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KEYWORDS Abstract Recently, two mammalian proteins with functional Glu-Pro-lIle-Tyr-Ala (EPIYA) or a
EPIYA (or -like) motif; similar sequence (EPI'YA-like motif) have been identified. Pragmin contains a single EPIYA motif
Mammalian proteins; and p140Cap contains two EPI'YA-like motifs (EPLYA/EGLYA). Searching the human proteome
SFKs; using the NCBI BLAST software revealed that EPIYA-like motifs such as EPLYA, ESIYE,
Bacterial effector proteins EDLYA, ESIYA, EHIYD, EPIYD, ENIYE, EPVYA, EVVYA, and TPLYA (which are present

in bacterial effectors and have roles in virulence) are present in mammalian proteins. Moreover,
several of bacterial EPIY A-like motifs were duplicated in mammalian proteins. Since, only five
mammalian proteins contain EPIYA motif, and there are no mammalian proteins with more than
one copy of the EPIYA motif. We also showed that the most of EPIYA (or -like) motifs in mam-
malian proteins are predicted to be naturally ordered. Moreover, few mammalian proteins contain-
ing EPIYA (or -like) motif were tyrosine phosphorylated. On the other hand, most of the
mammalian proteins contain “unfunctional EPIYA (or -like) motifs”. Notably, regulation of Src
family kinases’ (SFKs) activity (including up and down regulation) originally is mediated by their
own EPIYA like motifs (EPIYI and EPQYQ) and thereby, it seems that EPIYA (or -like) motifs are
“potential regulators of SFKs”. Therefore, it can explain why EPIYA (or -like) motifs are restricted
sites with low copy number in most mammalian proteins whereas in bacterial effector proteins, they
can be universal sites with repetitive copies. In this study, we identified new mammalian proteins
which contain functional EPIYA (or -like) motifs and thereby, their possible roles in cell signal
transduction pathways. In this respect, functional experiments will be necessary to confirm our
findings.
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* Current address: Laboratory of Molecular Medicine Cell 1. Introduction
Biology, Graduate School of Biological Sciences, Nara Institute of
Science and Technology, 8916-5, Takayama, Ikoma, Nara 630-0192, The presence of the Glu-Pro-Ile-Tyr-Ala (EPIYA) motif or a
Japan. .Tel': +8l 743725‘47.0' L. . ) . sequence closely related to the EPIYA motif (EPIYA-like
E-mail addresses: safarifatemeh(@bs.naist.jp, safarif2003 @ gmail. o . . R
com. motif) in effector proteins that play roles in the virulence of
pathogenic bacteria was analyzed (Table 1). Bacterial effector
proteins enter mammalian cells through type III or type IV
secretion systems (T3SS or T4SS), and these effector proteins
are phosphorylated at tyrosine residues located at the EPIYA
(or -like) motif by host kinases, which triggers an interaction
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Table 1 List of bacterial effector proteins which can be tyrosine phosphorylated by host kinases at EPIYA (or -like) motif.
Pathogen Effector EPIYA (or -like) motifs Tyrosine kinases References
protein involved

H. pylori CagA EPIYA SFKs, Abl Poppe et al. (2007), Tammer et al. (2007),
Mueller et al. (2012)

A. phagocytophilum AnkA ESIYE, EDLYA, ESIYA, EPIYA SFKs, Abl Ijdo et al. (2007)

C. trachomatis Tarp ENIYE SFKs, Abl, Syk Mehlitz et al. (2008)

H. ducreyi LspA EPIYG, EPVYA SFKs Deng et al. (2008)

B. henselae Bep EPLYA, EVVYA, TPLYA, EPLYA SFKs (7) Schulein et al. (2005)

EPEC; C. rodentium Tir VNPYA, EHIYD; EPIYD Fyn, Abl Campellone and Leong (2005),

Phillips et al. (2004), Swimm et al. (2004),
Deng et al. (2003)

with host cell SH2 domain-containing proteins and manipu-
lates the function of host cells for more effective infection
and improved colonization (Selbach et al., 2009; Backert
et al., 2010; Hayashi et al., 2013).

