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Abstract

Meraj Hasan Khan
Functional and molecular characterization of a potential oncogene Sharpin
University of Turku, Faculty of Medicine, Cell Biology and Anatomy, Turku Doctoral
Programme of Molecular Medicine (TuDMM), Turku Centre for Biotechnology, Turku,
Finland

ABSTRACT
Sharpin (SHANK‐Associated RH Domain Interactor) is a multifunctional adaptor protein
that interacts with other proteins and regulates their functions. For example, Sharpin
is a subunit of the linear ubiquitination assembly complex (LUBAC), which promotes
NF‐κB activity. Sharpin also acts as a negative regulator of PTEN, integrins, T cell
receptor and Caspase 1.
In this thesis, I report the first interactome of Sharpin. The interactome identified many
novel Sharpin interactors and suggested several new pathways regulated by Sharpin.
In addition, I confirmed the direct interaction of Sharpin with the Arp2/3 complex,
several members of which were in the Sharpin interactome. Importantly, this
interaction is physiologically relevant as Arp2/3‐dependent lamellipodia formation and
cell migration are significantly affected if this interaction is hampered. Previously,
Sharpin had been reported to be essential for the last step of granulocyte
transmigration; the release of the trailing edge after crossing the endothelium. The role
of Sharpin in the early steps of granulocyte transmigration has remained unknown.
However, in this thesis, using intravital real‐time imaging experiments on postcapillary
veins in the cremaster muscles of wild‐type (wt) and Sharpin‐deficient mice (Sharpin‐
deficient mice, hereafter also called Sharpincpdm or Sharpin lacking mice), I showed that
Sharpin deficient granulocytes are unable to switch from fast rolling to slow rolling and
to firmly adhere, thus showing that Sharpin regulates the early steps of transmigration
as well.

Keywords: Sharpin, LUBAC, Arp2/3 complex, Linear ubiquitination, Interactome,
Integrins, Inflammation, Transmigration.

Abstrakti
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Meraj Hasan Khan
Mahdollinen onkogeeni Sharpin: molekulaarinen kartoitus ja toiminnallisten sitou‐
tumiskumppaneiden karakterisaatio
Turun yliopisto, Lääketieteellinen tiedekunta, Solubiologia ja Anatomia
Molekyylilääketieteen tohtoriohjelma (TuDMM)
Turun Biotekniikan keskus, Turku, Finland

TIIVISTELMÄ
Sharpiini (SHANK‐Associated RH Domain Interactor) proteiini toimii monissa solun
prosesseissa tuomalla eri proteiineja yhteen samaan kompleksiin. Sitoutuessaan eri
proteiineihin, sharpiini säätelee niiden aktiivisuutta. Sharpiini on mm. tärkeä osa NF‐
κB:n aktivaatiota ohjaavassa LUBAC kompleksissa. Sen lisäksi sharpiini estää
sitoutuessaan PTEN:n, integriinien, T solu reseptorin ja kaspaasi‐1:n toimintaa.
Väitöskirjatyössäni olen selvittänyt sharpiinin interaktomin, proteiinit, joihin sharpiini
sitoutuu. Selvittämällä interaktomin, löysin uusia solun signalointireittejä, joiden
säätelyyn sharpiini osallistuu. Samalla vahvistin sharpiinin ja Arp2/3‐kompleksin
interaktion. Osoitin, että sharpiinin sitoutuminen Arp2/3‐kompleksiin on tärkeää
liikkuvan solun etureunan, lamellipodian, muodostumiselle ja liikkumiselle.
Väitöskirjani toinen osatyö osoittaa, että leukosyyteissä sharpiinin puutos häiritsee
leukosyyttien kulkemisnopeuden säätelyä ja kiinnittymistä muihin soluihin. Tämän
tuloksen perusteella voidaan olettaa, että sharpiinilla on tärkeä tehtävä leukosyyttien
ekstravasaation alkuvaiheessa. On todennäköistä, että tämä vaikuttaa immuuni‐
puolustuksen toimintaan.

Avainsanat: Sharpiini, LUBAC, Arp2/3 kompleksi, lineaarinen ubikitinaatio, syöpä,
interaktomi, integriinit, tulehdus, ekstravasaatio
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INTRODUCTION

Sharpin (SHANK‐Associated RH Domain Interactor) is a multifunctional adaptor or
scaffolding protein that does not have its own enzymatic properties, but interacts with
other proteins and regulates their functions. For example, Sharpin is a subunit of the
linear ubiquitination assembly complex (LUBAC), which promotes signal‐induced
activation of the oncogenic and pro‐inflammatory transcription factor NF‐κB and
regulates several other pathways (Gerlach et al., 2011; Ikeda et al., 2011; Tokunaga et
al., 2011). Importantly, LUBAC is linked to several diseases, for instance, auto‐
inflammation and cancer (Boisson et al., 2015; Sasaki et al., 2013; Boisson et al., 2012;
Iwai et al., 2014; Gerlach et al., 2011; Okamura et al., 2016; Zinngrebe et al., 2016).
Direct interaction of Sharpin with PTEN, which is a known anti‐tumorigenic protein,
inhibits PTEN activity (De Melo et al., 2014). Sharpin also acts as a negative regulator of
integrins, which are transmembrane receptors that mediate cell‐cell and cell‐
extracellular matrix adhesions (Rantala et al., 2011). Recent reports showed that
Sharpin also inactivates T cell receptor, a key regulator of immune function, and the
pro‐apoptotic protease Caspase 1 (Park et al., 2016; Nastase et al., 2016).
Integrins, PTEN, Caspase 1 and the NF‐κB pathway are all strongly linked to cancer
progression, suggesting that Sharpin could also play a decisive role in tumor
progression. Importantly, Sharpin is amplified and overexpressed in many human
cancers and promotes cancer cell proliferation, tumour formation and metastasis (Fu
et al., 2017; Yang et al., 2017; Kumari et al., 2014; Tanaka et al., 2016; Zhang et al.,
2014; De Melo et al., 2014). Even though sharpin is an adaptor and thus potentially
binds to many proteins, a comprehensive approach to identify all the signalling
pathways regulated by Sharpin has been missing.
To better comprehend the processes regulated by Sharpin, we set out to identify
unknown proteins which interact with Sharpin. We performed a mass spectrometry
screen, linking Sharpin to several novel cellular functions, such as vesicle trafficking,
proteasomal degradation and RNA splicing. Also, we found that two subunits of the
Arp2/3 complex and several other proteins associated with the cytoskeleton were also
recruited by Sharpin in the screen. The Arp2/3 complex is an actin nucleator that
catalyses actin branching and plays an essential role in many cellular processes, such as
endosome trafficking, phagocytosis and lamellipodia formation (Campellone and
Welch 2010; Rotty et al., 2012; Suraneni et al., 2012; Brayford et al., 2016).
In this thesis, I will describe the first interactome of Sharpin, and the identification of
Sharpin as a novel direct interactor of the Arp2/3 complex. Moreover, we show that
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Arp2/3‐dependent lamellipodia formation and cell migration are significantly affected
if this interaction is hampered.
Inflammation or infection triggers the transmigration of granulocytes through the
endothelial layer of vessels towards the affected site (Ley et al., 2007; Muller, 2003).
This transmigration of granulocytes is a complicated process of innate immunity, which
is impaired in inflammatory diseases or cancer. Previously, Sharpin has been reported
to be essential for the last step of granulocyte transmigration; the release of the trailing
edge after crossing the endothelium (Pouwels et al., 2013). The role of Sharpin in the
early steps of granulocyte transmigration has remained unknown. However, in this
thesis, using intravital real‐time imaging experiments on postcapillary veins in the
cremaster muscles of wild‐type (wt) and Sharpin‐deficient mice, I showed that Sharpin
regulated the early steps of transmigration as well. These defects lead to strongly
reduced overall granulocyte transmigration upon infection in Sharpin‐deficient mice,
despite the fact that these mice have higher granulocyte count due to systemic
inflammation (Gurung et al., 2016; Liang 2011; Potter et al., 2014).
Altogether, the results presented in this thesis have increased our knowledge of the
different regulatory functions performed by Sharpin in various cellular processes inside
the cell.
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2.

REVIEW OF THE LITERATURE

2.1

Spontaneous mutation in Sharpin gene causes chronic
proliferative dermatitis phenotype

In 1993, a spontaneous variant of the C5BL/KaLawRij mice was identified that
developed chronic diffused proliferative dermatitis at the age of 3–4 weeks with
characteristics of psoriasis (HogenEsch et al., 1993). The other significant phenotypes
observed in the mice were their small size and reduced life expectancy. These mice also
developed prolonged inflammation in various organs, such as the spleen, abnormal
Peyer´s patches development, and defective TH1 cytokine production (HogenEsch et
al., 1993; Hogenesch et al., 2001).
The responsible gene for the chronic proliferative dermatitis phenotype in mice was
discovered in 2007 by Seymour et al., who showed disease‐causing spontaneous
autosomal recessive mutations in Sharpin (SHANK‐Associated RH Domain Interactor)
(Seymour et al., 2007). Two distinct spontaneous allelic mutations in the Sharpin gene
were reported by them, which both caused a frameshift and subsequent loss of the
protein, and led to a similar phenotype (Seymour et al., 2007).
Sharpin deficient mice suffer from progressive eosinophilic dermatitis; the skin lesions
in the mice are characterized by epidermal hyperplasia, apoptosis of keratinocytes,
dermal neovascularization, and increased number of eosinophils and MHC class II‐
positive cells in the dermis and epidermis (Hogenesch et al., 2001). To comprehend the
reason behind the eosinophilic inflammation in skin, the expression of different
cytokines in the skin was investigated. Elevated expression of type 2 cytokines, such as
IL‐4, IL‐5, IL‐13, and granulocyte‐macrophage colony stimulating factor (GM‐CSF), in the
skin of Sharpincpdm mice was observed (Hogenesch et al., 2001). Decreased expression
of type 1 cytokines such as IFN‐ɣ, was also seen in the same study. Type 2 cytokines can
be induced by allergic reactions and increased accumulation of eosinophils
(Desreumaux and Capron, 1996; Leung, 1997; Rothenberg, 1998). The increased
expression of type 2 cytokines blocks Interferon gamma (IFN‐ɣ) secretion from
stimulated splenocytes and IFN‐ɣ‐dependent delayed type hypersensitivity (Pretolani
and Goldman, 2018).
In summary, Sharpin‐deficient mice exhibit defective secondary lymphoid organ
development, and around 4 weeks of age, develop inflammation in several organs,
including skin, oesophagus, lung and liver (Gijbels et al., 1996; Gijbels et al., 1995;
HogenEsch et al., 1993). The Sharpincpdm shows upregulated production of type 2
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cytokines in different organs of the mouse, such as spleen and skin, and this causes
eosinophilia or eosinophilic infiltration (Hogenesch et al., 2001). Sharpincpdm mice can
be used as a potential model system to study the pathology of chronic type 2
inflammatory disease of eosinophils in the skin (HogenEsch et al., 1993; Seymour et al.,
2007; Gijbels et al., 1996).
Interestingly, not all the organs are similarly affected, which implies that Sharpin might
have tissue‐specific functions, and thus its deficiency shows different changes in
different cells or tissues.

2.2

Domain structure of Sharpin

The Human Sharpin gene is located on chromosome 8 (Chr8q24.3) (Daigo et al., 2003),
its homolog in the mouse is present on chromosome 15 (m.Chr15.D3) (Daigo et al.,
2003). Sharpin is a 40 KDa cytoplasmic protein (Jung et al., 2010; Rantala et al., 2011)
with three domains: a Pleckstrin homology (PH) domain on the N‐terminal, a central
Ubiquitin‐like domain (UBL) and a Zinc finger domain, which is at the C‐terminus (Fig.
1).
Sharpin interacts with other proteins using its different domains (Fig. 1). Sharpin with
its PH domain forms homo‐dimers (Stieglitz et al., 2012a), while through its UBL domain
Sharpin interacts with many different proteins and regulates their activities, such as
integrins (Rantala et al., 2011), HOIP (Gerlach et al., 2011; Ikeda et al., 2011; Tokunaga
et al., 2011), SHANK (Lim et al., 2001), PTEN (De Melo et al., 2014), EYA1/2 (Landgraf et
al., 2010). The zinc finger domain of Sharpin is involved in inactivation of T cell receptor
(TCR), and is needed for Caspase 1 and LUBAC function (Ikeda et al., 2011; Park et al.,
2016) (Fig.1).
The UBL domain of Sharpin is the hub of interaction, as through this domain, Sharpin
interacts with integrins (Rantala et al., 2011), HOIP and many other proteins (Gerlach
et al., 2011; Ikeda et al., 2011; Landgraf et al., 2010; Lim et al., 2001; De Melo et al.,
2014; Tokunaga et al., 2011). Using bioinformatics tools, mutations in the Sharpin UBL
domain were designed by De Franceschi et al., who used these mutants to show that
the integrin‐and HOIP‐binding sites partially overlap (De Franceschi et al., 2015). The
amino acids in the UBL domain of Sharpin (V267, L276) required to interact with integrin
and HOIP, were also identified. All in all, study by De Franceschi et al., provided us
important information about the UBL domain of Sharpin and revealed that integrin
inhibition and NF‐B activation role of Sharpin are molecularly different (De Franceschi
et al., 2015). These UBL domain mutants of Sharpin have also been instrumental in this
thesis to identify specific Arp2/3‐binding deficient mutants.
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Fig. 1. Different domains of Sharpin, their interactors and functions. The three Sharpin domains:
PH Domain,UBL Domain and NZF Domain are shown with the 3D models created using PyMOL
Molecular Graphics system (De Franceschi et al., 2015). The linker regions between the domains
have a random orientation, and thus the structure depicted here does not reflect the actual
structure of Sharpin, but mainly serves as a model to illustrate different Sharpin interactors and
functions. Proteins interacting with the different domains are shown in green boxes, while
downstream effects are indicated in blue boxes. [Figure is modified from (De Franceschi et al.,
2015)].

Recently Liu et al., published the crystal structure of the UBA domain of HOIP in
complex with the UBL domain of Sharpin (Liu et al., 2017). They reported that the
binding of Sharpin or HOIL‐1L UBL domain to the UBA domain of HOIP could potentially
release the auto‐inhibitory state of HOIP and activate it (Liu et al., 2017). Though
Sharpin UBL and HOIL‐1L UBL interact with different regions of HOIP UBA domain, this
binding brings conformational changes in HOIP UBA domain and help the E2 loading of
HOIP for its activation (Liu et al., 2017).
The PH domain of Sharpin was crystalized by Stieglitz et al., (Stieglitz et al., 2012a). It
comprises 170 amino acids at the N terminal and has small heptad repeat motif across
residues 36 to 49. The immunoprecipitation assay revealed that the N terminal is
responsible for Sharpin dimerization although evidence for Sharpin dimers in cells
remains lacking. Their crystal structure confirms that Sharpin is capable of forming
homodimers; however, this dimerization was not mediated via the coiled‐coil present
in the N terminal (Stieglitz et al., 2012). Sharpin uses the pleckstrin homology (PH)
superfold for dimerization (Stieglitz et al., 2012a).
The full Sharpin crystal structure is not yet published, rather the PH and UBL domains
were individually crystallized by different labs (Stieglitz et al., 2012; Liu et al., 2017).
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How UBL domain binds so many different proteins, and how these interactions are
regulated via different amino acids present at the surface of UBL domain?

2.3

Sharpin and its interactors

2.3.1 Sharpin is required for the activation of SHANK
Sharpin was reported for the first time in 2001 by Lim et al., using yeast two‐hybrid
method they reported a novel protein (Sharpin), which interacted with the N‐terminal
region of SHANK1 having ankyrin repeats and the SH3 domain (Lim et al., 2001) (Fig. 2).
Different domains or regions of SHANK1 were tested with Sharpin to determine the
minimal part responsible for the interaction. The seven ankyrin repeats from amino
acids 102 to 348 were required to interact with Sharpin. The region of Sharpin sufficient
for binding to SHANK1 consists of amino acids from 172 to 305, which are part of the
Sharpin UBL domain (Fig. 2).

Fig. 2. Different domains of SHANK and Sharpin proteins and the domains which interact with
each other. [Figure is redrawn from (Lilja et al., 2017)]

SHANK protein family consists of three members: SHANK1, SHANK2, and SHANK3
(Naisbitt et al., 1999). All three isoforms are scaffolding proteins, enriched in the
postsynaptic density (PSD) of excitatory synapses and essential for the generation of
dendritic spines and postsynaptic synapses (Baron et al., 2006; Roussignol, 2005; Sala
et al., 2001). These processes are required for normal brain development (Kreienkamp,
2008; Sheng and Kim, 2000). SHANK proteins are also highly expressed in peripheral
organs, where their function is not known. If the SHANK 3 gene gets mutated, it causes
neurological diseases like autism spectrum disorders (ASDs), intellectual disability (ID)
and manic‐like behaviour (Betancur and Buxbaum, 2013; Carbonetto, 2014; Gauthier
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et al., 2010; Grabrucker et al., 2014; Guilmatre et al., 2014; Han et al., 2013; Leblond et
al., 2014).
SHANK1 and SHANK3 have similar domains for protein‐protein interaction: an N‐
terminal SPN (Shank/ProSAP N‐terminal) domain, multiple ankyrin repeats, a Src
homology 3 (SH3) domain, a PDZ domain (Post‐synaptic density protein, Drosophila
disc large tumour suppressor, and Zonula occludens‐1 protein), a proline‐rich region,
and a SAM (sterile alpha motif) domain (Fig. 2). SHANK2 lacks the SPN domain and
multiple ankyrin repeats, but all the other domains are present in the same order as in
SHANK1 and SHANK3 (Lim et al., 1999). The domain arrangement of Shank proteins
seems to be organized by alternative splicing (Lim et al., 1999).
As mentioned previously, point mutations in SHANK 3 have been observed in autistic
patients, a study by Mameza et al., analyzed several disease‐causing mutations in
SHANK3 N‐terminus (SPN+ARR) (Mameza et al., 2013). The SHANK/ProSAP N‐terminal
(SPN) domain is located at the N‐terminal region before the ankyrin repeats; it is a
highly conserved region (Fig. 2). These mutations affect the binding of Sharpin and
alpha‐fodrin to SHANK3 and one of the mutations (L68P) increased the binding of these
ligands to the ARR domain of SHANK3. Interestingly, the SPN domain of SHANK3 is
involved in an inhibitory interaction with the ARR domain (Mameza et al., 2013).
Nuclear magnetic resonance (NMR) based analyses revealed that the ARR and the SPN
domains are connected by a short linker or a linker immobilized in the SPN‐ARR double
domain (Mameza et al., 2013). This indicates that a stable contact is established
between the SPN and the ARR domains, thus allowing them to function as a single unit.
In cells, the binding of SPN domain inhibits the availability of the ARR domain to its
ligands (alpha‐fodrin and Sharpin). This study shows that ligands, such as alpha‐fodrin
and Sharpin compete with SPN to bind to the same interaction site of the ARR domain.
Han et al., reported that overexpression of SHANK3 enhances F‐actin levels via Arp2/3
complex in excitatory synapses of transgenic neurons (Han et al., 2013). The authors of
this stduy performed a mass‐spectrometry analysis using EGFP‐SHANK3 and compared
the results with their previously published Yeast two‐hybrid screen (Sakai et al., 2011).
Two subunits of the Arp2/3 complex (ARPC2 and ARPC5L) were the new direct
interactors of SHANK3 common in the two different screens. Arp2/3 complex is
required to initiate the branching of actin filaments (Campellone and Welch, 2010).
Previous report already confirmed the interaction of WASF1 and cortactin with SHANK3
(Naisbitt et al., 1999; Proepper et al., 2007). Based on their findings and previous
reports, Kihoon et al., proposed that SHANK3 functions as an adaptor protein, which
provides a platform to WASF1, cortactin and Arp2/3 to eventually facilitate the F‐actin
polymerization (Han et al., 2013).
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Sharpin is a known interactor of the SHANK3 protein, does Sharpin plays any role in
actin polymerization or Arp2/3 dependent processes, is an interesting question?
2.3.2 Sharpin act as an endogenous inhibitor of integrins
Rantala et al., for the first time showed that Sharpin is an endogenous integrin inhibitor
(Rantala et al., 2011). Sharpin inhibits integrin activity in many cell types, and its
depletion causes increased integrin‐activity. Sharpin binds to the conserved
membrane‐proximal part of α‐integrins, which reduces binding of integrin activators
talin and kindlin to the β1‐subunit. Importantly, in line with the well‐established role
for integrins in cell adhesion and migration (Vicente‐Manzanares et al., 2009), Sharpin‐
mediated integrin inhibition regulates β1‐integrin‐dependent cell adhesion and
migration in different cells types. Sharpin deficient mice also have increased β1‐integrin
activity in vivo (Peuhu et al., 2017a; Rantala et al., 2011). Thus, Sharpin regulates
integrin activity, where Sharpin acts as a physiological switch between integrins
activation and inactivation.
Integrins are found in metazoans, no homologs in prokaryotes, plants and fungi
(Whittaker, 2002) and have two subunits, α and β, that form a heterodimer. These
heterodimers cross the cell membrane only once. The eight β subunits can group with
18 α subunits to form 24 distinct integrins (Hynes, 2002) (Fig. 3). Tissue distribution and
substrate specificity of these integrin heterodimers are sometimes specific and
sometimes overlapping (Hynes, 2002). Some integrins are specific to certain cell types
or tissues, such as αIIβ3 to platelets, α6β4 to keratinocytes, αEβ7 to T cells, dendritic
cells and mast cells in mucosal tissues, α4β1 to granulocytes, α4β7 to a subset of
memory T cells, and the β2 integrins to granulocytes. Many integrins are expressed
widely, for example, αVβ3 is expressed on endothelium. Mammalian integrins can be
grouped according to the ligand they bind; laminin‐binding integrins, collagen‐binding
integrins, granulocyte integrins, and RGD‐binding integrins (Fig. 3) (Takada et al., 2007).
Integrins are multifunctional molecules that act as a bridge between the extracellular
matrix and the cytoskeleton (Vicente‐Manzanares et al., 2009). Integrins can mediate
signalling in both directions due to the fundamental change in structure that can be
triggered by extracellular matrix binding or binding of proteins which act as integrin
activators in the cytoplasm, such as talin and kindlin. This leads to the formation of a protein
complex which links the extracellular matrix with the actin cytoskeleton (Zaidel‐Bar et al.,
2007). Focal adhesion kinase (FAK) and steroid receptor coactivator (Src) are tyrosine
kinase, which are activated once recruited to this protein complex (Fig. 4). Furthermore,
this leads to the activation of signalling pathways involving ERK, Jun N‐terminal kinase (JNK)
or Rho‐family small GTPases. These signalling pathways are important for several cellular
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processes, such as cell adhesion, migration, proliferation, gene expression and tyrosine
kinase signaling (Ivaska and Heino, 2010; Zaidel‐Bar et al., 2007).
Integrins play a significant role in many biological processes and diseases, for instance,
maintaining homeostasis, immune responses, immune cell traffic and cancer. Their
considerable contribution makes them the chosen target to treat diseases like
thrombosis and many inflammatory disease s (Li et al., 2003; Edelson et al., 2004;
Moser et al., 2009; Legate et al., 2009; Ley et al., 2016).

Fig. 3 Integrin superfamily based on its heterodimers [Figure is redrawn from (Hynes, 2002)]

In active integrin state, talin directly binds to the integrin cytoplasmic domain and actin
filaments, thereby providing the first indirect link between the integrin and the actin
cytoskeleton (Fig. 4). Subsequently, myosinII‐mediated contraction forces pull on talin,
which exposes hidden vinculin‐binding sites within the talin carboxyl end. The
subsequent binding of vinculin reinforces the connection between the ECM and the
actin cytoskeleton (Springer and Dustin, 2012) (Fig. 4).
Integrin inactivators comprise of two types of classes: Direct inhibitors that directly
bind to the integrins and obstruct the recruitment of integrin activators, such as talin
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and kindlin; and indirect inhibitors that cause integrin inhibition through different
mechanisms.
The integrin cytoplasmic domain is the site for direct integrin inhibitors to bind and
obstruct the binding of integrin activators. The known inhibitors bind either to the talin
and kindlin interaction domains in the β‐integrin cytoplasmic domain (Calderwood et
al., 2003; Chang et al., 1997; Kiema et al., 2006; Wegener et al., 2007), such as filamin
and DOK1 (Anthis et al., 2009; Kiema et al., 2006; Millon‐Frémillon et al., 2008;
Wegener et al., 2007), or they target the conserved amino acids of the α‐integrin
cytoplasmic tails, such as Sharpin (Nevo et al., 2010; Pouwels et al., 2012).

