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Protein IDs Protein names
/A0A024Q742;075340-2;075340;HOY¢ Programmed cell death protein 6
P25787;A0A024RA52;C9)CK5;H3BT3€ it alpha type-2;
AOA075B6ES;Q8N8S7-3;Q8N857-2;08 Protein enabled homolog
AAOAO75B6G3;A0ASH1ZRP9;P11532;A Dystrophin
V9GY97;000213-4;A0A087X0V7;000; Amyloid beta Ad precursor protein-binding family 8 member 1
Q16881,016881-2,A0A087WSY3;Q16 Thioredoxin reductase 1, cytoplasmic

it alphatype

K7ERP4;P36969-2;A0A087X212;P369¢ peroxidase,
AOAO87WXD2;H7C5T8;H7C4U7;H7CS Membrane-associated guanylate kinase, WW and PDZ domain-containing protein 1
QB6TX2;A0A087X0W7;A0A087WT95; Acyl-coenzyme A thioesterase 1;Acyl-coenzyme Athioesterase 2, mitochondrial
Q9COAD-2;A0A590UJB1;F5SH107;A0AC Contactin-associated protein-like 4
075251;A0A08" 7WTI3;F NADH i iron-sulfur protein 7, mitochondrial
1291312;012913;A0A087WTKO;AOA Receptor-typety i in-tyrosi
AOAO8 ;5 QOYENT7- homolog 1
Q9 w QX Far upstream el binding protein 2
E7EQ49;A0A087WTQ2;Q9Y218-3;Q9Y2 WD repeat-containing protein 37
P11940;E7EQV3;P11940-2;A0A087W binding protein 1;
EQPE15;P51790-4; 7WU31;P51" Chloride channel protein;H(+)/Cl(-) g P
AOA0G2JMS5;A0A087WU62;Q9BRI2; 39S ribosomal protein L45, mitochondrial
Q15005; 7WUCS; JE9PLO: Signal pept plex subunit 2
014979-3,014979-2;A0A087WUK2;0
QB6TG7-2;A0A087WZG9;BADSPO;AOA Retrotransposon-derived protein PEG10
Q9UNM6;A0A087WUL9;Q9UNMGE-2;J: 265 proteasome non-ATPase regulatory subunit 13
P07203;A0A087WUQE;A0A2R8Y6B6  Glutathione peroxidase 1;Glutathione peroxidase
F8W7C6;A0A087WV22;X1WI28;P276 60S ribosomal protein L10
P20711-3;A0A087WV24;P20711;H7B Aromatic-L-amino-acid decarboxylase
AAOAD87WVMA4;Q6UB35;B7ZMI9;HOY: ional C1
Q00610-2;Q00610;A0A087WVQ6;J3K Clathrin heavy chain 1;Clathrin heavy chain
AAOA0B7WVV2;Q9P2E9-3;Q9P2E9;F8W\ Ribosome-binding protein 1
Q9Y371;Q9Y371-2;A0A087WW40;Q9" Endophilin-81
B4DGLS;075027-3;A0A087WW65;07 ATP-binding b-family B member 7,
Q99460-2;09 7WW66;H7 265 it 1
AOAOB7WW77;Q15334 Lethal(2) giant larvae protein hsma\sg 1
AAOAOB7WYS5;043617-2;043617;A0A Trafficking protein particle complex subunit 3
HOYNJ6;HOYLVS;Q9P2T1-2;F8WAN;A GMP reductase;GMP reductase 2
QOHCK4-2;A0A087WWMS;Q9HCK4;Q Roundabout homolog 2
J3KTC8;Q725)1-7;Q725)1-4;Q725)1-5; id 11-b 1-likep
AOAOB7WX02;P63302;F8WB74;M0Q) Selenoprotein W
Q13148;A0A087WX29;A0A087WYYO; TAR DNA-binding protein 43
095299;A0A087WXC5;E7ESZ7;09529 NADH
Q96T83;A0A087WXD1 gen exchanger 7;
AOAO87WXME;13QQT2;13KRX5;P1862 60S ribosomal protein L17
AOAOB7WXMB8;P50895;K7ENUS;K7ER Basal cell adhesion molecule
A0AO87WXNO;Q765P7 MTSS1-like protein
QONWS8-2;A0A087WXUO;A0A2R8Y4). Required for meiotic nuclearmwsmn protein 1 homolog
;H7BXIL; ; Extended i
Q9Y411-3;A0A087WY00;F8WEHE;F8V\ Unconventional myosin-Va
Q9UPZ6;A0A087WY08 Thrombospondin type-1 domain-containing protein 7A
AOAO87WY55;Q9NP79;Q9NP79-2;Q51 Vacuolar protein sorting-associated protein VTA1 homolog
Q96CW1-2;A0A087WY71;Q96CW1;E9 AP-2 complex subunit mu
AAOAO87WYF7;Q6UXV4;A0A087WUX8 MICOS complex subunit MIC27
QBUXDS-5;Q6UXD5-2;A0A087WYLS;C Seizure 6-like protein 2
043399-2;043399-4;043399;04339¢ Tumor protein D54
Q15185-3,Q15185-4;Q15185;A0A087 Prostaglandin E synthase 3
Q96519-3;Q96519-5;A0A087WYU2;Q¢ UPFOS8S protein C160rf13
P57105;A0A087X1F5;A0A087WYV9;A Synaptojanin-2-binding protein
QOHBUS;QOHEUS-3;A0A087WZ62;A0, Alpha-1,2-mannosyltransferase ALGS
ESRHC7;ESRHS9;ESRFW7;ESRFHO;ESR Eukaryotic translation initiation factor 3 subunit H
043837;A0A087WZN1;A0A087X2ES5;C [NAD] subunit beta,
D6RBU4;043314-2;043314;A0A087W Inositol d di i
Q9Y496;13KPF9;ADA087X011;E9PES4; Kinesin-like protein KIF3A;Kinesin-like protein
Q01105-3;A0A0C4DFV9;Q01105-4;Q0 Protein SET;Protein SETSIP
BADIB3;Q9POL2;A0A087X0I6;Q9POL2 Serine/threonine-protein kinase MARKL
Q15070-2;Q15070;A0A087X0L7;J3KN Mitochondrial inner membrane protein OXA1L

