprehensively
understand the functional impact of TIMP-1-induced cross-
presentation by DCs for consequent priming and activation of
CD8+ T-cell responses. This can be done by testing different
TIMP-1 stimulatory conditions, using antigen-specific CD8+ T cell-
based cross-presentation assays and evaluating a broader
spectrum of parameters—such as activation markers on both
DCs and CD8+ T-cells, and cytokine profiling.
This study lays the initial groundwork for further exploration

into how TIMP-1 modulates tumor immunogenicity, particularly in
light of MHC-I-dependent antigen presentation. Our findings offer
a clear direction for upcoming research that seeks to decode the
complex molecular and cellular interactions driven by TIMP-1.
Future investigations are vital for a deeper understanding of these
mechanisms and will inform the development of novel combina-
torial therapeutic approaches to enhance the immunogenicity of
cold tumors, ultimately refining the effectiveness of current
immunotherapy treatments.

DATA AVAILABILITY
PANCAN and SKCM transcriptomic RNA-seq data are available at the GDC portal
(https://portal.gdc.cancer.gov), and normalized cases can be downloaded from the
UCSC Xena platform (https://xenabrowser.net/). TIMP1 RNA-seq from different
immune cells is available at the Human Protein Atlas (proteinatlas.org) under the
access code ENSG00000102265. NanoString GeoMX data is deposited in Figshare
(https://doi.org/10.6084/m9.figshare.24962505z).

REFERENCES
1. Larkin J, Chiarion-Sileni V, Gonzalez R, Grob JJ, Rutkowski P, Lao CD, et al. Five-

year survival with combined nivolumab and ipilimumab in advanced melanoma.
N Engl J Med. 2019;381:1535–46.

2. Wolchok JD, Chiarion-Sileni V, Gonzalez R, Rutkowski P, Grob JJ, Cowey CL, et al.
Overall survival with combined nivolumab and ipilimumab in advanced mela-
noma. N Engl J Med. 2017;377:1345–56.

3. Atkins MB, Lee SJ, Chmielowski B, Tarhini AA, Cohen GI, Truong TG, et al. Com-
bination dabrafenib and trametinib versus combination nivolumab and ipilimu-
mab for patients with advanced. J Clin Oncol. 2023;41:186–97.

4. Mariathasan S, Turley SJ, Nickles D, Castiglioni A, Yuen K, Wang Y, et al. TGFβ
attenuates tumour response to PD-L1 blockade by contributing to exclusion of
T cells. Nature. 2018;554:544–8.

5. Feng Z, Vuky J. Combination therapy with immune checkpoint inhibitors in
urothelial carcinoma: current data and future outlook. Oncol (Williston Park).
2021;35:410–20.

6. Wang MM, Coupland SE, Aittokallio T, Figueiredo CR. Resistance to immune
checkpoint therapies by tumour-induced T-cell desertification and exclusion: key
mechanisms, prognostication and new therapeutic opportunities. Br J Cancer.
2023;129 :1212–24.

7. Sharma P, Hu-Lieskovan S, Wargo JA, Ribas A. Primary, adaptive, and acquired
resistance to cancer immunotherapy. Cell. 2017;168:707–23.

8. Murphy TL, Murphy KM. Dendritic cells in cancer immunology. Cell Mol Immunol.
2022;19:3–13.

9. Sharma P, Siddiqui BA, Anandhan S, Yadav SS, Subudhi SK, Gao J, et al. The next
decade of immune checkpoint therapy. Cancer Discov. 2021;11:838–57.

10. Schoeps B, Frädrich J, Krüger A. Cut loose TIMP-1: an emerging cytokine in
inflammation. Trends Cell Biol. 2023;33:413–26.

11. Schelter F, Halbgewachs B, Baumler P, Neu C, Gorlach A, Schrotzlmair F, et al.
Tissue inhibitor of metalloproteinases-1-induced scattered liver metastasis is
mediated by hypoxia-inducible factor-1alpha. Clin Exp Metastasis.
2011;28:91–9.

12. Jung KK, Liu XW, Chirco R, Fridman R, Kim HR. Identification of CD63 as a tissue
inhibitor of metalloproteinase-1 interacting cell surface protein. EMBO J.
2006;25:3934–42.

13. Thevenard J, Verzeaux L, Devy J, Etique N, Jeanne A, Schneider C, et al. Low-
density lipoprotein receptor-related protein-1 mediates endocytic clearance of
tissue inhibitor of metalloproteinases-1 and promotes its cytokine-like activities.
PLoS One. 2014;9:e103839.