Fig. 4. Three different conformational states of integrins. Inactive state or bent conformation,
prime state or extendend conformation, and active state. Outside‐in activation is initiated upon
binding of an extracellular ligand to the integrins, which brings change in its conformation from
bent to a primed state. This change in conformation facilitates the binding of cytoplasmic
factors, such as the integrin activator talin. Inside‐out activation of integrins involves the binding
of intracellular integrin activators, such as talin and kindlin, to the cytoplasmic tail of integrins.
Binding of these intracellular poteins changes the bent conformation to the primed
conformation. Subsequently, the extracellular head domain of integrins adapts an open
conformation, which increases the affinity for extracellular ligands. Both inside‐out and inside‐
out signalling result in recruitment of several cytoplasmic proteins that together form a platform
that mediate the interaction between the integrin and the actin cytoskeleton. Finally, mechanical
forces extend the integrin into its fully activated state [Redrawn from (Bouvard et al., 2013)].
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2.3.3 Role of Sharpin in the transmigration of granulocytes
During transmigration, the trailing end of the granulocyte, the uropod, needs to be
uncoupled to move forward (Smith et al., 2005). Pouwels et al., showed that Sharpin
accumulates in the uropod, where it is required for uropod release through inactivation
of LFA1 (Pouwels et al., 2013).
Granulocytes circulating in the blood start migrating towards the sites of infection or
inflammation to clean the source of inflammation and they also contribute to tissue
repair. This process is started by invading microorganisms and damaged or inflamed
cells, which release pathogen‐associated molecular patterns (PAMPs), such as LPS, and
damage‐associated molecular patterns (DAMPs), respectively (Medzhitov, 2008).These
DAMPs and PAMPs act as chemo‐attractants for the innate immune system.
Additionally, memory T cells are activated by antigens, which start the secretion of
various primary inflammatory cytokines and this initiate the granulocytes recruitment.
The granulocyte recruitment is further promoted by mast cells, macrophages, and
dendritic cells (DCs) when they release pro‐inflammatory mediators (Fig. 5).
The transient interaction between granulocytes and endothelial cells close to the
inflamed tissues is crucial for granulocyte transmigration. The whole process, known as
the granulocyte‐adhesion cascade, comprises four major steps: rolling, activation,
arrest and transmigration which are mainly facilitated by two adhesion receptor
families, selectins and integrins (Ley et al., 2007).
Granulocyte rolling on the endothelial cells, the first step in the cascade, is mediated
by selectins (L‐selectin, P‑selectin and E‑selectin) and P‑selectin glycoprotein ligand 1
(PSGL1) (Kansas, 1996; McEver and Cummings, 1997) (Fig. 5). Granulocytes express L‐
selectin and PSGL, while E‑selectin and P‑selectin are expressed on the surface of
endothelial cells upon inflammation. PSGL1 is the primary ligand for all three selectins
(Alon et al., 1995). PSGL1 expresses on all granulocytes (Martins et al., 2007; Rivera‐
Nieves et al., 2006). Once activated by glycosylation, PSGL1 interacts with the L‐selectin
on other granulocytes, and this causes granulocyte‐granulocyte interactions, which
results in capture or tethering. Glycosylated CD44 and E‑selectin ligand 1 (ESL1), which
is present on the granulocyte also interacts with the E‐selectin of the endothelium
(Hidalgo et al., 2007) (Fig. 5).
Under blood flow conditions, interactions between selectins and their respective
ligands allow granulocytes to adhere to the inflamed endothelium (Alon et al., 1995),
causing the granulocytes to slow down and roll along the endothelium. Shear stress is
necessary for selectin‐based adhesion (Finger et al., 1996; Lawrence et al., 1997), as
the rolling cells get detached if the flow is removed. This phenomenon is related to the
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catch bond character of selectins and the transport phenomenon of selectin ligands
relative to that of selectins. As shear stress is applied, each bond strengthens due to
the bond character of selectin. Furthermore, the rolling motion of the cells allow new
bonds to form prior to breaking of the old bonds (Marshall et al., 2003; Yago et al.,
2007).
The selectin‐mediated interactions between granulocytes and endothelium are
relatively weak. Upon inflammation or infection the endothelium secretes classical
chemoattractants and chemokines that stimulate the specific arrangement of
heterotrimeric GPCRs in the granulocytes (Shamri et al., 2005), which subsequently
causes activation of granulocyte integrins. Activation of these integrins, such as αLβ2‐
integrin (LFA‐1) and α4β1‐integrin (VLA‐4), stimulates their interactions with their
respective endothelial cell ligands, such as ICAM‐1 and VCAM‐1 (Block et al., 2012;
Sriramarao and Broide, 1996; Stadtmann et al., 2011; Zarbock et al., 2008). These bonds
strengthen the granulocyte‐endothelium interaction and cause the rolling granulocyte
to slow down. Subsequent formation of additional integrin‐substrate bonds causes the
firm arrest of granulocytes on endothelial cells (Berlin et al., 1995; Chan et al., 2001;
Huo et al., 2000; Singbartl et al., 2001).
After successful arrest, these activated granulocytes start crawling on the endothelial
cells, which is dependent largely on integrins, in search of exit points (Phillipson et al.,
2009). Once these granulocytes find an exit cue, they transmigrate across the
endothelium towards the inflamed tissues, which is the final step in the granulocyte‐
adhesion cascade. Granulocytes can follow paracellular and transcellular routes for
transmigration (Fig. 5). In the paracellular route, a granulocyte squeezes between two
neighboring endothelial cells, which is the preferred transmigration during
inflammation. In the transcellular route, the granulocyte crosses through the body of
an endothelial cell (Shaw et al., 2001; Huang et al., 1993). The transmigration process
is dependent on αMβ2 (Mac‐1) integrin (Schenkel et al., 2004) of the granulocyte. The
integrin‐dependent granulocyte adhesion initiates clusterring of endothelial ICAM‐1
and recruitment of VCAM‐1 and this provides a platform for transmigration (Barreiro
et al., 2008; Carman and Springer, 2003).
The trailing end of granulocytes have inactive αLβ2 integrins, and previously, it was
presumed that the inactive αLβ2 (LFA‐1) integrin is the preferred default state of the
LFA‐1. Pouwels et al., showed that Sharpin interacted with LFA‐1 and keeps the LFA‐1
in an inactive state or inactivates the active LFA‐1 to keep the dynamic balance between
the active and inactive integrins intact (Pouwels et al., 2013). Thus, the final step in
granulocyte transmigration is regulated by Sharpin (Pouwels et al., 2013), but the role
of Sharpin in earlier steps were not reported. How Sharpin regulates these early steps
will be discussed in the “result and discussion section” of this thesis.
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Fig. 5. Granulocyte adhesion cascade comprises four major steps: rolling, activation, arrest and
transmigration. Rolling is mediated by selectins, such as L‐seletin, E‐and P‐selectin. Activation is
induced by chemokines and arrest and transmigration are dependent on integrins. Important
players of each steps are shown in boxes and also mentioned on the right upper corner of the
figure. ICAM1, intercellular adhesion molecule 1; LFA1, lymphocyte function‐associated antigen
1 (also known as αLβ2‐integrin); ESL‐1,E‐selectin ligand‐1; MAC1, macrophage antigen 1; PSGL1,
P‑selectin glycoprotein ligand 1; PECAM1, platelet/endothelial‐cell adhesion molecule 1;
VCAM1, vascular cell‐adhesion molecule 1; VLA4, very late antigen 4 (also known as α4β1‐
integrin). [Figure is modified from (Ley et al., 2007)]

2.3.4 Sharpin is an essential part of the linear ubiquitin assembly complex
HOIP is the only E3 ligase, adept to polymerize linear chains of ubiquitin, which is a post
translational modification discovered in 2006 (Kirisako et al., 2006). The sequence
similarity between Sharpin and HOIL‐1L domains proposed that Sharpin, like HOIL‐1L
may be a component of LUBAC. In 2011, three different labs simultaneously reported
that Sharpin is a novel and a non‐catalytic member of LUBAC (Gerlach et al., 2011; Ikeda
et al., 2011; Tokunaga et al., 2011). The UBA domain of HOIP interacts with UBL
domains of HOIL‐1L and Sharpin (Liu et al., 2017; Rittinger and Ikeda 2017; Ikeda et al.,
2011) (Fig. 7).
Post translational modifications, such as phosphorylation and ubiquitination, are a way
to modulate or extend protein functions. It can lead to increased or decreased
enzymatic functions, changes in protein‐protein interactions, as well as shifts in protein
conformations. Ubiquitination is one of the most common and diverse post‐
translational modifications. It has an important role in almost all different types of
cellular processes, for example DNA damage responses, trafficking and intracellular

24

Review of the literature

signalling. Ubiquitination is an ATP‐dependent three‐step enzyme reaction requiring
E1, E2, and E3 ligases. During the early steps E1 enzyme, also known as ubiquitin
activating enzyme, activates the ubiquitin conjugating enzyme E2. The E3 ligase binds
to the substrate and E2 enzyme (Komander, 2009) (Figure 6), thus provides substrate
specificity. The E3 ligase then joins the C‐terminal glycine of ubiquitin to the ε‐amino
group of lysine (K) residue of the target protein (Kulathu and Komander, 2012).

Fig. 6. Schematic representation of different steps involved in the protein ubiquitination. E1 is
ubiquitin activating enzyme, E2 is ubiquitin conjugating enzyme and E3 is ring‐type ubiquitin
ligase. These three enzymes are required for the successfull conjugation of ubiquitin to the
target proteins. Ubiquitination of proteins govern several cellular processes. [Figure is modified
from (Tokunaga and Iwai, 2012)].

Different types of ubiquitination exist, for example, proteins can be modified with a
single ubiquitin molecule at one or more locations (mono‐ or multi‐mono‐
ubiquitination) or with poly‐ubiquitin chains. Poly‐ubiquitin chains are the result of
single ubiquitin molecules linked to another ubiquitin molecule. This is achieved by
linking their C‐terminal carboxyl group to one of the 7 ubiquitin lysine residues (K6, K11,
K27, K29, K33, K48, and K63). K48 is the most predominant type of ubiquitin chain (Xu
et al., 2009) found in cells, and triggers degradation of the substrate by the proteasome
(Swatek and Komander, 2016). Heterogeneous and branched/forked chain linkages of
ubiquitination also exist (Park and Ryu 2014). Thus, many different types of poly‐
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ubiquitin chains can be made with several different combinations of mixed and
branched ubiquitin chains (Komander and Rape, 2012).
Interestingly, in 2006 a totally new form of poly‐ubiquitination was discovered, linear
ubiquitination (Kirisako et al., 2006). The novelty was that ubiquitin chains are not
added to lysine residues, but to the N‐terminal methionine of ubiquitin (Behrends and
Harper, 2011). Linear ubiquitination is mediated by the Linear Ubiquitin Assembly
Complex (LUBAC), which consist of several proteins. The central player is HOIP (HOIL1‐
interacting protein; also known as RNF31), which is the catalytic subunit of LUBAC. In
addition, two adaptor proteins are essential for LUBAC function; Sharpin (Gerlach et al.,
2011; Ikeda et al., 2011; Tokunaga et al., 2011) and HOIL‐1L (Kirisako et al., 2006)
(haem‐oxidized IRP2 ubiquitin ligase1L; also known as RBCK1). The UBA domain of HOIP
interacts with the UBL domains of both HOIL‐1L and Sharpin (Liu et al., 2017; Rittinger
and Ikeda 2017; Ikeda et al., 2011) (Fig. 7), which stabilizes the complex. In addition to
proteins contributing to linear ubiquitination, LUBAC carries deubiquitinase (DUB)
enzymes (OTULIN or CYLD, only one interacts at a time), as well as an adaptor protein
(SPATA2, spermatogenesis‐associated protein 2) that mediates the interaction
between LUBAC with CYLD. OTULIN is a linear‐ubiquitin‐specific DUB, while CYLD
removes linear and K63‐linked chains (Elliott et al., 2016; Keusekotten et al., 2013;
Kupka et al., 2016; Rivkin et al., 2013) (Fig. 7). The continuous presence of DUBs on
LUBAC suggests that it is essential that LUBAC is kept strictly inactive under normal
conditions.

Fig. 7. Different domains of Sharpin, HOIP and HOIL‐1, and how different domains mediate the
interactions between the proteins. The UBL domain of HOIL‐1L binds the UBA domain of HOIP,
UBL and NZF domain of Sharpin interact with UBA domain of HOIP. [Figure is modified from
(Rittinger and Ikeda, 2017)]

The significance of linear ubiquitination was realized when the immune system was
directly linked to LUBAC activity (Gerlach et al., 2011; Ikeda et al., 2011; Tokunaga et
al., 2011) and LUBAC was shown to propagate the canonical NF‐κB pathway by
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ubiquitination of RIPK1 (receptor interacting protein kinase 1) and NEMO (NF‐κB
essential modulator, also called IKKγ) (Fujita et al., 2014; Haas et al., 2009; Tokunaga et
al., 2009) (Fig. 8).
2.3.4.1 NF-κB signalling via TNF receptor (TNFR)
LUBAC has mostly been studied downstream of the TNFR, and deregulated in TNFR
signalling. Deregulated LUBAC triggers the complicated phenotype of Sharpin‐deficient
mice (Gerlach et al., 2011; Kumari et al., 2014; Rickard et al., 2014). Therefore, here the
role of LUBAC in TNF‐induced NF‐κB signalling will be described. NF‐κB is a family of
inducible transcription factors that play vital roles in regulation of cellular processes
like cell survival and death, cell proliferation, acquired immune response and
mobilization and development of lymphoid tissues (Ben‐Neriah and Karin 2011;
Oeckinghaus et al.,2011; Hayden et al., 2006). NF‐κB complexes consist of
combinations of the NF‐κB family members NF‐κB 1 (p105/p50), NF‐κB 2 (p100/p52),
c‐REL, RELB and RELA (p65). All 5 members of the NF‐κB family possess a conserved
RHD (N‐terminal REL‐homology) domain, which plays a role in facilitation of nuclear
trafficking, dimerization, interaction with IκB (Inhibitor of kappa B) and DNA binding.
Downstream gene activation and expression is activated due to the presence of a TAD
(transcriptional activation domain) at the C‐terminus of c‐REL, RELB and RELA. Without
stimulation, the NF‐κB dimer stays in the cytoplasm, and thus inactive, through direct
interaction with IκB proteins, which include BCL3, IKBε, IKBβ, and IKBα (Fig. 8).
Depending on the signalling inhibitors involved, the NF‐κB signalling can be classified in
two groups; the canonical and the non‐canonical signalling pathway (Oeckinghaus et
al., 2011; Matthew et al., 2008). The canonical pathway occurs in most cells as the
dominant pathway and, for example, can be triggered by B and T cell receptors, LPS
(lipopolysaccharides) and TNF‐α.
Trimerization of the TNFR1 is induced by the ligation of TNF. This leads to the
recruitment of TRADD, TRAF2/5, RIPK1 and cIAP1/2 to the TNFR1 cytoplasmic death
domain (Fig. 8). This subsequently results in the formation of a multi‐unit complex
called TNF/RSC (TNF receptor signalling complex) (Fig. 8). Importantly, several ubiquitin
ligases, including LUBAC, are recruited to this complex, where they ubiquitinate many
key proteins (Draber et al., 2015). For example, LUBAC ubiquitinates RIPK1 and NEMO
(Fig. 8). These ubiquitin chains critically contribute to TNFR signalling as they form
signalling scaffolds and help activate several of the kinases in the pathway. For
example, the linear ubiquitin chains are specifically recognized by NEMO (Tokunaga et
al., 2009). This intricate interplay of different kinases and ubiquitin ligase leads to
activation of the IKK kinase complex, consisting of IKKα, IKKβ and NEMO. This kinase
subsequently phosphorylates IκB‐α, which triggers its proteasome‐mediated
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degradation, thus releasing the NF‐κB heterodimer allowing its nuclear translocation
resulting in the transcription of target genes (Fig. 8). These target genes consist of genes
required for activating immune cells and production of cytokines, which are needed to
regulate immune and inflammatory response (Hayden et al., 2006). For example,
downregulation of the canonical NF‐κB pathway causes defects in spleen architecture,
Peyers patches, development of nasopharyngeal associated lymphoid tissue and
follicular dendritic cells (Hayden et al., 2006).

Fig. 8. Role of Sharpin/LUBAC in TNF induced NF‐κB activation. TNF ligation induces the
trimerization of TNFR1, which causes recruitment of TRADD, TRAF2/5, RIPK1 and cIAP1/2 to the
TNFR1 cytoplasmic death domain. Many important proteins are ubiquitinated by different
ubiquitin ligases, such as LUBAC. LUBAC linearly ubiquitinates RIPK1 and NEMO (indicated as
Met1). The combined activity of the different kinases and ubiquitin ligase leads to activation of
the IKK kinase complex (IKKα, IKKβ and NEMO), which phosphorylates IκB‐α, leading to IκB‐α
degradation and release of NF‐κB heterodimer. The NF‐κB heterodimer subsequently moves into
the nucleus and initiates the transcription of target genes. [Figure is copied from (Ikeda, 2015)].
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In comparison to the canonical pathway, the non‐canonical NF‐κB pathway induction
is achieved by stimulation of members of the TNF receptor superfamily, although they
also induce the canonical pathway. Examples of ligands that can trigger the non‐
canonical NF‐κB pathway are Lymphotoxin (LT), CD40 ligand and B cell activating factor
BAFF. The non‐canonical pathway induces phosphorylation of NIK and IKK, causing the
activation of a kinase cascade. These kinases phosphorylate NFKB2, which results in the
partial degradation of NFKB2 at the C terminus. This partial degradation transforms the
100 kDa NFKB2 into p52, the 52 kDa N terminal RHD domain of NFKB2. This allows the
exposed p52 to interact with RELB resulting in the formation of a functional
transcription factor, allowing its nuclear translocation for expression of target genes.
The non‐canonical pathway plays a vital role in the development and maintenance of
secondary lymphoid tissues as well as B cell maturation and activation (Hayden et al.,
2006; Weih and Caamano 2003).
An interesting study published in 2014 by Wu et al., reported that depletion of Arp2/3
complex causes increased expression of secretory proteins, such as chemokines,
growth factors and matrix metalloproteinases, the expression profile very similar to the
SASP (senescence‐associated secretory phenotypes) gene expression profile (Wu et al.,
2013). Cells undergo irreversible cell cycle arrest, DNA damage, oncogene activation
and cellular stress. When cellular senescence is initiated, this phenotype is termed as
senescence‐associated secretory phenotypes (SASP), and is regulated by NF‐κB (Freund
et al., 2011; Watanabe et al., 2017). The authors of this study proposed that loss of
Arp2/3 complex is the main reason behind the activation of NF‐κB pathway and
reported that Arp2/3‐induced activation of NF‐κB pathway takes place via CCM2‐
MEKK3 pathway. Sharpin is an important regulator of NF‐κB pathway (Gerlach et al.,
2011; Ikeda et al., 2011; Tokunaga et al., 2011) and it is also an important molecule for
Arp2/3 complex. Therefore, it is assumed that the Arp2/3 complex requires Sharpin to
avoid the activation of SASP as some studies reported that SASP act as a barrier to
cancer (Collado and Serrano, 2010; Kuilman et al., 2010).
2.3.5 Sharpin regulates downstream proteins in Toll-like receptor 2 (TLR2)
signalling
Toll like receptors (TLRs) play a significant role in the innate immune system. They are
expressed on macrophages, dendritic cells, B and T cells, (Kawasaki and Kawai, 2014)
and specifically recognize conserved molecular motifs of the infectious agents, which
lead to priming of antigen‐specific adaptive immunity (Kawai and Akira, 2010). A
systems biology analysis suggested that Sharpin might play a significant role in the TLR
pathway (Zak et al., 2011). In this study, Zak et al., linked two mutations, chronic
proliferative dermatitis mutation (CPDM) and L153P/panr2, to the TLR pathway. CPDM
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is a spontaneous null mutation in the Sharpin gene (Seymour et al., 2007) and
L153P/panr2 is a chemically induced hypomorphic mutation in the Ikbkg gene encoding
NEMO (NF‐κB Essential Modulator) (Siggs et al., 2010). Zak et al., showed impaired IL‐
12 production upon activation of the Toll‐like receptors in Sharpin‐deficient
macrophages (Zak et al., 2011). Thus, similar to TNFR, TLR2‐mediated NFκB activation
depends on Sharpin/LUBAC, which plays a decisive role to ultimately control the
production of pro‐inflammatory cytokines, such as IL12 (Zak et al., 2011).
A very recent study by Liu et al., reported the role of TLR 2 in colorectal cancer cell
growth (CRC) (Liu et al., 2018). The authors of this study observed the effect of TLR 2
activation on growth, migration and invasion in CRC cell lines. TLR 2 mediates invasion
via activating NF‐κB in breast cancer cells is already known (Xie et al., 2009). Sharpin is
an important regulator of NF‐κB pathway (Gerlach et al., 2011; Ikeda et al., 2011;
Tokunaga et al., 2011), what is the role of Sharpin in cancer cell migration?
2.3.6 Sharpin interacts with T cell receptor and down regulates downstream
signalling
Recently, Park et al., reported that Sharpin negatively regulates T cell receptor (TCR)
signalling (Park et al., 2016). Regulatory T cells (Treg cells), a subtype of T cells, keep
the immune response under control by suppressing the immune reaction (Ohkura and
Sakaguchi, 2010). A transcription factor known as Foxp3 is the marker of these Treg
cells, and Foxp3 plays significant roles in development and functions of Treg cells
(Sakaguchi et al., 2008; Fontenot et al., 2003; Hori et al., 2003). Compromised
generation of Treg cells lead to lethal autoimmune and inflammatory diseases (Hori et
al., 2003; Bennett et al., 2001; Brunkow et al., 2001). Signalling through the T‐ cell
antigen receptor (TCR) is essential for Foxp3 expression, peripheral differentiation of
Treg cells, and their immuno‐suppressive activity (Ohkura and Sakaguchi, 2010).
Activation of TCR causes the phosphorylation of immunoreceptor tyrosine‐based
activation motifs (ITAMs) of the TCRζ chain. This leads to the binding of the signalling
kinase Zap70 to TCRζ. This interaction is required for the activation of downstream
molecules for T cell activation (Brownlie and Zamoyska, 2013). Zap70 plays a vital role
in Treg development and mutations in Zap70 lead to autoimmune diseases (Chuck et
al., 2010; Koonpaew et al., 2006; Siggs et al., 2007; Tanaka et al., 2010). Mutations in
TCRζ inactivate it and cause increased Treg numbers or Tregs with increased
immunosuppressive activity (Hwang et al., 2012).
Park et al., studied the previously unknown role of Sharpin in Tregs. They showed that
the inflammatory phenotype in Sharpin‐deficient mice is partly due to defective or poor
development of Treg cells, rendering them functionally inactive, which thus removes
the break on the immune response (Park et al., 2016). Park et al., reported that Sharpin
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inhibits binding of TCRζ to Zap70 in a ubiquitin‐dependent fashion (Park et al., 2016)
(Fig. 9). K63‐linked ubiquitination of Sharpin at K312 causes its binding with TCRζ, which
inhibits TCR signalling by inhibiting the binding of ZAP70 to TCRζ (Fig. 9). In Sharpin‐
deficient mice, Zap70 constitutively interacts with TCRζ, causing over‐phosphorylation
of TCRζ in Tregs. Active TCR signalling in Sharpin‐deficient thymocytes leads to lower
self‐reactivity selection‐shift by eliminating more self‐reactive T cells, which eventually
lead to reduced number of Treg cells. These findings showed that Sharpin is required
for normal Treg cell development by negatively regulating TCR signalling (Park et al.,
2016).
In summary, K63 ubiquitination of Sharpin causes Sharpin to interact with the TCR
subunit TCRζ, which prevents recruitment of Zap70 and, thus, TCR downstream
signalling. Whether Sharpin interferes with binding of ZAP70 to TCRζ because of
structural interference of the ubiquitin chain of K63 or if Sharpin recruit some other
factors which ultimately regulate this interaction, remains unknown (Park et al., 2016).
The ubiquitin ligases responsible for the K63 ubiquitination of Sharpin which further
impaired the TCR downstream signalling is not known. The first experimental chapter
in this thesis provided us a list of many ubiquitin ligases, such as STUB1 and RNF114,
which ubiquitin ligase is involved here can be investigated by validating these putative
interactors available in the publication I of this thesis.

Fig. 9. K63 polyubiquitination of Sharpin promotes interaction of Sharpin with TCRζ, which
prevents the interaction between Zap70 to TCRζ and thus inhibits TCR signalling. Therefore,
absence of Sharpin leads to over‐active TCR signalling [Figure is modified from (Bowman et al.,
2016)].
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Physiological consequences of Sharpin

2.4.1 Sharpin interacts with Caspase 1 and inhibits its activity
Nastase et al., established that Sharpin directly interacts with Caspase 1 and negatively
regulates its activity in sepsis (Nastase et al., 2016). Sepsis is a systemic inflammatory
condition caused by pathogens, which leads to death if left untreated (Fink and Warren
2014). IL‐1β plays an important role in sepsis (Merline et al., 2011; Schaefer et al., 2005;
Ando et al., 2000; Zhang et al., 2007), and blocking of IL‐1β receptor has shown promise
to treat sepsis in clinical trials, especially in combination with inhibition of IL18 (Opal et
al., 1997; Berghe et al., 2014).
Caspase 1 or interleukin (IL)‐1 converting enzyme is a protease, which cleaves the
proinflammatory cytokine pro‐interleukin (IL)‐1β and pro‐IL‐18 into their mature forms
(Cerretti et al., 1992; Mariathasan et al., 2004; Strowig et al., 2012; Thornberry et al.,
1992). The N‐terminal domain of Sharpin binds to the active Caspase 1 hetero‐
tetramer, thereby disrupting the p20/p10 dimer, thus leading to inhibition of Caspase
1 activation and prevention of the release of mature cytokines (Fig. 10). This role of
Sharpin is LUBAC‐independent as evidenced by the absence of HOIL‐1L and HOIP in the
Sharpin‐Caspase 1 complex (Nastase et al., 2016). In addition, Nastase et al., showed
that a known synthetic Caspase 1 inhibitor in mice inhibits Caspase 1 enzymatic activity,
decreases IL1β/IL18 levels and prevents death of splenic cells due to inflammation
(Nastase et al., 2016).
Both IL‐1β and IL‐18 are required during the early steps of transmigration of
granulocytes under inflammatory conditions (Morel et al., 2001; Weirather and Frantz,
2015). Sharpin downregulates Caspase 1 and impaired the maturation of IL‐1β and IL‐
18, Sharpin knockout mice show defective transmigration of granulocytes (Pouwels et
al., 2013), Whether this granulocyte transmigration is linked to Caspase 1 regulation via
Sharpin needs further attention.
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Fig. 10. Sharpin causes inhibition of Caspase‐1 activation by destabilizing p20p10 dimers and this
inhibits the maturation of IL1β and IL18. CARD, Caspase recruitment domain. [Copied from
(Nastase et al., 2016)].