g protein
3

D-like

subunit 10, al

1alpha
i exchanger

Genenames.

MAGI1

CNTNAP4

ROBO2

HSD11B1L

SEPW1

TARDBP;TDP43
NDUFA10

SLC9A7
RPL17;RPL17-C180rf32
BCAM

MTSS1L

AP2M1

APOOL

SEZ6L2

TPD52L2

PTGES3

Cl6orf13
SYNJ2BP;SYNJ2BP-COX16
ALGY

EIF3H

[NAD] sub IDH3B
kinase 2;Inositol hexakispt PPIPSK2;PPIPSK1
KIF3A

SET;SETSIP.
MARK1
OXALL

ADA087X0M8;000533;000533-2;H7C Neural cell adhesion molecule L1-like protein;Processed neural cell adhesion molecule L1-like pr¢ CHL1
AAOA087X0Q1;Q72739;A0A087X0C3;S+ YTH domain-containing family protein 3;YTH domain-containing family protein 2;YTH domain-co YTHDF3;YTHDF2;YTHDF1

Q9UMY4;Q9UMY4-1;A0A087X0R6;Q9 Sorting nexin-12
AOAOB7X0S5;P12109 Collagen alpha-1(VI) chain
AOAOB7X0U3;P43003-2;P43003;E7EU Amino acid transporter;Excita
MoQYQ; 19;MOR2T0;F
Q15155;A0A0G2JN29;A0A087X117;A Nodal modulator 1
Q9COHY;A0A087X165;A0A087WVV7;1 SRC kinase signaling inhibitor 1
AOAOB7X1AS;Q5)W30;095793-2;,095 Double-stranded RNA-binding protein Staufen homolog 1
P53365-2;P53365-3;,P53365;A0A087 Arfaptin-2
AOAOB7X1G1;H7BYD0;Q16718-2;Q16 NADH
AOAOB7X1G7;060613;A0A0J9YX89;A( 15 kDa selenoprotein
AOAOB7X1K9;ESRGRO;075608-2;075¢ Acyl-protein thioesterase 1
ADAO87X1W8;AOAOAOMTI8;Q9BY67-% Cell adhesion molecule 1
HOYM70;Q9UL46;A0A087X123;HOYKL Proteasome activator complex subunit 2
F1T0B3;A0A087X2G1;092499;09249 ATP-dependent RNA helicase DDX1
P62333;A0A087X211;HOYJCO;HOYISS; 265 protease regulatory subunit 108
AAOAD96LNYS;A0A1BOGTGI;ADA1BOG\ Adenylosuccinate lyase
C9JFE4;Q13098-7;A8K070;Q13098;AC COPI signalosome complex subunit 1
PODPI2;A0A0B412D5;A0A096LPI6;A0/

