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Ta6J'II/II_[BI HpOTCOMHOfI I/II[eHTI/I(l)I/IKaHI/II/I, OTpaXXaromue M3MCHCHHA OTHOCUTCIIBHOI'O COACPKaHUA

OEJIKOB MMOYEK, CBS3aBIIMXCS ¢ nenTtuaaMu peHanassl RP224-232 u RP233-239, y runepreH3uBHBIX

kpbic (SHR), o cpaBHEHHIO KOHTPOJILHBIME HOPMOTEH3UBHBIME KUBOTHBIME (WKY).

Tabnuma S1. [Iporeomuast uaeHTUPUKAIUS YBETUYCHHUSI OTHOCUTEIBHOTO COJIEPKaHUS

CBSI3aBIIMXCS C ENTUIOM peHanazbl RP224-232 6enKxoB mouex rurnepTOHNYECKIX KPBIC 110

CpPaBHCHHIO C KOHTPOJIbHBIMU )KUBOTHBIMH.

Ne Homep B | I'enmo | Ha3sanwme Genka | ®@yn |[Jlokanusza- |[-LOG(P- [Kpar-
0aze Uniprot | mo Uniprot KK (U 3Ha4Ye-  |[HOCTb
Uniprot u HIE) H3MEHE-
HUA
1 BS5DFN2 | Ahcyll | S- 3 DIIP, 11, 3,779 11,181
adenosylhomo- 1M,
cysteine hydro- Mu
lase-like protein 1
2 035244 | Prdx6 | Peroxiredoxin-6 | 4 L1, JI 1,260 3,192
3 035331 | Pdxk Pyridoxal kinase | 3 1 2,293 7,135
4 035763 | Msn Moesin 2 ITM, 11, LIC, (2,076 3,250
M
5 088989 | Mdhl | Malate 1 I 3,263 6,175
dehydrogenase,
cytoplasmic
6 P00502 | Gstal | Glutathione S- 4 I 4,122 65,325
transferase alpha-
1
7 P02688 Mbp Myelin basic 2 M 1,424 1,506
protein
8 P04636 | Mdh2 | Malate 1 Mx 2,657 7,398
dehydrogenase,
mitochondrial
9 P04762 | Cat Catalase 4 I1 7,566 233,931
10 Q5BJ93 | Enol Phosphopyruvate | 1 L 1,226 1,317
hydratase
11 P04797 Gapdh | Glyceraldehyde- |1 L1, Ic, A 1,166 1,527
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3-phosphate

dehydrogenase
12 AOAQ096 | Fnl Fibronectin M, M, 1,737 4,578
P6L8 OIIP, T’
13 P05426 | Rpl7 60S ribosomal 1 3,736 8,733
protein L7
14 P05545 | Serpina | Serine protease C 2,559 7,254
3k inhibitor A3K
15 P06761 Hspa5 | Endoplasmic DI1P, Me, 11 |2,405 3,102
reticulum
chaperone BiP
16 P07335 Ckb Creatine kinase 11, Mx 1,522 5,947
B-type
17 P08461 | Dlat Dihy- Mx 2,559 65,208
drolipoyllysine-
residue acetyl-
transferase com-
ponent of py-
ruvate dehydro-
genase complex,
mitochondrial
18 P09606 | Glul Glutamine [1M, 11, 1,560 1,818
synthetase OIIP, M,
Mu, Mx
19 P09895 Rpl5 60S ribosomal L1, s 2,597 10,836
protein L5
20 PODP31 | Calm3 | Calmodulin-3 L1, [IC 4,512 12,164
21 G3Vv6D3 | Atp5fl | ATP synthase M 3,298 3,519
b subunit beta
22 P10760 | Ahcy Adenosylhomocy L 3,929 4,228
steinase
23 P12001 | Rpl18 | 60S ribosomal L1, OI1P 4,595 21,946
protein L18
24 Q6PDV6 | Rpsl4- | RCG46686, P 3,548 9,286
ps7 isoform CRA _a
25 P15865 | H1-4 Histone H1.4 s 4,111 2,117
26 P15999 | Atp5f1 | ATP synthase Mx, [IM 1,524 3,419
a subunit alpha,
mitochondrial
27 P17074 | Rps19 | 40S ribosomal I, P, A 1,840 3,592
protein S19
28 P17077 | Rpl9 60S ribosomal I 5,050 45,834
protein L9
29 P19112 | Fbpl Fructose-1,6- I 3,095 2246,794
bisphosphatase 1
30 P19804 Nme2 | Nucleoside L1, A 2,987 6,323