Among mammalian proteins, it was demonstrated that
Pragmin EPIYA motif undergoes tyrosine phosphorylation
at the EPIYA motif by Src family kinases (SFKs) or in
response to EGF stimulation. Tyrosine phosphorylation at
the EPIYA allows Pragmin to interact with the SH2 domain
of Csk, and thereby sequesters Csk in the cytoplasm.
Sequestration of Csk by Pragmin has a positive feedback
on SFK activity (Safari et al., 2011). In another study,
Repetto et al. (2013) showed that N-terminal of p140Cap
(also known as SRC kinase signaling inhibitor 1) contains
two EPIYA-like motifs (EPLYA and EGLYA) which can
be tyrosine phosphorylated at EPLYA and EGLYA by c-
Abl or in response to integrin-mediated adhesion and EGF
stimulation. Upon tyrosine phosphorylation, pl40Cap
EPLYA and EGLYA sequences serve as binding sites for

the SH2 domain of Csk (Repetto et al., 2013; Sharma
et al., 2013). Moreover, C-terminal of p140Cap contains a
proline rich sequence which interacts with Src SH3 domain
and thereby, facilitates inhibition of SFK activity by Csk
(Di Stefano et al., 2007). Taken together, it has recently
been proposed that the mammalian EPIYA (or -like) motif
might have been exploited by pathogenic bacteria (Safari
et al., 2011).

In this study, we identified all of bacterial EPTYA-like
motifs in mammalian proteins and by using PhosphoSite, we
explored the functional EPIYA (or -like) motifs in mammalian
proteins. Furthermore, by using RONN tool, we did structure
disorder prediction for mammalian proteins containing EPI-
YA (or -like) motifs. Our results provided new information
about differences between mammalian and bacterial EPIYA
(or -like) motifs. Furthermore, our findings may give insights
into the role of EPIYA (or -like) motif in new mammalian pro-
teins to regulate SFK activity as the target of EPIYA (or -like)
motifs.

) Tyrosine Interacting
A Protein name EPIYA segments phosphorylation partner References
Pragmin/SgK223 (acc# Qs6YVs) REATQPEPIYAESTKRK + -Y391/Y-411:Csk _ Safarietal, 2011
General transcription factor TFIIE, a subunit (Acc# QopoDs) RFNEQIEPIYALLRETE + -Y188:Unknown Luo et al, 2008
Solute carrier family 2/ facilitaed glucose transporter member 3 KDAGVQEPIYATIGAGV _
Transmembrane protein 218 LIHYVLEPIYAKPLHSY -
Coiled-coil domain-contaning protein 146 (CCDC146) KDEKDQEPIYAIVPTIN -
4.0
3.0
F20
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Figure 1  (A) List of human EPIYA containing proteins. By using PhosphoSite, the functional EPIYA motifs containing proteins were

found which are shown in red boxes. The logo plot was also generated with the WebLogo tool. (B) Structure disorder prediction of
mammalian proteins which contain functional EPIY A motif calculated with the RONN tool. (See above-mentioned references for further