2.4.2 Sharpin promotes p53 degradation
Recently, Yang et al., have shown that Sharpin regulates p53 (Yang et al., 2017). p53 is
a transcription factor that acts as a tumour suppressor (Matlashewski et al., 1984) and
regulates expression of genes, which are responsible for the cessation of the cell cycle
and regulate apoptosis (Bouvard et al., 2000). p53 gets activated by stress signals, for
example DNA damage, oxidative stress or overexpression of some oncogenes (Böhnke
et al., 2004). In many cancers, such as ovarian cancer and lung cancer, p53 is the most
commonly mutated gene (Olivier et al., 2010; Mullany et al., 2015; Cai et al., 2015).
Ubiquitination, phosphorylation, acetylation and methylation are post‐translational
modifications that regulate p53 expression (Bode and Dong, 2004; Zhou et al., 2014).
Ubiquitination is the most thoroughly investigated post‐translational modification in
p53 (Shi et al., 2016; Zou et al., 2017). It has been reported that E3 ligases, such as
MDM2, COP1 and P300 are responsible for the ubiquitination of p53 (Hock and
Vousden, 2014). One of the most studied E3 ligases is MDM2, which suppresses p53
expression under unstressed (normal) condition by targeting it for proteasome‐
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mediated degradation (Shangary and Wang, 2008), thus p53 increases MDM2
expression and, therefore, p53 controls its own expression through a feedback
inhibition mechanism (Feng et al., 2016; Lahav et al., 2004). Other E3 ligases, for
example RNF31/HOIP, ubiquitinate MDM2, which stabilize MDM2 and leads to
increased p53 ubiquitination and degradation. Knockdown of RNF31/HOIP leads to the
activation of p53 signalling pathway, which causes cell cycle arrest and promotes
cisplatin‐induced apoptosis (Zhu et al., 2016), cisplatin being in clinical use as
chemotherapy medication. It is important to note here that the proteasomal
degradation of p53 does not involve linear ubiquitination.
Yang et al., have shown that Sharpin is an indirect regulator of p53 (Yang et al., 2017).
Sharpin binds directly to MDM2, increasing its stability. Knockdown of HOIP does not
interfere with Sharpin‐MDM2 binding, which shows that this function of Sharpin is
independent of LUBAC. Yang et al., proposed two Sharpin‐mediated models of
stabilization of MDM2 (Yang et al., 2017). Sharpin might promote the stability of MDM2
by promoting mono‐ubiquitination of MDM2 by an as‐of‐yet unknown ubiquitin ligase.
Alternatively, Sharpin binds MDM2 and blocks the access for degradative E3 ubiquitin
ligase to bind to MDM2 (Yang et al., 2017).
Wang et al., reported that the p53 nuclear import due to the DNA damage is negatively
regulated by actin polymerization (Wang et al., 2013). Sharpin also indirectly regulates
p53 functions (Yang et al., 2017). Does Sharpin also regulate actin polymerization and
Arp2/3 will be discussed in the result and discussion part of this thesis.
2.4.3 Sharpin stabilizes estrogen receptor α
Zhuang et al., revealed a role of Sharpin in ERα signalling (Zhuang et al., 2017).
Immunohistochemistry (IHC) of 133 breast cancer samples was performed to observe
the expression of Sharpin, ERα, progesterone receptor (PR), and HER2. The authors of
this study showed that Sharpin is highly expressed in breast cancer and that Sharpin
expression correlates with ERα expression (Zhuang et al., 2017). Sharpin promotes
mono‐ubiquitination of ERα, which leads to the stabilization of ERα as poly‐
ubiquitination of ERα is inhibited (Zhuang et al., 2017). This subsequently leads to
increased ´tamoxifen´ (tamoxifen is used to treat estrogen receptor‐positive breast
cancer) resistance.
Breast cancer is the most common cancer form among females (Siegel et al., 2016).
Estrogen receptor α (ERα) is upregulated in many breast cancer cases, and anti‐
estrogen therapies have shown great benefits in those patients (Bernard et al., 2009).
In due course, however, breast cancer patients deteriorate (Musgrove and Sutherland,
2009), thus, it is required to comprehend the possible mechanisms of estrogen
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signalling. Previous studies have shown that ERα is directly or indirectly regulated by
oncogenic signalling pathways, such as human epidermal growth factor receptor‐2
(HER2), epidermal growth factor receptor (EGFR) and NF‐κB (Nakshatri et al., 1997;
Shou et al., 2004). Ubiquitination, SUMOlyation and phosphorylation of co‐activators
or regulators of ERα govern the expression of ERα in breast cancer (Zhuang et al., 2015;
Donley et al., 2014; Karamouzis et al., 2008). However, the detailed mechanism how
these co‐activators or post translational modification of the regulators of ERα control
the expression and signalling of ERα remains elusive. Estrogen signalling in breast
cancer is promoted by different ubiquitin ligases, such as BRCA1, CHIP and HOIP (Eakin
et al., 2007; Zhang et al., 2011; Zhu et al., 2014; Zhu et al., 2016).
ERα stability and activity are also regulated by different ubiquitination events (Lonard
et al., 2000), which have different outcomes depending on the type of ubiquitination
and the residues being modified (Zhang et al., 2011; Lonard et al., 2000; Berry et al.,
2008). For example, ERα ubiquitination can promote its degradation (Berry et al., 2008)
or stabilization (La Rosa et al., 2011). Sharpin being a part of LUBAC is involved in linear
ubiquitination of downstream proteins involved in NF‐κB pathway, it is interesting to
note that Sharpin pull down screen discussed in the results and discussion part has
many putative ubiquitin ligases. It is possible that Sharpin has a specific role in
ubiquitination of other proteins or it helps ubiquitin ligases to bind to their target
proteins. The cellular factors that trigger and recognize this type of modification need
to be further characterized.
2.4.4 The role of Sharpin in mammary gland development
The recent work of Peuhu et al., shows that Sharpin‐deficient mice have defective
mammary ductal outgrowth (Peuhu et al., 2017). Postnatal development of the
mammary gland is stimulated by steroid hormones, growth hormones and local growth
factors. During growth and development of mammary ducts, the mammary epithelium
starts invading the surrounding fat pad stroma to form a mammary gland, which further
grows and terminally differentiates to develop during pregnancy and lactation. An
outgrowth of mammary duct starts from the terminal end buds at the site of active cell
division, and hollow ducts are formed due to luminal apoptosis (Ewald et al., 2008;
Hinck and Silberstein, 2005). Luminal and basal mammary epithelial layers are formed
as a result of cell differentiation (Ewald et al., 2008; Hinck and Silberstein, 2005). The
mammary ductal outgrowth and its branching through the adipose tissue involve
intricate signalling between the epithelium and the stroma (Howard and Lu, 2014;
Sternlicht et al., 2006). Epithelial cells adhere to the ECM through integrins, which play
a significant role in mammary ductal outgrowth, and regeneration of mammary
epithelia (Klinowska et al., 1999; Levental et al., 2009; Taddei et al., 2008). Changes in
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ECM organisation and stiffness stimulate invasion and metastasis in breast cancer
(Acerbi et al., 2015; Robertson, 2016; Schedin and Keely, 2011).
Development of mammary ducts and the crosstalk between epithelial and stromal cells
(Howard and Lu 2014; Zhu et al., 2014) are used as a tool to study the mechanism of
cell invasion. Peuhu et al., have shown that Sharpin plays a role in cell traction force
generation on collagen matrices and in collagen fibre arrangement, it´s contraction and
its degradation by mammary gland stromal fibroblasts (MSFs) (Peuhu et al., 2017). In
line with in vitro ECM‐related remodelling defects seen in Sharpincpdm MSFs, mammary
ductal outgrowth was reduced in Sharpincpdm mice, which have lower stromal stiffness
(Peuhu et al., 2017).
Altogether, this study by Peuhu et al., reported that mammary ductal outgrowth is
strongly inhibited in Sharpincpdm mice (Peuhu et al., 2017). This phenotype is most likely
due to deregulation of ECM structure in the stroma of mammary gland ducts, as loss of
Sharpin results in rearrangement of collagen bundles in vivo and in vitro, as a result of
failure of Sharpin deficient MSFs to contract, pull and degrade collagen.
The extracellular matrix and the actin cytoskeleton of a cell are linked via integrins, and
these structures mediate cellular force transmission. The role of integrins in contracting
the extracellular matrix by altering traction forces is previously reported (Schwarz and
Gardel, 2012) and these reports have identified Sharpin to be an endogenous inhibitor
of integrins (Rantala et al., 2011; Pouwels et al., 2013). Importantly, mammary gland
stromal fibroblast from Sharpincpdm mice demonstrated abnormal focal adhesion and
traction force when plated on collagen (floating 3D collagen plug assay) (Peuhu et al.,
2017). Whether the deficient matrix production in the absence of Sharpin is due to
hyperactivation of integrins (Rantala et al., 2011) or this phenotype of Sharpincpdm mice
is mediated through one of the other Sharpin functions, remains to be established.
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Aims of the study

AIMS OF THE STUDY

Being an adaptor or scaffolding protein, Sharpin (SHANK‐Associated RH Domain
Interactor) regulates a plethora of signalling pathways by modulating many cellular
functions either as a negative or a positive regulator. For example, Sharpin is a subunit
of the linear ubiquitination assembly complex (LUBAC), which promotes signal‐induced
activation of the oncogenic and pro‐inflammatory transcription factor NF‐B. In
addition, Sharpin acts as negative regulator of PTEN, Integrins, T cell receptors and
Caspase 1. All these proteins regulate many functions, which are vital for normal
functioning of a cell.
Furthermore, recently Sharpin has been linked to several new cellular functions.
However, a systematic approach to identify all the pathways regulated by Sharpin was
missing. This study was dedicated to find out the novel interactors of Sharpin and to
study the Sharpin interactome. In addition, earlier Pouwels et al., 2013, reported a
novel role of Sharpin in the last step of transmigration, as a dynamic inactivator of LFA‐
integrin at the trailing end of granulocytes. However, as Sharpin´s role in earlier steps
of transmigration has not been reported, this was investigated in the second aim.
The specific aims of this PhD thesis were:
1.

Identification and characterization of novel interactors of Sharpin using mass
spectrometry (Sharpin interactome).

2.

Investigate the role of Sharpin during the early steps of granulocyte
transmigration.
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4.

MATERIALS AND METHODS

4.1

The Sharpin interactome reveals a role for Sharpin in
lamellipodium formation via the Arp2/3 complex (Publication I,
hereafter called I)

4.1.1 Mass spectrometry
GFP‐Trap beads (ChromoTek) were used to perform GFP pulldowns according to the
manufacturer’s protocol. The cells were either plated on fibronectin (10 μg/ml;
Sigma) or kept in suspension for 1 h prior to lysis. Separation of protein samples was
performed using SDS‐PAGE followed by staining with InstantBlue (Expedeon). The gel
lanes were sliced and digested using in‐gel digestion with trypsin as previously
described (Shevchenko et al., 1996) with modifications (Byron et al., 2015). The
digested samples were analysed using liquid chromatography tandem MS (LC‐
MS/MS) using an UltiMate 3000 Rapid Separation LC (Dionex Corporation) coupled to
an Orbitrap Elite (Thermo Fisher Scientific) mass spectrometer. Peptide mixtures
were separated using a gradient from 92 % A (0.1 % formic acid in water) and 8 % B
(0.1 % formic acid in acetonitrile) to 33 % B, in 44 min at 300 nl/min, using a 75
mm×250 μm internal diameter 1.7 μM BEH C18 analytical column (Waters).
Automatic selection of peptides for fragmentation was done by data‐dependent
analysis. A Proteome Discoverer (1.4) connected to in‐house Mascot (v. 2.4) software
was used for protein identification. The data were compared with the SwissProt
database (release 2015_08). Carbamidomethylation of cysteine was set as a fixed
modification parameter whereas oxidation of methionine was allowed as a variable
modification. Only tryptic peptides were considered, with up to one missed cleavage
permitted. Monoisotopic precursor mass values were used, and only doubly and
triply charged precursor ions were considered. Scaffold (version 3.6) was used to
validate the data. A threshold of identification of at least 99 % probability at the
protein level, at least 50 % probability at the peptide level and assignment of at least
two unique, validated peptides was used. These criteria resulted in an estimated false
positive rate of 0.1 % for all datasets. PRIDE Converter (version 2.5.5) (Barsnes et al.,
2009) was used to convert the data. PRIDE Inspector (version 2.5.2) (Perez‐Riverol et
al., 2016) was used to validate the data.
For each GFP pulldown, two biological replicates were performed. The unweighted
spectral count of a given protein normalized to the total number of spectra observed
in the whole sample and to the molecular mass of that protein (normalized spectral
count) was used to calculate the relative protein abundance. Three thresholds
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reflecting the specificity and quality of the binding to GFP‐Sharpin were used to list and
score putative Sharpin interactors. 690 proteins detected with at least four spectra and
enriched twofold in GFP‐Sharpin datasets (suspension or adherent) over control were
assigned low confidence. Two other thresholds were used to provide the list of putative
Sharpin binders that are likely to contain fewer false positive. A medium confidence
was assigned to 297 proteins detected with at least five spectra and enriched fourfold
in the GFP–Sharpin datasets (suspension or adherent) over control, while a high
confidence was assigned to 48 proteins detected with at least ten spectra and enriched
fourfold in both GFP–Sharpin datasets.
DAVID (version 6.8) (Huang et al., 2009) was used to perform a Gene Ontology analyses.
The Cytoscape plugin ‘Enrichment Map’ (Merico et al., 2010) was used to create a Gene
Ontology map. Using Cluster 3.0 (Clustering Library, version 1.50) (de Hoon et al., 2004)
on the basis of uncentred Pearson correlation, the proteins were hierarchically
clustered. JavaTreeView (version 1.1.6r2) (Saldanha, 2004) was used for visualization.
Cytoscape (version 3.4.0) (Smoot et al., 2011) was used to perform Protein–protein
interaction network analyses. Proteins were mapped onto a merged human
interactome consisting of protein–protein interactions reported in the Protein
Interaction Network Analysis platform Homo sapiens network (Wu et al., 2009)
integrated within Cytoscape using PINA4MS (version 2.0.1).
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4.1.2 Antibodies
The antibodies used in this study are described in table 1.
Table 1. Primary antibodies used in this study
Antibodies
Rabbit RNF31/HOIP
Rabbit GST
Rabbit GFP
Mouse GFP
Rabbit GFP
Mouse GFP
Mouse Sharpin
Rabbit Sharpin
Mouse cortactin
Rabbit Arp2
Rabbit Arp3
Rabbit paxillin
Mouse GAPDH
Rabbit Sharpin
Mouse cortactin (p80/85)
Rabbit Arp2
Rabbit Arp3
Rabbit paxillin
Mouse GAPDH
Mouse β‐actin
Rabbit α2‐integrin
Rabbit phospho‐p44/42
MAPK (Erk1/2)
Rat 9EG7
Mouse P5D2
Mouse 12G10
Rabbit p65
Rabbit Arpc3

Description (Catalogue no. and provider)
ab46322, Abcam
91G1, Cell Signalling Technology
A11122, Molecular Probes
ab1218, Abcam
A11122, Molecular Probes
ab1218, Abcam
ab69507, Abcam
14626‐1‐AP, Proteintech
(05‐180, Merck Millipore
ab47654, Abcam
58182, One World Lab
SC‐5574, Santa Cruz Biotechnology
5G4MaB6C5, HyTest
14626‐1‐AP, Proteintech
05‐180, Merck Millipore
ab47654, Abcam
58182, One World Lab
SC‐5574, Santa Cruz Biotechnology
5G4MaB6C5, HyTest
A2228, Sigma
ab1936, Chemicon
4370, Cell Signalling Technology

Application
WB
WB
PLA
PLA
WB & PLA
PLA
IF & PLA
WB & IP
IF & WB
IF & WB
WB
TIRF
WB & PLA
WB & IP
IF & WB
IF & WB
WB
TIRF
WB & PLA
WB & PLA
PLA
PLA

Used in
I
I
I
I
I
I
I
I
I
I
I
I
I
I
I
I
I
I
I
I
I
I

553715, BD Biosciences
Hybridoma bank
ab30394, Abcam
8242, Cell Signalling Technology
57646, OneWorld Lab

FACS
FACS & TIRF
FACS & TIRF
PLA
WB

I
I
I
I
I

The secondary antibodies were Alexa Fluor 488‐ or Alexa Fluor 555‐conjugated IgGs
(Invitrogen; IF), horseradish peroxidase (HRP)‐conjugated IgGs (GE Healthcare; WB),
DyLight 680‐ or 800‐conjugated anti‐mouse and rabbit IgGs (Thermo Scientific; WB).
4.1.3 Plasmids and siRNAs
Generation of the Sharpin mutant plasmids (De Franceschi et al., 2015) as well as the
GST–Sharpin and siRNA1‐insensitive GFP–Sharpin (Rantala et al., 2011) have been
previously described. Addgene Plasmid #8462 (deposited by Matthew Welch (Welch et
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al., 1997)) was used to express Arp3‐GFP. Construction of Arp3‐TagRFP was done by
introducing EcoRI and BamHI sites using primers. This was followed by cloning into
pTagRFP‐N (Evrogen). In order to obtain pmCherry, the GFP in GFP‐C1 (Clonetech) was
replaced with mCherry by making use of primers introducing NheI and EcoRI restriction
sites. The coding sequence for siRNA1‐resistant Sharpin was cloned into pmCherry
using primers introducing EcoRI and BamHI restriction sites to obtain mCherry‐Sharpin.
Addgene plasmid #54148 (deposited by Michael Davidson) was used to express
mEmerald‐Lifeact (mEmerald‐Lifeact‐7). pcDNA3‐EGFP‐Rac1‐Q61L was Addgene
plasmid #12981 deposited by Gary Bokoch (Subauste et al., 2000). pRK5‐Myc‐PIP5KIb
(Rozelle et al., 2000) was kindly donated by Laura Machesky (CRUK Beatson Institute,
Glasgow, UK). pSpCas9(BB)‐2A‐GFP (PX458) was Addgene plasmid #48138 deposited by
Feng Zhang (Ran et al., 2013).
4.1.4 Synthetic peptides and recombinant proteins
E. coli strain Rosetta BL21DE3 was used to produce and purify recombinant GST and
GST‐Sharpin according to the manufacturers protocol (BD Biosciences). The Arp2/3
complex from bovine brain and the GST‐tagged human WASP VCA domain were
purchased from Cytoskeleton (Cytoskeleton Inc.). Purification of the Rabbit skeletal
muscle actin has been described previously (Pollard and Cooper, 1984).
4.1.5 Cells and transfections
HeLa cells were cultured in Dulbecco's modified Eagle's medium (DMEM)
supplemented with 10 % fetal bovine serum (FBS), 2 % HEPES, 1 % MEM non‐essential
amino acids, 1 % L‐glutamine, 1 % penicillin‐streptomycin and 1 % sodium pyruvate.
HEK‐293 and U2OS cells were cultured in DMEM supplemented with 1 % L‐glutamine,
10 % FBS and 1 % penicillin‐streptomycin. NCI‐H460 cells were cultured in RPMI1640
supplemented with 1 % penicillin‐streptomycin, 1 % MEM non‐essential amino acids,
1 % glucose, 1 % sodium pyruvate, 1 % L‐glutamine and 10 % FBS. Generation and
maintenance of the chronic proliferative dermatitis mice (cpdm) mouse embryonic
fibroblasts cells MEF cell line has been described previously (Rantala et al., 2011). All of
the cell lines were tested regularly for contaminations. All cell lines with the exception
of cpdm MEFs, were from American Type Culture Collection (ATCC). Lipofectamine
2000 (HEK‐293 and HeLa cells) and Lipofectamine 3000 (U2Os and NCI‐H460 cells) (Life
Technologies) were used to perform plasmid transfections. Hiperfect (Qiagen) was
used to perform siRNA transfections.
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4.1.6 Sharpin-knockout cell lines using CRISPR
CRISPR genome engineering was used to create Sharpin‐Knockout NCI‐H460 cell lines.
This was done using two guide RNAs to excise a distinct 488bp region in the Sharpin‐
encoding gene. MIT CRISPR Designer (http://crispr.mit.edu/) was used to design these
guide RNAs. These guide RNAs were individually cloned in pSpCas9(BB)‐2A‐GFP (PX458)
as described previously (Ran et al., 2013). Co‐transfection of both plasmids was done
in NCI‐H460 cells followed by sorting of the GFP‐positive cells with FACSaria IIu Cell
Sorter (BD Biosciences) 4 days post transfection. This was followed by screening for
clones lacking the intervening DNA sequence by PCR forward primer 5′‐
GTGTCCATTTGTGGGCAAAG‐3′ and reverse primer 5′‐GGCACTGACCATTCTGTCCT‐3′) to
verify the gene disruption. Western Blots of two cell lines with the said 488 bp deletion
in the Sharpin gene validated a successful knockout. The WT cells were subjected to
the same procedure but did not have the deletion and showed normal levels of Sharpin
expression.
4.1.7 Accession numbers
The mass spectrometry proteomics data have been deposited to the ProteomeXchange
Consortium via the PRIDE partner repository with the dataset identifier PXD004734.
4.1.8 Immunoblottings, immunoprecipitations and pulldowns
Immunoprecipitations, GFP‐bead (ChromoTek) pulldowns and immunoblottings were
performed as previously described (Pouwels et al., 2013). To perform GST pulldown
assays, glutathione–Sepharose 4B beads (GE Healthcare) were washed twice with
binding buffer (20 mM Tris‐HCl pH 7.5, 50 mM NaCl, 0.5 mM EDTA and 2 mM MgCl2).
This was followed by incubation of the beads with either 10 μg GST or GST–Sharpin in
binding buffer (1 h rotation at 4 °C). Following this, the beads were washed and
incubated with 2 μM purified Arp2/3 complex and 0.1 mM ATP (1.5 h rotation at 4 °C)
in binding buffer. The beads were then washed and suspended into the loading buffer.
Samples were analysed using immunoblotting.
4.1.9 Immunofluorescence of cells
Paraformaldehyde (4 %) was used to fix HeLa or NCI‐H460 cells followed by staining. 3i
Marianas Spinning disk confocal microscope, equipped with Yokogawa CSU‐W1
scanner (Intelligent Imaging Innovations), ORCA‐Flash4.0 v2 sCMOS Camera
(Hamamatsu Photonics), and a Plan‐Apochromat 63×1.4 NA oil objective was used to
obtain the immunofluorescence images in Fig. S4 of Publication I (except Fig. S4C, D).
Super‐resolution radial fluctuations (SRRF) ImageJ plugin (Gustafsson et al., 2016) was
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used to process images in Fig. S4G of I. A Zeiss AxioVert 200 M inverted wide‐field
microscope equipped with a Plan‐NEOFLUAR 63×1.25 NA oil objective (Zeiss) and Orca‐
ER camera (Hamamatsu Photonics) was used to obtain images in Figs 4 and 5, Figs S4C,
D and S5 of I. Fiji image analysis software (Schindelin et al., 2012) was used to process
all images.
4.1.10 Total internal reflection fluorescence microscopy
Freshly adherent HeLa cells on 3 cm glass‐bottom dishes (MatTek Corporation) coated
with 5 μg/ml fibronectin, were stained for active (12G10) or total (P5D2) integrins,
along with paxillin, F‐actin (Atto Phalloidin) and DAPI. A Carl Zeiss Laser‐TIRF 3 Imaging
System equipped with a 63×1.46 NA oil objective (alpha Plan‐Apochromat, DIC) and
Hamamatsu ImageEM C9100‐13 emccd camera (Hamamatsu Photonics) was used to
obtain images of samples. Fiji software was used to perform all image analysis.
4.1.11 Fluorescence recovery after photobleaching
NCI‐H460 cells on glass‐bottom dishes (MatTek Corporation) expressing GFP‐Sharpin,
in Ham's F12 nutrient mixture with 10 % FBS and 1 % HEPES, were used for FRAP
imaging. The FRAP imaging was performed with 1 s intervals using the 3i Marianas
Spinning disk confocal microscope, equipped as described above. After imaging for ∼10
s, bleaching of the cellular areas was performed followed by imaging for 90–120 s.
SlideBook 6 (Intelligent Imaging Innovations) FRAP analysis module was used to analyse
the FRAP data. Fiji software was used to prepare movies and still images.
4.1.12 Live-cell imaging
mEmerald‐Lifeact expressing NCI‐H460 cells were plated on fibronectin coated (5
µg/ml) glass‐bottom dishes (MatTek Corporation). These cells were incubated at 37 °C
for 4 h in Ham's F12 nutrient mixture with 10 % FBS and 1 % HEPES. This was followed
by imaging the cells at 37 °C at 5 frames/min for 5–10 min with a Carl Zeiss Laser‐TIRF
3 Imaging System equipped as described above. Fiji software was used to prepare live
cell imaging movies.
To perform live cell imaging of cpdm MEFs overexpressing either GFP alone, or GFP‐
tagged WT or V240A/L242A Sharpin, cells were sparsely plated in regular medium
supplemented with 5 % HEPES onto eight‐well µ‐Slides (Ibidi) coated with 5 µg/ml
fibronectin. Following a 6h incubation, cells were imaged at intervals of 10 min for at
least 8 h under phase contrast, with GFP images taken every 10 frames. 3i Marianas
Spinning disk confocal microscope, equipped as described above was used for imaging.
A 10× objective was used.
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Wound healing assays were performed by using Hela cells, equal number of cells were
seeded on IncuCyte ImageLock™ 96‐well plate (Essen BioScience). Using an Essen
BioScience WoundMaker™, a wound was made in the confluent monolayer of cells the
following day. IncuCyte Zoom™ System (Essen BioScience) with a 10× objective was
used to image the wound closure at intervals of 2 h.
4.1.13 Pyrene-actin polymerization assay
For a final concentration of 20 µM of the pyrene‐actin mixture, 5 % of pyrene‐labelled
actin was mixed with non‐labelled G‐actin in G‐buffer (5 mM Tris‐HCl pH 7.5 with 0.2
mM DTT, 0.2 mM CaCl2 and 0.2 mM ATP). 11 µM of GST–Sharpin was mixed with 40
nM Arp2/3 and 30 nM VCA (or equal volume of VCA‐buffer) in 50 mM Tris‐HCl pH 7.5
with 150 mM NaCl, 3 mM DTT and 10 % glycerol in the presence of 1× initiation mix (1
mM EGTA, 5 mM MgCl2, 0.25 mM ATP and NaCl to the total 100 mM in the final
sample). A temperature of 22 °C was used to measure the polymerization of actin
filaments with excitation at 365nm (excitation slit=10 nm) and emission at 407 nm
(emission slit=20 nm) following the addition of 4 µM pyrene‐actin. An Agilent Cary
Eclipse Fluorescence Spectrophotometer with BioMelt Bundle System (Agilent
Technologies) was used to make measurements. To analyze the data Origin 7.5
software (OriginLab Corp.) was used.
4.1.14 FACS
HeLa cells, treated for 30 min with 100 μM CK666 (Sigma‐Aldrich), 10 μM CytD (Sigma‐
Aldrich) or DMSO, were detached and fixed with 4 % paraformaldehyde. Cells were
then stained for active β1‐integrin (12G10) or total β1‐integrin (P5D2). FACSCalibur
with CellQuest software (BD Biosciences) and non‐commercial Flowing Software ver.
2.5 (Perttu Terho; Turku Centre for Biotechnology, Finland; www.flowingsoftware.com)
were used to analyze the samples. Integrin Activation Index was obtained by dividing
background‐corrected active cell‐surface integrin levels by total cell‐surface integrin
levels.
4.1.15 Proximity ligation assays
PLA was performed according to the protocol described previously (Söderberg et al.,
2006). A Carl Zeiss LSM780 laser scanning confocal microscope equipped with 63×1.2
W Corr Apochromat objective (Zeiss) was used to obtain the images. Cell Profiler
software (Carpenter et al., 2006) was used to determine the amount of PLA signal dots
in one field of view. This was then divided by the number of cells, which were
determined by counting the nuclei, to obtain PLA signals per well.
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4.1.16 FRET measurements by FLIM
HeLa cells were transfected with either donor alone [GFP–Sharpin constructs (WT,
fragments or point mutants) or Arp3–GFP] in control samples, or co‐transfected with
donor along with the acceptor (Arp3–TagRFP or mCherry–Sharpin). Cells were also
transfected with Arp3–GFP and mCherry alone, as an additional control. Cells were
then fixed and mounted using Mowiol 4‐88 (Sigma‐Aldrich) after 24 h. A fluorescence
lifetime imaging attachment (Lambert Instruments) on a Zeiss AXIO Observer D1
inverted microscope (Zeiss) was used to measure the GFP fluorescence lifetime. A
sinusoidally modulated 3W, 497 nm LED at 40 MHz under epi‐illumination was used for
excitation. The 63× NA 1.4 oil objective (excitation, BP470/40; beam splitter, FT495;
emission, BP525/50) was used to image the cells. The phase and modulation were
determined using the manufacturer's software from images acquired at 12 phase
settings. As a reference standard, fluorescein at 0.01 mM, pH 9 was used. The apparent
FRET efficiency was calculated using the measured lifetimes of each donor‐acceptor
pair (τDA) and the average lifetime of the donor‐only (τD) samples, according to:
FRET efficiency= (1

100%

4.1.17 Micropatterns
As described previously (Azioune et al., 2009), linear micropatterns of 9 μm were
printed on glass coverslips. These were then coated with 5 μg/ml fibrinogen (Alexa
Fluor 488 conjugate; Thermo Scientific) and 50 μg/ml fibronectin followed by three
washes with PBS. NCI‐H460 cells in antibiotic free medium were seeded onto these
coverslips and incubated for 7 h. This was followed by fixing the cells and staining as
described above. A Zeiss AxioVert 200 M inverted wide‐field microscope equipped with
Plan‐NEOFLUAR 100× 1.30 oil objective (Zeiss) and Hamamatsu Orca‐ER camera
(Hamamatsu Photonics) were used to image these cells. Fiji software was used to
process the images.
4.1.18 Statistical analysis
GraphPad Prism version 5.03 for Windows (GraphPad Software) was used to perform
all statistical analyses. For normally distributed data, the Student's t‐test was used
(Shapiro‐Wilk normality test α=0.05). All other data was analyzed using the Mann–
Whitney test where P<0.05 was considered significant.
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Sharpin regulates granulocytes rolling and adhesion in vivo
(unpublished, hereafter called II)