; R |-binding protein 1

ubunit 5

1alpha

7,096Q04; 55 kinase LMTK3
£27357;947736;047736-2;A0ADAOMC Rap1 GTPase-zctivating protein 1
Q86YRS-4;Q86YRS; ling modulator 1
'ADAOAOMRE1;Q9UPTS-2;| EADJ07 Q9U EXOCVSt complex component 7
2,G3' Sorting nexin-6;Sorting nexin-6, N-terminally pr d
HOY6F6;Q8NEY1-6;,Q8NEY1-5;Q8NEYL- Neuron navigator 1

ry amino acid transporter 1;Excitatory amino acid transporter 4

P22061;P22061-2;A0A3F ;A0AO Protein-Lisoasp:
Q81ZP0-10;Q81ZP0-8;B6VEX4;Q81ZP0-; Abl interactor 1
3DX49;A0A01 MAGUK p55 subfamily member 2
12926-2;C911 ELAV-like protein;ELAV-like protein 2;ELAV-like protein 3;ELAV-like protein 4
; DDRGK domain-containing protein 1
AOAOAOMSA9;ADAOCADGAI;P15151-3 Poliovirus receptor
Q16836;A0A0A0MSE2;ADAODISFP2;Q Hydroxyacy y
F8WIBB;000471;A0A0A0MSI8 Exocyst complex component 5
Q6P1N7;015533-2;015533;A0A0G2)I Tapasin
P48739; 739-2;P48 transfer protein betaisoform
Q08345-5,008345;008345-6;00834¢ Epithelial discoidin domain-containing receptor 1
05224K7;P26440-2; ; Isovaleryl-CoA 3 ial
Q15392-2;,Q15392;A0A0A0MTI1 Delta(24)-sterol reductase
P07108;P07108-3;88ZWD1;P07108-Z Acyl-CoA-binding protein
Q6PIU2;Q6PIU2-2;A0A0A0MTI9;Q6PI Neutral cholesterol ester hydrolase 1

(D-aspartate) O Lisoaspartate O

Q5T2B5;Q13617;A0A0A0MTNO;Q136: Cullin-2
F8VZI9;A0A0AOMTPY;Q9BWQ8 Protein lifeguard 2
Q96886-3;096B86;Q96B86-4; I d. I
P56378; ;P5637 6.8 kDa ial
QBIYR6-2;A0A0AEYYIO;! a8IvR6 Tomoregulin-1

Q96HI9-2;A0A0AGYY)8;Q9Y383:3,09Y UPFOS62 protein C7orfss5;Putative RNA-binding protein Luc7-like 2
P57737-3;A0A0A6YYL4;Q9Y3D7;13LOX Coronin-7;Coroni ial import inner membrane tr:
P42765; J2A4;KTEMEO ketoacyl-CoAthiolase, mitochondrial

P13693;; 2 12€3;13KPG ontrolled tumor protein
Q16850;A0A0C4DFL7;Q16850-2;H7C( Lanosterol 14-alpha demethylase

AOAOCADFM1;Q92544 Transmembrane 9 superfamily member 4
(212959-2,A0ASIO0UKAS;ADAS90UISS; Disks large homolog 1

AOAOCADFZ2;P15289;P15289-2 A
€919K3;P08865;A0A0C4DG17;F8WDS 405 ribosomal protein SA
F8WALG;Q9NYBI-2;A0A7DINKCS;Q9N Abl interactor 2
AOAOC4DG51;Q9NP80-3;Q9NP80-2;Q Calcium-independent phospholipase A2-gamma
AOAOCADGI7;Q9BXM9-2;F8W946;Q9 FSD1-like protein
075521-2;A0A0C4DGA2;075521;F8W Enoyl-CoA delta isomerase 2, mitochondrial
AOAOC4DGHO;Q52ZPR3-4;Q52PR3;Q52I CD276 antigen
J3QRUS;ADAOCADGNG;Q9Y2X7;Q9Y2X ARF GTPase-activating protein GIT1
E7EU35;Q9UKF7-2;A0A0C4DGP0;Q9U Cytoplasmic phosphatidylinositol transfer protein 1

it TIM16.