information.)
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A Protein name EPIYA segments Tyrosine . Interacting References
phosphorylation partner
[p140Cap/SRC kinase signaling inhibitor 1 (acc# gacoms) MVLVKG DPYGLL + -Y396: Csk Repetto et al, 2013
Oxidative stress-induced growth inhibitor 1 YQSTRQ MGPLAG -
Short transient receptor potential channel 7,3,6 DPGIIS IAVVLS -
Zinc finger SWIM domain-containing protein 4 QQORALP QDKVVR -
Zinc finger SWIM domain-containing protein 5 QORLMP QDKVCR -
\Partitioning defective 3 homolog B (isoform b and ¢) (acc#QsTEWS) PERDHL KVNKPY + -Y1000:Unknown Guetal, 2011
Citron Rho-interacting kinase isoform 1,2 VLVGTE LNVLKN -
Filamin-B isoform s 1,2, 3,4 KFIPRE VDVTYD -
Beta/gamma crystallin domain-containing protein 3 NHCVLE DLTSCG -
Striated muscle preferentially expressed protein kinase isoform 1 HVGSED VSAVNT -
WD repeat and FYVE domain-containing protein 3 AMASDV AVKALV -
Malonyl-CoA-acyl carrier protein transacylase, (mitochondrial GAMEFA VKIRAE -
isoform a precursor) 4.0 —
3.0
B ot Interacti
Protein name EPIYA segments phosgl:((:ilyrig tion nlt;rrz:lc]t;:g References
‘p140Cap/SRC kinase signaling inhibitor 1 (acc# Qocon9) IKIYRKEPLYAAFPGSH + -Y264: Csk Repetto et al, 2013
Putative fidgetin-like protein 2 LAGNLPEPLYAGNACGG -
Girdin isoform X1 (or Girdin iso 5) LAIDMPEPLYAQARNSR -

p140Cap/ SRC kinase signaling inhibitor 1
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(A and B) List of human EPIYA-like motifs (EGLYA and EPLYA) containing proteins. Functional EGLYA and EPLYA

motifs in mammalian proteins are shown in red boxes. Alignment of sequence surrounding EGLYA and EPLY A motifs is displayed and
structure disorder prediction of mammalian proteins which contain functional EPIYA-like motifs (EPLYA or EGLYA) is shown. (See

above-mentioned references for further information.)

2. Material and methods

NCBI (National Center for Biotechnology Information, U.S.
National Library of Medicine, www.ncbi.nlm.nih.gov) was
used to obtain sequences of mammalian EPIYA (or -like)
motif containing proteins.

PhosphoSitePlus was used for the detection of tyrosine
phosphorylation at EPIYA (or -like) containing proteins
(http://www.phosphosite.org) (Hornbeck et al., 2012).

RONN tool was used for prediction of structure disorder of
EPIYA (or -like) motif in mammalian proteins, (www.stru-
bi.ox.ac.uk/RONN) (Yang et al., 2009).

WebLogo 3 was used to align and display protein sequences
(http://code.google.com/p/weblogo/) (Crooks et al., 2004).

3. Results

3.1. Tyrosine phosphorylation and structure disorder prediction
of EPIYA segments in mammalian proteins

It was assumed that flexible feature of bacterial EPIYA (or -
like) segments allows them to interact with huge number of
SH2-domain containing proteins in a tyrosine-phosphoryla-
tion-dependent manner (Hayashi et al., 2012, 2013). Moreover,


http://www.ncbi.nlm.nih.gov
http://www.phosphosite.org
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Table 2 List of Human EPI'Y A-like motif containing proteins (EPIY A-like motifs which are present in bacterial effectors and have
roles in virulence). Mammalian proteins with functional EPIY A-like motifs are shown in red boxes.

EPIYA-like

. Protein name
motifs

Tyrosine
phosphorylation

Interacting

partner References

[Retinal dehydrogenase 2 (acc# 094788)

-Y333: Unknown PhosphoSite: CST Curation Set: 5083, 2008 ‘

ESIYE 1Carcinoembryonic antigen-related cell adhesion molecule 20

Trafficking protein particle complex subunit 8

[ Myotubularin-related protein 6 (acc# Qov217)

-Y108: Unknown Tliuk et al, 2010 ‘

Myotubularin-related protein 8

EDLYA A Early endosome antigen 1
Pre-mRNA-processing-splicing factor 8

L Piezo-type mechanosensitive ion channel component 2
{ Solute carrier family 25 member 38

[Protein unc-119 homolog A

ESIYA

EHIYD 1 ‘Occludin isoforms (Acc# Q16625)

4t -Y287: Unknown Rikova et al, 2007

| Clathrin interactor 1

EPIYD {Nuclear receptor ROR-beta

CUB and sushi domain-containing protein 3
Torsin-1A precursor

Zinc finger protein 568

Zinc finger protein 674

ENIYE A Zinc finger protein 699

Sodium/hydrogen exchanger 9 (acc# Qsive4)