4.2.1 Animals
Mouse strain (C57BL/KaLawRij‐Sharpin knockout/RijSunJ (Stock No: 007599)) with the
spontaneous mutation leading to complete loss of Sharpin protein (HogenEsch et al.,
1993; Seymour et al., 2007) were obtained from The Jackson Laboratory (Bar Harbor,
ME). The colony was maintained by heterozygote breeding and genotyping as
previously described (Peuhu et al., 2017; Peuhu, Salomaa, et al., 2017). Mice used in
the experiments were age‐matched seven weeks old males. Standard housing
conditions (12‐hours day/night cycle) with food and water made available as desired.
The mice were monitored daily for clinical signs and viability. Cervical dislocation in
conjunction with CO2 was selected as the method of euthanasia. Ethical assessment and
authorisation of experiments was done by the National Animal Experiment Board and
were in conformance with The Finnish Act on Animal Experimentation (Animal license
numbers ESAVI‐9339‐04.10.07‐2016 and 5587/04.10.07/2014).
4.2.2 Intravital microscopy
This method was adapted from Heit et al., (Heit et al., 2008) and performed as
previously described by Stolen et al., (Stolen et al., 2005). The mice were briefly
anaesthetised by administering ketamine (125 mg/kg body weight; Pfizer) and xylazine
(12. 5 mg/kg body weight; Bayer) intraperitoneally. Dissection and exteriorization of
the cremaster muscle were done on a special microscopic stage. Thermo‐controlled
bicarbonate buffered saline was continuously superfused in the exposed cremaster
muscle. 0.1µm of fMLP (Heit et al., 2008; Khajah et al., 2013) was added to the
superfusion buffer for granulocytes stimulation.
Endothelial interactions of granulocytes were analysed at 0 min (before addition) and
5, 20, 30, 45 and 60 min following the addition of fMLP. Microscopy was performed
using the Olympus microscope (BX50WI) using the water immersion objective and a
CCD camera (C5405, Hamamatsu). A dual photodiode and a digital online cross‐
correlation program (CircuSoft) was used to measure the velocities of centreline red
blood cells. An empirical factor of 0.625 was multiplied with these velocities to calculate
the mean blood flow velocities. The wall shear rates (s‐1) were estimated to be 2.12 x
8 x Vb/d, where 2.12 is a median empirical correction factor, Vb is the mean blood flow
velocity, and d is the diameter of the vessel (Stolen et al., 2005). VetScan HM5 (Abaxis)
was used to measure the granulocyte concentration (granulocytes /ul) from systemic
blood samples. Imaris 8.1.2 software was used to measure all other parameters as
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previously described (Jung et al., 1998). Postcapillary venules with a diameter between
20 and 50 µm were analysed (number of analysed vessels; 20.0/mouse).
The rolling flux, expressed as granulocyteocyte/min, was ascertained by counting the
number of rolling granulocytes passing a perpendicular line to the axis of the vessel.
The rolling flux fraction reflects rolling efficiency, which was determined by dividing
rolling flux by total granulocyte flux through the same vessel per unit time. The total
granulocyte flux was estimated as [WBC] x Vb x π x (d/2)2, where [WBC] is the systemic
granulocyte count. The rolling velocity was measured by observing the time required
for a granulocyte to roll through a 100µm vessel segment. This measurement was taken
for ten rolling cells per vessel. The number of cells stuck to the endothelium and were
immobile for more than 30 s in a 100µm cells segment was defined as granulocyte
adhesion. Adhesion efficiency (adherent cells/mm2 endothelial surface area per 100
rolling cells/min) is a measure for the capability of rolling granulocytes to firmly adhere.
Transmigration is the number of extravasated cells which is perivenular tissue within
50 µm of the 100 µm vessel segment, and transmigration efficiency was calculated as
the transmigration/adherent intravascular cells.
4.2.3 Intrascrotal staining of blood vessels for Immunofluorescence
In order to label blood vessels, mice under isoflurane anesthesia were injected
(intrascrotally) with an Alexa488‐conjugated antibody against mouse CD31 (2 µg;
MEC13.3, BD Biosciences) in saline. Euthanasia was performed on the mice two hours
later, followed by dissection of the cremaster muscle. The dissected cremaster muscle
was then pinned flat on silicone coated plates (Sylgard 184 Silicone elastomer, Dow
Corning). Fixation of the cremaster muscle using 4 % paraformaldehyde for 1 hour was
done next. Samples were then washed followed by mounting with DAPI Vectashield
(Vector Laboratories). Imaging of the samples was done using the 20x objective of the
Carl Zeiss LSM780 laser scanning confocal microscope. The images were then analysed
with ImageJ software to present Maximum intensity projections.
4.2.4 Neutrophil isolation from peripheral blood and bone marrow
Mice were euthanised by cardiac puncture method, and whole blood samples were
collected in heparin, followed by lysis of red blood cells as described in the Flow
Cytometry section. As an alternative, a femur from the euthanised mice was cut in half
followed by flushing of the bone marrow with a syringe. This was done in order to
obtain a larger and pure neutrophil population. A Neutrophil Isolation Kit (mouse, 130–
097‐658, Miltenyi Biotec) was used to isolate granulocytes from cell suspensions, as
instructed by the manufacturer.
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4.2.5 Assesment of expression levels of adhesion molecules using flow
cytometry
In order to assess surface expression of key adhesion molecules on granulocytes, flow
cytometry experiments were performed (II, Fig. 3), mice were first euthanised by
cardiac puncture, and whole blood samples were collected in heparin. These samples
were placed on ice and divided to 250ul per tube. Next, Fc‐block was added, followed
by directly conjugated antibodies on ice in recommended concentrations. (Ly6G‐PE
(551461), Ly6G‐FITC (551460), ItgaL‐FITC (CD11a, 553120), ItgaM‐APC (CD11b,
553312), PSGL‐1‐PE (CD162, 555306) Itga4‐PE (CD49d, 553157) CD11b‐APC (553312),
Gr‐1‐FITC all from BD Pharmingen, and L‐selectin‐Alexa647 (CD62L, 626‐C100, EXBIO)).
The samples were incubated at 37 ºC in a water bath for 5 min and then placed on ice.
500µl of cold PBS was added and samples were centrifuged at 3000 rpm for 3 min. The
samples were then washed once with cold PBS followed by resuspension in 750ul of 1
% PFA in PBS. Samples were kept on ice for 10 min and then pelleted as before. In order
to lyse the red blood cells, the cell pellet was briefly vortexed followed by addition of
1ml 0.2 % NaCl and then vortexed again for 18 sec. This was followed by addition of
1ml 1.6 % NaCl and vortexing again for 18 sec. The pelleted cells were then resuspended
in PBS. FACS Calibur flow cytometer (BD Biosciences) was used to run these samples.
Flowing Software was used for gating granulocytes based on FSC/SSC dot plot and Ly6G
positivity. The geometric mean fluorescence (geoMFI) was measured for the gated
population. To obtain the relative geoMFI, Sharpin‐knockout samples were compared
to the wt control in each independent experiment.
To obtain splenocytes for FACS analysis (II, Fig. S1), isolation of the spleen was done
from adult mice and then homogenised mechanically. In order to obtain single cell
suspension of splenocytes, this homogenised spleen was strained using a 70µm cell
strainer (BD Biosciences). These samples were then processed as described above and
labelled with CD11b‐APC and Gr‐1‐FITC (A) or with CD11b‐APC, Ly6G‐PE and Ly6C‐FITC
and different cell populations were examined using flow cytometry. Different cell
populations were defined based on the indicated SSC and expression profiles (II, Fig.
S1).
4.2.6 ICAM-1 adhesion assay
A 96‐well E‐plate (Roche) was coated with 0.5 µg/ml ICAM‐1 or 5 µg/ml ICAM‐1 (796‐
IC‐050; R&D systems) in PBS overnight at +4 °C. This was followed by blocking with
0.1 % BSA in PBS at 37 °C for one hour. fMLP (1µM for 5 minutes at 37 °C water bath)
was used to stimulate granulocytes followed by addition of the stimulated granulocytes
(200 000 granulocytes per well) in serum‐free media. xCELLigence RTCA instrument
(Roche) was used to measure impedance which is expressed as a cell index. Cell index
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represents the impedance between the electrodes, present at the bottom of the plate.
This impedance is used as a measure of cell adhesion.
4.2.7 Quantitative PCR
NucleoSpin RNA kit (Macherey‐Nagel) was used to isolate total RNA from isolated
granulocytes from the bone marrow of wt and Sharpin‐knockout mouse. High‐capacity
cDNA reverse transcription kit (Applied Biosystems) was used according to the
manufacturer's protocol to make cDNA from total RNA (1 ug). To quantify expression
levels of the different proteins, a TaqMan qPCR reaction was performed using Real‐
Time PCR HT7900 (Applied Biosystems). Expression of beta‐actin was used as an
endogenous control. The TaqMan Universal Master Mix II incorporated the essential
constituents required for a qRT‐PCR reaction. The universal probes and primers used
for this purpose are listed in table 2.
4.2.8 In vitro shear flow adhesion assay
The Neutrophil isolation kit (MACS Miltenyi Biotec) was used to isolate granulocytes
from bone marrow using negative selection. Shear flow adhesion assays were
performed as described by others (San Lek et al., 2013). Coating of 6 μg/ml ICAM‐1, 5
μg/ml CXCL1, and 30 μg/ml E‐selectin (R&D Systems, Minneapolis, MN) or only ICAM‐1
was done on Ibidi VI0.4 μ‐slides (Germany) overnight at 4 °C. Cells were filmed for 5‐
min period on ICAM‐1/CXCL1/E‐selectin‐coated slides at a high (5 dynes/cm2) shear
flow rate, whereas for ICAM‐1‐coated wells a lower shear flow rate was used (0.3 dynes
cm‐2). In one condition, cells on ICAM‐1 coated slides were stimulated with 1µM fMLP,
and the flow assay was performed at a low shear flow rate (0.3 dynes/ cm2). Manual
counting was employed to count the number of cells adhered in the field of view.
Table 2. Primers and probes used in Taqman PCR
Protein
L‐selectin
CD11a
PSGL‐1
CD11b
ITGB2
Beta‐actin

Primer sequence
Forward primer
tggtcatctccagagccaat
ccccagacttttgctactgg
tctggcagtgtggactgg
aaggatgctggggaggtc
cccagtgtgagtgtcagtgc
tggctcctagcaccatgaaga

Universal probe used
Reverse primer
gcagtccatggtacccaact
cgtgtgtccaggttgtagctc
caaggaagcttggggacat
gtcataagtgacagtgctctggat
tcccaatgtagccagactca
gtggacagtgaggccaggat

47
78
13
16
32
5´caagatcattgctcctcctgagcgca
(custom made probe)
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5.1.1 The Sharpin interactome reveals a role for Sharpin in lamellipodium
formation via the Arp2/3 complex (Publication I, hereafter called I)
The multifunctional adaptor protein Sharpin regulates many signalling pathways
(Chattopadhyay et al., 2016; Dubois et al., 2014; Rodgers et al., 2014; Tokunaga et al.,
2009; Zak et al., 2011) as part of LUBAC (Gerlach et al., 2011; Ikeda et al., 2011;
Tokunaga et al., 2011). In addition, Sharpin binds and regulates a range of other
proteins (He et al., 2003; Landgraf et al., 2010; Lim et al., 2001; Nastase et al., 2016;
Park et al., 2016; Rantala et al., 2011). Significantly, Sharpin has oncogenic properties
(Bii et al., 2015; De Melo and Tang 2015; He et al., 2010; Jung et al., 2010; Li et al., 2015;
Zhang et al., 2014), and LUBAC has been linked to cancer progression (Yang et al., 2016,
2014), and immune‐related diseases (Boisson et al., 2015; Lewis et al., 2015). However,
despite these clear disease links and the rapid development of the linear ubiquitin and
Sharpin research fields, a comprehensive overview of Sharpin and LUBAC functions has
not been reported.
Therefore, to make a comprehensive study of Sharpin´s cellular interactors, HEK‐293
human embryonic kidney cell line having a transient expression of GFP‐Sharpin and GFP
alone were used for a GFP pull‐down and analysed by mass spectrometry. As Sharpin
interacts with integrins and inactivates them (Rantala et al., 2011), this MS screen was
intended to enrich novel interactors of integrin‐bound Sharpin. Integrins are essentially
active when cells are cultured on Fibronectin (GFP–Sharpin adherent dataset), and they
are inactive when cells are in suspension (GFP–Sharpin Non‐adherent dataset). Non‐
adherent cells should have more integrin‐bound Sharpin as integrins are inactive in
these cells (Rantala et al., 2011).
Three arbitrary thresholds were selected, which reflected the specificity as well as the
quality of the putative Sharpin interactors in order to list and score them (I, Suppl. Table
1). 690 proteins were allocated in low confidence, these proteins were identified with
at least 4 spectra and enriched two‐fold in the GFP‐Sharpin datasets (suspension or
adherent) over control. 297 proteins were allocated in medium confidence, these
proteins were identified with at least 5 spectra and enriched two‐fold in the GFP‐
Sharpin datasets (suspension or adherent) over control. 48 proteins were allocated in
high confidence, these proteins were identified with at least 10 spectra and enriched
two‐fold in the GFP‐Sharpin datasets (suspension or adherent) over control (I, Suppl.
Table 1).
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All the proteins recruited to Sharpin were defined using functional annotation
clustering based on gene ontology (GO) using DAVID (Huang et al., 2009) and presented
as network‐based enrichment maps (Merico et al., 2010) (I, Fig. 1A, Table S2). Overall,
the MS screen identified many protein hits, which are involved in known processes to
be regulated by Sharpin or LUBAC, for instance, cell death (Gerlach et al., 2011; Kumari
et al., 2014; Nastase et al., 2016), ubiquitin‐dependent processes and cell signalling.
The last one includes NF‐κB signalling (Gerlach et al., 2011; Ikeda et al., 2011; Tokunaga
et al., 2011), providing important validation of the MS screen. DNA/RNA‐based
processes, regulation of the cell cycle, metabolic processes, and protein transport are
examples of those cellular processes, which have never been linked to Sharpin or
LUBAC.
The focus have been on Arp2/3, but MS analysis provided us with a list of E2 and E3
ubiquitin ligases as potential Sharpin interactors as well, such as UBE2V1, UBE2D3,
STUB1 and RNF114. It would be interesting to investigate the interplay of these
ubiquitin ligases with Sharpin. Does Sharpin have specific function with ubiquitin
ligases? Perhaps Sharpin releases these ligases from their auto‐inhibitory state (if they
exist in any such auto‐inhibition state) and regulates their functions. Sharpin could also
be a substrate for the E3 ligases.
5.1.2 Validation of interaction between Sharpin and the Arp2/3 complex
Two members of the Arp2/3 complex were present in the Sharpin interactome, as well
as many other proteins which are associated with the Arp2/3 complex (I, fig 1C). We
validated the Sharpin‐Arp2/3 interaction by various molecular biology techniques and
confirmed the direct interaction of Sharpin and the Arp2/3 complex (I, Fig. 2A‐F).
Further experiments provided us with an insight that this interaction requires an intact
cytoskeleton and active Arp2/3 complex (I, Suppl. Fig. S3A, C).
These findings prompted us to investigate the role of Sharpin in the Arp2/3‐dependent
in vitro actin polymerization assay (Prehoda et al., 2000) using commercially available
Arp2/3 complex and recombinant GST‐Sharpin (Rantala et al., 2011) (I, Fig. 2G,). We
saw no change in the Arp2/3 activity in the absence or presence of VCA (the WASP
verprolin‐cofilin‐acidic homology domain), which activates the Arp2/3 complex
(Prehoda et al., 2000). Interestingly, unpublished data from our lab suggest that Sharpin
phosphorylation is required to bind the Arp2/3 complex (Butt et al., unpublished data),
which could explain why Sharpin is not able to make any change in the Arp2/3 activity
in vitro actin polymerization assay. This suggests that Sharpin‐mediated Arp2/3
complex activation requires another, yet to be identified protein. It is also possible that
post‐translational modifications of Sharpin might be obligatory for Sharpin‐mediated
Arp2/3 activation.
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In addition to the Arp2/3 complex, the Sharpin interactome contains several other
regulators of the cytoskeleton (I, Fig. 2B), such as Destrin (DSTN), Twinfilin 1 (TWF1)
and TWF2. Twinfilin is ADP‐actin‐monomer‐binding protein enriched at the cortical
actin cytoskeleton and at the ends of actin filaments bundles (Palmgren et al., 2002;
Vartiainen et al., 2000), and DSTN depolymerises actin filaments and enhances the
turnover rate of actin in vivo (Carlier and Shekhar, 2017). Dynamic polymerization and
depolymerization of actin filaments are required for lamellipodia formation and its
retraction. Whether Sharpin regulates, any other cytoskeletal proteins and how this
affects lamellipodia formation requires further studies.
5.1.3 The Arp2/3 specific binding deficient Sharpin mutant
Sharpin consists of three domains; an N‐terminal PH domain, (Lim et al., 2001; Stieglitz
et al., 2012a) a central UBL domain, which is the hub of protein interaction (De
Franceschi et al., 2015) and a C‐terminal NPL4 zinc finger domain (NZF), which is
responsible for the interaction with the T cell receptor (Park et al., 2016). Using
individual GFP‐tagged Sharpin domains (De Franceschi et al., 2015) in GFP pulldown
and FRET/FLIM interaction experiments we showed that the Arp2/3 complex interacts
with the UBL domain of Sharpin (I, Fig. 3A, B).
Due to the lack of structural data on Sharpin UBL domain, a model of the Sharpin UBL
domain was created using the Swiss Model Server (Arnold et al., 2006). Surface
hydrophobicity analysis (Fig. 12) was performed in order to identify putative interaction
sites (De Franceschi et al., 2014), which were mutated into alanines, resulting in the
creation of three single and three double Sharpin mutants; L276A, I272A, V267A,
L261A/F263A, E260A/L261A and V240A/L242A. It has been previously shown that
Sharpin‐I272A abolishes HOIP binding (Ikeda et al., 2011).
We used these mutants in our FRET‐FLIM experiments, and showed that three
mutations (V240A/L242A, V267A and L276A) in the Sharpin UBL domain (De Franceschi
et al., 2015) abolish the binding between GFP–Sharpin and Arp3–TagRFP (I, Fig. 3C).
V240A/L242A mutant appears to be specifically unable to interact with the Arp2/3 (I,
Fig. 3C) as this mutation does not affect Sharpin‐dependent integrin inhibition and NF‐
κB activation (De Franceschi et al., 2015). The other mutants (E260A/L261A,
L261A/F263A and I272A) did interact with the Arp2/3 complex, although their binding
was reduced (I, Fig. 3C). Using GFP‐trap beads pull‐down, we confirmed that
V240A/L242A mutant of Sharpin had reduced ability to interact with the Arp2/3
complex (I, Fig. 3D).
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Fig 12. Sharpin UBL domain surface model, residue hydrophilicity is shown from light to deep
purple. Residues mutated are indicated as green outlines. [Copied from (De Franceschi et al.,
2015)].

In summary, with the help of these experiments, we mapped the Arp2/3 interaction
site in the Sharpin UBL domain and, essentially, detected a Sharpin mutant
(V240A/L242A) that is specifically not capable to interact with the Arp2/3 complex.
5.1.3.1 The UBL domain of Sharpin is a protein interaction hub
It is evident from our study (I, Fig. 3C,D, 5A, B) and from De Franceschi et al., 2015 that
Sharpin´s UBL domain plays a critical role in the interaction between Sharpin and most
of its interactors (De Franceschi et al., 2015). A full length protein´s crystal structure
would be extremely useful to define which other amino acids play a decisive role for
the interaction to take place successfully. A very recent study by Jianping Liu et al.,
reported a crystal structure of Sharpin UBL in complex with HOIP UBA domain (Liu et
al., 2017). Another report by Stieglitz et al., solved the crystal structure of PH domain
of Sharpin and suggested that this domain is responsible for the dimerisation of Sharpin
(Stieglitz et al., 2012). It seems that the crystal structure of a full‐length protein is quite
challenging to obtain, as it is not yet reported. Sharpin has diverse functions in many
cellular processes. Generally, proteins attain diversity via post‐translational
modifications. Recombinant proteins produced in prokaryotic organisms lack post‐
translational modifications. To attain any specific stable protein confirmation, Sharpin
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might need these post‐translational modifications. This might be a reason that
recombinant Sharpin produced in bacterial expression system lacks proper protein
folding, and this in turn might be the reason why a full‐length Sharpin crystal structure
is still missing. Altogether, the link of these mutations to the diseases is still missing,
and it falls into the category of research which needs further investigation.
5.1.4 Sharpin-Arp2/3 interaction promotes lamellipodia formation
Previous studies showed a role for Sharpin and the Arp2/3 complex in lamellipodia
formation (Rogers et al., 2003; Rotty et al., 2012; Wu et al., 2012; Rantala et al., 2011).
We confirmed this, by observing fewer lamellipodia in Sharpin and Arp3‐silenced NCI‐
H460 lung cancer cells (I, Fig. 4A). However, silencing of HOIP did not interrupt the
lamellipodium formation, which implies that this function of Sharpin is independent of
LUBAC (I, Fig. 4A). These findings were also confirmed using two monoclonal Sharpin
knock out NCI‐H460 cell lines created using CRISPR (I, Suppl. Fig. S5C), which also
showed reduced lamellipodia formation (I, Fig. 4B).
We clearly showed that cells have a reduced number of lamellipodia in the absence of
Sharpin (I, FIG. 4). However, these experiments did not reveal whether Sharpin
promotes the formation of new lamellipodia, or whether Sharpin is needed to stabilize
existing lamellipodia. To address this, we plated Sharpin and control silenced cells on
line‐shaped micro‐patterns (Azioune et al., 2009), and treated them with CK666 (a
known inhibitor of the Arp2/3 complex (Nolen et al., 2009)) (I, Fig. 4D, S5B). CK666
treatment inactivates the Arp2/3 complex and abolishes lamellipodia (Brayford et al.,
2016). Upon wash‐out of the inhibitor, Arp2/3 activity is reinstated, and new
lamellipodia are formed within minutes (Liu et al., 2013; Nolen et al., 2009), allowing
us to tease out the role of Sharpin in the very early stages of lamellipodium formation
(I, Fig. 4D, S5B). It was observed that while control silenced cells effectively formed
lamellipodia within minutes after CK666 washout, Sharpin‐silenced cells showed
significantly reduced number of lamellipodia in this time frame (I, Fig. 4D, S5), showing
that Sharpin plays a role in the formation of new lamellipodia.
Serum contains growth factors and cytokines, such as EGF and PDGF, which, upon
binding to their respective receptors (such as EGFR and PDGFR) can trigger and
promote lamellipodium formation (Zimmermann et al., 2006). To determine whether
Sharpin promotes receptor‐induced lamellipodium formation, control or Sharpin
silenced U2OS cells were serum starved overnight followed by serum stimulation for
120 min to induce lamellipodia formation. Serum starvation abrogated lamellipodia in
control silenced cells. Subsequent replacement of the medium with serum
supplemented medium induced a burst of lamellipodia (I, Fig. 4C). However, in Sharpin
silenced U2OS cells a decreased induction of lamellipodium formation was observed
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after serum stimulation (I, Fig. 4C). This suggests that Sharpin regulates the lamellipodia
formation induced by receptor signalling.
To investigate whether Sharpin has a role in lamellipodium formation driven by Rac1,
NCI‐H460 cells were expressed with either constitutively active GFP‐Rac1 (Q61L) or GFP
alone in WT and Sharpin CRISPR knockout NCI‐H460 cell lines (KO1 and KO2). Upon
overexpression of Rac1 (Q61L), large, flat and round WT cells accompanied by the
presence of profound lamellipodia were observed. The same effect was observed in
Sharpincpdm cells overexpressing GFP–RacC1 (Q61L) (Fig. S6A). This indicates that
Sharpin is not essential for lamellipodia formation driven by Rac1. Validation of these
results was done using control or Sharpin silenced HeLa cells; where overexpression of
GFP‐Rac1 (Q61L) brought about similar changes in cell shape (Fig. S6B; circularity of
cells was also quantified for these cells).
These experiments confirmed the role of Sharpin in lamellipodia formation and also
that this function of Sharpin is independent of LUBAC. In vitro, Sharpin does not directly
affect Arp2/3 activity, although this could be different in cells, for example due to the
lack of additional proteins or posttranslational modifications. Thus, we have not
pinpointed the exact molecular mechanism behind the Sharpin‐Arp2/3 interplay.
However, we did show that Sharpin is needed for receptor‐induced, but not Rac‐
induced lamellipodium formation, although one could argue that the constitutively
active Rac used for the latter was not physiologically relevant as the Arp2/3 inhibitor
CK666 was also unable to prevent formation of these Rac‐induced lamellipodia. Future
experiments could be aimed at finding out which signaling pathway Sharpin is involved
in to control the Arp2/3 complex and lamellipodia formation.
5.1.5 The Role of Sharpin and the Arp2/3 interaction in cell migration
Using a wound healing assay, previous studies have highlighted that the Arp2/3
complex plays a role in cell migration (Liu et al., 2013; Suraneni et al., 2012). In line with
these reports, we observed decreased wound healing upon Arp3 silencing in HeLa cells
(I, Fig. S6C). On the contrary, Sharpin silencing did not affect wound healing under these
conditions (I, Fig. S6C). This is consistent with the previous work by Rantala et al., where
they reported that Sharpin silencing in several cell lines increases integrin activity,
which affects cell migration (Rantala et al., 2011). These results suggest that Sharpin
dependent cell migration is regulated by various interactors, for instance, it inhibits cell
migration by inactivating integrins, and in the same cell, it promotes lamellipodia
formation by interacting with the Arp2/3.
To tease out the role of the Sharpin‐Arp2/3 interaction in cell migration, a random
migration assay was performed using live cell imaging. Sharpin deficient immortalised
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mouse embryonic fibroblasts (MEFs) (Rantala et al., 2011) were used in this assay. We
overexpressed different GFP constructs (GFP alone, GFP–Sharpin WT or GFP–Sharpin
V240A/L242A). MEFs overexpressing GFP‐Sharpin WT exhibited increased cell
migration, compared to cells overexpressing GFP only (I, Fig. 6). However, MEFs having
GFP–Sharpin V240A/L242A mutant, which is unable to interact with the Arp2/3
complex but is capable of inactivating integrins, migrated slower as compared to GFP‐
Sharpin WT alone cells. The probable reason for this observation is that this construct
(GFP–Sharpin V240A/L242A) is a fully active integrin binding Sharpin protein, but it is
not able to interact with the Arp2/3 complex leading to the slow migration (I, Fig. 6).
This observation suggests that Sharpin‐Arp2/3 interaction plays a role in cell migration.
5.1.6 Sharpin, a novel player in Arp2/3 or actin dependent cellular
processes
Taken together, these results suggest that the Sharpin‐Arp2/3 interaction is
physiologically significant as it stimulates lamellipodium formation and cell migration.
The Arp2/3 has many other significant roles inside the cell as well (Rotty et al., 2012),
e.g. membrane trafficking. The Sharpin interactome comprises proteins involved in
endocytosis, such as RAB13 (I, Table S2). RAB13 plays an important role in regulating
membrane trafficking between the trans‐Golgi network (TGN) and recycling
endosomes (RE) (Morimoto et al., 2005). Further analysis is required to establish how
Sharpin affects RAB13 functions.
Other fascinating hits in the MS analysis were RhoA and Rac1. Both are important for
focal adhesion maturation and actin filaments organization (Nobes and Hall 1995;
Chrzanowska‐Wodnicka and Burridge 1996; Rottner et al., 1999; Kuo 2013). A recent
study from Peuhu et al., 2016 reported larger focal adhesions and faster assembly and
disassembly rates of focal adhesion in Sharpin‐deficient mammary gland fibroblasts
(Peuhu et al., 2017), signifying Sharpin´s role in focal adhesion dynamics. This could
potentially lead to a novel mechanism governed by Sharpin via RhoA or Rac1 in
dynamics of focal adhesion assembly and disassembly.
A very recent paper by Kammen et al., shows that depletion of the Arp2/3 complex in
mouse epidermis causes a severe psoriasis‐like skin disease (Kammen et al., 2017).
Similar skin phenotype is observed in Sharpin‐deficient mice, which exhibit chronic
proliferative dermatitis and psoriasis (Gijbels et al., 1996; Ikeda et al., 2011; Gerlach et
al., 2011; Tokunaga et al., 2011), which might indicate that both Sharpin and the Arp2/3
complex are either involved in a common signalling pathway or regulate a common
protein, which leads to psoriasis‐like disease in their absence. As the Arp2/3 knockout
mouse is embryonically lethal, the other phenotypes of Sharpin mouse, such as multi‐
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organ inflammation and chronic eosinophilia, can further be studied only using
conditional knockouts of the Arp2/3 complex.
A recent review by Nicolas & Gautreau nicely correlated the Arp2/3 complex and its
associated proteins to cancer (Molinie and Gautreau, 2018). In this report, they
mentioned that the Arp2/3 is hyper‐activated in several types of cancer along with
many Nucleation Promoting Factors (NPFs) (Molinie and Gautreau, 2018). NPFs, such
as WAVE and N‐WASP, activate the Arp2/3 complex. Arpin, which inhibits the Arp2/3
complex and keeps the cell migration controlled (Fetics et al., 2016) is downregulated
in many different cancer types (Molinie and Gautreau, 2018). Interestingly, Arpin was
also in the MS analysis as a putative interactor of Sharpin (I, Fig. 1A). Sharpin is
overexpressed in several different types of cancer (Bii et al., 2015; De Melo and Tang
2015; Jung et al., 2010; Li et al., 2015; Zhang et al., 2014; He et al., 2010). If shown that
Sharpin downregulates Arpin and keeps the Arp2/3 complex in the hyper‐activated
state to accomplish an increased invasion and metastasis, it would be a novel
mechanism. The GO analyses suggest Sharpin regulate many cytoskeleton proteins (I,
Fig. 1B). These cytoskeleton proteins, such as RhoA, Cdc42 and Rac1 directly influence
cell invasion and metastasis (Ridley, 2015). Perhaps Sharpin make conducive
environments for cancerous cells to invade surrounding tissues by regulating theses
putative interactors. Our finding, where Sharpin interacts with cytoplasmic Arp2/3 and
promotes its function in cell migration, and lamellipodia formation can be investigated
further to confirm the potential role in cancer progression.