BAn c

P04632;A0A0C4DGQS;K7EM73;K7EIV Calpain small subunit 1
AOAOCADGQ7;CIIRL6;095834;K7EIK? iated p like 2

Qe 4DGQS;13KRS1 D DR family member 78

AOAOCADGS1; 3;P39€ Dolichyl 48 kDa subunit
QBDN90-2;06 DNSO;AOA3B3IRZA;ADA 10 motif and SEC7 domain- comammg protein 1

AOAOCADGT4;Q643R3 Lysophospholipid acyltransferase LPCAT4
Q5T321;Q8NFP9;A0AODISF28;F5GXV Neurobeachin

AOAODISF30

/AOAODISF53;A0A0DISFB3;A0A2R8Y6« ATP-dependent RNA helicase DDX3X;ATP-dependent RNA helicase DDX3Y
Q05193-3;A0A0U1RQP1;Q05193;A0A Dynamin-1

Q92614-3;A0A0D9SFK2;Q92614-4;Q9 Unconventional myosin-XViila

H7BY36;001844-2;A0A0D9SFL3;Q018 RNA-binding protein EWS

095970-3;A0A0D9SFU4;095970;A0A" Leucine-rich gliomarinactivated protein 1
AOAODISGF6;Q13813-2;Q13813;A0A( Spectrin alpha chain, non-erythrocytic 1

SNX12
COL6AL
SLC1A3;SLC1A6
HNRNPM
NOMO1
SRCIN1
STAUL
ARFIP2
NDUFAS
SEP15
LYPLAL
CADM1

ELAVL2;ELAVL3;ELAVLA
DDRGK1

PVR

HADH

EXOC5

TAPBP

PITPNB

DDR1

VD

DHCR24

DBI

NCEH1

cuLz

FAIM2

RGMA

MP68;C140rf2
TMEFFL;MSANTD3-TMEFF1
C70rf55;LUC7L2
CORO7;CORO7-PAM16;PAM16
AcAA2

TPTL

CYP51AL

NBEA

NCAML
DDX3X;DDX3Y
DNM1
MYO18A
EWSR1

LGl

SPTAN1

direction

CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS

label

HNRNPDL
PEG10
PSMD13
GPX1
RPL10

MTHFD1L

ROBO2

RMND1

MYOSA
THSD7A
VIAL
AP2M1
APOOL
SEZ6L2
TPDS2L2
PTGES3
Ci6orf13
SYNJ2BP
ALGY
EIF3H
IDH3B
PPIPSK2
KIF3A
SET
MARKL
OXALL
CHL1
YTHDF3
SNX12
COL6AL
SLC1A3
HNRNPM
NOMO1
SRCIN1
STAUL

DHCR24

NCEH1
cuL2
FAIM2
RGMA
MP68
TMEFFL
C7orfss
CORO7
ACAA2
TPTL
CYP51AL
TMOSF4
DLGL
ARSA

group
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background

10g2(CTSD/PBS 1) log2(CTSD/PBS 2)

0,115432826

-0,030324537
0,021775077
-0,075413596

0,20413333

-0,065853419

not kground
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background

0,077789889

0,036327492
0,260748328

0,239764627
0,288771967
-0,019199619
0,039559557

0,09071796
0,298775603
-0,147313948

1,465347637

not
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not

kground

,2550776!
0,09328973

-0,044419367
0,164400135

-0,499116383
-0,273378011
0,031677496
-0,138854519
0,244887059
0,4

kground
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background

0,192951618
0,776356701
0,019346089

-0,000909184
0,292428393

0,606157925
-0,367489804

-0,050173756
0,158724796

-0,042739126
-0,283369001

0,268793675

0,138945498
-0,225092787
0,17193716
0,049909522
0,12208303

-0,065777918
-0,064494992
0,31741985

0,262072288

not
not considered/background

-0,18200025:

not kground
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background

o,
0,331917193
-0,225750593

0,207143205
-0,250680275

0,094641454

0,222309979
-0,474532437

-0,410178998

0,129085148

-0,163429485
-0,234668943

not
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background

-0,
0,609754962
0,220949004

0,293017272
0,417596013
0,061292338
-0,090710755
-0,081262676
-0,052326363
0,10648233
-0,157898111
0,068464451
0,23487266
-0,043378279
-0,175224002
0,100977648
-0,585994397

0,029700234

-0,142735555

-0,193585197

-0,230008277

0,171547142

-0,203269361

-0,151599082
-0,507109594

0,039278795
0,212734717
0,187514398
0,181902061

0,267739485

-1,029841557
-0,242206149

-0,093019233

0,175680195
-0,019630756

0,200780038
0,017825972
-0,105946212

0,325973307

-0,607010666

0,845805675
0,086921031

0,147266015
0,307608513
0,115347381
0,102325863
-0,150689643
0,393879986

-0,243912759

-0,09990111
0,176136533
0,009814782
-0,290896181
-0,183200647

0,07105745

-0,031677496
0,256821133

0,470288977
0,010454043

0,354113592
0,051324403

0,084716222
0,244278199
-0,460270761

0,044419367

0,0497257

0,142576291
0,013596347
0,261776924
-0,210513552
0,691732333

0,021072224
0,138790982

0,296662968
0,516116031
0,082835612
0,272854998
-0,109159939

0,059825731
0,052580703
0,255391092

0,036170795

0,116098552
0,524464926
-0,075601085
0,313028923
0,100576851

0,100994563

0,390698906

-0,054917919
-1,166651181

-0,266756562
0,137634672
0,068051643
-0,109293689
0,317588509
-0,011495639
0,526469505
0,184572127