diphosphate
kinase B
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31 P19945 | Rplp0 | 60S acidic ribo- L1, s 1,908 2,218
somal protein PO
32 P21531 | Rpl3 60S ribosomal s, 10 4,483 11,748
protein L3
33 P21533 | Rpl6 60S ribosomal L1, OI1P 5,400 80,472
protein L6
34 B2RYU2 | Rpl12 | 60S ribosomal 1 4,508 20,468
protein L12
35 P26772 Hspel | 10 kDa heat Mx 3,996 28,237
shock protein,
mitochondrial
36 p27867 | Sord Sorbitol [IM, M, Mx (2,062 15,598
dehydrogenase
37 D3ZT78 | AABR | 40S ribosomal 1 2,130 14,543
070291 | protein S2
95.1
38 P28480 | Tcpl T-complex pro- L, Mt 1,823 9,258
tein 1 subunit al-
pha
39 P29314| | Rps9 40S ribosomal I, P 4,301 3,979
protein S9
40 P41123 | Rpl13 | 60S ribosomal 1 3,241 4,405
protein L13
41 P42123 | Ldhb L-lactate dehy- I, M, Mx (1,628 5,003
drogenase B
chain
42 P47942 Dpysl2 | Dihydropyrimidi L, M 1,970 7,747
nase-related
protein 2
43 P48500 | Tpil Triosephosphate Mx, 51 4,738 7,322
isomerase
44 P48721 Hspa9 | Stress-70 protein, Mx, S 4,003 49,776
mitochondrial
45 P49242 Rps3a | 40S ribosomal 11, s 3,566 17,701
protein S3a
46 P50137 Tkt Transketolase 11 4,399 50,538
47 AOAQH2 | Rps20 | 40S ribosomal L1, s 3,913 97,196
UHG7 protein S20
48 AOA0G2 | LOC31 | Ribose-phosphate I 1,177 10,972
JSV3 4140 diphosphokinase
49 BSDEL9 | Rps7 40S ribosomal I 4,566 20,036
protein S7
50 B2RYR8 | Rps8 40S ribosomal I 2,490 19,428
protein S8
51 P62246 | Rpsl5a | 40S ribosomal L 4,254 21,890
protein S15a
52 P62250 | Rps16 | 40S ribosomal 1 3,290 96,403
protein S16
53 P62268 | Rps23 | 40S ribosomal L1, OITP 2,405 18,155
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protein S23

54 P62271 Rps18 | 40S ribosomal L] 2,961 9,267
protein S18
55 P62278 | Rps13 | 40S ribosomal I 2,593 70,031
protein S13
56 P62282 Rps1l | 40S ribosomal I 3,804 10,899
protein S11
57 FIMO013 | Rpl7a | 60S ribosomal 1 5,939 38,699
protein L7a
58 X1WI37| | Rpsdx | 40S ribosomal L 3,550 53,085
X1WI37 protein S4
59 P62718 | Rpl18a | 60S ribosomal 1 6,913 68,526
protein L18a
60 P62752 | Rpl23a | 60S ribosomal L1, s 4,742 27,412
protein L23a
61 P62755 | Rps6 40S ribosomal L1, s 4,097 6,467
protein S6
62 FIM6F4 | AABR | 40S ribosomal 1 2,254 44,576
070712 | protein S25
94.1
63 P62856 - | Rps26 | 40S ribosomal 1 2,996 7,268
RS26 protein S26
|
64 P62859 Rps28 | 40S ribosomal 11, OIIP 2,584 2,433
protein S28
65 P62890 | Rpl30 | 60S ribosomal 1 6,697 232,335
protein L30
66 P62907 Rpl10a | 60S ribosomal 1 4,749 9,977
protein L10a
67 P62909 Rps3 40S ribosomal 11, M, Mx, 514,376 47,671
protein S3
68 P62914 | Rplll | 60S ribosomal L1, A 3,699 18,267
protein L11
69 P62919 Rpl8 60S ribosomal I, P 2,986 158,494
protein L8
70 P63018 Hspa8 | Heat shock cog- 11, Me, 5I, 5,133 3,549
nate 71 kDa pro- [TM
tein
71 P63039 Hspdl | 60 kDa heat Mx 3,497 33,250
shock protein,
mitochondrial
72 P63245| | Rackl | Receptor of acti- M, I, 1 1,016 1,779
vated protein C
kinase 1
73 R9PXU6 | Vcl Vinculin M, I, M (1,660 1,953
74 G3Vv7J0 | Aldh6a | Aldehyde dehy- Mx, S 5,439 29,684
1 drogenase 6 fami-
ly, member Al
75 QAKLF8 | Arpc5 | Actin-related pro- L1, 1 1,173 2,714




tein 2/3 complex
subunit 5

76

Q4KLZ6

Tkfc

Triokinase/FMN
cyclase

=

2,335

10,587

77

Q5XIM9

Cct2

T-complex pro-
tein 1 subunit be-
ta

2,968

19,979

78

Q63716

Prdx1

Peroxiredoxin-1

3,891

14,267

79

Q68FP1

Gsn

Gelsolin

1,635

13,918

80

QBAYAL

Garl

H/ACA ribonu-
cleoprotein com-
plex subunit 1

S e e
@]