5.2

Sharpin regulates slow rolling and adhesion in granulocytes
(unpublished, hereafter called II)

5.2.1 Under resting conditions, granulocytes from both Sharpincpdm and
wild-type mice show similar transmigration
Inflammation or infection causes transmigration of granulocytes towards the infected
site via the endothelial layer of vessels. This transmigration of granulocytes is a complex
process of innate immunity, which is impaired in several inflammatory diseases or
cancer. Transmigration of these granulocytes comprises four significant steps; rolling,
activation, arrest and transmigration. These successive and coinciding steps
(Nourshargh and Alon, 2014) are regulated by the expression and activity of different
receptors present on both granulocytes and endothelial cells. Pouwels et al., reported
that Sharpin causes inactivation of integrin αLβ2 (LFA‐1) (Pouwels et al., 2013) and this
inactivation is essential for the release of the trailing edge of the granulocyte after
crossing the endothelial layer, the last step of granulocyte transmigration.
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We investigated the role of Sharpin in the early steps of granulocyte transmigration in
this study. Post‐capillary veins in the cremaster muscles of wild‐type (wt) and Sharpin
deficient (Sharpin deficient hereafter will be called as Sharpincpdm or Sharpin lacking)
mice were observed under the intravital microscope, although other hemodynamic
parameters [blood vessel size (vessel diameter), blood flow (centerline velocity) and
wall shear rate)] were normal in the cremaster muscles of Sharpincpdm. The vasculature
in Sharpincpdm cremaster muscle appeared normal (II, Fig. 1A); unlike the previously
reported increased angiogenesis in Sharpincpdm mice skin (HogenEsch et al., 2016).
Under resting conditions, at t=0 (II, Fig 1B‐H), increased rolling flux was detected in
Sharpincpdm mice compared to wt using real‐time intravital microscopy (II, Fig1B).
Rolling flux represents the total number of rolling granulocytes per minute. Because
the total number of leucocytes was increased in Sharpincpdm mice compared to wt mice,
we needed to normalise quantifications to the total number of granulocyte and relate
each step to the previous one (II, Table 1 ) (Gurung et al., 2016; Liang 2011; Potter et
al., 2014). Therefore, we determined the ‘Rolling flux fraction’, which is the number of
rolling granulocytes per minute divided by the total number of granulocytes that pass
the vessel in the same time frame. Rolling flux fraction for both Sharpincpdm and wt mice
shows no significant difference (II, Fig. 1C), which shows that initial selectin‐dependent
adhesion to the endothelium is independent of Sharpin. While we observed a modest
increase in rolling velocity in Sharpincpdm mice in resting conditions at t=0 (II, Fig 1D),
other steps of granulocyte transmigration were unaffected (II, Fig 1E‐H). Those steps
are adhesion (II,number of adherent granulocytes per mm2; Fig. 1E), adhesion
efficiency (II, adherent granulocytes per mm2 divided by the number of rolling
granulocytes /min; Fig. 1F), transmigration efficiency (II, transmigrated granulocytes
per mm2 divided by adherent granulocytes per mm2; Fig. 1G) and overall
transmigration efficiency (total number of extravasated granulocytes per 100 µm of
vessel (II, Fig. 1H)). Together, under resting conditions, these results demonstrate that,
apart from a modest reduction in rolling velocity, transmigration proceeds normally in
Sharpin‐deficient mice.
5.2.2 Impaired transmigration observed in Sharpincpdm granulocytes upon
stimulation
In addition to the un‐induced state, we studied chemoattractant‐induced granulocyte
transmigration in wt and Sharpincpdm mice. Granulocyte transmigration was induced
using a synthetic peptide (Trp‐Lys‐Tyr‐Met‐Val‐D‐Met‐NH2 (WKYMVdM)) in the
cremaster muscle by infusion. This peptide mimics N‐Formylmethionine‐leucyl‐
phenylalanine (fMLP) (Marasco et al., 1984) oligopeptides released by bacteria (Heit et
al., 2008; Khajah et al., 2013), and stimulates blood granulocytes via specific formyl‐
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peptide receptors (Marasco et al., 1984). TNFα or IL‐1 stimuli, which are normally used
to stimulate granulocytes, cannot be used due to the fact that they stimulate
granulocyte via an NF‐B dependent pathway, which is impaired in Sharpincpdm mice
(Ikeda et al., 2011; Gerlach et al., 2011; Tokunaga et al., 2011). fMLP, on the other hand,
causes chemotaxis independent of the NF‐B pathway.
To study the role of Sharpin in inflammation‐induced transmigration, all the
transmigration steps were quantified at 5, 20, 30, 45 and 60 minutes after fMLP
treatment (II, Fig. 1B‐H). Major defects in transmigration steps of stimulated
granulocytes in Sharpincpdm mice were observed from t=5 minutes to t=60 minutes (II,
Fig. 1B‐H), suggesting that Sharpin‐deficient granulocytes have defective inflammation‐
induced transmigration. Granulocyte rolling was largely unaffected in Sharpincpdm mice
as shown by the rolling flux (II, Fig. 1B) and rolling flux fraction (II, Fig. 1C). Though,
unlike wt granulocytes, Sharpincpdm granulocytes demonstrated mild decrease in rolling
velocity after fMLP treatment (II, Fig. 1D), indicating defective conversion from fast to
slow rolling. Moreover, fMLP‐induced granulocyte adhesion was strongly reduced in
Sharpincpdm mice (II, Fig. 1E, and F). Transmigration efficiency, (II, Fig. 1G) in Sharpincpdm
and wt granulocytes were similar, suggesting that the final step in these mice are not
dependent on Sharpin.
All‐in‐all, our intravital microscopy data show that while under resting condition
granulocyte migration is similar in wt and Sharpincpdm, granulocytes demonstrate
strongly reduced fMLP‐induced slow rolling and firm adhesion in Sharpincpdm mice. This
reduced capacity of Sharpincpdm granulocytes to slow down and adhere, might impose
risk of infection or inflammation in these Sharpincpdm mice.
5.2.3 Sharpincpdm granulocytes adhere better in ICAM-1 adhesion assay
Sharpin is a known inhibitor of integrins (Pouwels et al., 2013; Rantala et al., 2011)
including granulocyte‐specific αLβ2 integrins (Pouwels et al., 2013). This inactivation
of αLβ2 causes increased adhesion of human peripheral blood mononuclear cells on
the ICAM‐1 substrate. The steps of transmigration, such as slow rolling and firm
adhesion heavily depend on αLβ2 integrin activity in granulocytes. Therefore, our
intravital microscopy data that Sharpincpdm mice granulocytes have reduced ability to
convert to slow rolling and to establish firm adhesion was counterintuitive.
Granulocytes from wt and Sharpincpdm mice were used in an ICAM‐1‐based cell adhesion
assay using the xCELLigence cell analyser RTCA. RTCA (real‐time cell analyzer)
xCELLigence was used to measure impedance between the electrodes, present at the
bottom of the plate, which is expressed as a cell index. This impedance is used as a
measure of cell adhesion. This assay demonstrates that granulocytes from Sharpincpdm
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mice display increased adhesion on ICAM‐1 substrate (II, Fig. 2), due to the increased
integrin αLβ2 activity, which is in line with the previous findings (Pouwels et al., 2013).
Conversion from fast to slow rolling and firm adhesion of granulocytes are reduced in
Sharpin deficient mice (II, Fig. 1), which is contrary to the expected increase seen in this
experiment. This difference can be explained by the previous reports, which suggest
that the activation switch of granulocyte transmigration, rather than integrin activity
itself, regulates granulocyte transmigration (Imai et al., 2008; Lefort et al., 2012).
Successful granulocyte migration depends on precise integrin activity regulation with
balanced cycles of adhesion and de‐adhesion (Pouwels et al., 2013; Damgaard et al.,
2016). The binding of kindlin 3 to the intracellular β2 tail of the integrin changes the
affinity conformation of αLβ2 to high infinity, resulting in a change from slow rolling of
granulocytes to their firm adhesion. This leads to the speculation that the increased
activity of integrins in Sharpin‐deficient granulocytes may cause interference in the
dynamic regulation of the activation state of integrins resulting in interference with the
slow rolling and adhesion of granulocytes in vivo.
Altogether, the real‐time adhesion data generated in this experiment (II, Fig. 2) was
contrary to our in vivo data (II, Fig. 1B‐H). This counterintuitive result can be explained
by the fact that this experiment was performed without any flow, and the more active
integrins of Sharpin deficient granulocytes (Pouwels et al., 2013) are mainly responsible
for more adhesion observed here.
5.2.4 Sharpincpdm granulocytes have reduced expression of several critical
adhesion receptors
Compromised transmigration observed in Sharpincpdm (II, Fig. 1) could be explained by
the fact that the granulocytes of these mice have reduced expression of several
essential trafficking receptors. Differential expression of surface adhesion receptors in
granulocytes (SSChiLy6G+; II, Fig. S1C) was observed using flow cytometry; L‐selectin (II,
Fig. 3A), integrin αL (II,CD11a; Fig. 3B), and P‐selectin glycoprotein ligand 1 (PSGL‐1,
CD162; II, Fig. 3C) had reduced expression, whereas integrin α4 (CD49d) levels were
unaffected (II, Fig. 3D) and αM‐integrin (CD11b; II, Fig. 3E) was upregulated.
We further checked the mRNA levels of these surface adhesion receptors using qRT‐
PCR, to explore if the differential expression of these adhesion molecules is due to
reduced mRNA levels. Granulocytes isolated from the bone marrow of Sharpincpdm and
wt mice were used in these experiments. Interestingly, L‐selectin mRNA levels were
reduced in Sharpincpdm mice granulocytes (II, Fig. 4A), while mRNA levels of the other
adhesion receptors shown in Fig. 3, were unaffected (II, Fig. 4B‐D). Additionally, Itgb2
mRNA levels were not changed (II, Fig. 4E), implying that the decreased integrin αL
surface expression levels were not due to reduced Itgb2 mRNA levels. All in all, our
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FACS data show that surface expression levels of several key adhesion molecules are
reduced in Sharpincpdm granulocytes (II, Fig. 3), which could be the reason behind the
defective transmigration steps in granulocytes migration upon induction in vivo (II, Fig.
1).
Our flow cytometry and qRT‐PCR data show that L‐selectin is indeed downregulated in
these Sharpin deficient granulocytes. The differential expression of other receptors on
the cell surface of granulocytes could be explained as differential translation or
subcellular localisation of the receptors. Altogether, we have seen here that the surface
expression of many significant surface receptors is downregulated on the Sharpin
deficient granulocytes (II, Fig. 3), which could potentially impair the conversion of
granulocytes from fast rolling to slow rolling and to firmly adhere in vivo (Fig. 1B‐H).
5.2.5 Sharpincpdm granulocyte roll and adhere normally in in vitro shear flow
assays
The Adhesion assay using ICAM‐1 as a substrate shows an increased adhesion of
Sharpincpdm granulocytes (II, Fig 2). As there was no flow used in these adhesion assays,
and ICAM‐1 was the only substrate for the cells to adhere to, this condition does not
closely mimic physiological conditions of granulocyte transmigration. Consequently, we
simulated more physiological conditions and performed an in vitro shear flow
experiment with wt and Sharpincpdm granulocytes (II, Fig. 5) (San Lek et al., 2013).
Similar to our in vivo phenotype (II, Fig. 1), Sharpincpdm and wt granulocytes do not show
any difference in adhesion on ICAM‐1 under baseline conditions (II, Fig5A (t=0)) in a
shear flow assay. Migration speed analysis showed that these Sharpincpdm granulocytes
rolled slower (II, Fig. 5B), which fits with the increased αLβ2‐integrins activity in these
cells. Intravital microscopy in vivo data (II, Fig. 1) is counterintuitive of the phenotype
observed in in vitro Sharpincpdm granulocytes (II, Fig 2 & Fig. 5).
As expected, when granulocytes were stimulated using fMLP we observed an increase
in adhesion to ICAM‐1 (II, Fig. 5A & Fig. 5C). However, no difference in migration speed
and adhesion efficiency was detected between wt and Sharpincpdm upon stimulation by
fMLP. This suggests that increased integrin activity in Sharpincpdm granulocytes does not
affect adhesion of granulocytes to ICAM‐1 in the presence of flow (II, Fig. 5C & D).
In the shear flow assays described above (II, Fig 5A‐D) ICAM‐1, a substrate for integrin
αLβ2, is the only substrate. However, in vivo initial adhesion and fast rolling are
dependent on selectins, and the later steps (slow rolling and firm adhesion) require
adhesion to ICAM‐1 (Nourshargh and Alon, 2014). We simulated similar physiological
condition using ICAM‐1 and E‐selectin as a substrate for cells under high flow rate, and
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we stimulated the cells using cxcl1. Also under these conditions granulocytes from wt
and Sharpincpdm mice do not show any differences in rolling and adhesion (II, Fig. 5E). In
the shear flow experiments, we can only simulate conditions similar to in vivo
experiments, it is difficult to create exactly same conditions in these experiments.
Several proteins are required for a granulocyte to successfully transmigrate (Ley et al.,
2007). If the observed phenotype in our intravital microscopy experiment is due to the
cumulative role of different proteins involved in transmigration, than it is very
challenging to reproduce similar results using in vitro system. All these results obtained
from shear flow assay imply that the phenotype observed in Sharpincpdm mice, where
the granulocytes are unable to switch from fast rolling to slow rolling and to firm
adhesion, is not just because of the defective granulocytes alone but that other defects
also contribute to this phenotype of Sharpincpdm mice.
All the steps involved in the transmigration of an immune cell towards the infected site
are essential to maintain homeostasis. Previously, Pouwels et al., identified a novel role
for Sharpin in the last step of transmigration (Pouwels et al., 2013). Sharpin inactivates
the αLβ2‐integrins and lets the trailing end of granulocyte free, so that these
granulocytes can be released from the endothelial layer toward the infection or
inflammation site (Pouwels et al., 2013). The initial steps of transmigration play a
significant role during the inflammatory response, all these steps depend on the
frequently formed transient interactions among the cell surface receptors of
granulocytes and the endothelium. Our work on inflammation‐induced transmigration
of granulocytes in post‐capillary veins of the cremaster muscle also shows that earlier
steps of granulocyte transmigration, i.e. slow rolling and firm adhesion, are severely
compromised in the absence of Sharpin.
Moreover, integrin activity is higher (II, Fig. 5) in Sharpin‐deficient granulocytes, which
is counter‐intuitive to the phenotypes observed in in vivo experiments (intravital
imaging experiment); this suggests that the unusual in vivo phenotype of defective
rolling and adhesion does not entirely depend on Sharpincpdm mice neutrophils. We
cannot rule out the possible contribution of the receptors present on the endothelial
cells, such as ICAM‐1, E‐selectin, P‐selectin and VCAM‐1. These receptors play a crucial
role in this process, and interestingly, all these proteins are direct targets of NF‐B
signalling pathway (Bunting et al., 2007; Iademarco et al., 1992; Pan and McEver, 1995;
Schindler and Baichwal, 1994; Stolpe et al., 1994; Whelan et al., 1991), which is
impaired in Sharpincpdm mice (Gerlach et al., 2011; Ikeda et al., 2011; Tokunaga et al.,
2011). Another possible reason for this defective immune cell transmigration of
Sharpincpdm granulocyte is that these mice have severe systemic inflammation (Peuhu,
Salomaa, et al., 2017; HogenEsch et al., 1993), which leads to the adaptation of the
immune system where granulocytes become less reactive to the stimulation of fMLP
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in our in vitro assay. An interesting experiment that can be performed is to make bone‐
marrow chimaeras that is to irradiate a wild‐type mouse and replace its bone‐marrow
with Sharpincpdm bone‐marrow. Primarily, it would provide us with a wild‐type mouse
with Sharpincpdm‐neutrophils. Intravital microscopy using this chimaera mouse with
Sharpincpdm granulocytes will suggest us about other factors contributing to this
defective phenotype.
Previous studies contributed an extensive amount of knowledge about the
transmigration process, but still, there are some unanswered questions left to answer.
Our finding lacks a detailed mechanism, but in this study we identified a novel
immunological role for Sharpin, which could contribute to the complicated cpdm
phenotype of mice and its absence can severely affect the early and late steps of
transmigration of immune cell.

Conclusion
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CONCLUSION

Sharpin is an adaptor protein that interacts with other proteins and regulates their
functions. Most of the known interactors of Sharpin, such as integrins, PTEN, and
Caspase 1, are all strongly linked to cancer progression, suggesting that Sharpin could
also play a decisive role in tumor progression. Importantly, Sharpin is amplified and
overexpressed in many human cancers and promotes cancer cell proliferation, tumor
formation and metastasis. Sharpin, as a critical component of LUBAC, also regulates
various signaling cascades downstream of several receptors, for instance, TNFR1, TLR
and IL1R.
Although different labs have recently confirmed the involvement of Sharpin in several
significant diseases, the underlying molecular mechanisms behind this involvement
remain poorly described. In addition, efforts to systematically identify all the signalling
pathways where Sharpin is involved have been lacking. Therefore, a more profound
and better understanding of Sharpin´s function is essential.
Using mass spectrometry, we identified the first interactome of Sharpin. This novel set
of Sharpin interactors suggests that Sharpin is either involved in, or regulates several
different signalling pathways, which are not so far reported, such as endosomal
trafficking, RNA processing and metabolism. Importantly, the MS data suggest that
Sharpin plays a role in regulations of the cytoskeleton, as more than ten cytoskeleton
regulators appeared in the Sharpin interactome, including the extensively studied
RhoA, Rac1 and Cdc42. Interestingly, the Arp2/3 complex was also identified as a
putative interactor of Sharpin. We validated the interaction between Sharpin and the
Arp2/3 complex using various molecular biology techniques. In addition, we
demonstrated that Sharpin binds the Arp2/3 complex via its UBL domain, which most
of the Sharpin interactors bind to, and identified an Arp2/3‐specific Sharpin mutant
that is fully capable of interacting with integrins and HOIP. Previously, different studies
showed that Sharpin and Arp2/3 complex both play a role in lamellipodia formation.
We showed that the Sharpin‐Arp2/3 interacts, and this interaction promotes
lamellipodia formation. In addition, we also identified a role for the interaction in cell
migration, consistent with the role for lamellipodia in this process.
Sharpin interacts with Arp2/3 complex, but does not affect Arp2/3‐dependent actin
polymerization in vitro. Therefore, we lack mechanistic details here and many
questions remain. Whether Sharpin play any role in in vitro actin polymerization and if
it needs to be post‐translationally modified to perform such function, can be studied in
the future. It would be interesting to study the role of Sharpin‐Arp2/3 interaction in
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disease. Arp2/3 complex is associated with cancer, and whether this role of Sharpin has
any link with cancer metastasis can be studied further using 3D migration assays, such
as trans‐well 3D invasion assays. In our 2D random migration assay, we observed a
significant role of Sharpin. It is important to note that 2D adhesion and migration does
not always reflect the in vivo adhesion and migration. Therefore, the role of Sharpin
and Sharpin‐Arp2/3 interaction should be investigated in 3D environment.
The second study in this thesis suggests the role of Sharpin in the early steps of
granulocyte transmigration. Granulocytes transmigrate from the circulatory system
through the endothelial layer towards the infected tissue to clear the infection, which
is often deregulated in the disease state. Pouwels et al., 2013 reported that Sharpin
causes inactivation of integrin αLβ2 (LFA‐1) and this inactivation is essential for the
release of the trailing edge of the granulocyte after crossing the endothelial layer; the
last step of granulocyte transmigration. The role of Sharpin in the early steps of
granulocyte transmigration (rolling, activation and arrest) remained unknown.
However, in this study, our data showed that Sharpin plays an important role in the
early steps of transmigration as well. In Sharpincpdm mice, granulocytes show normal
fast rolling. However, when inflammation is induced in Sharpincpdm and wt granulocytes
, Sharpincpdm granulocytes showed an impaired reduction in rolling velocities, which
implies they are unable to switch from fast rolling to slow rolling. Eventually,
Sharpincpdm granulocytes show decreased affinity to adhere firmly to the endothelial
cells. Our in vitro results suggest that the reduced slow rolling and firm adhesion in
Sharpincpdm mice is not merely due to the defects in granulocytes. We cannot rule out
that this phenotype is a cumulative effect of several other proteins involved in this
process, such as adhesion receptors present on the surface of endothelial cells.
Although the precise mechanism behind this striking phenotype of Sharpincpdm mice
remains elusive, here we identify an important role for Sharpin in innate immunity,
which could contribute to the complex immunological phenotype of the Sharpin knock
out mouse.
As mentioned previously, these defective phenotypes observed in Sharpincpdm
granulocytes is not solely due to the granulocytes, but the receptors present on the
endothelial layer might also contribute to this phenotype. It would be interesting to
study the role of these endothelial receptor proteins in transmigration of granulocytes.
Some experiments that can be performed are staining of cremaster muscle using
immunohistochemistry and check their expression levels using imaging‐based
techniques. It would be interesting to isolate granulocytes from wt and Sharpin
deficient mice and differentially labelled them, co‐inject these cells in a wild type mice
and perform intravital microscopy in vivo experiment. This experiment will confirm the
role of endothelial layer in this defective phenotype observed in Sharpin deficient mice.
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In summary, the work compiled in this thesis showed that Sharpin regulates two
significant biological processes; cell migration (via lamellipodia formation) and
granulocyte extravasation. Both cellular processes are regulated by very different sets
of proteins, but they have one common player, that is Actin. Actin plays important roles
in cell migration and granulocytes transmigration, role of Sharpin‐Arp2/3 interaction
can be studied in granulocyte transmigration. If we look at the bigger picture, both the
processes are deregulated in cancer, and these two studies further strengthen the
notion that Sharpin is an essential player in cancer development.

66

7.