-Y622: Unknown St-Germain et al, 2009

MICAL-like protein 2 (ACC# Q8IY33)

Rikova et al, 2007

Putative ATP-dependent RNA helicase DHX30
LTestis- and ovary-specific PAZ domain-containing protein 1

4
+ -Y59: Unknown

[Palmdelphin (acc# QoNP74)

+ -Y262: Unknown Guo et al, 2008 ‘

EPVYA A Tripartite motif-containing protein (TRIM16L)

-Y228: Unknown Rikova et al, 2007 ‘

\ Rho GTPase-activating protein 27 isoforms (acc# Q6zum4)

EVVYA {Probable ubiquitin carboxyl-terminal hydrolase FAF-X
[39S ribosomal protein L3, mitochondrial

Zinc finger MIZ domain-containing protein 2

9 Bile salt export pump

Xin actin-binding repeat-containing protein 2

LZinc finger protein 469

TPLYA

it was shown that five mammalian proteins contain EPIYA
motif (Safari et al., 2011). Therefore, the question was whether
EPIYA segments in mammalian proteins show order feature
which is different from flexible feature of bacterial EPIYA
segment and thereby, by using Phosphosite, we first explored
tyrosine phosphorylation of EPIYA motif mammalian
containing proteins. Our results showed that two out five
mammalian proteins containing EPIYA motif were tyrosine
phosphorylated (Fig. 1A). We then used RONN tool to
predict disorder structure of EPIYA segments of mammalian
proteins which were tyrosine phosphorylated. Our results
indicated that Pragmin EPIYA segment revealed flexible fea-
ture which is similar to that of bacterial EPIYA segment
(Fig. 1B). This result was not unexpected because of similar
sequences distal between Pragmin EPIYA motif (EPIYAE-
SAKR) and CagA-B EPIYA motif (EPIYAQVAKK).

3.2. Identification of functional EPIY A-like motifs in
mammalian proteins

pl40Cap contains two EPIYA-like motifs (EPLYA and
EGLYA) (Repetto et al., 2013). This result indicates that EPI-
Y A-like motif in mammalian proteins has a function similar to
that of EPIYA motif. Moreover, it raises a possibility that the
EPIY A-like motifs (which are present in bacterial effectors and

have roles in virulence) are present in mammalian proteins. To
examine this possibility, first, we searched EPIY A-like motifs
(EPLYA or EGLYA) in the human proteome by using NCBI
BLAST software and our results showed that 11 mammalian
proteins contain single EGLYA sequences and two mamma-
lian proteins contain single EPLYA sequences (Fig 2A and
B). However, only two out 14 mammalian proteins containing
EGLYA or EPLYA were tyrosine phosphorylated. Disorder
structure prediction for EPIYA-like segments of two mamma-
lian proteins indicated that p140Cap has rigid feature and the
other protein (Partitioning defective 3 homolog B) showed
flexible feature. Interestingly, sequences distal Partitioning
defective 3 homolog B EGLYA (EGLYAKVNKP) showed
homology with CagA-A EPIYA motif (EPIYAKVNKK)
(Fig. 2A). In this respect, it was shown that EPIYA like motifs
such as ESIYE, EDLYA, ESIYA, EPIYG, VNPYA, EHIYD,
EPIYD, ENIYE, EPVYA, EVVYA and TPLYA, which have
roles in virulence, can be found in bacterial effector proteins
(Selbach et al., 2009; Backert et al., 2010; Hayashi et al.,
2013). We then investigated whether mammalian proteins con-
tain such EPIYA-like motifs. Our results revealed that except
EPIYG and VNPYA, all bacterial EPIYA-like motifs are
present in mammalian proteins (Table 2), and bacterial
EPIYA-like motif (ENIYE) is more common in mammalian
proteins (Table 3). Among mammalian proteins containing
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Table 3 Frequencies of the 12 types of bacterial EPIYA-like
motifs in mammalian proteins. "'EGLYA sequence is present in
pl40Cap (i.e. EGLYA sequence is not present in bacterial
effector proteins which were discussed in this study).