3,179

8,416

81

Q6P502

Cct3

T-complex pro-
tein 1 subunit
gamma

=

4,363

11,361

82

Q6PDV7

Rpl10

60S ribosomal
protein L10

11, 51, DIIP

3,891

8,983

83

Q6QON1

Cndp2

Cytosolic non-
specific
dipeptidase

3,108

32,478

84

Q6URK4

Hnrnpa

Heterogeneous
nuclear
ribonucleoprotein
A3

1,132

1,587

85

Q7TPB1

Cct4

T-complex pro-
tein 1 subunit
delta

2,940

19,860

86

Q8VID1

Dhrs4

Dehydrogen-
ase/reductase
SDR family
member 4

4,921

99,405

87

Q9EPHS

Pabpcl

Polyadenylate-
binding protein 1

4,355

10,976

88

Q9ER34

Aco2

Aconitate
hydratase,
mitochondrial

2,303

44,971

89

QIWVK
3

Pecr

Peroxisomal
trans-2-enoyl-
CoA reductase

4,061

115,331

90

Q8VHV7

Hnrnph

Heterogeneous
nuclear
ribonucleoprotein
H

1,275

1,617

91

D4A8D5|

FInb

Filamin B

0,798

1,843

92

G3VIR8

Hnrnpc

Heterogeneous
nuclear
ribonucleoprotein
C

4,937

1,447
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93 AOA0G2 | Ugp2 UTP--glucose-1- | 1 L1 1,518 2,169
K542 phosphate
uridylyltransferas
e

94 AOAOUL | Srsf3 Serineand argi- | 5 Kl 2,287 3,466
RRV7 nine rich splicing
factor 3

95 BOBN81| | Rps5 Ribosomal 5
protein S5

2,738 2,365

96 BSDFAQ | Vill Vill protein 2 4,539 272,801

97 COJPT7 | Flna Filamin A 2 3,552 3,489

98 D4AC23 | Cct7 T-complex pro- 4
tein 1 subunit eta

2,623 39,470

El EEE E
=
=
=
!

o8

99 MOR907 | Snrpd3 | Small nuclear 5
ribonucleoprotein
Sm D3

5,175 46,080

100 Q5M8C3 | Serpina | Serine (Or cyste- | 3 1 2,656 33,328
4 ine) proteinase
inhibitor, clade A
(Alpha-1 antipro-
teinase, antitryp-
sin), member 4

101 Q3MHS9 | Cctéa | Chaperonincon- |4 1 3,288 14,311
taining Tcpl,
subunit 6A (Zeta
1)

102 P45953 | Acadvl | Very long-chain |7 Mx 2,634 43,635
specific acyl-
CoA dehydro-
genase, mito-
chondrial

103 P04276 | Gc Vitamin D- 2 C 5,709 84,305
binding protein

104 Q6P3V9 | Rpl4 60S ribosomal 5
protein L4

6,780 25,888

105 P47198 | Rpl22 | 60S ribosomal 5
protein L22

2,313 45,322

= E E

106 Q6PDW1 | Rps12 | 40S ribosomal 5
protein S12

3,892 14,112

3nechk u B Tabmumax S2- S4 mudpsl B KOJIOHKE «(YHKITUNY» 0003HAYAIOT CIISAYONINe () YHKITHO-
HaJbHBIE TPYIIHEI 0enkoB: 1. benku/hepMeHThl, y9acTBYIOIINE B MPOIIECCaX TeHEPaluy YHEPTUH U
yriieBoHOTO 0OMeHa. 2. benku, yuacTByromue B 00pa3oBaHUM IIUTOCKENETa U dK3o1uTo3e. 3. ben-
KM, YYaCTBYIOIINE B TIepelaye CUTHANIA U PETrYIISIINN aKTHBHOCTH (hepMeHTOB. 4. AHTHOKCH/IaHT-
HbI€ U 3alIUTHBIE OeTKU/pepMeHTHI. 5. beaKu-peryasTopbl SKCIPECCUH T€HOB, KJIIETOUHOTO Jieje-
HUS 1 JuddepeHunpoBku. 6. DepMeHTHI, yJacTBYIOIIUE B MeTaboIn3Me OEJIKOB, aMUHOKUCIIOT U
IPYTUX a30TUCTHIX coenuHeHuil. 7.depMeHTsl, yyacTByrolMe B MeTabonu3me Tunuaos. Jlokanuza-
s 6enkoB: 1] — nuromnasma, S — sapo, M — memOpansl, [IM — mnazmaTtudeckas MeMOpana, Mx —
MUTOXOHIpHH, Mu — MuKpocoMbl, Me — Menanocomsl, JI1P — sugonnazmatudeckuii petukynym, I

6
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— komiuiekce ["onbmku, JI — muzocomsl, Cn — crutaiicocomsl, Be — Be3ukyiebl, I1 — nepokcucomsl, C —

cekpeTupyembie Oenku, BHe — BHEKJIETOUHOE MPOCTPAHCTRO.