Acknowledgements

ACKNOWLEDGEMENTS

This study was carried out at Department of Cell Biology and Anatomy, in Faculty of
Medicine, University of Turku, Turku Centre of Biotechnology. I sincerely thank the
previous and current director of Turku Centre for Biotechnology (CBT), Professor Riitta
Lahesmaa and Professor John Eriksson respectively, for providing outstanding research
facilities and encouraging atmosphere. I express my gratitude to Professor Juha
Peltonen for accepting me as a doctoral candidate in Department of Cell Biology and
Anatomy at the University of Turku. I feel honoured to be part of Turku Doctoral
Programme of Molecular Medicine (TuDMM), TuDMM is also acknowledged for
providing continuous financial support during my PhD, and for organizing excellent
scientific and recreational activities. Docent Kati Elima, Nina Widberg and Eeva Valve
deserve special thanks for their efforts in the planning of graduate school recreation
days, and taking care of all the practical issues.
I wish to express my deepest gratitude to my supervisor, Docent Jeroen Pouwels, for
giving me an opportunity to carry out my PhD work in his lab. Jeroen, I profoundly
appreciate the trust and belief you have put in me during my PhD. I learned many
scientific and administrative skills from you. I appreciate the independence and
freedom you have provided me and promoting me on several scientific platforms. Your
guidance based on your extensive experience and knowledge has made my PhD easier.
Thank you for the excellent supervision.
I acknowledge the critical evaluation of my thesis by Docent Annika Meinander and
Docent Pirta Hotulainen. I thank Professor Laura Machesky for accepting the invitation
to be my opponent. I am thankful to my thesis committee members Docent Pieta
Mattila and Assistant Professor Susanna Fagerholm for steering my thesis progress.
I express my immense gratitude to all my coauthors and collaborators. Susanna
Fagerholm, Emilia Peuhu, Siiri Salomaa, Guillaume Jacquemet, Umar Butt, Mitro
Miihkinen, Takahiro Deguchi, Elena Kremneva, Marttila‐Ichihara, Terhi S Savinko,
Liisa M Uotila, Professor Martin Humphries, Professor Marko Salmi, and Professor
Pekka Lappalainen, all are truly appreciated for their valuable comments and
guidance.
The administration and technical staff, and core services at CBT deserve a special
mention for their persistence in keeping things running smoothly. Thanks to Sirkku
Grönroos, Anne Lahdenperä, Marjo Hakkarainen, Ulla Karhunen, Susanna Pyökäri, Pasi
Viljakainen, Anneli Takala, Mikael Wasberg, Juha Stranden and Mårten Hedman. CBT

Acknowledgements

67

cell imaging core personals especially Jouko Sandholm, Markku Saari, and Ketlin Adel
are acknowledged for their sincere help.
I also thank all the members of the Pouwels lab for creating a lively work atmosphere.
Thank you Umar Butt for being so supportive, friendly and always ready to help me
during the lengthy experiments, and Siiri Saloma for your helpful and lively attitude,
you are also greatly acknowledged for Finnish translation of my thesis abstract. Kaisa,
Shahnoor and Niklas are acknowledged as amicable lab members. I am also very
grateful to the whole Ivaska lab for providing every possible help during my PhD,
Emilia, Guillaume, Pranshu, Petra, Jenni, Johanna Lilja, Maria, Hellyeh, Nicola, Jonna,
Riina, and Johanna Ivaska; it has been a great pleasure to work with such an amazing
group.
I also thank Professor Riitta Lahesma and appreciate her for giving me an opportunity
to work in her group as a postdoc. Omid, Moin, Subhash, Ubaid, Bilal, Tanja, Ankita,
Nina, Essi, Elina, Santosh and Robert are all acknowledged for their friendly attitude.
My friends deserve special appreciation; I am lucky to have you all in my life. Moin
(more than a brother and friend), Talib, Zain, Bilal, Ubaid, Subhash, Neeraj, Farid,
Mukund, Umar, Basit, Mueez, Pranshu, Bishveswar, Debangna, Srinidhi. Jimmit and
Chamu thanks for being the best neighbours, giving your time to my wife Sana during
her pregnancy. Talib deserves special mention; I am grateful to you for reading my
thesis and helping with the language.
I want to express my gratitude and deep respect for my family. I know how many
sacrifices they have made for me, especially my mother. Her sacrifices, teachings and
faith in me prepared me to see things more clearly and eventually help me to become
a better person. I am grateful to my father, (late) Professor Noor ul Hasan Khan, a
man who taught me everything, his principles for work and life were unprecedented,
and I am trying to follow his path so that I will be like him one day. Thank you Rehana,
Samina, Masood, Moin, Saleem, Najam bhai, Ehsan bhai, Tanveen bhabi and Uzma
for your unconditional support and love. Ashar, Naira, Noya, Azlan, Basma, Aisha,
Hussain, Juveria and Hamza you all are very dear to me. I also extend my gratitude to
Imran, Rumaan, Salman, Niha, Toshiba, ammi and papa for your unswerving faith in
me. My sincere respect and gratitude to my (late) uncle Dr Qutub Khan, I miss your
humour, blessings, and your vast knowledge. You will always be remembered for your
qualities.
Lastly, I want to thank my wife, Sana, for every sacrifice she had to endure in the past
five years. Sana, this journey to doctorate probably would never have come to an end
without you. Your steadfast faith in me makes this thesis possible. Thank you for

68

Acknowledgements

standing by my side in this long and arduous journey. Rayan, your smile and giggles
are the real antidepressants for me, I am grateful to almighty for having you in my
life.
This work is supported by Turku Doctoral Programme of Molecular Medicine (TuDMM),
Centre for International Mobility (CIMO), and Turku University Foundation. These all
are warmly acknowledged.
Turku, Finland ‐ June 2018,

Meraj Hasan Khan

References

69

8. REFERENCES
Acerbi, I., Cassereau, L., Dean, I., Shi, Q., Au, A., Park,
C., Chen, Y.Y., Liphardt, J., Hwang, E.S., and Weaver,
V.M. (2015). Human breast cancer invasion and
aggression correlates with ECM stiffening and
immune cell infiltration. Integr. Biol. 7, 1120–1134.
Alon, R., Hammer, D. a, and Springer, T. a (1995).
Erratum to: Lifetime of the p‐selectin‐carbohydrate
bond and its response to tensile force in
hydrodynamic flow (Nature 374, 539‐542, (1995)).
Nature 374, 539–542.
Ando, H., Takamura, T., Ota, T., Nagai, Y., and
Kobayashi, K. (2000). Cerivastatin improves survival
of mice with lipopolysaccharide‐induced sepsis. J.
Pharmacol. Exp. Ther. 294, 1043–1046.
Anthis, N.J., Haling, J.R., Oxley, C.L., Memo, M.,
Wegener, K.L., Lim, C.J., Ginsberg, M.H., and
Campbell, I.D. (2009). β integrin tyrosine
phosphorylation is a conserved mechanism for
regulating talin‐induced integrin activation. J. Biol.
Chem. 284, 36700–36710.
Arnold, K., Bordoli, L., Kopp, J., and Schwede, T.
(2006). The SWISS‐MODEL workspace: A web‐based
environment for protein structure homology
modelling. Bioinformatics 22, 195–201.

enteropathy, X‐linked syndrome (IPEX) is caused by
mutations of FOXP3. Nat. Genet. 27, 20–21.
Vanden Berghe, T., Demon, D., Bogaert, P.,
Vandendriessche, B., Goethals, A., Depuydt, B.,
Vuylsteke, M., Roelandt, R., Van Wonterghem, E.,
Vandenbroecke, J., et al., (2014). Simultaneous
targeting of IL‐1 and IL‐18 is required for protection
against inflammatory and septic shock. Am. J.
Respir. Crit. Care Med. 189, 282–291.
Berlin, C., Bargatze, R.F., Campbell, J.J., von Andrian,
U.H., Szabo, M.C., Hasslen, S.R., Nelson, R.D., Berg,
E.L., Erlandsen, S.L., and Butcher, E.C. (1995). α4
integrins mediate lymphocyte attachment and
rolling under physiologic flow. Cell 80, 413–422.
Bernard, P.S., Parker, J.S., Mullins, M., Cheung, M.C.U.,
Leung, S., Voduc, D., Vickery, T., Davies, S., Fauron,
C., He, X., et al., (2009). Supervised risk predictor of
breast cancer based on intrinsic subtypes. J. Clin.
Oncol. 27, 1160–1167.
Berry, N.B., Fan, M., and Nephew, K.P. (2008).
Estrogen Receptor‐α Hinge‐Region Lysines 302 and
303 Regulate Receptor Degradation by the
Proteasome. Mol. Endocrinol. 22, 1535–1551.

Azioune, A., Storch, M., Bornens, M., Théry, M., and
Piel, M. (2009). Simple and rapid process for single
cell micro‐patterning. Lab Chip 9, 1640.

Betancur, C., and Buxbaum, J.D. (2013). SHANK3
haploinsufficiency:
a
“common”
but
underdiagnosed highly penetrant monogenic cause
of autism spectrum disorders. Mol. Autism 4, 17.

Baron, M.K., Boeckers, T.M., Vaida, B., Faham, S.,
Gingery, M., Sawaya, M.R., Salyer, D., Gundelfinger,
E.D., and Bowie, J.U. (2006). An architectural
framework that may lie at the core of the
postsynaptic density. Science (80‐. ). 311, 531–535.

Bii, V.M., Rae, D.T., and Trobridge, G.D. (2015). A novel
gammaretroviral shuttle vector insertional
mutagenesis screen identifies SHARPIN as a breast
cancer metastasis gene and prognostic biomarker.
Oncotarget 6, 39507–39520.

Barreiro, O., Zamai, M., Yáñez‐Mó, M., Tejera, E.,
López‐Romero, P., Monk, P.N., Gratton, E., Caiolfa,
V.R., and Sánchez‐Madrid, F. (2008). Endothelial
adhesion receptors are recruited to adherent
leukocytes by inclusion in preformed tetraspanin
nanoplatforms. J. Cell Biol. 183, 527–542.

Block, H., Herter, J.M., Rossaint, J., Stadtmann, A.,
Kliche, S., Lowell, C.A., and Zarbock, A. (2012).
Crucial role of SLP‐76 and ADAP for neutrophil
recruitment in mouse kidney ischemia‐reperfusion
injury. J. Exp. Med. 209, 407–421.

Barsnes, H., Vizcaíno, J.A., Eidhammer, I., and
Martens, L. (2009). PRIDE converter: Making
proteomics data‐sharing easy. Nat. Biotechnol. 27,
598–599.

Bode, A.M., and Dong, Z. (2004). Post‐translational
modification of p53 in tumorigenesis. Nat. Rev.
Cancer 4, 793–805.

Behrends, C., and Harper, J.W. (2011). Constructing
and decoding unconventional ubiquitin chains. Nat.
Struct. Mol. Biol. 18, 520–528.

Böhnke, A., Westphal, F., Schmidt, A., El‐Awady, R.A.,
and Dahm‐Daphi, J. (2004). Role of p53 mutations,
protein function and DNA damage for the
radiosensitivity of human tumour cells. Int. J.
Radiat. Biol. 80, 53–63.

Ben‐Neriah, Y., and Karin, M. (2011). Inflammation
meets cancer, with NF‐κB as the matchmaker. Nat.
Immunol. 12, 715–723.

Boisson, B., Laplantine, E., Prando, C., Giliani, S.,
Israelsson, E., Xu, Z., Abhyankar, A., Israël, L.,
Trevejo‐Nunez, G., Bogunovic, D., et al., (2012).

Bennett, C.L., Christie, J., Ramsdell, F., Brunkow, M.E.,
Ferguson, P.J., Whitesell, L., Kelly, T.E., Saulsbury,
F.T., Chance, P.F., and Ochs, H.D. (2001). The
immune
dysregulation,
polyendocrinopathy,

Immunodeficiency,
autoinflammation
and
amylopectinosis in humans with inherited HOIL‐1
and LUBAC deficiency. Nat. Immunol. 13, 1178–
1186.

70

References

Boisson, B., Laplantine, E., Dobbs, K., Cobat, A.,
Tarantino, N., Hazen, M., Lidov, H.G.W., Hopkins,
G., Du, L., Belkadi, A., et al., (2015). Human HOIP
and LUBAC deficiency underlies autoinflammation,
immunodeficiency,
amylopectinosis,
and
lymphangiectasia. J. Exp. Med. 212, 939–951.

Campellone, K.G., and Welch, M.D. (2010). A
nucleator arms race: cellular control of actin
assembly. Nat. Rev. Mol. Cell Biol. 11, 237.

Bouvard, D., Pouwels, J., De Franceschi, N., and Ivaska,
J. (2013). Integrin inactivators: balancing cellular
functions in vitro and in vivo. Nat. Rev. Mol. Cell
Biol. 14, 432–444.

Carlier, M.F., and Shekhar, S. (2017). Global
treadmilling coordinates actin turnover and
controls the size of actin networks. Nat. Rev. Mol.
Cell Biol. 18, 389–401.

Bouvard, V., Zaitchouk, T., Vacher, M., Duthu, A.,
Canivet, M., Choisy‐Rossi, C., Nieruchalski, M., and
May, E. (2000). Tissue and cell‐specific expression of
the p53‐target genes: bax, fas, mdm2 and
waf1/p21, before and following ionising irradiation
in mice. Oncogene 19, 649–660.

Carman, C. V., and Springer, T.A. (2003). Integrin
avidity regulation: Are changes in affinity and
conformation underemphasized? Curr. Opin. Cell
Biol. 15, 547–556.

Carbonetto, S. (2014). A blueprint for research on
Shankopathies: A view from research on autism
spectrum disorder. Dev. Neurobiol. 74, 85–112.

Bowman, M., Pan, F., and Harhaj, E.W. (2016).
SHARPINing the knowledge of TCR signal control.
Nat. Immunol. 17, 221–222.

Carpenter, A.E., Jones, T.R., Lamprecht, M.R., Clarke,
C., Kang, I.H., Friman, O., Guertin, D.A., Chang, J.H.,
Lindquist, R.A., Moffat, J., et al., (2006). CellProfiler:
Image analysis software for identifying and
quantifying cell phenotypes. Genome Biol. 7.

Brayford, S., Bryce, N.S., Schevzov, G., Haynes, E.M.,
Bear, J.E., Hardeman, E.C., and Gunning, P.W.
(2016). Tropomyosin promotes lamellipodial
persistence by collaborating with Arp2/3 at the
leading edge. Curr. Biol. 26, 1312–1318.

Cerretti, D., Kozlosky, C., Mosley, B., Nelson, N., Van
Ness, K., Greenstreet, T., March, C., Kronheim,
Druck, T., Cannizzaro, L., et al., (1992). Molecular
cloning of the interleukin‐1 beta converting
enzyme. Science (80‐. ). 256, 97–100.

Brownlie, R.J., and Zamoyska, R. (2013). T cell receptor
signalling networks: Branched, diversified and
bounded. Nat. Rev. Immunol. 13, 257–269.

Chan, J.R., Hyduk, S.J., and Cybulsky, M.I. (2001).
Chemoattractants induce a rapid and transient
upregulation of monocyte alpha4 integrin affinity
for vascular cell adhesion molecule 1 which
mediates arrest: an early step in the process of
emigration. J. Exp. Med. 193, 1149–1158.

Brunkow, M.E., Jeffery, E.W., Hjerrild, K.A., Paeper, B.,
Clark, L.B., Yasayko, S.A., Wilkinson, J.E., Galas, D.,
Ziegler, S.F., and Ramsdell, F. (2001). Disruption of
a new forkhead/winged‐helix protein, scurfin,
results in the fatal lymphoproliferative disorder of
the scurfy mouse. Nat. Genet. 27, 68–73.
Bunting, K., Rao, S., Hardy, K., Woltring, D., Denyer,
G.S., Wang, J., Gerondakis, S., and Shannon, M.F.
(2007). Genome‐wide analysis of gene expression in
T cells to identify targets of the NF‐κB transcription
factor c‐Rel. J Immunol 178, 7097–7109.
Byron, A., Askari, J.A., Humphries, J.D., Jacquemet, G.,
Koper, E.J., Warwood, S., Choi, C.K., Stroud, M.J.,
Chen, C.S., Knight, D., et al., (2015). A proteomic
approach reveals integrin activation state‐
dependent control of microtubule cortical
targeting. Nat. Commun. 6.
Cai, K.Q., Wang, Y., Smith, E.R., Smedberg, J.L., Yang,
D.H., Yang, W.L., and Xu, X.X. (2015). Global
Deletion of Trp53 Reverts Ovarian Tumor
Phenotype of the Germ Cell–Deficient White
Spotting Variant (Wv) Mice. Neoplasia 17, 89–100.
Calderwood, D.A., Fujioka, Y., de Pereda, J.M., Garcia‐
Alvarez, B., Nakamoto, T., Margolis, B., McGlade,
C.J., Liddington, R.C., and Ginsberg, M.H. (2003).
Integrin cytoplasmic domain interactions with
phosphotyrosine‐binding domains: A structural
prototype for diversity in integrin signaling. Proc.
Natl. Acad. Sci. 100, 2272–2277.

Chang, D.D., Wong, C., Smith, H., and Liu, J. (1997).
ICAP‐1, a novel β1 integrin cytoplasmic domain‐
associated protein, binds to a conserved and
functionally important NPXY sequence motif of β1
integrin. J. Cell Biol. 138, 1149–1157.
Chattopadhyay, S., Kuzmanovic, T., Zhang, Y., Wetzel,
J.L., and Sen, G.C. (2016). Ubiquitination of the
Transcription Factor IRF‐3 Activates RIPA, the
Apoptotic Pathway that Protects Mice from Viral
Pathogenesis. Immunity 44, 1151–1161.
Chrzanowska‐Wodnicka, M., and Burridge, K. (1996).
Rho‐stimulated contractility drives the formation of
stress fibers and focal adhesions. J. Cell Biol. 133,
1403–1415.
Chuck, M.I., Zhu, M., Shen, S., and Zhang, W. (2010).
The Role of the LAT–PLC‐γ1 Interaction in T
Regulatory Cell Function. J. Immunol. 184, 2476–
2486.
Collado, M., and Serrano, M. (2010). Senescence in
tumours: Evidence from mice and humans. Nat.
Rev. Cancer 10, 51–57.
Daigo, Y., Takayama, I., Ward, S.M., Sanders, K.M., and
Fujino, M.A. (2003). Novel human and mouse genes
encoding a shank‐interacting protein and its
upregulation in gastric fundus of W/Wv mouse. J.
Gastroenterol. Hepatol. 18, 712–718.

References

71

Damgaard, R.B., Walker, J.A., Marco‐Casanova, P.,
Morgan, N. V., Titheradge, H.L., Elliott, P.R.,
McHale, D., Maher, E.R., McKenzie, A.N.J., and

Fink, M.P., and Shaw Warren, H. (2014). Strategies to
improve drug development for sepsis. Nat. Rev.
Drug Discov. 13, 741–758.

Komander, D. (2016). The Deubiquitinase OTULIN Is an
Essential Negative Regulator of Inflammation and
Autoimmunity. Cell 166, 1215–1230.e20.

Fontenot, J.D., Gavin, M.A., and Rudensky, A.Y. (2003).
Foxp3 programs the development and function of
CD4+CD25+ regulatory T cells. Nat. Immunol. 4,
330–336.

Desreumaux, P., and Capron, M. (1996). Eosinophils in
allergic reactions. Curr. Opin. Immunol. 8, 790–795.
Donley, C., McClelland, K., McKeen, H.D., Nelson, L.,
Yakkundi, A., Jithesh, P. V., Burrows, J.,
McClements, L., Valentine, A., Prise, K.M., et al.,
(2014). Identification of RBCK1 as a novel regulator
of FKBPL: Implications for tumor growth and
response to tamoxifen. Br. Dent. J. 217, 3441–3450.
Draber, P., Kupka, S., Reichert, M., Draberova, H.,
Lafont, E., de Miguel, D., Spilgies, L., Surinova, S.,
Taraborrelli, L., Hartwig, T., et al., (2015). LUBAC‐
Recruited CYLD and A20 Regulate Gene Activation
and Cell Death by Exerting Opposing Effects on
Linear Ubiquitin in Signaling Complexes. Cell Rep.
Dubois, S.M., Alexia, C., Wu, Y., Leclair, H.M., Leveau,
C., Schol, E., Fest, T., Tarte, K., Chen, Z.J., Gavard, J.,
et al., (2014). A catalytic‐independent role for the
LUBAC in NF‐κB activation upon antigen receptor
engagement and in lymphoma cells. Blood 123,
2199–2203.
Eakin, C.M., Maccoss, M.J., Finney, G.L., and Klevit,
R.E. (2007). Estrogen receptor alpha is a putative
substrate for the BRCA1 ubiquitin ligase. Proc. Natl.
Acad. Sci. U. S. A. 104, 5794–5799.
Edelson, B.T., Li, Z., Pappan, L.K., and Zutter, M.M.
(2004). Mast cell‐mediated inflammatory responses
require the α2β1 integrin. Blood 103, 2214–2220.
Elliott, P.R., Leske, D., Hrdinka, M., Bagola, K., Fiil, B.K.,
McLaughlin, S.H., Wagstaff, J., Volkmar, N.,
Christianson, J.C., Kessler, B.M., et al., (2016).
SPATA2 Links CYLD to LUBAC, Activates CYLD, and
Controls LUBAC Signaling. Mol. Cell 63, 990–1005.
Ewald, A.J., Brenot, A., Duong, M., Chan, B.S., and
Werb, Z. (2008). Collective Epithelial Migration and
Cell Rearrangements Drive Mammary Branching
Morphogenesis. Dev. Cell 14, 570–581.
Feng, F.Y., Zhang, Y., Kothari, V., Evans, J.R., Jackson,
W.C., Chen, W., Johnson, S.B., Luczak, C., Wang, S.,
and Hamstra, D.A. (2016). MDM2 Inhibition
Sensitizes Prostate Cancer Cells to Androgen
Ablation and Radiotherapy in a p53‐Dependent
Manner. Neoplasia (United States) 18, 213–222.
Fetics, S., Thureau, A., Campanacci, V., Aumont‐
Nicaise, M., Dang, I., Gautreau, A., Pérez, J., and
Cherfils, J. (2016). Hybrid Structural Analysis of the
Arp2/3 Regulator Arpin Identifies Its Acidic Tail as a
Primary Binding Epitope. Structure 24, 252–260.
Finger, E.B., Purl, K.D., Alon, R., Lawrence, M.B., von
Andrian, U.H., and Springer, T.A. (1996). Adhesion
through L‐selectin requires a threshold
hydrodynamic shear. Nature 379, 266–269.

De Franceschi, N., Wild, K., Schlacht, A., Dacks, J.B.,
Sinning, I., and Filippini, F. (2014). Longin and GAF
Domains: Structural Evolution and Adaptation to
the Subcellular Trafficking Machinery. Traffic 15,
104–121.
De Franceschi, N., Peuhu, E., Parsons, M., Rissanen, S.,
Vattulainen, I., Salmi, M., Ivaska, J., and Pouwels, J.
(2015). Mutually exclusive roles of SHARPIN in
integrin inactivation and NF‐κB signaling. PLoS One
10, 1–16.
Freund, A., Patil, C.K., and Campisi, J. (2011). P38MAPK
is a novel DNA damage response‐independent
regulator of the senescence‐associated secretory
phenotype. EMBO J. 30, 1536–1548.
Fu, T., Lv, X., Kong, Q., and Yuan, C. (2017). A novel
SHARPIN‐PRMT5‐H3R2me1 axis is essential for lung
cancer cell invasion. Oncotarget 8, 54809–54820.
Fujita, H., Rahighi, S., Akita, M., Kato, R., Sasaki, Y.,
Wakatsuki, S., and Iwai, K. (2014). Mechanism
underlying IκB kinase activation mediated by the
linear ubiquitin chain assembly complex. Mol. Cell.
Biol. 34, 1322–1335.
Gauthier, J., Champagne, N., Lafrenière, R.G., Xiong, L.,
Spiegelman, D., Brustein, E., Lapointe, M., Peng, H.,
Côté, M., Noreau, A., et al., (2010). De novo
mutations in the gene encoding the synaptic
scaffolding protein SHANK3 in patients ascertained
for schizophrenia. Proc. Natl. Acad. Sci. U. S. A. 107,
7863–7868.
Gerlach, B., Cordier, S.M., Schmukle, A.C., Emmerich,
C.H., Rieser, E., Haas, T.L., Webb, A.I., Rickard, J.A.,
Anderton, H., Wong, W.W.‐L.L., et al., (2011). Linear
ubiquitination prevents inflammation and regulates
immune signalling. Nature 471, 591–596.
Gijbels, M.J., Zurcher, C., Kraal, G., Elliott, G.R.,
HogenEsch, H., Schijff, G., Savelkoul, H.F., and
Bruijnzeel, P.L. (1996). Pathogenesis of skin lesions
in mice with chronic proliferative dermatitis
(cpdm/cpdm). Am. J. Pathol. 148, 941–950.
Gijbels, M.J.J., HogenEsch, H., Blauw, B., Roholl, P.,
and Zurcher, C. (1995). Ultrastructure of epidermis
of mice with chronic proliferative dermatitis.
Ultrastruct. Pathol. 19, 107–111.
Grabrucker, S., Proepper, C., Mangus, K., Eckert, M.,
Chhabra, R., Schmeisser, M.J., Boeckers, T.M., and
Grabrucker, A.M. (2014). The PSD protein
ProSAP2/Shank3 displays synapto‐nuclear shuttling
which is deregulated in a schizophrenia‐associated
mutation. Exp. Neurol. 253, 126–137.
Guilmatre, A., Huguet, G., Delorme, R., and
Bourgeron, T. (2014). The emerging role of SHANK

72
genes in neuropsychiatric
Neurobiol. 74, 113–122.

References
disorders.

Dev.

Gurung, P., Sharma, B.R., and Kanneganti, T.‐D. (2016).
Distinct role of IL‐1β in instigating disease in
Sharpin(cpdm) mice. Sci. Rep. 6, 36634.

HogenEsch, H., Gijbels, M.J., Offerman, E., van Hooft,
J., van Bekkum, D.W., and Zurcher, C. (1993). A
spontaneous mutation characterized by chronic
proliferative dermatitis in C57BL mice. Am. J.
Pathol. 143, 972–982.

Gustafsson, N., Culley, S., Ashdown, G., Owen, D.M.,
Pereira, P.M., and Henriques, R. (2016). Fast live‐
cell conventional fluorophore nanoscopy with
ImageJ
through
super‐resolution
radial
fluctuations. Nat. Commun. 7.

HogenEsch, H., Sola, M., Stearns, T.M., Silva, K.A.,
Kennedy, V.E., and Sundberg, J.P. (2016).
Angiogenesis in the skin of SHARPIN‐deficient mice
with chronic proliferative dermatitis. Exp. Mol.
Pathol. 101, 303–307.

Haas, T.L., Emmerich, C.H., Gerlach, B., Schmukle, A.C.,
Cordier, S.M., Rieser, E., Feltham, R., Vince, J.,
Warnken, U., Wenger, T., et al., (2009). Recruitment
of the Linear Ubiquitin Chain Assembly Complex
Stabilizes the TNF‐R1 Signaling Complex and Is
Required for TNF‐Mediated Gene Induction. Mol.
Cell 36, 831–844.

de Hoon, M.J.L., Imoto, S., Nolan, J., and Miyano, S.
(2004). Open source clustering software.
Bioinformatics 20, 1453–1454.

Han, K., Holder, J.L., Schaaf, C.P., Lu, H., Chen, H., Kang,
H., Tang, J., Wu, Z., Hao, S., Cheung, S.W., et al.,
(2013). SHANK3 overexpression causes manic‐like
behaviour
with
unique
pharmacogenetic
properties. Nature 503, 72–77.
Hayden, M.S., and Ghosh, S. (2008). Shared principles
in NF‐kappaB signaling. Cell 132, 344–362.
Hayden, M.S., West, a P., and Ghosh, S. (2006). NF‐
kappaB and the immune response. Oncogene 25,
6758–6780.
He, L., Pappan, L.K., Grenache, D.G., Li, Z., Tollefsen,
D.M., Santoro, S.A., and Zutter, M.M. (2003). The
contributions of the α2β1 integrin to vascular
thrombosis in vivo. Blood 102, 3652–3657.
He, L., Ingram, A., Rybak, A.P., and Tang, D. (2010).
Shank‐interacting
protein‐like
1
promotes
tumorigenesis via PTEN inhibition in human tumor
cells. J. Clin. Invest. 120, 2094–2108.
Heit, B., Liu, L., Colarusso, P., Puri, K.D., and Kubes, P.
(2008). PI3K accelerates, but is not required for,
neutrophil chemotaxis to fMLP. J. Cell Sci. 121, 205–
214.
Hidalgo, A., Peired, A.J., Wild, M.K., Vestweber, D., and
Frenette, P.S. (2007). Complete Identification of E‐
Selectin Ligands on Neutrophils Reveals Distinct
Functions of PSGL‐1, ESL‐1, and CD44. Immunity 26,
477–489.
Hinck, L., and Silberstein, G.B. (2005). Key stages in
mammary gland development: The mammary end
bud as a motile organ. Breast Cancer Res. 7, 245.
Hock, A.K., and Vousden, K.H. (2014). The role of
ubiquitin modification in the regulation of p53.
Biochim. Biophys. Acta ‐ Mol. Cell Res. 1843, 137–
149.
Hogenesch, H., Torregrosa, S.E., Boggess, D.,
Sundberg, B.A., Carroll, J., and Sundberg, J.P. (2001).
Increased expression of type 2 cytokines in chronic
proliferative dermatitis (cpdm) mutant mice and
resolution of inflammation following treatment
with IL‐12. Eur. J. Immunol. 31, 734–742.