-0,326997465

0,529031107

0,144361056
0,134176181

0,22302013
0,002252362
-0,030971642

-0,078883047

ratio count
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13
2

191

o
N

N
S
8

215
216
217
218
219
220
222
223
224
225
226
227
228
229

251
252
253
254
255
256
257
258
259
260
261
262
263
264
265
267
268
269
270
271
272
273
274
275

312
313
314
315
316
317
318
319
322

328
329
331
333

361

AOAODISGK2;093096;Q12974-3;Q12 Protein tyrosine phosphatase type IVA 1;Protein tyrosine phosphatase type IVA2 PTP4AL;PTPAA2 CTSD/PBS
PODMV9;PODMV8;ADA0G2JIW1;PODN Heat shock 70 kDa protein 18;Heat shock 70 kDa protein 1A HSPA1B;HSPAIA CTSD/PBS
095370 A0A0G21103;095870-2,A0AD Abhycrolase domain-containing protein 164 ABHD16A CTSD/PBS
s; ;Q9UBS5-2;09 acid type B receptor subunit 1 GABBRL CTSD/PBS

Poaos 4;A0A0G2INZ5; -2;P0¢ GBA CTSD/PBS
AOA0G2)Q41;Q12979-4;012979-2;Q1 Active breakpoint cluster region-related protein ABR CTSD/PBS
E9PLHO;E9PP14;A0A019YX13;EPKLY; GDP-L-fucose synthase TSTA3 CTSD/PBS
€912€4;075190-2;075190-3;075190 Dnal homolog subfamily B member 6 DNAJB6 CTSD/PBS
AOAOJ9YXJ0;095319-5;A0A1BOGUNS; CUGBP Elav-like family member 2,CUGBP Elav-like family member 1 CELF2;CELF1 CTSD/PBS
Q15165-3,Q15165-1;1 Serum y 2 PON2 CTSD/PBS
AOAOJOYY79 CTSD/PBS
Q9ULB1-3;E7ERL8;A0ADSRMUS;Q9U Neurexin-1 NRXN1 CTSD/PBS
Q9YAC0-3;09Y4C0-4;A0A0U1RRI0;Q9" Neurexin-3 NRXN3 CTSD/PBS
E3W994;A0A0U1RQI6;E7ERI8;E7EWAS CLIP-associating protein 2 CLAsP2 CTSD/PBS
F8VSCS;Q6P3W7;A0A0U1RQAY SCYL-like protein 2 scyL2 CTSD/PBS
ADAOU1RQTS;Q8TCZ2-6;Q8TCZ2-3;Q8" CDI9 antigen-like protein 2 CD99L2 CTSD/PBS
E7EPU2;Q9Y2E4;A0AOU1RQWE;Q9Y2E Disco-interacting protein 2 homolog C DIP2C CTSD/PBS
QYUNF0-2;A0A0U1RR22;Q9UNFO;B0C Protein kinase C and casein kinase substrate i neurons protein 2 PACSIN2 CTSD/PBS
P04908;096KK5;099878;Q16777;Q9 Histone H2Atype 1-B/E| H2Atype 1-H| 2Atype 145 2Atype 2-C;Histone HIST1H2AB;HISTIH2AH;HIST1H2 CTSD/PBS
GSE9LY;ADAOU1RR70;Q8N568-2;08N Serine/threonine-protein kinase DCLK2 DCLK2 TSD/PBS
Q9Y2D4;A0A0U1RRB6;Q9Y2D4-2;130] Exocyst complex component 68 EXOC6B CTSD/PBS
Q8N350;A0A140LIL2;08N350-4;K7EL Protein Dos DOS CTSD/PBS
QOP5T2;A0A140TIGS;Q5SQHE-4;Q55( Uncharac(enzed protein C6orf136 C6orf136 CTSD/PBS