Tabmuua S2. [IporeomHast HACHTU(UKAIMS YMEHBIICHUS OTHOCUTEIBHOTO COJICPKAHUS

CBSI3aBIIKXCS C MENTUAOM peHanaszbl RP224-232 6enkoB mouek runepTOHHYECKUX KPBIC TI0 CPaB-

HCHHIO

C KOHTPOJIbHBIMH JKHBOTHBIMMU.

Ne Homep B | I'enno | Hazanue Genka | ®yn [Jlokanusza- |- KparHocts
Oaze Uniprot | mo Uniprot KM (U LOG(P- u3amenenus
Uniprot u 3Have-
HUE)
1 ASUMV | H23j Histone H2A.J 5 A 1,927 (0,590
8
2 F1LQ48 | Hnrnpl | Heterogeneous 5 A, 1 1,447 10,404
nuclear
ribonucleoprotein
L
3 P62494 Rablla | Ras-related pro- |2 s, OIIP, Be, |1,992 |0,558
tein Rab-11A M, IIM
4 P04785| | P4hb Protein disulfide- | 4 OIIP, Me, (2,252 (0,437
isomerase M
5 P05197 Eef2 Elongation factor | 5 L1, A 6,436 0,123
2
6 PO7150 | Anxal | Annexin Al 2 [TM, 11 2,429 (0,021
7 P62986 | Uba52 | Ubiquitin-60S 5 L1, s 4,480 (0,332
ribosomal protein
L40
8 P10111 Ppia Peptidyl-prolyl 6 LI, 4, C 0,892 (0,476
cis-trans isomer-
ase A
9 P11442| | Cltc Clathrin heavy 2 [, M 3,101 (0,420
chain 1
10 P11980 | Pkm Pyruvate kinase 1 L1, s 2,162 10,338
PKM
11 P16617 Pgkl Phosphoglycerate | 1 L] 3,480 (0,246
kinase 1
12 P25113 Pgaml | Phosphoglycerate | 1 L1, 51 1,973 0,252
mutase 1
13 P34058 Hsp90a | Heat shock pro- | 4 M, M, 11, (2,629 |0,539
bl tein HSP 90-beta s, C
14 P35565 Canx Calnexin 4 OIIP, Me 2,691 (0,161
15 P38983 Rpsa 40S ribosomal 5 M, M, 4, 1,174 (0,702
protein SA L1
16 P45592 | Cfll Cofilin-1 2 s, 1, M 3,161 0,381




17 P46462 Vcep Transitional II, OI1P, 51 (1,529 (0,551
endoplasmic
reticulum
ATPase
18 P60711 | Actb Actin, L1, s 5,130 [0,332
cytoplasmic 1
19 P62260 | Ywhae | 14-3-3 protein I, s, Me 2,777 (0,441
epsilon
20 P62804 | H4c2; | Histone H4 s 1,688 0,554
Hist1h4
m;
H4cl16
21 P62815 Atp6vl | V-type proton Me, 1M, 11, 1,558 |0,669
b2 ATPase subunit Be
B, brain isoform
22 P63102 Ywhaz | 14-3-3 protein L] 2,577 0,337
zeta/delta
23 P68370 | Tubala | Tubulin alpha-1A L], Mt 3,898 (0,206
chain
24 P69897 | Tubb5 | Tubulin beta-5 1 4,836 (0,168
chain
25 P82995 Hsp90a | Heat shock pro- M, 11, M, 2,551 (0,340
al tein HSP 90- Mx, 51
alpha
26 P84245 | H3-3b | Histone H3.3 1 1,667 0,205
27 P85108 | Tubb2a | Tubulin beta-2A 11, Mt 1,835 0,357
chain
28 Q07936 | Anxa2 | Annexin A2 M, C 4,115 (0,087
29 Q08163 | Capl Adenylyl M, M 1,542 0,697
cyclase-
associated protein
1
30 Q5RKI0 | Wdrl WD repeat- 1 1,089 0,550
containing
protein 1
31 Q5XFX0 | Tagln2 | Transgelin-2 L 3,437 (0,215
32 Q5XIF6 | Tubada | Tubulin alpha-4A 11 2,444 10,203
chain
33 Q63081 | Pdia6 Protein disulfide- 1M, OITP, (1,402 (0,715
isomerase A6 M
34 Q63279 | Krtl19 Keratin, type | I 3,506 0,080
cytoskeletal 19
35 Q63598 | PIs3 Plastin-3 I 0,892 10,529
36 Q64119 | Myl6 Myosin light L] 1,600 |0,787
polypeptide 6
37 Q68FR6 | Eeflg Elongation factor L1, S 1,191 0,557