Hori, S., Nomura, T., and Sakaguchi, S. (2003). Control
of regulatory T cell development by the
transcription factor Foxp3. Science 299, 1057–1061.
Howard, B.A., and Lu, P. (2014). Stromal regulation of
embryonic and postnatal mammary epithelial
development and differentiation. Semin. Cell Dev.
Biol. 25–26, 43–51.
Huang, A.J., Manning, J.E., Bandak, T.M., Ratau, M.C.,
Hanser, K.R., and Silverstein, S.C. (1993).
Endothelial cell cytosolic free calcium regulates
neutrophil migration across monolayers of endothelial
cells. J. Cell Biol. 120, 1371–1380.
Huang, D.W., Sherman, B.T., and Lempicki, R.A.
(2009). Systematic and integrative analysis of large
gene lists using DAVID bioinformatics resources.
Nat. Protoc. 4, 44–57.
Huo, Y., Hafezi‐Moghadam, a, and Ley, K. (2000). Role
of vascular cell adhesion molecule‐1 and fibronectin
connecting segment‐1 in monocyte rolling and
adhesion on early atherosclerotic lesions. Circ. Res.
87, 153–159.
Hwang, S., Song, K.‐D., Lesourne, R., Lee, J., Pinkhasov,
J., Li, L., El‐Khoury, D., and Love, P.E. (2012).
Reduced TCR signaling potential impairs negative
selection but does not result in autoimmune
disease. J. Exp. Med. 209, 1781–1795.
Hynes, R.O. (2002). Integrins: Bidirectional, allosteric
signaling machines. Cell 110, 673–687.
Iademarco, M.F., McQuillan, J.J., Rosen, G.D., and
Dean, D.C. (1992). Characterization of the promoter
for vascular cell adhesion molecule‐1 (VCAM‐1). J
Biol Chem 267, 16323–16329.
Ikeda, F. (2015). Linear ubiquitination signals in
adaptive immune responses. Immunol. Rev. 266,
222–236.
Ikeda, F., Deribe, Y.L., Skånland, S.S., Stieglitz, B.,
Grabbe, C., Franz‐Wachtel, M., van Wijk, S.J.L.,
Goswami, P., Nagy, V., Terzic, J., et al., (2011).
SHARPIN forms a linear ubiquitin ligase complex
regulating NF‐κB activity and apoptosis. Nature 471,
637–641.
Imai, Y., Park, E.J., Peer, D., Peixoto, A., Cheng, G., Von
Andrian, U.H., Carman, C. V., and Shimaoka, M.
(2008). Genetic perturbation of the putative

References
cytoplasmic membrane‐proximal salt bridge
aberrantly activates α4integrins. Blood 112, 5007–
5015.

73

assembles linear polyubiquitin chains. EMBO J. 25,
4877–4887.

Ivaska, J., and Heino, J. (2010). Interplay between cell
adhesion and growth factor receptors: From the
plasma membrane to the endosomes. Cell Tissue
Res. 339, 111–120.

Klinowska, T.C., Soriano, J. V, Edwards, G.M., Oliver,
J.M., Valentijn, A.J., Montesano, R., and Streuli, C.H.
(1999). Laminin and beta1 integrins are crucial for
normal mammary gland development in the mouse.
Dev. Biol. 215, 13–32.

Iwai, K., Fujita, H., and Sasaki, Y. (2014). Linear
ubiquitin chains: NF‐κB signalling, cell death and
beyond. Nat. Rev. Mol. Cell Biol. 15, 503–508.

Komander, D. (2009). The emerging complexity of
protein ubiquitination. Biochem. Soc. Trans. 37,
937–953.

Jung, J., Kim, J.M., Park, B., Cheon, Y., Lee, B., Choo,
S.H., Koh, S.S., and Lee, S. (2010). Newly identified
tumor‐associated role of human Sharpin. Mol. Cell.
Biochem.

Komander, D., and Rape, M. (2012). The Ubiquitin
Code. Annu. Rev. Biochem. 81, 203–229.

Jung, U., Norman, K.E., Scharffetter‐Kochanek, K.,
Beaudet, A.L., and Ley, K. (1998). Transit time of
leukocytes rolling through venules controls
cytokine‐ induced inflammatory cell recruitment in
vivo. J. Clin. Invest. 102, 1526–1533.
van der Kammen, R., Song, J.‐Y., de Rink, I., Janssen,
H., Madonna, S., Scarponi, C., Albanesi, C.,
Brugman, W., and Innocenti, M. (2017). Knockout of
the Arp2/3 complex in epidermis causes a psoriasis‐
like disease hallmarked by hyperactivation of
transcription
factor
Nrf2.
Development
dev.156323.
Kansas, G.S. (1996). Selectins and their ligands:
current concepts and contreoversies. Blood 88,
3259–3287.
Karamouzis, M. V., Konstantinopoulos, P.A., Badra,
F.A., and Papavassiliou, A.G. (2008). SUMO and
estrogen receptors in breast cancer. Breast Cancer
Res. Treat. 107, 195–210.
Kawai, T., and Akira, S. (2010). The role of pattern‐
recognition receptors in innate immunity: Update
on toll‐like receptors. Nat. Immunol. 11, 373–384.
Kawasaki, T., and Kawai, T. (2014). Toll‐like receptor
signaling pathways. Front. Immunol. 5.
Keusekotten, K., Elliott, P.R., Glockner, L., Fiil, B.K.,
Damgaard, R.B., Kulathu, Y., Wauer, T., Hospenthal,
M.K., Gyrd‐Hansen, M., Krappmann, D., et al.,
(2013). XOTULIN antagonizes LUBAC signaling by
specifically hydrolyzing met1‐linked polyubiquitin.
Cell 153.

Koonpaew, S., Shen, S., Flowers, L., and Zhang, W.
(2006). LAT‐mediated signaling in CD4+CD25+
regulatory T cell development. J. Exp. Med. 203,
119–129.
Kreienkamp, H.J. (2008). Scaffolding Proteins at the
Postsynaptic Density: Shank as the Architectural
Framework. Handb. Exp. Pharmacol. 186, 365–380.
Kuilman, T., Michaloglou, C., Mooi, W.J., and Peeper,
D.S. (2010). The essence of senescence. Genes Dev.
24, 2463–2479.
Kulathu, Y., and Komander, D. (2012). Atypical
ubiquitylation‐the
unexplored
world
of
polyubiquitin beyond Lys48 and Lys63 linkages. Nat.
Rev. Mol. Cell Biol. 13, 508–523.
Kumari, S., Redouane, Y., Lopez‐Mosqueda, J.,
Shiraishi, R., Romanowska, M., Lutzmayer, S.,
Kuiper, J., Martinez, C., Dikic, I., Pasparakis, M., et
al., (2014). Sharpin prevents skin inflammation by
inhibiting TNFR1‐induced keratinocyte apoptosis.
Elife.
Kuo, J.C. (2013). Mechanotransduction at focal
adhesions: Integrating cytoskeletal mechanics in
migrating cells. J. Cell. Mol. Med. 17, 704–712.
Kupka, S., De Miguel, D., Draber, P., Martino, L.,
Surinova, S., Rittinger, K., and Walczak, H. (2016).
SPATA2‐Mediated Binding of CYLD to HOIP Enables
CYLD Recruitment to Signaling Complexes. Cell Rep.
16, 2271–2280.
Lahav, G., Rosenfeld, N., Sigal, A., Geva‐Zatorsky, N.,
Levine, A.J., Elowitz, M.B., and Alon, U. (2004).
Dynamics of the p53‐Mdm2 feedback loop in
individual cells. Nat. Genet. 36, 147–150.

Khajah, M., Andonegui, G., Chan, R., Craig, A.W.,
Greer, P.A., and McCafferty, D.‐M. (2013). Fer
Kinase Limits Neutrophil Chemotaxis toward End
Target Chemoattractants. J. Immunol. 190, 2208–
2216.

Landgraf, K., Bollig, F., Trowe, M.‐O., Besenbeck, B.,
Ebert, C., Kruspe, D., Kispert, A., Hanel, F., and
Englert, C. (2010). Sipl1 and Rbck1 Are Novel Eya1‐
Binding Proteins with a Role in Craniofacial
Development. Mol. Cell. Biol. 30, 5764–5775.

Kiema, T., Lad, Y., Jiang, P., Oxley, C.L., Baldassarre, M.,
Wegener, K.L., Campbell, I.D., Ylänne, J., and
Calderwood, D.A. (2006). The molecular basis of
filamin binding to integrins and competition with
talin. Mol. Cell 21, 337–347.

Lawrence, M.B., Kansas, G.S., Kunkel, E.J., and Ley, K.
(1997). Threshold levels of fluid shear promote
leukocyte adhesion through selectins (CD62L,P,E). J.
Cell Biol. 136, 717–727.

Kirisako, T., Kamei, K., Murata, S., Kato, M., Fukumoto,
H., Kanie, M., Sano, S., Tokunaga, F., Tanaka, K., and
Iwai, K. (2006). A ubiquitin ligase complex

Leblond, C.S., Nava, C., Polge, A., Gauthier, J., Huguet,
G., Lumbroso, S., Giuliano, F., Stordeur, C.,
Depienne, C., Mouzat, K., et al., (2014). Meta‐
analysis of SHANK Mutations in Autism Spectrum

74

References

Disorders: A Gradient of Severity in Cognitive
Impairments. PLoS Genet. 10.
Lefort, C.T., Rossaint, J., Moser, M., Petrich, B.G.,
Zarbock, A., Monkley, S.J., Critchley, D.R., Ginsberg,
M.H., Fässler, R., and Ley, K. (2012). Distinct roles
for talin‐1 and kindlin‐3 in LFA‐1 extension and
affinity regulation. Blood 119, 4275–4282.
Legate, K.R., Wickström, S.A., and Fässler, R. (2009).
Genetic and cell biological analysis of integrin
outside‐in signaling. Genes Dev. 23, 397–418.
Leung, D.Y.M. (1997). Immunologic basis of chronic
allergic diseases: Clinical messages from the
laboratory bench. Pediatr. Res. 42, 559–568.
Levental, K.R., Yu, H., Kass, L., Lakins, J.N., Egeblad, M.,
Erler, J.T., Fong, S.F.T., Csiszar, K., Giaccia, A.,
Weninger, W., et al., (2009). Matrix Crosslinking
Forces Tumor Progression by Enhancing Integrin
Signaling. Cell 139, 891–906.
Lewis, M.J., Vyse, S., Shields, A.M., Boeltz, S., Gordon,
P.A., Spector, T.D., Lehner, P.J., Walczak, H., and
Vyse, T.J. (2015). UBE2L3 polymorphism amplifies
NF‐κB activation and promotes plasma cell
development, linking linear ubiquitination to
multiple autoimmune diseases. Am. J. Hum. Genet.
96, 221–234.
Ley, K., Laudanna, C., Cybulsky, M.I., and Nourshargh,
S. (2007). Getting to the site of inflammation: the
leukocyte adhesion cascade updated. Nat. Rev.
Immunol. 7, 678–689.
Ley, K., Rivera‐Nieves, J., Sandborn, W.J., and Shattil,
S. (2016). Integrin‐based therapeutics: Biological
basis, clinical use and new drugs. Nat. Rev. Drug
Discov. 15, 173–183.
Li, J., Lai, Y., Cao, Y., Du, T., Zeng, L., Wang, G., Chen,
X., Chen, J., Yu, Y., Zhang, S., et al., (2015). SHARPIN
overexpression induces tumorigenesis in human
prostate cancer LNCaP, DU145 and PC‐3 cells via
NF‐κB/ERK/Akt signaling pathway. Med. Oncol. 32,
444.
Liang, Y. (2011). SHARPIN negatively associates with
TRAF2‐mediated NF??B activation. PLoS One 6.
Lilja, J., Zacharchenko, T., Georgiadou, M., Jacquemet,
G., Franceschi, N.D., Peuhu, E., Hamidi, H., Pouwels,
J., Martens, V., Nia, F.H., et al., (2017). SHANK
proteins limit integrin activation by directly
interacting with Rap1 and R‐Ras. Nat. Cell Biol. 19,
292–305.
Lim, S., Naisbitt, S., Yoon, J., Hwang, J.I., Suh, P.G.,
Sheng, M., and Kim, E. (1999). Characterization of
the Shank family of synaptic proteins. Multiple
genes, alternative splicing, and differential
expression in brain and development. J. Biol. Chem.
274, 29510–29518.
Lim, S., Sala, C., Yoon, J., Park, S., Kuroda, S., Sheng,
M., and Kim, E. (2001). Sharpin, a novel
postsynaptic density protein that directly interacts
with the shank family of proteins. Mol. Cell.
Neurosci.

Liu, J., Wang, Y., Gong, Y., Fu, T., Hu, S., Zhou, Z., and
Pan, L. (2017). Structural Insights into SHARPIN‐
Mediated Activation of HOIP for the Linear
Ubiquitin Chain Assembly. Cell Rep. 21, 27–36.
Liu, Y.D., Ji, C.B., Li, S.B., Yan, F., Gu, Q.S., Balic, J.J., Yu,
L., and Li, J.K. (2018). Toll‐like receptor 2 stimulation
promotes colorectal cancer cell growth via PI3K/Akt
and
NF‐κB
signaling
pathways.
Int.
Immunopharmacol. 59, 375–383.
Liu, Z., Yang, X., Chen, C., Liu, B., Ren, B., Wang, L.,
Zhao, K., Yu, S., and Ming, H. (2013). Expression of
the Arp2/3 complex in human gliomas and its role
in the migration and invasion of glioma cells. Oncol
Rep 30, 2127–2136.
Lonard, D.M., Nawaz, Z., Smith, C.L., and O’Malley,
B.W. (2000). The 26S proteasome is required for
estrogen receptor‐alpha and coactivator turnover
and for efficient estrogen receptor‐alpha
transactivation. Mol. Cell 5, 939–948.
Mameza, M.G., Dvoretskova, E., Bamann, M., Hönck,
H.H., Güler, T., Boeckers, T.M., Schoen, M., Verpelli,
C., Sala, C., Barsukov, I., et al., (2013). SHANK3 gene
mutations associated with autism facilitate ligand
binding to the shank3 ankyrin repeat region. J. Biol.
Chem. 288, 26697–26708.
Marasco, W.A., Phan, S.H., Krutzsch, H., Showell, H.J.,
Feltner, D.E., Nairn, R., Becker, E.L., and Ward, P.A.
(1984). Purification and identification of formyl‐
methionyl‐leucyl‐phenylalanine as the major
peptide neutrophil chemotactic factor produced by
Escherichia coli. J. Biol. Chem. 259, 5430–5439.
Mariathasan, S., Hewton, K., Monack, D.M., Vucic, D.,
French, D.M., Lee, W.P., Roose‐Girma, M., Erickson,
S., and Dixit, V.M. (2004). Differential activation of
the inflammasome by caspase‐1 adaptors ASC and
Ipaf. Nature 430, 213–218.
Marshall, B.T., Long, M., Piper, J.W., Yago, T., McEver,
R.P., and Zhu, C. (2003). Direct observation of catch
bonds involving cell‐adhesion molecules. Nature
423, 190–193.
Martins, P.D.C., García‐Vallejo, J.J., Van Thienen, J. V.,
Fernandez‐Borja, M., Van Gils, J.M., Beckers, C.,
Horrevoets, A.J., Hordijk, P.L., and Zwaginga, J.J.
(2007). P‐selectin glycoprotein ligand‐1 is expressed
on endothelial cells and mediates monocyte
adhesion to activated endothelium. Arterioscler.
Thromb. Vasc. Biol. 27, 1023–1029.
Matlashewski, G., Lamb, P., Pim, D., Peacock, J.,
Crawford, L., and Benchimol, S. (1984). Isolation
and characterization of a human p53 cDNA clone:
expression of the human p53 gene. EMBO J. 3,
3257–3262.
McEver, R.P., and Cummings, R.D. (1997).
Perspectives series: cell adhesion in vascular
biology. Role of PSGL‐1 binding to selectins in
leukocyte recruitment. J. Clin. Invest. 100, 485–491.
Medzhitov, R. (2008). Origin and physiological roles of
inflammation. Nature 454, 428–435.

References
De Melo, J., and Tang, D. (2015). Elevation of SIPL1
(Sharpin) increases breast cancer risk. PLoS One 10.
De Melo, J., Lin, X., He, L., Wei, F., Major, P., and Tang,
D. (2014). SIPL1‐facilitated PTEN ubiquitination
contributes to its association with PTEN. Cell. Signal.
26, 2749–2756.
Merico, D., Isserlin, R., Stueker, O., Emili, A., and
Bader, G.D. (2010). Enrichment map: A network‐
based method for gene‐set enrichment
visualization and interpretation. PLoS One 5.
Merline, R., Moreth, K., Beckmann, J., Nastase, M. V.,
Zeng‐Brouwers, J., Tralhão, J.G., Lemarchand, P.,
Pfeilschifter, J., Schaefer, R.M., Iozzo, R. V., et al.,
(2011). Signaling by the matrix proteoglycan
decorin controls inflammation and cancer through
PDCD4 and microRNA‐21. Sci. Signal. 4.
Millon‐Frémillon, A., Bouvard, D., Grichine, A., Manet‐
Dupé, S., Block, M.R., and Albiges‐Rizo, C. (2008).
Cell adaptive response to extracellular matrix
density is controlled by ICAP‐1‐dependent β1‐
integrin affinity. J. Cell Biol. 180, 427–441.
Molinie, N., and Gautreau, A. (2018). The Arp2/3
Regulatory System and Its Deregulation in Cancer.
Physiol. Rev. 98, 215–238.
Morel, J.C.M., Park, C.C., Woods, J.M., and Koch, A.E.
(2001). A Novel Role for Interleukin‐18 in Adhesion
Molecule Induction through NF??B and
Phosphatidylinositol (PI) 3‐Kinase‐dependent Signal
Transduction Pathways. J. Biol. Chem. 276, 37069–
37075.
Morimoto, S., Nishimura, N., Terai, T., Manabe, S.,
Yamamoto, Y., Shinahara, W., Miyake, H., Tashiro,
S., Shimada, M., and Sasaki, T. (2005). Rab13
mediates the continuous endocytic recycling of
occludin to the cell surface. J. Biol. Chem. 280,
2220–2228.
Moser, M., Legate, K.R., Zent, R., and Fassler, R.
(2009). The Tail of Integrins, Talin, and Kindlins.
Science (80‐. ). 324, 895–899.
Mullany, L.K., Wong, K.K., Marciano, D.C., Katsonis, P.,
King‐Crane, E.R., Ren, Y.A., Lichtarge, O., and
Richards, J.A.S. (2015). Specific TP53 Mutants
Overrepresented in Ovarian Cancer Impact CNV,
TP53 Activity, Responses to Nutlin‐3a, and Cell
Survival. Neoplasia 17, 789–803.
Muller, W.A. (2003). Leukocyte‐endothelial‐cell
interactions in leukocyte transmigration and the
inflammatory response. Trends Immunol. 24, 326–
333.
Musgrove, E.A., and Sutherland, R.L. (2009). Biological
determinants of endocrine resistance in breast
cancer. Nat. Rev. Cancer 9, 631–643.
Naisbitt, S., Eunjoon, K., Tu, J.C., Xiao, B., Sala, C.,
Valtschanoff, J., Weinberg, R.J., Worley, P.F., and
Sheng, M. (1999). Shank, a novel family of
postsynaptic density proteins that binds to the
NMDA receptor/PSD‐95/GKAP complex and
cortactin. Neuron 23, 569–582.

75

Nakshatri, H., Bhat‐Nakshatri, P., Martin, D. a, Goulet,
R.J., and Sledge, G.W. (1997). Constitutive
activation of NF‐kappaB during progression of
breast cancer to hormone‐independent growth.
Mol. Cell. Biol. 17, 3629–3639.
Nastase, M.V., Zeng‐Brouwers, J., Frey, H., Hsieh,
L.T.H., Poluzzi, C., Beckmann, J., Schroeder, N.,
Pfeilschifter, J., Lopez‐Mosqueda, J., Mersmann, J.,
et al., (2016). An Essential Role for SHARPIN in the
Regulation of Caspase 1 Activity in Sepsis. Am. J.
Pathol. 186, 1206–1220.
Nevo, J., Mai, a, Tuomi, S., Pellinen, T., Pentikäinen,
O.T., Heikkilä, P., Lundin, J., Joensuu, H., Bono, P.,
and Ivaska, J. (2010). Mammary‐derived growth
inhibitor (MDGI) interacts with integrin α‐subunits
and suppresses integrin activity and invasion.
Oncogene 29, 6452–6463.
Nobes, C.D., and Hall, A. (1995). Rho, Rac, and Cdc42
GTPases regulate the assembly of multimolecular
focal complexes associated with actin stress fibers,
lamellipodia, and filopodia. Cell 81, 53–62.
Nolen, B.J., Tomasevic, N., Russell, A., Pierce, D.W., Jia,
Z., McCormick, C.D., Hartman, J., Sakowicz, R., and
Pollard, T.D. (2009). Characterization of two classes
of small molecule inhibitors of Arp2/3 complex.
Nature 460, 1031–1034.
Nourshargh, S., and Alon, R. (2014). Leukocyte
Migration into Inflamed Tissues. Immunity 41, 694–
707.
Oeckinghaus, A., Hayden, M.S., and Ghosh, S. (2011).
Crosstalk in NF‐kappaB signaling pathways. Nat
Immunol 12, 695–708.
Ohkura, N., and Sakaguchi, S. (2010). Regulatory T
cells: Roles of T cell receptor for their development
and function. Semin. Immunopathol. 32, 95–106.
Okamura, K., Kitamura, A., Sasaki, Y., Chung, D.H.,
Kagami, S., Iwai, K., and Yasutomo, K. (2016).
Survival of mature T cells depends on signaling
through HOIP. Sci. Rep. 6, 36135.
Olivier, M., Hollstein, M., and Hainaut, P. (2010). TP53
mutations
in
human
cancers:
origins,
consequences, and clinical use. Cold Spring Harb.
Perspect. Biol. 2.
Opal, S.M., Fisher, C.J., Dhainaut, J.F., Vincent, J.L.,
Brase, R., Lowry, S.F., Sadoff, J.C., Slotman, G.J.,
Levy, H., Balk, R.A., et al., (1997). Confirmatory
interleukin‐1 receptor antagonist trial in severe
sepsis: a phase III, randomized, double‐blind,
placebo‐controlled,
multicenter
trial.
The
Interleukin‐1
Receptor
Antagonist
Sepsis
Investigator Group. Crit. Care Med. 25, 1115–1124.
Palmgren, S., Vartiainen, M., and Lappalainen, P.
(2002). Twinfilin, a molecular mailman for actin
monomers. J. Cell Sci. 115, 881–886.
Pan, J., and McEver, R.P. (1995). Regulation of the
human P‐selectin promoter by Bcl‐3 and specific
homodimeric members of the NF‐??B/Rel family. J.
Biol. Chem. 270, 23077–23083.

76

References

Park, C.W., and Ryu, K.Y. (2014). Cellular ubiquitin pool
dynamics and homeostasis. BMB Rep. 47, 475–482.
Park, Y., Jin, H.S., Lopez, J., Lee, J., Liao, L., Elly, C., and
Liu, Y.‐C.C. (2016). SHARPIN controls regulatory T
cells by negatively modulating the T cell antigen
receptor complex. Nat. Immunol. 17, 286–296.
Perez‐Riverol, Y., Xu, Q.‐W., Wang, R., Uszkoreit, J.,
Griss, J., Sanchez, A., Reisinger, F., Csordas, A.,
Ternent, T., del‐Toro, N., et al., (2016). PRIDE
Inspector Toolsuite: Moving Toward a Universal
Visualization Tool for Proteomics Data Standard
Formats and Quality Assessment of
ProteomeXchange Datasets. Mol. Cell. Proteomics 15,
305–317.
Peuhu, E., Salomaa, S.I., De Franceschi, N., Potter, C.S.,
Sundberg, J.P., and Pouwels, J. (2017a). Integrin
beta 1 inhibition alleviates the chronic
hyperproliferative dermatitis phenotype of
SHARPIN‐deficient mice. PLoS One 12, e0186628.
Peuhu, E., Kaukonen, R., Lerche, M., Saari, M.,
Guzmán, C., Rantakari, P., De Franceschi, N., Wärri,
A., Georgiadou, M., Jacquemet, G., et al., (2017b).
SHARPIN regulates collagen architecture and ductal
outgrowth in the developing mouse mammary
gland. EMBO J. 36, 1120–1134.
Phillipson, M., Heit, B., Parsons, S.A., Petri, B., Mullaly,
S.C., Colarusso, P., Gower, R.M., Neely, G., Simon,
S.I., and Kubes, P. (2009). Vav1 Is Essential for
Mechanotactic Crawling and Migration of
Neutrophils out of the Inflamed Microvasculature.
J. Immunol. 182, 6870–6878.
Pollard, T.D., and Cooper, J.A. (1984). Quantitative
Analysis of the Effect of Acanthamoeba Profilin on
Actin Filament Nucleation and Elongation.
Biochemistry 23, 6631–6641.
Potter, C.S., Wang, Z., Silva, K.A., Kennedy, V.E.,
Stearns, T.M., Burzenski, L., Shultz, L.D., HogenEsch,
H., and Sundberg, J.P. (2014). Chronic proliferative
dermatitis in Sharpin null mice: Development of an
autoinflammatory disease in the absence of B and T
lymphocytes and IL4/IL13 signaling. PLoS One 9.
Pouwels, J., Nevo, J., Pellinen, T., Ylanne, J., and Ivaska,
J. (2012). Negative regulators of integrin activity. J.
Cell Sci. 125, 3271–3280.
Pouwels, J., DeFranceschi, N., Rantakari, P., Auvinen,
K., Karikoski, M., Mattila, E., Potter, C., Sundberg,
J.P., Hogg, N., Gahmberg, C.G., et al., (2013).
SHARPIN regulates uropod detachment in migrating
lymphocytes. Cell Rep. 5, 619–628.
Prehoda, K.E., Scott, J.A., Mullins, R.D., and Lim, W.A.
(2000). Integration of multiple signals through
cooperative regulation of the N‐WASP‐Arp2/3
complex. Science (80‐. ). 290, 801–806.
Pretolani, M., and Goldman, M. (2018). IL‐10: a
potential therapy for allergic inflammation?
Immunol. Today 18, 277–280.