EPIYA-like motif

EPLYA
ESIYE
EDLYA
ESIYA
EPIYG
VNPYA
EHIYD
EPIYD
ENIYE
EPVYA
EVVYA
TPLYA
"EGLYA
Total 45

Frequencies

—_— = W00 N WO O~ LW W

Retinal dehydrogenase 2

e e e e e e e e e o0 o e e

Residue position

Probability of Disorder

Myotubularin-related protein 6

S0 40 60 B0 00 130 o 460 10 0 230 40 590 80 00 30 40 0 90 00 430 44 400 B0 B 30 240 50 o0 i 60

Residue position

Probability of Disorder

Occludin

8 VAW
VWS Y
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Probability of Disorder

Palmdelphin

/‘/\\/\,/\ B /\V\‘\//\’A/N\J\VN\\

w

Probability of Disorder

2 40 60 00 400 120 140 160 480 200 220 240 260 200 300 320 M0 0 300 400 420 440 450 430 500 520 540

Residue position

bacterial EPIYA (or -like) motifs, only seven proteins were
tyrosine phosphorylated. Disorder structure prediction of
seven mammalian proteins containing bacterial EPIYA-like
motifs showed that four proteins are naturally disordered
(Fig. 3).

3.3. Hdentification of mammalian proteins with duplication of
bacterial EPIYA like motifs

It was assumed that the presence of numerous EPIYA (or -
like) copies in bacterial effector proteins with disordered
features allowed them to interact with several SH2-domain-
containing proteins (Hayashi et al., 2012, 2013). The presence
of two EPIYA like motifs (EPLYA and EGLYA) in p140Cap,
raises a possibility that the mammalian proteins may contain
duplication of EPIYA like motifs and we wished to know
the structure disorder prediction of them. So, we explored
human proteome to find all proteins with duplication of bacte-
rial EPIYA-like motifs and we found that several bacterial
EPIYA-like motifs are duplicated in mammalian proteins
(eight proteins) and only two of them were tyrosine phosphor-
ylated (Fig. 4A). However, none of them are predicted to be
disordered in EPIYA-like segments (Fig. 4B).

Sodium/hydrogen exchanger 9

oAl

20 40 60 B0 100 120 140 160 480 200 220 240 250 280 300 320 HO 360 360 400 420 440 450 460 500 520 540 560 560 600 620 640

Probability of Disorder

Residue position

MICAL-like protein 2
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S 10 15 20 2 0 W 00 450 50 To K0 60 0 70 80 g0 %00
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Residue position

Rho GTPase-activating protein 27
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S 100 15 20 2 %0 W w0 40 S0 o &0 @0 0 7 0 60

Probability of Disorder

Residue position

o Tyrosineresidues in the
EPIYA - like motifs

Figure 3  Structure disorder prediction of mammalian proteins which contain functional EPIYA-like motifs.
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A Protein name EPIYA segments Tyrosine . Interacting References
phosphorylation  partner
| p140Cap/ SRC kinase signaling inhibitor 1 (acc# Qocom) EPLYA / EGLYA +/+ Y264/-Y396:Csk  Repetto et al, 2013
Myotubularin-related protein 8 EDLYA / EDNYA -/=
Piezo-type mechanosensitive ion channel component EDLYA / EDIYA -/-
CUB and sushi domain-containing protein 3 EPIYD/ EPNYD -/=
Bile salt export pump TPLYA / TPSYA -/-
Xin actin-binding repeat-containing protein 2 TPLYA / QPLYA -/-
Striated muscle preferentially expressed protein kinase isoforms EGLYA / EGEYA -/-
‘WD repeat and FYVE domain-containing protein 3 isoform (acc# QsizQl) FGLYA/ EGLYA +/- Y1327/ : Unknown Huttlin et al, 2010

B

p140Cap/ SRC kinase signaling inhibitor 1

Probability of Disorder

JAVA] /\\W /‘«Mﬁ A
DERA v

5 100 15 200 250 300 3% 400 450 500 50 600 650 700 70 800 850 900 950 1000 1050 1100 1150

Figure 4

Residue position

WD repeat and FYVE domain-containing protein 3

Probability of Disorder

1000

2000

Residue position

with double EPIYA like motifs. (See above-mentioned references for further information.)