1-gamma




38 Q6MG61 | Clicl Chloride s, 10, IIM 1,451 (0,482
intracellular
channel protein 1
39 Q6POKS8 | Jup Junction 1, M 3,112 10,136
plakoglobin
40 Q9Z1P2 | Actnl Alpha-actinin-1 I, M, [IM (2,032 (0,231
41 Q9Z2L0 | Vdacl | Voltage- M 1,977 (0,357
dependent anion-
selective channel
protein 1
42 G3V9G4 | Acly ATP-citrate L 1,334 (0,342
synthase
43 Q4KMT71 | Sfpg Splicing factor A 1,354 (0,602
proline and glu-
tamine rich
44 B2RYQ5 | Erh Enhancer of 1 1,678 0,416
rudimentary
homolog
45 A7VJC2 | Hnrnpa | Heterogeneous I, 4, C 2,725 10,254
2bl nuclear ribonu-
cleoproteins
A2/B1
46 F1ILMV6 | Dsp Desmoplakin 1M, M 4,167 10,081
47 P52296 Kpnbl | Importin subunit L1, s 1,885 0,156
beta-1
48 Q62812 | Myh9 Myosin-9 L1, Be 4,789 0,052
49 G3V7C6 | Tubb4b | Tubulin beta 1 2,923 10,299
chain
50 G3V8C3 | Vim Vimentin M, I, M, (0,873 |0,561
1
51 G3V9A3| | Sfn RCG31390 L1, S 2,259 (0,004
52 Q7TP47 | Syncrip | Heterogeneous A, 11 3,106 (0,405
nuclear
ribonucleoprotein
Q
53 MORD14 | LOC10 | Pyruvate kinase I 2,625 10,337
036273
8
54 P25809 Ckmtl | Creatine kinase M, Mx 1,484 (0,627
U-type, mito-
chondrial
55 Q6P3V8 | Eif4al | ATP-dependent 11 2,522 0,281
RNA helicase

Tabnuma S3. TIpoTeomHas HaeHTU(UKANNS YBEITUICHHUSI OTHOCHTEIBLHOTO COACPKAHUS
CBSI3aBIINXCSA C TENTHIOM peHana3sl RP233-239 GenkoB moyek runepToHNYECKUX KPBIC

MO0 CPAaBHCHUIO C KOHTPOJIbHBIMU KUBOTHBIMU.
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https://www.ebi.ac.uk/QuickGO/term/GO:0005737

Ne Homep B | I'en mo Ha3Banue 6enka | ®yn | Jlokanus | - Kpatnoct
0aze Uniprot | mo Uniprot KK | anus LOG( | »
Uniprot u P- W3MEHEHU

3Ha4yc A
HUE)
1 P62494 Rablla | Ras-related 2 S, OIIP, | 2,442 | 1,548
protein Rab-11A Be, M,
M
2 070351 | Hsd17bl | 3-hydroxyacyl- 7 Mx 1,762 | 4,919
0 CoA
dehydrogenase
type-2
3 088989 | Mdh1 Malate 1 11 3,055 | 2,404
dehydrogenase,
cytoplasmic
4 P00507 | Got2 Aspartate 6 IIM, M, | 2,758 | 2,145
aminotransferase, Mx
mitochondrial
5 P00564 | Ckm Creatine kinase 1 11 1,611 | 1,354
M-type

6 P02688 | Mbp Myelin basic 2 M 1,107 | 2,101

protein

7 P02761 Major urinary 3 I, C 1,560 | 8,589

protein

8 P04636 | Mdh2 Malate 1 Mx 2,579 | 1,760

dehydrogenase,
mitochondrial

9 B5DEN4 | Ldha L-lactate 1 11 2,380 | 1,544

dehydrogenase

10 P04762 | Cat Catalase 4 IT 2,474 | 21,061

11 A0A096 | Fnl Fibronectin 4 I, M, |1,628 | 1,507
P6L38 SIIP, T’

12 P05065 | Aldoa Fructose- 1 11 3,593 | 6,666

bisphosphate

10


https://www.uniprot.org/locations/SL-0176

aldolase A

13

P05426

Rpl7

60S ribosomal
protein L7

1,973

1,933

14

P0O6761

Hspab

Endoplasmic
reticulum
chaperone BiP

1,966

1,758

15

P0O7335

Ckb

Creatine kinase
B-type

2,039

2,279

16

P07340

Atp1bl

Sodium/potassiu
m-transporting
ATPase subunit
beta-1

IIM

1,932

1,446

17

Q6LDS4

Sod1

Superoxide
dismutase [Cu-
Zn]