14. Schoeps B, Eckfeld C, Flüter L, Keppler S, Mishra R, Knolle P, et al. Identification of
invariant chain CD74 as a functional receptor of tissue inhibitor of
metalloproteinases-1 (TIMP-1). J Biol Chem. 2021;297:101072.

15. Engering A, Pieters J. Association of distinct tetraspanins with MHC class II
molecules at different subcellular locations in human immature dendritic cells. Int
Immunol. 2001;13:127–34.

16. Sizova O, John LS, Ma Q, Molldrem JJ. Multi-faceted role of LRP1 in the immune
system. Front Immunol. 2023;14:1166189.

17. Figueiredo CR, Azevedo RA, Mousdell S, Resende-Lara PT, Ireland L, Santos A,
et al. Blockade of MIF-CD74 signalling on macrophages and dendritic cells
restores the antitumour immune response against metastatic melanoma. Front
Immunol. 2018;9:1132.

18. Sharma P, Allison JP. Immune checkpoint therapy: forging ahead. Sci Transl Med.
2022;14:eadf2947.

19. Queirolo P, Boutros A, Tanda E, Spagnolo F, Quaglino P. Immune-checkpoint
inhibitors for the treatment of metastatic melanoma: a model of cancer immu-
notherapy. Semin Cancer Biol. 2019;59:290–7.

20. Sharma P, Allison JP. The future of immune checkpoint therapy. Science.
2015;348:56–61.

21. Goldman MJ, Craft B, Hastie M, Repečka K, McDade F, Kamath A, et al. Visualizing
and interpreting cancer genomics data via the Xena platform. Nat Biotechnol.
2020;38:675–8.

22. Matareed M, Maranou E, Koskela SA, Mehmood A, Kalirai H, Coupland SE, et al.
Novel prognostication biomarker adipophilin reveals a metabolic shift in
uveal melanoma and new therapeutic opportunities. J Pathol.
2023;260:203–21.

23. Figueiredo CR, Kalirai H, Sacco JJ, Azevedo RA, Duckworth A, Slupsky JR, et al.
Loss of BAP1 expression is associated with an immunosuppressive micro-
environment in uveal melanoma, with implications for immunotherapy devel-
opment. J Pathol. 2020;250:420–39.

24. Wang MM, Koskela SA, Mehmood A, Langguth M, Maranou E, Figueiredo CR.
Epigenetic control of CD1D expression as a mechanism of resistance to immune
checkpoint therapy in poorly immunogenic melanomas. Front Immunol.
2023;14:1152228.

25. Fabregat A, Jupe S, Matthews L, Sidiropoulos K, Gillespie M, Garapati P, et al. The
reactome pathway knowledgebase. Nucleic Acids Res. 2018;46:D649–D655.

M. Langguth et al.

11

Genes & Immunity

https://portal.gdc.cancer.gov
https://xenabrowser.net/
https://doi.org/10.6084/m9.figshare.24962505z


26. Fainaru O, Shay T, Hantisteanu S, Goldenberg D, Domany E, Groner Y. TGFbeta-
dependent gene expression profile during maturation of dendritic cells. Genes
Immun. 2007;8:239–44.

27. Guo C, You Z, Shi H, Sun Y, Du X, Palacios G, et al. SLC38A2 and glutamine
signalling in cDC1s dictate anti-tumour immunity. Nature. 2023;620:200–8.

28. Xu Y, Zhan Y, Lew AM, Naik SH, Kershaw MH. Differential development of murine
dendritic cells by GM-CSF versus Flt3 ligand has implications for inflammation
and trafficking. J Immunol. 2007;179:7577–84.

29. Girardi F, Taleb A, Ebrahimi M, Datye A, Gamage DG, Peccate C, et al. TGFβ
signaling curbs cell fusion and muscle regeneration. Nat Commun. 2021;12:750.

30. Martin LJ, Smith SB, Khoutorsky A, Magnussen CA, Samoshkin A, Sorge RE, et al.
Epiregulin and EGFR interactions are involved in pain processing. J Clin Invest.
2017;127:3353–66.

31. Wang X, Rojas-Quintero J, Wilder J, Tesfaigzi Y, Zhang D, Owen CA. Tissue inhi-
bitor of metalloproteinase-1 promotes polymorphonuclear neutrophil (PMN)
pericellular Proteolysis by anchoring matrix metalloproteinase-8 and -9 to PMN
surfaces. J Immunol. 2019;202:3267–81.

