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SUPPLEMENTARY MATERIALS S. A. KOZIN, ET AL. “PEPSTRING SERVER AS A TOOL TO SEARCH FOR SHORT
AMINO ACID SUBSEQUENCES: IDENTIFICATION OF POTENTIAL AMYLOID-BETA TARGETS"”

Table S1. Conservativity of the EVHH fragment in human proteins. The entries are listed in descending order of conservativity all isoforms
containing the EVHH fragment

683/800
(85.4%)

Q13634
Q13634-2

Cadherin-18

46-49

AF-Q13634-F1:
EVHH site is part
of propeptide 25-53,
in the structure of the
AF model it is located
in a disordered loop,
on the protein surface

1ZE9 - with Zn**

SHTOLLYV HOUYVHSHY
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437/995
(43.9%)

Q06124
Q06124-1
Q06124-3

Tyrosine-protein
phosphatase non-
receptor type 11

441-444

3b70:
Tyrosine-protein
phosphatase domain,
EVHH site is part of
a-helix, on the protein
surface

EE

HHK

SHTOLLYV HOUYVHSHY
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276/965
(28.6%)

154/844
(18.2%)

QIY2E6
QIY2E6-2

Q58FF7

E3 ubiquitin-
protein ligase
DTX4

Putative heat
shock protein
HSP 90-beta-3

575-578

4-7

AF-QI9Y2E6-F1:
EVHH site is located
in disordered loop in

extended conformation,
on the protein surface

AF-Q58FF7-F1:
EVHH site is a part
of the N-terminal
disordered region in
extended conformation,
on the protein surface

SHTOLLYV HOUYVHSHY
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134/990
(13.5%)

Q6ZSZ5

Q6ZSZ5-1
Q6ZSZ5-2
Q6ZSZ5-5
Q6ZSZ5-6

Rho guanine
nucleotide
exchange factor
18

459-462

AF-Q6ZSZ5-F1:
EVHH site is a part of
a-helix inside protein

globule

SHTOLLYV HOUYVHSHY
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100/991
(10.1%)

Q86SQ4
Q86SQ4-2
Q86SQ4-3
Q86SQ4-4

Adhesion
G-protein coupled
receptor G6

797-800

AF-Q86SQ4-F1:
EVHH site is located in
the loop of B-stranded

GAIN B domain

(PRU00098) which
mediates interaction
with laminin-2, on the
protein surface

SHTOLLYV HOUYVHSHY
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47/522
(9.0%)

QIY4G2

Pleckstrin
homology
domain-
containing family
M member 1

233-236

AF-Q9Y4G2-F1:
EVHH site is a part of
disordered region in
extended conformation,
on the protein surface

IE

HHS

SHTOLLYV HOUYVHSHY
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60/1000
(6.0%)

48/1000
(4.8%)

P54296

Q5TG30

Myomesin-2

Rho GTPase-
activating protein
40

751-754

392-395

AF-P54296-F1:
EVHH site is a B-hair-
pin turn of fibronectin
type-III 4 domain, on

the protein surface

AF-Q5TG30-F1:
EVHH site is located in
the loop after a-helix
of Rho-GAP domain,
on the surface

REVHHK

DEVHHN

SHTOLLYV HOUYVHSHY
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25/960
(2.7%)

P10912
P10912-2
P10912-3
P10912-4

Growth hormone
receptor

71-74

laxi: absent
AF-P10912-F1:
EVHH site is located in
disordered loop, on the
protein surface

DEVHHG

SHTDILYV HOYVISHY
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22

4/262
(1.5%)

QIHOD2
QIHO0D2-2

Zinc finger pro-
tein 541

218-221

AF-QIHOD2-F1:
EVHH site is a part of
a-helix of C2H2-type 3
domain, on the protein

surface

YEVHHG

SHTOLLYV HOUYVHSHY
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4/998
(0.4%)

P41226

Ubiquitin-like
modifier-activat-
ing enzyme 7

283-286

8se9: EVHH site is a
part of a-helix, on the
protein surface

QEVHHA

SHTOLLYV HOUYVHSHY
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Fig. S1. PepString database structure (made by https: / /dbdiagram.io /d)
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