2,285

6,793

18

PO7756

Cpsl

Carbamoyl-
phosphate
synthase
[ammonia],
mitochondrial

Mx, S

2,569

8,299

19

P08461

Dlat

Dihydrolipoyllysi
ne-residue
acetyltransferase
component of
pyruvate
dehydrogenase
complex,
mitochondrial

3,179

8,805

20

P09034

Assl

Argininosuccinate
synthase

4,288

11,096

21

P09606

Glul

Glutamine
synthetase

1M, 11,
OIIP, M,
Mu, Mx

2,963

1,894

22

P62986

Uba52

Ubiquitin-60S
ribosomal protein
L40

I, A

1,942

2,059

11
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23 PODMW | Hspalb | Heat shock 70 L1 1,697 | 1,247
1 kDa protein 1B

24 PODP31 | Calm3 Calmodulin-3 11 1,837 | 2,250

25 P10111 | Ppia Peptidyl-prolyl I, 4,C | 1,446 | 1,586
cis-trans
iIsomerase A

26 G3V6D3 | Atp5flb | ATP synthase M 2,830 | 2,420
subunit beta

27 P10860 | Gludl Glutamate OI1P, 2,432 | 3,742
dehydrogenase 1, Mx
mitochondrial

28 P11980| | Pkm Pyruvate kinase I0, A 2,092 | 1,416
PKM

29 P12001 Rpl18 60S ribosomal I, OI1P | 1,154 | 1,868
protein L18

30 P15865 | H1-4 Histone H1.4 | 2,329 | 2,314

31 P15999 | Atp5fla | ATP synthase Mx, [IM | 3,031 | 2,234
subunit alpha,
mitochondrial

32 P16086 | Sptanl Spectrin alpha I 2,895 | 3,452
chain, non-
erythrocytic 1

33 P16617 | Pgkl Phosphoglycerate 11 1,351 | 1,930
kinase 1

34 P17077 | Rpl9 60S ribosomal L1 2,372 | 4,488
protein L9

35 P17764 | Acatl Acetyl-CoA Mx 1,170 | 2,348
acetyltransferase,
mitochondria

36 P19112 | Fbpl Fructose-1,6- L1 2,669 | 42,678
bisphosphatase 1

37 P19804 | Nme2 Nucleoside L0, 51 1,550 | 2,663

diphosphate

12



kinase B

38 P21531 Rpl3 60S ribosomal | 1,370 | 3,054
protein L3

39 P21533 Rpl6 60S ribosomal I, oI1P | 2,188 | 3,676
protein L6

40 P21707 | Sytl Synaptotagmin-1 Be, M, I | 1,577 | 1,306

41 P24049 | Rpll7 60S ribosomal 11 2,760 | 3,930
protein L17

42 P25113 | Pgaml Phosphoglycerate I, s 2,078 | 2,404
mutase 1

43 P26772 | Hspel 10 kDa heat Mx 2,497 | 2,862
shock protein,
mitochondrial

44 P27605 | Hprtl Hypoxanthine- L1 1,295 | 1,693
guanine
phosphoribosyltra
nsferase

45 P34058 | Hsp90ab | Heat shock IIM, M, | 1,696 | 1,473

1 protein HSP 90- 0, A, C

beta

46 P38983 | Rpsa 40S ribosomal M, M, | 3,054 | 1,904
protein SA A, 10

47 P42123 | Ldhb L-lactate I, M, 2,611 | 2,122
dehydrogenase B Mx
chain

48 P47942 | Dpysl2 Dihydropyrimidin I, M 2,270 | 2,025
ase-related
protein 2

49 P48721 | Hspa9 Stress-70 protein, Mx, S 3,883 | 1,845
mitochondrial

50 P49242 Rps3a 40S ribosomal I0, s 2,391 | 3,639
protein S3a

51 P49432 | Pdhb Pyruvate Mx 1,407 | 1,369

dehydrogenase E1
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component
subunit beta,
mitochondrial