32. Abdi K, Singh NJ, Matzinger P. Lipopolysaccharide-activated dendritic cells:
“exhausted” or alert and waiting? J Immunol. 2012;188:5981–9.

33. Czerniecki BJ, Koski GK, Koldovsky U, Xu S, Cohen PA, Mick R, et al. Targeting HER-
2/neu in early breast cancer development using dendritic cells with staged
interleukin-12 burst secretion. Cancer Res. 2007;67:1842–52.

34. Kutys ML, Polacheck WJ, Welch MK, Gagnon KA, Koorman T, Kim S, et al. Unco-
vering mutation-specific morphogenic phenotypes and paracrine-mediated
vessel dysfunction in a biomimetic vascularized mammary duct platform. Nat
Commun. 2020;11:3377.

35. Lei X, Khatri I, de Wit T, de Rink I, Nieuwland M, Kerkhoven R, et al. CD4. Nat
Commun. 2023;14:217.

36. van Unen V, Höllt T, Pezzotti N, Li N, Reinders MJT, Eisemann E, et al. Visual
analysis of mass cytometry data by hierarchical stochastic neighbour embedding
reveals rare cell types. Nat Commun. 2017;8:1740.

37. Wang C, Barnoud C, Cenerenti M, Sun M, Caffa I, Kizil B, et al. Dendritic cells direct
circadian anti-tumour immune responses. Nature. 2023;614:136–43.

38. Yshii L, Pasciuto E, Bielefeld P, Mascali L, Lemaitre P, Marino M, et al. Astrocyte-
targeted gene delivery of interleukin 2 specifically increases brain-resident reg-
ulatory T cell numbers and protects against pathological neuroinflammation. Nat
Immunol. 2022;23:878–91.

39. Torromino G, Loffredo V, Cavezza D, Sonsini G, Esposito F, Crevenna AH, et al.
Thalamo-hippocampal pathway regulates incidental memory capacity in mice.
Nat Commun. 2022;13:4194.

40. Tomczak K, Czerwińska P, Wiznerowicz M. The Cancer Genome Atlas (TCGA): an
immeasurable source of knowledge. Contemp Oncol (Pozn). 2015;19:A68–77.

41. Jiang P, Gu S, Pan D, Fu J, Sahu A, Hu X, et al. Signatures of T cell dysfunction and
exclusion predict cancer immunotherapy response. Nat Med. 2018;24:1550–8.

42. Jiang J, Taylor DK, Kim EJ, Boyd LF, Ahmad J, Mage MG, et al. Structural
mechanism of tapasin-mediated MHC-I peptide loading in antigen presentation.
Nat Commun. 2022;13:5470.

43. Shankaran V, Ikeda H, Bruce AT, White JM, Swanson PE, Old LJ, et al. IFNgamma
and lymphocytes prevent primary tumour development and shape tumour
immunogenicity. Nature. 2001;410:1107–11.

44. Wallen ZD, Demirkan A, Twa G, Cohen G, Dean MN, Standaert DG, et al. Meta-
genomics of Parkinson’s disease implicates the gut microbiome in multiple dis-
ease mechanisms. Nat Commun. 2022;13:6958.

45. de Almeida SF, Carvalho IF, Cardoso CS, Cordeiro JV, Azevedo JE, Neefjes J, et al.
HFE cross-talks with the MHC class I antigen presentation pathway. Blood.
2005;106:971–7.

46. Ólafsson EB, Ross EC, Varas-Godoy M, Barragan A. Correction: TIMP-1 promotes
hypermigration of. J Cell Sci. 2019;132:jcs230920.

47. Old LJ, Clarke DA, Benacerraf B. Effect of Bacillus Calmette-Guerin infection on
transplanted tumours in the mouse. Nature. 1959;184:291–2.

48. Chen DS, Mellman I. Oncology meets immunology: the cancer-immunity cycle.
Immunity. 2013;39:1–10.

49. Ólafsson EB, Ross EC, Varas-Godoy M, Barragan A. TIMP-1 promotes hypermi-
gration of. J Cell Sci. 2019;132:jcs225193.

50. Giraldo NA, Sanchez-Salas R, Peske JD, Vano Y, Becht E, Petitprez F, et al. The
clinical role of the TME in solid cancer. Br J Cancer. 2019;120:45–53.