AOA140T9W4;A0A140TIR1;075955-2 Floti FLOT1 CTSD/PBS
QSXKPO;A0AL40TABE;K7EIR2;A0A140 Protein QILl QIL1;C190rf70 CTSD/PBS
AOA2R8YD46;A0A2R8YGO1;A0A2R8Y6 Excitatory amino acid transporter 2;Amino acid transporter SLC1A2 CTSD/PBS
AOA182DWF2;Q9NNW?7-2;D3YTF8;AQ, Thioredoxin reductase 2, mitochondrial TXNRD2 CTSD/PBS
Q13510-2;E7EMMA4;Q13510;A0A1B0C Acid alpha;Acid bunit beta ASAH1 CTSD/PBS
Q9UPP5-2;Q9UPPS;E9PEZS;AOALBOGI Uncharacterized protein KIAAL107 KIAAL107 CTSD/PBS
Q72456-6;Q72456-3,Q72456-5;A0A1B( Kinesin-like protein KIF21A KIF21A CTSD/PBS
AOA1BOGVDS;A0A1BOGWES;P07339;, Cathepsin D;Cathepsin D light chain;Cathepsin D heavy chain cTSD CTSD/PBS
P28472-4;728472-3;A0A1B0GVW3;P; Gamma-aminobutyric acid receptor subunit beta-3;Gamma-aminobutyric acid receptor subunit GABRB3;GABRB1;GABRB2 CTSD/PBS
AOA1BOGWOS CTSD/PBS
043602:2;A0A1B0GWD1;043602;A8} Neuronal migration protein doublecortin DCX CTSD/PBS
AOA1BOGWI2;0' ;i 7W2Y0;# Ceroid-i | protein 5 CLNS CTSD/PBS
Q674X7-5,Q674X7-2;Q674X7;A0A1B0 Kazrin KAZN CTSD/PBS
F6WST4;A0A1BOGXE7;Q9P0S3;Q53FV ORM1-like protein 1,0RM1-like protein 2 ORMDL1;0RMDL2;0RMDL3  CTSD/PBS
ADALCTCIV9;Q8WUGS 2,QBWUGS;AC Solute carrier family 22 member 17 SLC22A17 CTSD/PBS
AOA1C7CYX9;Q16555;Q16555-2;ESRF Di lated protein 2 DPYSL2 CTSD/PBS
Q9H902-2;Q9H902;09H902-3;A0A2R! Receptor g protein 1;Receptor exp! hancing protein REEP1 CTSD/PBS
AOA286YEW9;A0A286YESI;P45984-2; Mitogen-activated protein kinase 9;Mitogen-activated protein kinase 10;Mitogen-activated protc MAPK;MAPK10;MAPKS CTSD/PBS
AOA1W2PNPO;AOALW2PP57;Q969N2 GPI transamidase component PIG-T PIGT CTSD/PBS
AOA1W2PNR9;Q9Y5U9 Immediate ealy response 3-interacting protein 1 IER3IP1 CTSD/PBS
Q9H300;A0A1W2PP11;F8WCQ4;A0AI Presenili d rhomb ial;P-b PARL CTSD/PBS
AOATW2PRZ7;A0AW2PQ74;A0ATW2 Heterogeneous nuclear ribonucleoprotein U HNRNPU CTSD/PBS
AAOAIW2PPH1;P23368;A0A1W2PQT3; NAD-dependent malic enzyme, mi ial ME2 CTSD/PBS
075382.4;075382-3:A0A1W2PPI7;0; Tripartite motif-containingprotein 3 TRIM3 CTSD/PBS
AOA1W2PPS8;Q9Y282-2;HOY621;Q9Y: ic reticul Igi inter ment protein 3 ERGIC3 CTSD/PBS
AOAIW2PQV2;H3BUH;P23434 i H protein, i GCSH CTSD/PBS
F5GYH1;A0A1W2PRMO;AOALW2PRLS Adaptin ear-binding coat-associated protein 1 NECAPL CTSD/PBS