@ Tyrosine residues in the
EPIYA - like motifs

(A) List of human proteins which contain double EPTY A-like motif. (B) Structure disorder prediction of mammalian proteins

A Protein name EPIYA segments Tyrosine . Interacting partner References
phosphorylation
c-Src (ACC# P12931) AVSSEEPIYIVTEYM + -Y338: Shpl Barker et al, 1995; Somani et al, 1997
Fyn (acc# poc241) AVVSEEPIYIVTEYM + -Y339: Unknown Moritz et al, 2010
C-Yes (ACCi P07947) AVVSEEPIYIVTEFM + -Y345: Unknown Oppermann et al, 2009
Lyn (acc# Po7948) VVTREEPIYIITEYM + -Y316: Unknown Wolf-Yadlin et al, 2007
Blk (acc# psi4s1) AVVTKEPIYIVTEYM + -Y309: Unknown PhosphoSite: CST Curation Set: 2062, 2006
Hck (acc# pose3n) AVVTKEPIYIITEFM + -Y330: Unknown Oppermann et al, 2009
Lck (acc# po6239) AVVTQEPIYIITEYM - -Y313 _
c- Fgr (accit p09769) AVVSEEPIYIVTEFM - -Y331 -
B
Protein name EPIYA segments Tyrosine . Correspo'nding References
phosphorylation tyrosine
c-Src (ACC# P12931) YFTSTEPQYQPGENL + -Y530 Bjelfman et al, 1990
Fyn (acc# pos241) YFTATEPQYQPGENL -Y531 Peters et al, 1990
c-Yes (ACC# P07947) YFTATEPQYQPGENL + Y537 Park etal, 1993
Lyn (acc# po7948) FYTATEGQYQQQP + -Y508 Hirao et al, 1997
BIk (accs psi4s1) FYTATERQYELQP + -Y501 PhosphoSite: CST Curation Set: 1789, 2006
Hck (accs poss31) FYTATESQYQQP + Y522 Ziegler etal, 1989
Lek (acc# pos239) FFTATEGQYQPQP + -Y505 Marth et al, 1988
c- Fgr (ACCH P09769) YFTSAEPQYQPGDQT + Y523 PhosphoSite: CST Curation Set: 492, 2004

Figure S
further information.)

—t—

AIEEQ 9'38

Weblogo 23

(A and B) The presence of two EPIY A-like motifs (EPIYI and EPQYQ) in SFK members. (See above-mentioned references for
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3.4. The presence of functional EPIY A-like motifs in SFK
members and regulation of SFK activity via their own EPIY A-
like motifs

In the current study, we focused on the functional EPIYA (or -
like) motifs (that have virulence roles in bacterial effector
proteins) in mammalian proteins. However, it was shown that
pl40Cap contains EGLYA sequence that is not present in
bacterial effector proteins. Therefore, it suggests that the
non-bacterial EPTY A-like motifs are also present in mamma-
lian proteins. In this respect, we found that members of Src
family kinases contain duplication of functional EPIY A-like
motifs. It was shown that N-terminal SH2 domain of SHP-1
interacts with phosphorylated tyrosine residue (or-Y338)
which is located at EPIYA-like motif,” EPIYI”, of ¢-Src and
thereby, up regulates Src activity in platelets and lymphocytes
(Smart et al., 1981; Somani et al., 1997). Moreover, Y338 is
conserved in all SFK members, although, the function of this
tyrosine residue in the other SFK members is still unknown
(Fig. 5A). Of note, the activity of SFKs was down regulated
by Csk via EPIYA-like motif “EPQYQ” (Okada et al.,
1988a,b; Okada et al., 1991). On the other hand, Csk is the
responsible kinase which phosphorylates tyrosine residue (or-
Y530 in c-Src) that is located at EPIYA-like motif “EPQYQ”
(Fig. 5B). These results suggest that EPIYA (or -like) motifs
can originally play regulatory roles for SFK members.