51. Monaco G, Lee B, Xu W, Mustafah S, Hwang YY, Carré C, et al. RNA-Seq signatures
normalized by mRNA abundance allow absolute deconvolution of human
immune cell types. Cell Rep. 2019;26:1627–1640.e7.

52. Schmiedel BJ, Singh D, Madrigal A, Valdovino-Gonzalez AG, White BM, Zapardiel-
Gonzalo J, et al. Impact of genetic polymorphisms on human immune cell gene
expression. Cell. 2018;175:1701–1715.e16.

53. Ólafsson EB, Varas-Godoy M, Barragan A. Toxoplasma gondii infection shifts
dendritic cells into an amoeboid rapid migration mode encompassing podosome

dissolution, secretion of TIMP-1, and reduced proteolysis of extracellular matrix.
Cell Microbiol. 2018;20:1–15.

54. Droste M, Thakur BK, Eliceiri BP. Tumor-derived extracellular vesicles and the
immune system-lessons from immune-competent mouse-tumor models. Front
Immunol. 2020;11:606859.

55. Teijeira A, Garasa S, Luri-Rey C, de Andrea C, Gato M, Molina C, et al. Depletion of
conventional type-1 dendritic cells in established tumors suppresses immu-
notherapy efficacy. Cancer Res. 2022;82:4373–85.

56. Pishesha N, Harmand TJ, Ploegh HL. A guide to antigen processing and pre-
sentation. Nat Rev Immunol. 2022;22:751–64.

57. Colbert JD, Cruz FM, Rock KL. Cross-presentation of exogenous antigens on MHC I
molecules. Curr Opin Immunol. 2020;64:1–8.

58. Alloatti A, Kotsias F, Pauwels AM, Carpier JM, Jouve M, Timmerman E, et al. Toll-
like receptor 4 engagement on dendritic cells restrains phago-lysosome fusion
and promotes cross-presentation of antigens. Immunity. 2015;43:1087–100.

59. Schoeps B, Frädrich J, Krüger A. Cut loose TIMP-1: an emerging cytokine in
inflammation. Trends Cell Biol. 2022;33:413–26.

60. Brummel K, Eerkens AL, de Bruyn M, Nijman HW. Tumour-infiltrating lympho-
cytes: from prognosis to treatment selection. Br J Cancer. 2023;128:451–8.

61. Hiam-Galvez KJ, Allen BM, Spitzer MH. Systemic immunity in cancer. Nat Rev
Cancer. 2021;21:345–59.

62. Masopust D, Schenkel JM. The integration of T cell migration, differentiation and
function. Nat Rev Immunol. 2013;13:309–20.

63. Macri C, Pang ES, Patton T, O’Keeffe M. Dendritic cell subsets. Semin Cell Dev Biol.
2018;84:11–21.

64. Matsuo M, Nagata Y, Sato E, Atanackovic D, Valmori D, Chen YT, et al. IFN-gamma
enables cross-presentation of exogenous protein antigen in human Langerhans
cells by potentiating maturation. Proc Natl Acad Sci USA. 2004;101:14467–72.

65. Joffre OP, Segura E, Savina A, Amigorena S. Cross-presentation by dendritic cells.
Nat Rev Immunol. 2012;12:557–69.

66. Larsen CP, Steinman RM, Witmer-Pack M, Hankins DF, Morris PJ, Austyn JM.
Migration and maturation of Langerhans cells in skin transplants and explants. J
Exp Med. 1990;172:1483–93.

67. Ritz U, Seliger B. The transporter associated with antigen processing (TAP):
structural integrity, expression, function, and its clinical relevance. Mol Med.
2001;7:149–58.

68. Koopmann JO, Post M, Neefjes JJ, Hämmerling GJ, Momburg F. Translocation of
long peptides by transporters associated with antigen processing (TAP). Eur J
Immunol. 1996;26:1720–8.

69. Grünwald B, Schoeps B, Krüger A. Recognizing the Molecular Multifunctionality
and Interactome of TIMP-1. Trends Cell Biol. 2019;29:6–19.

70. Gomis-Rüth FX, Maskos K, Betz M, Bergner A, Huber R, Suzuki K, et al. Mechanism
of inhibition of the human matrix metalloproteinase stromelysin-1 by TIMP-1.
Nature. 1997;389:77–81.

71. Giebeler N, Zigrino P. A disintegrin and metalloprotease (ADAM): historical
overview of their functions. Toxins (Basel). 2016;8:122.