52 P50137 | Tkt Transketolase I 4,250 | 9,717

53 P51635 | Akrlal | Aldo-keto M, 11, | 4,203 | 2,717
reductase family M
1 member Al

54 P60711 | Actb Actin, I, 3,176 | 1,523
cytoplasmic 1

55 P61765 | Stxbpl Syntaxin-binding I, M 2,499 | 2,096
protein 1

56 B5SDEL9 | Rps7 40S ribosomal 11 0,988 | 2,980
protein S7

57 B2RYRS | Rps8 40S ribosomal I 1,821 | 2,406
protein S8

58 P62250 | Rps16 40S ribosomal I 2,684 | 3,599
protein S16

59 P62260 | Ywhae 14-3-3 protein I, A, Me | 3,057 | 2,101
epsilon

60 P62268 Rps23 40S ribosomal I, oI1P | 2,273 | 2,327
protein S23

61 P62271 | Rpsl8 40S ribosomal L1 1,614 | 4,293
protein S18

62 P62278 | Rps13 40S ribosomal 11 3,002 | 3,980
protein S13

63 P62282 Rpsil 40S ribosomal 11 2,777 | 3,123
protein S11

64 FIMO13 | Rpl7a 60S ribosomal I1 2,510 | 2,455
protein L7a

65 P62628 | Dynlrbl | Dynein light 11 1,041 | 1,809
chain roadblock-
type 1

66 MOR757 | LOC100 | Elongation factor 0 2,451 | 1,550
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360413 | 1-alpha
67 P62718 | Rpl18a 60S ribosomal L1 1,772 | 8,270
protein L18a
68 P62752 Rpl23a 60S ribosomal I, 51 2,423 | 3,359
protein L23a
69 P62755 | Rps6 40S ribosomal I, g 1,248 | 4,647
protein S6
70 P62804 | H4cz; Histone H4 A 1,278 | 1,780
Hist1h4
m;
H4cl6
71 P62815 | Atp6vlb | V-type proton Me, IIM, | 1,563 | 1,476
2 ATPase subunit 11, Be
B, brain isoform
72 P62890 | Rpl30 60S ribosomal I 2,795 | 3,702
protein L30
73 D4A5L9 | LOC690 | Similar to Mx 1,031 | 2,474
675 Cytochrome c,
somatic
74 P62909| | Rps3 40S ribosomal I, M, 2,137 | 2,199
protein S3 Mx, 51
75 P62914 | Rplll 60S ribosomal 0, 51 2,523 | 3,639
protein L11
76 P62919 | Rpl8 60S ribosomal 11 3,053 | 3,710
protein L8
77 P62944 | Ap2bl AP-2 complex IIM, M 3,415 | 3,065
subunit beta
78 P63018 Hspa8 Heat shock 11, Me, 2,267 | 1,763
cognate 71 kDa s, IIM
protein
79 P63102 | Ywhaz 14-3-3 protein I1 1,917 | 1,479
zeta/delta
80 P80254 | Ddt D-dopachrome 11 2,818 | 1,447

15



decarboxylase

81 P82995 Hsp90aa | Heat shock M, 11, 1,390 | 1,481
1 protein HSP 90- M, Mx,
alpha A
82 P84245 | H3-3b Histone H3.3 | 1,043 | 1,674
83 P85108 | Tubb2a | Tubulin beta-2A 11, Ic, 1,389 | 1,343
chain Mt
84 P98158 | Lrp2 Low-density 1M, 1,772 | 5,253
lipoprotein SIlP, M
receptor-related
protein 2
85 Q00729 | H2bcl Histone H2B type A 1,159 | 2,163
1-A
86 G3V6P2 | Dlst Dihydrolipoyllysi Mx 1,858 | 1,722
ne-residue
succinyltransferas
e component of 2-
oxoglutarate
dehydrogenase
complex,
mitochondrial
87 G3Vv7J0 | Aldh6al | Aldehyde Mx, S 1,132 | 2,750
dehydrogenase 6
family, member
Al
88 Q07523 | Hao2 2-Hydroxyacid I1 2,265 | 13,392
oxidase 2
89 Q08163 | Capl Adenylyl cyclase- IIM,M | 1,756 | 1,784
associated protein
1
90 Q5XI173 | Arhgdia | Rho GDP- I 2,251 | 1,721
dissociation
inhibitor 1
91 Q5XIM9 | Cct2 T-complex L1 1,243 | 1,727