AOA1W2PS43;Q14108;A0A1W2PRS1; Lysosome membrane protein 2 SCARB2 CTSD/PBS
AOA1W2PS24;Q55RN5;Q5SRN7;P044: HLA class | histocompatibility antigen, A-3 alpha chain HLA-A CTSD/PBS
Q92841-1;Q92841-3;Q92841;A0A1X7 Probable ATP-dependent RNA helicase DDX17 DDX17 CTSD/PBS
AOA286YF22;A0A2C9F2M7;043175;A D-3-phosphoglycerate dehydrogenase PHGDH CTSD/PBS
QOUK22;A0A286YF37;RAGNH2 F-box only protein 2 FBXO2 CTSD/PBS
AOA2COF2P4;P50897;A0A286YFF7;Q5 Palmitoyl-protein thioesterase 1 PPTL CTSD/PBS
Q9HSI5-2;E7EVM7;Q9HSI5;Q9H515-4; Piezo-typ channel 2;Piezo-typ channe PIEZO2 CTSD/PBS
Q13555-10;Q55WX3;Q13555-3;Q135 Cal dependent protein ki pell subunit gamma CAMK2G CTSD/PBS
AOAS9IOUKCA;AOA2RBY2A8;Q13367-4 AP-3 complex subunit beta-2 AP3B2 CTSD/PBS
AOA2R8Y3M4;A0A2R8Y7B8;ADA2RBYE Paraplegin SPG7 CTSD/PBS
AOA2R8Y611;A0A2R8Y3N3;P49590-2;¢ Probable histidine~tRNA ligase, mitochondrial HARS2 CTSD/PBS
AOA2R8Y430;P48637;A0A2R8YST7;P4 Glutathione synthetase Gss CTSD/PBS
ABNNIA;A0A2R8Y478;P21926;GBILHE Tetraspanin;CDI antigen D9 CTSD/PBS
P56945 5;A0/ Breast cancer p 1 BCAR1 CTSD/PBS
Q9UHO3.2;08UHO3;A0A2RVAH2 512 Neuronal-specific septin 3 SEPT3 CTSD/PBS
AOA2RBYE79;A0A2R8YCE9;AOA2R8YAL Beta-mannosidase MANBA CTSD/PBS
Q3V6T2;A0A2R8Y4X4;03V6T2-2;A0A2 Girdin ccpcssA CTSD/PBS
H3BV07;A0A2R8Y518;Q9ULP9-2;Q9UI TBC1 domain family member 24 TBC1D24 CTSD/PBS
AOA2R8YB04;A0A2R8Y543;A0A2R8YCI Catenin beta-1 CTNNBL CTSD/PBS
Q9P260;A0A2R8Y566;Q9P260-2;A0AC LisH domain and HEAT repeat-containing protein KIAAL468 KIAAL468 CTSD/PBS
P35241;A0A2R8Y557;P35241-5;A0A2 Radixin RDX CTSD/PBS
AOA2R8Y611;014617-3;014617-4;01 AP-3 complex subunit delta-1 AP3D1 CTSD/PBS
AOA2R8Y6)3;P46777;Q5T7NO;ADA2RE 60S ribosomal protein LS RPLS CTSD/PBS
ADAZRBYDQI;Q9P2R7-2;Q9P2R7;A0A. Succinyl-Coh ligase [ADP-forming] subunit beta, mitochondrial sucLA2 CTSD/PBS
AOA2R8Y7H4;P60891;B1ALAI;PE08Y: Rib 1;Ribose-phosph inase 2 PRPS1;PRPS2 CTSD/PBS
AOA2RY7K4;F5GZBA;Q8IVV2 L homology d protein 1 LOXHD1 CTSD/PBS
P62263;A0A2R8Y811;ESRH77 40S ribosomal protein $14 RPS14 CTSD/PBS
P15056;H7C560;A0A2U3TZI2;A0A2RS Seri protein kinase B i protein kinase A-Raf BRAF;ARAF CTSD/PBS
P68400;E7EUI6;A0A2REYDS8;A0A2R Casein kinase Il subunit alpha;Casein kinase Il subunit alpha 3 CSNK2AL;CSNK2A3 CTSD/PBS
VPSS CTSD/PBS