Proepper, C., Johannsen, S., Liebau, S., Dahl, J., Vaida,
B., Bockmann, J., Kreutz, M.R., Gundelfinger, E.D.,
and Boeckers, T.M. (2007). Abelson interacting
protein 1 (Abi‐1) is essential for dendrite
morphogenesis and synapse formation. EMBO J. 26,
1397–1409.
Ran, F.A., Hsu, P.D., Wright, J., Agarwala, V., Scott,
D.A., and Zhang, F. (2013). Genome engineering
using the CRISPR‐Cas9 system. Nat Protoc 8, 2281–
2308.
Rantala, J.K., Pouwels, J., Pellinen, T., Veltel, S.,
Laasola, P., Mattila, E., Potter, C.S., Duffy, T.,
Sundberg, J.P., Kallioniemi, O., et al., (2011).
SHARPIN is an endogenous inhibitor of β1‐integrin
activation. Nat. Cell Biol. 13, 1315–1324.
Rickard, J.A., Anderton, H., Etemadi, N., Nachbur, U.,
Darding, M., Peltzer, N., Lalaoui, N., Lawlor, K.E.,
Vanyai, H., Hall, C., et al., (2014). TNFR1‐dependent
cell death drives inflammation in Sharpin‐deficient
mice. Elife.
Ridley, A.J. (2015). Rho GTPase signalling in cell
migration. Curr. Opin. Cell Biol. 36, 103–112.
Rittinger, K., and Ikeda, F. (2017). Linear ubiquitin
chains: enzymes, mechanisms and biology. Open
Biol. 7, 170026.
Rivera‐Nieves, J., Burcin, T.L., Olson, T.S., Morris, M.A.,
McDuffie, M., Cominelli, F., and Ley, K. (2006).
Critical role of endothelial P‐selectin glycoprotein
ligand 1 in chronic murine ileitis. J. Exp. Med. 203,
907–917.
Rivkin, E., Almeida, S.M., Ceccarelli, D.F., Juang, Y.‐C.,
MacLean, T.A., Srikumar, T., Huang, H., Dunham,
W.H., Fukumura, R., Xie, G., et al., (2013). The linear
ubiquitin‐specific deubiquitinase gumby regulates
angiogenesis. Nature 498, 318–324.
Robertson, C. (2016). The extracellular matrix in
breast cancer predicts prognosis through
composition, splicing, and crosslinking. Exp. Cell
Res. 343, 73–81.
Rodgers, M.A., Bowman, J.W., Fujita, H., Orazio, N.,
Shi, M., Liang, Q., Amatya, R., Kelly, T.J., Iwai, K.,
Ting, J., et al., (2014). The linear ubiquitin assembly
complex (LUBAC) is essential for NLRP3
inflammasome activation. J. Exp. Med. 211, 1333–
1347.
Rogers, S.L., Wiedemann, U., Stuurman, N., and Vale,
R.D. (2003). Molecular requirements for actin‐
based lamella formation in Drosophila S2 cells. J.
Cell Biol. 162, 1079–1088.
La Rosa, P., Marino, M., and Acconcia, F. (2011). 17β‐
estradiol regulates estrogen receptor α
monoubiquitination. IUBMB Life 63, 49–53.
Rothenberg, M.E. (1998). Eosinophilia. N. Engl. J. Med.
338, 1592–1600.
Rottner, K., Hall, A., and Small, J. V. (1999). Interplay
between Rac and Rho in the control of substrate
contact dynamics. Curr. Biol. 9, 640–648.

References
Rotty, J.D., Wu, C., and Bear, J.E. (2012). New insights
into the regulation and cellular functions of the
ARP2/3 complex. Nat. Rev. Mol. Cell Biol. 14, 7–12.
Roussignol, G. (2005). Shank Expression Is Sufficient to
Induce Functional Dendritic Spine Synapses in
Aspiny Neurons. J. Neurosci. 25, 3560–3570.
Rozelle, A.L., Machesky, L.M., Yamamoto, M.,
Driessens, M.H.E., Insall, R.H., Roth, M.G., Luby‐
Phelps, K., Marriott, G., Hall, A., and Yin, H.L. (2000).
Phosphatidylinositol 4,5‐bisphosphate induces
actin‐based movement of raft‐enriched vesicles
through WASP‐Arp2/3. Curr. Biol. 10, 311–320.
Sakaguchi, S., Yamaguchi, T., Nomura, T., and Ono, M.
(2008). Regulatory T Cells and Immune Tolerance.
Cell 133, 775–787.
Sakai, Y., Shaw, C.A., Dawson, B.C., Dugas, D. V, Al‐
Mohtaseb, Z., Hill, D.E., and Zoghbi, H.Y. (2011).
Protein Interactome Reveals Converging Molecular
Pathways Among Autism Disorders. Sci. Transl.
Med. 3, 86ra49 LP‐86ra49.
Sala, C., Piëch, V., Wilson, N.R., Passafaro, M., Liu, G.,
and Sheng, M. (2001). Regulation of dendritic spine
morphology and synaptic function by Shank and
Homer. Neuron 31, 115–130.
Saldanha, A.J. (2004). Java Treeview‐‐extensible
visualization of microarray data. Bioinformatics 20,
3246–3248.
San Lek, H., Morrison, V.L., Conneely, M., Campbell,
P.A., McGloin, D., Kliche, S., Watts, C., Prescott, A.,
and Fagerholm, S.C. (2013). The spontaneously
adhesive leukocyte function‐associated antigen‐1
(LFA‐1) integrin in effector T cells mediates rapid
actin‐ and calmodulin‐dependent adhesion
strengthening to ligand under shear flow. J. Biol.
Chem. 288, 14698–14708.
Sasaki, Y., Sano, S., Nakahara, M., Murata, S.,
Kometani, K., Aiba, Y., Sakamoto, S., Watanabe, Y.,
Tanaka, K., Kurosaki, T., et al., (2013). Defective
immune responses in mice lacking LUBAC‐mediated
linear ubiquitination in B cells. EMBO J. 32, 2463–
2476.
Schaefer, L., Babelova, A., Kiss, E., Hausser, H.J.,
Baliova, M., Krzyzankova, M., Marsche, G., Young,
M.F., Mihalik, D., Götte, M., et al., (2005). The
matrix component biglycan is proinflammatory and
signals through Toll‐like receptors 4 and 2 in
macrophages. J. Clin. Invest. 115, 2223–2233.
Schedin, P., and Keely, P.J. (2011). Mammary gland
ECM remodeling, stiffness, and mechanosignaling
in normal development and tumor progression.
Cold Spring Harb. Perspect. Biol. 3, 1–22.
Schenkel, A.R., Mamdouh, Z., and Muller, W.A. (2004).
Locomotion of monocytes on endothelium is a
critical step during extravasation. Nat. Immunol. 5,
393–400.
Schindelin, J., Arganda‐Carreras, I., Frise, E., Kaynig, V.,
Longair, M., Pietzsch, T., Preibisch, S., Rueden, C.,
Saalfeld, S., Schmid, B., et al., (2012). Fiji: An open‐

77

source platform for biological‐image analysis. Nat.
Methods 9, 676–682.
Schindler, U., and Baichwal, V.R. (1994). Three NF‐
kappa B binding sites in the human E‐selectin gene
required for maximal tumor necrosis factor alpha‐
induced expression. Mol. Cell. Biol. 14, 5820–5831.
Schwarz, U.S., and Gardel, M.L. (2012). United we
stand – integrating the actin cytoskeleton and cell–
matrix adhesions in cellular mechanotransduction.
J. Cell Sci. 125, 3051–3060.
Seymour, R.E., Hasham, M.G., Cox, G.A., Shultz, L.D.,
Hogenesch, H., Roopenian, D.C., and Sundberg, J.P.
(2007). Spontaneous mutations in the mouse
Sharpin gene result in multiorgan inflammation,
immune system dysregulation and dermatitis.
Genes Immun.
Shamri, R., Grabovsky, V., Gauguet, J.M., Feigelson, S.,
Manevich, E., Kolanus, W., Robinson, M.K.,
Staunton, D.E., Von Andrian, U.H., and Alon, R.
(2005). Lymphocyte arrest requires instantaneous
induction of an extended LFA‐1 conformation
mediated by endothelium‐bound chemokines. Nat.
Immunol. 6, 497–506.
Shangary, S., and Wang, S. (2008). Targeting the
MDM2‐p53 interaction for cancer therapy. Clin.
Cancer Res. 14, 5318–5324.
Shaw, S.K., Bamba, P.S., Perkins, B.N., and Luscinskas,
F.W. (2001). Real‐Time Imaging of Vascular
Endothelial‐Cadherin
During
Leukocyte
Transmigration Across Endothelium. J. Immunol.
167, 2323–2330.
Sheng, M., and Kim, E. (2000). The Shank family of
scaffold proteins. J. Cell Sci. 113 ( Pt 1, 1851–1856.
Shevchenko, A., Wilm, M., Vorm, O., Jensen, O.N.,
Podtelejnikov, A. V, Neubauer, G., Shevchenko, A.,
Mortensen, P., and Mann, M. (1996). A strategy for
identifying gel‐separated proteins in sequence
databases by MS alone. Biochem. Soc. Trans. 24,
893 LP‐896.
Shi, D., Dai, C., Qin, J., and Gu, W. (2016). Negative
regulation of the p300‐p53 interplay by DDX24.
Oncogene 35, 528–536.
Shou, J., Massarweh, S., Osborne, C.K., Wakeling, A.E.,
Ali, S., Weiss, H., and Schiff, R. (2004). Mechanisms
of tamoxifen resistance: Increased estrogen
receptor‐HER2/neu cross‐talk in ER/HER2‐positive
breast cancer. J. Natl. Cancer Inst. 96, 926–935.
Siegel, R.L., Miller, K.D., and Jemal, A. (2016). Cancer
statistics, 2016. CA. Cancer J. Clin. 66, 7–30.
Siggs, O.M., Miosge, L.A., Yates, A.L., Kucharska, E.M.,
Sheahan, D., Brdicka, T., Weiss, A., Liston, A., and
Goodnow, C.C. (2007). Opposing Functions of the T
Cell Receptor Kinase ZAP‐70 in Immunity and
Tolerance Differentially Titrate in Response to
Nucleotide Substitutions. Immunity 27, 912–926.
Siggs, O.M., Berger, M., Krebs, P., Arnold, C.N.,
Eidenschenk, C., Huber, C., Pirie, E., Smart, N.G.,

78

References

Khovananth, K., Xia, Y., et al., (2010). A mutation of
Ikbkg causes immune deficiency without impairing
degradation of I B . Proc. Natl. Acad. Sci. 107, 3046–
3051.
Singbartl, K., Thatte, J., Smith, M.L., Day, K., Ley, K.,
and Ley, K. (2001). A CD2‐Green Fluorescence
Protein‐Transgenic Mouse Reveals Very Late
Antigen‐4‐Dependent CD8 + Lymphocyte Rolling in
Inflamed Venules. J. Immunol. 166, 7520–7526.
Smith, A., Carrasco, Y.R., Stanley, P., Kieffer, N.,
Batista, F.D., and Hogg, N. (2005). A talin‐
dependent LFA‐1 focal zone is formed by rapidly
migrating T lymphocytes. J. Cell Biol. 170, 141–151.
Smoot, M.E., Ono, K., Ruscheinski, J., Wang, P.L., and
Ideker, T. (2011). Cytoscape 2.8: New features for
data integration and network visualization.
Bioinformatics 27, 431–432.
Söderberg, O., Gullberg, M., Jarvius, M., Ridderstråle,
K., Leuchowius, K.J., Jarvius, J., Wester, K., Hydbring,
P., Bahram, F., Larsson, L.G., et al., (2006). Direct
observation of individual endogenous protein
complexes in situ by proximity ligation. Nat.
Methods 3, 995–1000.
Springer, T.A., and Dustin, M.L. (2012). Integrin inside‐
out signaling and the immunological synapse. Curr.
Opin. Cell Biol. 24, 107–115.
Sriramarao, P., and Broide, D.H. (1996). Differential
regulation of eosinophil adhesion under conditions
of flow in vivo. Ann N Y Acad Sci 796, 218–225.
Stadtmann, A., Brinkhaus, L., Mueller, H., Rossaint, J.,
Bolomini‐Vittori, M., Bergmeier, W., Van Aken, H.,
Wagner, D.D., Laudanna, C., Ley, K., et al., (2011).
Rap1a activation by CalDAG‐GEFI and p38 MAPK is
involved in E‐selectin‐dependent slow leukocyte
rolling. Eur. J. Immunol. 41, 2074–2085.
Sternlicht, M.D., Kouros‐Mehr, H., Lu, P., and Werb, Z.
(2006). Hormonal and local control of mammary
branching morphogenesis. Differentiation 74, 365–
381.
Stieglitz, B., Haire, L.F., Dikic, I., and Rittinger, K.
(2012a). Structural analysis of SHARPIN, a subunit of
a large multi‐protein E3 ubiquitin ligase, reveals a
novel dimerization function for the pleckstrin
homology superfold. J. Biol. Chem. 287, 20823–
20829.
Stieglitz, B., Rittinger, K., and Haire, L.F. (2012b).
Crystallization of SHARPIN using an automated two‐
dimensional grid screen for optimization. Acta
Crystallogr. Sect. F Struct. Biol. Cryst. Commun. 68,
816–819.
Stolen, C.M., Marttila‐Ichihara, F., Koskinen, K.,
Yegutkin, G.G., Turja, R., Bono, P., Skurnik, M.,
Hänninen, A., Jalkanen, S., and Salmi, M. (2005).
Absence of the endothelial oxidase AOC3 leads to
abnormal leukocyte traffic in vivo. Immunity 22,
105–115.
Stolpe, A. Van De, Caldenhoven, E., Stade, G.,
Koenderman, L., Raaijmakers, J.A.M., and Johnson,

Judith
P,
P.T.V.D.S.
(1994).
12‐O
Tetradecanoylphorbol‐13‐acetatand
Tumor
Necrosis Factor of Intercellular Adhesion Molecule‐
1 Is a‐mediated Induction Inhibited by
Dexamethasone. J. Biol. Chem. 269, 6185–6192.
Strowig, T., Henao‐Mejia, J., Elinav, E., and Flavell, R.
(2012). Inflammasomes in health and disease.
Nature 481, 278–286.
Subauste, M.C., Von Herrath, M., Benard, V.,
Chamberlain, C.E., Chuang, T.H., Chu, K., Bokoch,
G.M., and Hahn, K.M. (2000). Rho family proteins
modulate rapid apoptosis induced by cytotoxic T
lymphocytes and Fas. J. Biol. Chem. 275, 9725–
9733.
Suraneni, P., Rubinstein, B., Unruh, J.R., Durnin, M.,
Hanein, D., and Li, R. (2012). The Arp2/3 complex is
required for lamellipodia extension and directional
fibroblast cell migration. J. Cell Biol. 197, 239–251.
Swatek, K.N., and Komander, D. (2016). Ubiquitin
modifications. Cell Res.
26, 399–422.
Taddei, I., Deugnier, M.A., Faraldo, M.M., Petit, V.,
Bouvard, D., Medina, D., Fässler, R., Thiery, J.P., and
Glukhova, M.A. (2008). β1 Integrin deletion from
the basal compartment of the mammary epithelium
affects stem cells. Nat. Cell Biol. 10, 716–722.
Takada, Y., Ye, X., and Simon, S. (2007). The integrins.
Genome Biol. 8.
Tanaka, S., Maeda, S., Hashimoto, M., Fujimori, C., Ito,
Y., Teradaira, S., Hirota, K., Yoshitomi, H., Katakai,
T., Shimizu, A., et al., (2010). Graded Attenuation of
TCR Signaling Elicits Distinct Autoimmune Diseases
by Altering Thymic T Cell Selection and Regulatory T
Cell Function. J. Immunol. 185, 2295–2305.
Tanaka, Y., Tateishi, K., Nakatsuka, T., Kudo, Y.,
Takahashi, R., Miyabayashi, K., Yamamoto, K.,
Asaoka, Y., Ijichi, H., Tateishi, R., et al., (2016).
Sharpin promotes hepatocellular carcinoma
progression via transactivation of Versican
expression. Oncogenesis 5, e277.
Thornberry, N.A., Bull, H.G., Calaycay, J.R., Chapman,
K.T., Howard, A.D., Kostura, M.J., Miller, D.K.,
Molineaux, S.M., Weidner, J.R., Aunins, J., et al.,
(1992). A novel heterodimeric cysteine protease is
required for interleukin‐1 beta processing in
monocytes. Nature 356, 768–774.
Tokunaga, F., and Iwai, K. (2012). LUBAC, a novel
ubiquitin ligase for linear ubiquitination, is crucial
for inflammation and immune responses. Microbes
Infect. 14, 563–572.
Tokunaga, F., Sakata, S.I., Saeki, Y., Satomi, Y., Kirisako,
T., Kamei, K., Nakagawa, T., Kato, M., Murata, S.,
Yamaoka, S., et al., (2009). Involvement of linear
polyubiquitylation of NEMO in NF‐κB activation.
Nat. Cell Biol. 11, 123–132.
Tokunaga, F., Nakagawa, T., Nakahara, M., Saeki, Y.,
Taniguchi, M., Sakata, S., Tanaka, K., Nakano, H.,

References
and Iwai, K. (2011). SHARPIN is a component of the
NF‐κB‐activating linear ubiquitin chain assembly
complex. Nature 471, 633–636.
Vartiainen, M., Ojala, P.J., Auvinen, P., Peranen, J., and
Lappalainen, P. (2000). Mouse A6/Twinfilin Is an
Actin Monomer‐Binding Protein That Localizes to
the Regions of Rapid Actin Dynamics. Mol. Cell. Biol.
20, 1772–1783.
Vicente‐Manzanares, M., Choi, C.K., and Horwitz, A.R.
(2009). Integrins in cell migration ‐ the actin
connection. J. Cell Sci. 122, 1473–1473.
Wang, L., Wang, M., Wang, S., Qi, T., Guo, L., Li, J., Qi,
W., Ampah, K.K., Ba, X., and Zeng, X. (2013). Actin
Polymerization Negatively Regulates p53 Function
by Impairing Its Nuclear Import in Response to DNA
Damage. PLoS One 8.
Watanabe, S., Kawamoto, S., Ohtani, N., and Hara, E.
(2017). The impact of SASP and its potential as a
therapeutic target for senescence‐associated
diseases. Cancer Sci. 1–7.
Wegener, K.L., Partridge, A.W., Han, J., Pickford, A.R.,
Liddington, R.C., Ginsberg, M.H., and Campbell, I.D.
(2007). Structural Basis of Integrin Activation by
Talin. Cell 128, 171–182.
Weih, F., and Caamano, J. (2003). Regulation of
secondary lymphoid organ development by the
nuclear factor‐kappa B signal transduction
pathway. Blackwell Munksgaard 195, 91–105.
Weirather, J., and Frantz, S. (2015). Chapter 2 – Role
of the Innate Immune System in Ischemic Heart
Failure. In Inflammation in Heart Failure, pp. 19–38.
Welch, M.D., DePace, A.H., Verma, S., Iwamatsu, A.,
and Mitchison, T.J. (1997). The human Arp2/3
complex is composed of evolutionarily conserved
subunits and is localized to cellular regions of
dynamic actin filament assembly. J. Cell Biol. 138,
375–384.
Whelan, J., Ghersa, P., Hooft van Huijsduijnen, R.,
Gray, J., Chandra, G., Talabot, F., and DeLamarter,
J.F. (1991). An NF kappa B‐like factor is essential but
not sufficient for cytokine induction of endothelial
leukocyte adhesion molecule 1 (ELAM‐1) gene
transcription. Nucleic Acids Res. 19, 2645–2653.
Whittaker, C.A. (2002). Distribution and Evolution of
von Willebrand/Integrin A Domains: Widely
Dispersed Domains with Roles in Cell Adhesion and
Elsewhere. Mol. Biol. Cell 13, 3369–3387.
Wu, C., Asokan, S.B., Berginski, M.E., Haynes, E.M.,
Sharpless, N.E., Griffith, J.D., Gomez, S.M., and Bear,
J.E. (2012). Arp2/3 is critical for lamellipodia and
response to extracellular matrix cues but is
dispensable for chemotaxis. Cell 148, 973–987.
Wu, C., Haynes, E.M., Asokan, S.B., Simon, J.M.,
Sharpless, N.E., Baldwin, A.S., Davis, I.J., Johnson,
G.L., and Bear, J.E. (2013). Loss of Arp2/3 induces an
NF‐κB‐dependent, nonautonomous effect on
chemotactic signaling. J. Cell Biol. 203, 907–916.

79

Wu, J., Vallenius, T., Ovaska, K., Westermarck, J.,
Mäkelä, T.P., and Hautaniemi, S. (2009). Integrated
network analysis platform for protein‐protein
interactions. Nat. Methods 6, 75–77.
Xie, W., Wang, Y., Huang, Y., Yang, H., Wang, J., and
Hu, Z. (2009). Toll‐like receptor 2 mediates invasion
via activating NF‐κB in MDA‐MB‐231 breast cancer
cells. Biochem. Biophys. Res. Commun. 379, 1027–
1032.
Xu, P., Duong, D.M., Seyfried, N.T., Cheng, D., Xie, Y.,
Robert, J., Rush, J., Hochstrasser, M., Finley, D., and
Peng, J. (2009). Quantitative Proteomics Reveals
the Function of Unconventional Ubiquitin Chains in
Proteasomal Degradation. Cell 137, 133–145.
Yago, T., Zarnitsyna, V.I., Klopocki, A.G., McEver, R.P.,
and Zhu, C. (2007). Transport governs flow‐
enhanced cell tethering through L‐selectin at
threshold shear. Biophys. J. 92, 330–342.
Yang, H., Yu, S., Wang, W., Li, X., Hou, Y., Liu, Z., Shi, Y.,
Mu, K., Niu, G., Xu, J., et al., (2017). SHARPIN
Facilitates p53 Degradation in Breast Cancer Cells.
Neoplasia (United States) 19, 84–92.
Yang, Y., Schmitz, R., Mitala, J., Whiting, A., Xiao, W.,
Ceribelli, M., Wright, G.W., Zhao, H., Yang, Y., Xu,
W., et al., (2014). Essential role of the linear
ubiquitin chain assembly complex in lymphoma
revealed by rare germline polymorphisms. Cancer
Discov. 4, 480–493.
Yang, Y., Kelly, P., Shaffer, A.L., Schmitz, R., Yoo, H.M.,
Liu, X., Huang, D.W., Webster, D., Young, R.M.,
Nakagawa, M., et al., (2016). Targeting Non‐
proteolytic Protein Ubiquitination for the
Treatment of Diffuse Large B Cell Lymphoma.
Cancer Cell 29, 494–507.
Zaidel‐Bar, R., Itzkovitz, S., Ma&apos;ayan, A., Iyengar,
R., and Geiger, B. (2007). Functional atlas of the
integrin adhesome. Nat. Cell Biol. 9, 858–867.
Zak, D.E., Schmitz, F., Gold, E.S., Diercks, A.H.,
Peschon, J.J., Valvo, J.S., Niemisto, A., Podolsky, I.,
Fallen, S.G., Suen, R., et al., (2011). Systems analysis
identifies an essential role for SHANK‐associated RH
domain‐interacting
protein
(SHARPIN)
in
macrophage Toll‐like receptor 2 (TLR2) responses.
Proc. Natl. Acad. Sci. 108, 11536–11541.
Zarbock, A., Abram, C.L., Hundt, M., Altman, A.,
Lowell, C.A., and Ley, K. (2008). PSGL‐1 engagement
by E‐selectin signals through Src kinase Fgr and
ITAM adapters DAP12 and FcRγ to induce slow
leukocyte rolling. J. Exp. Med. 205, 2339–2347.
Zhang, Q., Han, D., Wang, R., Dong, Y., Yang, F.,
Vadlamudi, R.K., and Brann, D.W. (2011). C
terminus of Hsc70‐interacting protein (CHIP)‐
mediated degradation of hippocampal estrogen
receptor‐α and the critical period hypothesis of
estrogen neuroprotection. Proc. Natl. Acad. Sci.
108, E617 LP‐E624.
Zhang, X., Kimura, Y., Fang, C., Zhou, L., Sfyroera, G.,
Lambris, J.D., Wetsel, R.A., Miwa, T., and Song, W.C.

80

References

(2007). Regulation of Toll‐like receptor‐mediated
inflammatory response by complement in vivo.
Blood 110, 228–236.

Atypical ubiquitin ligase RNF31: the nuclear factor
modulator in breast cancer progression. BMC
Cancer 16, 1–8.

Zhang, Y., Huang, H., Zhou, H., Du, T., Zeng, L., Cao, Y.,
Chen, J., Lai, Y., Li, J., Wang, G., et al., (2014).
Activation of nuclear factor κb pathway and
downstream targets survivin and livin by SHARPIN
contributes to the progression and metastasis of
prostate cancer. Cancer 120, 3208–3218.

Zhuang, T., Zhu, J., Li, Z., Lorent, J., Zhao, C., Dahlman‐
Wright, K., and Stromblad, S. (2015). p21‐activated
kinase group II small compound inhibitor GNE‐2861
perturbs estrogen receptor alpha signaling and
restores tamoxifen‐sensitivity in breast cancer cells.
Oncotarget 6, 43853–43868.

Zhou, X., Tolstov, Y., Arslan, A., Roth, W., Grüllich, C.,
Pahernik, S., Hohenfellner, M., and Duensing, S.
(2014). Harnessing the p53‐PUMA Axis to
Overcome DNA Damage Resistance in Renal Cell
Carcinoma. Neoplasia (United States) 16, 1028–
1035.

Zhuang, T., Yu, S., Zhang, L., Yang, H., Li, X., Hou, Y., Liu,
Z., Shi, Y., Wang, W., Yu, N., et al., (2017). SHARPIN
stabilizes estrogen receptor α and promotes breast
cancer cell proliferation. Oncotarget 8, 77137–
77151.

Zhu, J., Zhao, C., Kharman‐Biz, A., Zhuang, T., Jonsson,
P., Liang, N., Williams, C., Lin, C.Y., Qiao, Y.,
Zendehdel, K., et al., (2014a). The atypical ubiquitin
ligase RNF31 stabilizes estrogen receptor α and
modulates estrogen‐stimulated breast cancer cell
proliferation. Oncogene 33, 4340–4351.
Zhu, J., Xiong, G., Trinkle, C., and Xu, R. (2014b).
Integrated extracellular matrix signaling in
mammary gland development and breast cancer
progression. Histol. Histopathol. 29, 1083–1092.
Zhu, J., Zhao, C., Zhuang, T., Jonsson, P., Sinha, I.,
Williams, C., Strömblad, S., and Dahlman‐Wright, K.
(2016a). RING finger protein 31 promotes p53
degradation in breast cancer cells. Oncogene 35,
1955–1964.
Zhu, J., Zhuang, T., Yang, H., Li, X., Liu, H., Wang, H.,
Zhu, J., Zhuang, T., Yang, H., Li, X., et al., (2016b).

Zimmermann, O., Zwaka, T.P., Marx, N., Torzewski, M.,
Bucher, A., Guilliard, P., Hannekum, A., Hombach,
V., and Torzewski, J. (2006). Serum starvation and
growth factor receptor expression in vascular
smooth muscle cells. J. Vasc. Res. 43, 157–165.
Zinngrebe, J., Rieser, E., Taraborrelli, L., Peltzer, N.,
Hartwig, T., Ren, H., Kovács, I., Endres, C., Draber,
P., Darding, M., et al., (2016). ‐‐LUBAC deficiency
perturbs TLR3 signaling to cause immunodeficiency
and autoinflammation. J. Exp. Med. 213, 2671–
2689.

Zou, S., Zhu, Y., Wang, B., Qian, F., Zhang, X., Wang,
L., Fu, C., Bao, H., Xie, M., Gao, S., et al., (2017).
The Ubiquitin Ligase COP1 Promotes Glioma Cell
Proliferation by Preferentially Downregulating
Tumor Suppressor p53. Mol. Neurobiol. 54, 5008–
5016.

Painosalama Oy, Turku , Finland 2018

ISBN 978-951-29-7333-0 (PRINT)
ISBN 978-951-29-7334-7 (PDF)
ISSN 0355-9483 (PRINT) | ISSN 2343-3213 (PDF)