protein 1 subunit
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beta

92

Q60587

Hadhb

Trifunctional
enzyme subunit
beta,
mitochondrial

2,458

4,854

93

Q63716

Prdx1

Peroxiredoxin-1

2,696

5,015

94

Q6P502

Cct3

T-complex
protein 1 subunit
gamma

3,205

3,144

95

Q6P6V0

Gpi

Glucose-6-
phosphate
isomerase

1,290

1,560

96

Q7TPB1|

Cct4

T-complex
protein 1 subunit
delta

I, He

3,412

2,448

97

G3V936

Cs

Citrate synthase

1,789

1,575

98

Q9EPHS

Pabpcl

Polyadenylate-
binding protein 1

1,040

3,321

99

Q9ER34

Aco2

Aconitate
hydratase,
mitochondrial

1,798

4,510

100

Q9Z0V6

Prdx3

Thioredoxin-
dependent
peroxide
reductase,
mitochondrial

L1, OITP,
Mx

3,338

5,577

101

Q9Z2L0

Vdacl

Voltage-
dependent anion-
selective channel
protein 1

IIM

1,493

1,613

102

P35704

Prdx2

Peroxiredoxin-2

1,078

1,557

103

AOA0G2
JWuU1

LOCS500
959

Triosephosphate
isomerase

2,797

3,750

104

AOA0G2

Sptbnl

Spectrin beta

M, 1, 4,

1,395

2,452
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JZY6 chain I, T
105 | COJPT7 | Flna Filamin A L1, 4, 2,731 | 2,446
IIM, T’
106 | D4ACBS8 | Cct8 T-complex 11, Mx 1,109 | 4,536
protein 1 subunit
theta
107 | FILMV6 | Dsp Desmoplakin IIM,M | 1,298 | 1,461
108 | P11884 | Aldh2 Aldehyde Mx 2,433 | 3,504
dehydrogenase,
mitochondrial
109 | FILR02 | Col18al | Collagen type M 1,965 | 2,646
XVIII alpha 1
chain
110 | Q62812 | Myh9 Myosin-9 11, Be 1,732 | 2,510
111 | G3V7C6 | Tubb4b | Tubulin beta 11 1,376 | 1,300
chain
112 | G3V8C3 | Vim Vimentin I, 11, | 1,351 | 1,604
M, I
113 | MOR907 | Snrpd3 Small nuclear I, s 3,896 | 2,271
ribonucleoprotein
Sm D3
114 | P25809 | Ckmtl Creatine kinase M, Mx 1,287 | 1,436
U-type,
mitochondrial
115 | P20760 Igg-2a Ig gamma-2A 11 1,907 | 4,468
chain C region
116 | P35427 | Rpll3a | 60S ribosomal I1 1,808 | 2,165
protein L13a
117 | Q6P3V9 | Rpl4 60S ribosomal I1 1,860 | 6,506
protein L4
118 | Q71DI1 | unreview | Dermcidin Bre 1,290 | 1,811
ed
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Ta6muua S4. [IpoTreomHast HACHTU(DUKAIMSA YMEHBIICHUSI OTHOCUTEIBHOTO COJIEPIKAHHS

CBSI3ABIIUXCS C enTUA0M peHana3bl RP233-239 6enkoB modek rurnmepToOHNYECKUX KPbIC

10 CPAaBHCHHUIO C KOHTPOJIbHBIMHA KMBOTHBIMMU.

No Homep B | I'en Ha3panue 6enkano | ®yn | Jlokamus | - Kpatnoct
Oaze 1o Uniprot KK | aius LOG( | »
Uniprot | Unipr u P- U3MEHEHH

ot 3Ha4e | A
HUE)
1 P04256 | Hnrnp | Heterogeneous 5 I, A, Co | 3,355 | 0,692
al nuclear
ribonucleoprotein
Al

2 P05197 Eef2 Elongation factor 2 5 I, 1 1,650 | 0,689

3 P07483 | Fabp3 | Fatty acid-binding 7 I 1,441 | 0,756

protein, heart

4 P13084 Npml | Nucleophosmin 5 A, 10, Mx | 1,283 | 0,715

5 P13383 | Ncl Nucleolin 5 I, s 2,508 | 0,296

6 P28480 | Tcpl | T-complex proteinl | 4 L1, Mx 2,585 | 0,364

subunit alpha

7 Q62636 | Raplb | Ras-related protein 3 IIM, I, | 1,057 | 0,591

Rap-1b M
8 P67779 | Phbl | Prohibitin 1 3 I, M, |1,340 | 0,384
Mx, S
9 Q8CFN2 | Cdc42 | Cell division control | 2 0, M, 1,091 | 0,494
protein 42 homolog M

10 Q90QXQ | Actn4 | Alpha-actinin-4 2 0, s 2,421 | 0,721
0

11 Q9z1P2 | Actnl | Alpha-actinin-1 2 I, M, 2,621 | 0,605

M
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12 A7VIC2 | Hnrnp | Heterogeneous I, 51, C 2,595 | 0,682
a2bl | nuclear
ribonucleoproteins
A2/B1
13 MORD14 | LOCL1 | Pyruvate kinase I 1,911 | 0,375
00362
738
14 Q6P3V8 | Eif4a | ATP-dependent I 0,999 | 0,506
1 RNA helicase

20


https://www.ebi.ac.uk/QuickGO/term/GO:0005737#_blank
https://www.ebi.ac.uk/QuickGO/term/GO:0005737#_blank