72. Grünwald B, Harant V, Schaten S, Frühschütz M, Spallek R, Höchst B, et al. Pan-
creatic premalignant lesions secrete tissue inhibitor of metalloproteinases-1,
which activates hepatic stellate cells via CD63 signaling to create a premetastatic
niche in the liver. Gastroenterology. 2016;151:1011–1024.e7.

73. Schoeps B, Eckfeld C, Prokopchuk O, Böttcher J, Häußler D, Steiger K, et al. TIMP1
triggers neutrophil extracellular trap formation in pancreatic cancer. Cancer Res.
2021;81:3568–79.

74. Chromek M, Tullus K, Lundahl J, Brauner A. Tissue inhibitor of metalloproteinase 1
activates normal human granulocytes, protects them from apoptosis, and blocks
their transmigration during inflammation. Infect Immun. 2004;72:82–8.

75. Zajac E, Schweighofer B, Kupriyanova TA, Juncker-Jensen A, Minder P, Quigley JP,
et al. Angiogenic capacity of M1- and M2-polarized macrophages is determined
by the levels of TIMP-1 complexed with their secreted proMMP-9. Blood.
2013;122:4054–67.

76. Albini A, Gallazzi M, Palano MT, Carlini V, Ricotta R, Bruno A, et al. TIMP1 and
TIMP2 downregulate TGFβ induced decidual-like phenotype in natural killer cells.
Cancers (Basel). 2021;13:4955.

77. Andreu Z, Yáñez-Mó M. Tetraspanins in extracellular vesicle formation and
function. Front Immunol. 2014;5:442.

78. Saunderson SC, Schuberth PC, Dunn AC, Miller L, Hock BD, MacKay PA, et al.
Induction of exosome release in primary B cells stimulated via CD40 and the IL-4
receptor. J Immunol. 2008;180:8146–52.

79. Escola JM, Kleijmeer MJ, Stoorvogel W, Griffith JM, Yoshie O, Geuze HJ. Selective
enrichment of tetraspan proteins on the internal vesicles of multivesicular
endosomes and on exosomes secreted by human B-lymphocytes. J Biol Chem.
1998;273:20121–7.

80. Stuffers S, Sem Wegner C, Stenmark H, Brech A. Multivesicular endosome bio-
genesis in the absence of ESCRTs. Traffic. 2009;10:925–37.

M. Langguth et al.

12

Genes & Immunity



81. Petersen SH, Odintsova E, Haigh TA, Rickinson AB, Taylor GS, Berditchevski F. The
role of tetraspanin CD63 in antigen presentation via MHC class II. Eur J Immunol.
2011;41:2556–61.

82. Basha G, Omilusik K, Chavez-Steenbock A, Reinicke AT, Lack N, Choi KB, et al. A
CD74-dependent MHC class I endolysosomal cross-presentation pathway. Nat
Immunol. 2012;13:237–45.

83. Schröder B. The multifaceted roles of the invariant chain CD74-more than just a
chaperone. Biochim Biophys Acta. 2016;1863:1269–81.

84. Leng L, Metz CN, Fang Y, Xu J, Donnelly S, Baugh J, et al. MIF signal transduction
initiated by binding to CD74. J Exp Med. 2003;197:1467–76.

85. Gu SS, Zhang W, Wang X, Jiang P, Traugh N, Li Z, et al. Therapeutically increasing
MHC-I expression potentiates immune checkpoint blockade. Cancer Discov.
2021;11:1524–41.

ACKNOWLEDGEMENTS
We thank all melanoma patients who had given their consent to the biobank,
supporting this study. We are grateful to Merja Perälä, from Auria Biobank, for her
thoughtful support in coordinating human sample collection and access. This work
utilized funding resources from the Academy of Finland, JAES Foundation, Sigrid
Juselius Foundation, Turun Yliopistosäätiö, InFlames Flagship, TuDMM, Finnish
Culture Foundation, and IMMUNOCAP. We are grateful for their support. We thank
Lars Selander and Ida Nilsson from Karolinska Institute for their diligent support with
NanoString Geo MX spatial studies.

AUTHOR CONTRIBUTIONS
ML and EM executed experiments, analyzed data, and aided in drafting the
manuscript. OE conducted bioinformatics analyses from publicly available datasets.
MS (Maria Sundvall) facilitated access to clinical samples and revised scientific and
clinical data. EMB performed pathological assessments of national cohort. REK
organized the Auria Biobank cohort for TMA assembly. OP created mathematical
models for analyzing T-cell activation studies. SK performed cytokine assays and
contributed to nanostring applications. MS (Marko Salmi) offered key resources,
scientific guidance, and manuscript revision. CRF designed the study, secured
funding, supervised the research and wrote the manuscript.