4. Conclusion

The sequence EPxYAxV (where x is any amino acid) is signif-
icantly underrepresented in mammalian proteomes (Selbach
et al., 2009). However, the number of mammalian proteins
containing EPTYA-like motifs is not as low as it was proposed
before (Xu et al., 2010; this paper). This difference may be due
to explanation of “EPIYA-like motif”. In the current study,
we identified 50 mammalian proteins which contain bacterial
EPIYA (or -like) motifs. Our results showed that most of
mammalian proteins containing EPIYA (or -like) motifs were
not tyrosine phosphorylated at EPIYA (or -like) motifs and
thereby, they are “unfunctional EPIYA (or -like) motifs™.
Since, bacterial effector proteins containing same EPIYA (or
-like) motifs were tyrosine phosphorylated. In this regard, we
found that out of 11 functional EPIYA (or -like) motifs in
mammalian proteins, six proteins were predicted to be
naturally unfolded. Moreover, out of 39 proteins containing
unfunctional EPIYA (or -like) motif, 32 proteins were
predicted to be ordered at EPIYA (or -like) segments. There-
fore, in mammalian proteins containing EPIYA (or -like)
motif, tyrosine phosphorylation at unfolded EPIYA (or -like)
segments is more frequent than ordered EPIYA (or -like) seg-
ments. Although, bacterial effector proteins were continuously
tyrosine phosphorylated by host tyrosine kinases which seems
to be due to unfolded nature of bacterial EPIYA (or -like)
motifs. Our results also raise a possibility that EPIYA (or -
like) motifs can be potential regulators of SFK members in
the cell machinery. On the other hand, SFK activity can be
directly regulated via their own EPIYA-like motifs (EPIYI
and EPQYQ) or via indirect feedback by functional EPIYA
(or -like) motifs containing proteins (including mammalian
proteins and pathogenic effector proteins). During long-term
co-evolution with hosts, pathogenic bacteria enable to employ

host key regulators such as EPIYA (or -like) to better coloni-
zation. These key regulators were expanded via recombination
(Furuta et al., 2011; Majazki et al., 2013). However, in the
mammalian hosts, such key regulators are mostly unfunctional
with low copy number. Furthermore, it seems that intramolec-
ular interactions in mammalian proteins containing EPIYA
(or -like) allowed the EPIYA (or -like) segments to be as unac-
cessed sites. Notably, SFKs have pleiotropic functions in the
regulation of fundamental cellular processes. SFKs are highly
conserved across the animal kingdom, and regulation of SFKs
is a prerequisite for evolution of multicellular animals (Segawa
et al., 2006; Okada, 2012). Our findings showed that via tyro-
sine phosphorylation at EPIYA (or -like) motifs, mammalian
proteins can interact with Csk (Safari et al., 2011; Repetto
et al., 2013) and SHP-1 (Somani et al., 1997). In this study, sev-
eral mammalian proteins with functional EPIYA (or -like)
motifs were identified for which interacting partner(s) are still
unknown. So, it would be interesting to gain a better under-
standing of SFK activity via EPIYA (or -like) motifs. More-
over, elucidation of the structure of mammalian proteins
containing EPIYA (or -like) motif proteins will provide more
information on the specificity of mammalian EPIYA (or -like)
segments. It is known that SFKs are activated in some human
cancers, including colon and breast cancer (Summy and
Gallick, 2003). In this respect, the role of Pragmin EPIYA
motif in activation of SFKs should be explored. Notably,
SFKs are candidates for the treatment of human cancers
(Kopetz et al., 2007; Hollande et al., 2010). Therefore, the
specificity of EPIYA (or -like) segments to regulation of
SFK activity should be further explored.
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