FUNDING
Open Access funding provided by University of Turku (including Turku University
Central Hospital).

COMPETING INTERESTS
The authors declare no competing interests.

ETHICS APPROVAL, CONSENT TO PARTICIPATE AND LICENSES
The national cohort of human metastatic melanoma patients (Auria cohort) was used
in this study following the Declaration of Helsinki. Samples were ethically approved
and informed consent from patients was given for biobank research. This approval
was granted by the Scientific Steering Ethical Committee of Auria Biobank, as per
Decision AB22-4803 on 27.4.2022. The use of these samples aligns with the
guidelines set by the Finnish Biobank Act (688/2012), ensuring adherence to the
highest ethical research standards. Buffy coats from healthy, anonymous donors were
acquired from the Finnish Red Cross (Suomen Punainen Risti Veripalvelu) (license
code 16/2022). All animal experiments were performed according to the University of
Turku Central Animal Laboratory guidelines, following the Finnish Act on Animal
Experimentation (62/2006) in compliance with the 3 Rs principles, in the Central
Animal Laboratory (CAL), a certified GLP facility. The license was granted by the local
Ethical Committee for Animal Experimentation (ESAVI/39072/2021). All illustrations
and representative schematics presented in this manuscript were created using
BioRender Suite. The respective license numbers are as follows: Fig. 2A—License
DH269QCGFS, Fig. 4B—License NE2690NYCR, Fig. 5A—License VY26L0U4D2, Fig. 6B
—License TP269QD4H3, and Supplementary Fig. 4B—License GB26L0Z1RI.

ADDITIONAL INFORMATION
Supplementary information The online version contains supplementary material
available at https://doi.org/10.1038/s41435-024-00274-7.

Correspondence and requests for materials should be addressed to
Carlos R. Figueiredo.

Reprints and permission information is available at http://www.nature.com/
reprints

Publisher’s note Springer Nature remains neutral with regard to jurisdictional claims
in published maps and institutional affiliations.

Open Access This article is licensed under a Creative Commons
Attribution 4.0 International License, which permits use, sharing,

adaptation, distribution and reproduction in anymedium or format, as long as you give
appropriate credit to the original author(s) and the source, provide a link to the Creative
Commons licence, and indicate if changes were made. The images or other third party
material in this article are included in the article’s Creative Commons licence, unless
indicated otherwise in a credit line to the material. If material is not included in the
article’s Creative Commons licence and your intended use is not permitted by statutory
regulation or exceeds the permitted use, you will need to obtain permission directly
from the copyright holder. To view a copy of this licence, visit http://
creativecommons.org/licenses/by/4.0/.

© The Author(s) 2024

M. Langguth et al.

13

Genes & Immunity

https://doi.org/10.1038/s41435-024-00274-7
http://www.nature.com/reprints
http://www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/

	TIMP-1 is an activator of MHC-I expression in myeloid dendritic cells with implications for tumor immunogenicity
	Introduction
	Materials and methods
	Human subjects
	GDC-TCGA analysis
	Spatial NGS analysis from metastatic melanoma�tumors
	TIMP1 cross-tissue spatial and reactome analysis
	Cell lines, culture, and conditioned�media
	Mice and ex�vivo culture of�BMDCs
	Primary human peripheral blood mononuclear cell culture
	Primary cultures and stimulation conditions
	Protein lysates and western�blot
	Flow cytometry�assays
	Dendritic cell/T-cell cross-presentation activation�assay
	Statistical analysis

	Results
	TIMP1 gene expression is associated with improved survival, enhanced T cell infiltration, and antigen presentation in melanoma
	Spatial NGS analysis of lymph nodes from metastatic melanoma patients reveals TIMP-1 association with HLA and CTL Signatures and CD8&#x02009;&#x0002B;&#x02009;T Cell differential�levels
	TIMP1 cross-tissue correlation is associated with an immunogenic gene signature in the lymph nodes with implications for MHC-I peptide loading
	Myeloid DCs secrete TIMP-1
	Soluble TIMP-1 elicits MHC-I expression in myeloid�DCs
	TIMP-1 impacts the immunoproteasome/TAP complex

	Discussion
	Conclusion
	References
	Acknowledgements
	Author contributions
	Funding
	Competing interests
	Ethics approval, consent to participate and licenses
	ADDITIONAL INFORMATION