P30531;A0A2R8YDDS;A0A2R8YEFO;AC Sodium-and chloride-dependent GABA transporter 1;Transporter SLC6AL CTSD/PBS
Q9H267-2;F5HO08;A0A2R8YDQD;Q9H Vacuolar protein sorting-associated protein 338 VPS338 CTSD/PBS
AOA2U3TZM4;014936-3,014936;014 Peripheral plasma membrane protein CASK CASK CTSD/PBS
Q14155-2,014155-3;014155;A0A2R8 Rho guanine nucleotide exchange factor 7 ARHGEF7 CTSD/PBS
014773-2;A0A2R8YGD1;014773;A0A Tripeptidyl-peptidase 1 ™P1 CTSD/PBS
AOA2R8YGHS;P61966;H7C1E4;P6196 AP-1 complex subunit sigma-1A AP1S1 CTSD/PBS
Q05639;A0A2U3TZH3;A0A2R8Y488;A! Elongation factor 1-alpha 2 EEFLA2 CTSD/PBS
P11171;A0A2U3TZH6;P11171-2;P111 Protein 4.1 EPB4T CTSD/PBS
E9PNW4;A0A2U3TZLS;P13987;P1398 CDS9 glycoprotein D59 CTSD/PBS
P06744;A0A2U311UZ;P0674472;K7EC Glucose-6-phosphate isomerase GPl CTSD/PBS
AOA2Y9DO: NADH 1alpha subunit 6 NDUFAG CTSD/PBS
QBIV17-5,Q81Y17-2,A0A384DVUO;Q8I" Neuropathy target esterase PNPLAG CTSD/PBS
VIGYY3;P11586; JFSH2FL C-1 MTHFD1L CTSD/PBS
AOA3B3IRI2;P17812;B4E1E0;A0A3B3| CTP synthase 1;,CTP synthase cTPs1 CTSD/PBS
C913L8;C: ; 7,A0A3B3IRTS Transl d protein subunit alpha SSR1 CTSD/PBS
AOA3B3IRU7;Q9Y233;Q9Y233-2;A0A3 cAMP and cAMP-inhibited cGMP 3,5-cyclic phosphodiesterase 10A PDE10A CTSD/PBS
P54762;A0A3B3IRY8;P54762-5;P293 Ephrin type-B receptor 1 EPHB1 CTSD/PBS
015079; 015079-2;83KR SNPH;SYBU CTSD/PBS
AOA3B3IS01;A0A3B31T01;A0A3B3ISK? Aspartate-~tRNA ligase, mitochondrial DARS2 CTSD/PBS
P78352-2;872647;B9EGL1;A0A3B3ISC Diskslarge homolog 4 DLG4 CTSD/PBS
AOA3B3IT15;A0A3B31584;P53621;P5: Coatomer subunit alpha;Xenin;Proxenin CcoPA CTSD/PBS
Q4G176; ; 2;FSH758 Acyl-CoAsynt family member 3, mi ACSF3 CTSD/PBS
AOA3B3ISVA CTSD/PBS
H3BSW0;Q8NON L ich rep ining protein 57 LRRCS7 CTSD/PBS
043414-3;H0YAB0;043414-2;A0A3B3 ERI1 exoribonuclease 3 ERI3 CTSD/PBS
A0A3B31U40;Q12756-2;Q12756-3;,Q1 Kinesin-like protein KIF1A KIF1A CTSD/PBS
F6R503;F8WA47;Q5VWQ8-3;Q5VWQ Disabled homolog 2-interacting protein DAB2IP CTSD/PBS
P36871,A0A3831TK7;P36871-2;p368: Phosphoglucomutase-1 PGM1 CTSD/PBS
D6RISS;A0A3B3ITP4;Q8IVH4;0495G5; iduria t tein, MMAA CTSD/PBS
AOA3B3ITT1;Q61022 Ras-related protein Rab-12 RAB12 CTSD/PBS
P47914;A0A3B3ITTS 60 ribosomal protein L29 RPL29 CTSD/PBS
P28288-2,P28288;A0A3B3ITW3;P282 ATP-binding cassette sub-family D member 3 ABCD3 CTSD/PBS
Q8TCT9-5;Q8TCTY;: UBS5;A0A0’ Minor hi: ibility antigen H13 HM13 CTSD/PBS
AOAG94BWYA;Q6IEE7 Transmembrane protein 132€ TMEM132E CTSD/PBS
AUM94C017'CBJJV6'CBJZLB'AUM95F Myeloid-associated differentiation marker MYADM CTSD/PBS
inogen oxidase PPOX CTSD/PBS

ABNXBS; AOA494C1E1 13KQ1,QBNB' Sulfatase-modifying factor2 SUMF2 CTSD/PBS
AOA494CINO;P; ; dyl-prolyl cist FKBP2;Peptidyl-prolyl FKBP2 CTSD/PBS
ADAAOFINS P22830;222830-2;K7EL) Ferrochelatase, mitochondrial FECH CTSD/PBS
K7EKNS;ADAS90UJ23;A6NDBO;AOASY Paralemmin-3 PALM3 CTSD/PBS
P48729;P48729-2;U3KPX3;A0A590U) Casein kinase | isoform alpha CSNK1AL CTSD/PBS
K7EMV3;A0A590UJ16;B4DEB1;K7EKO7 Histone H3;Histone H3.2;Histone H3. 1t;Histone H3.3;Histone H3. 1;Histone H3.3C H3F3B H3F3AHIST2H3AHIST3H CTSD/PBS
Q01433-3,001433-5;001433-2;0014 AMP deaminase 2 AMPD: CTSD/PBS
AOASFOYFS9;C9)BL1;Q9Y6A9 Signal peptidase complex subunit 1 spcs1 CTSD/PBS
ADA5F9ZHS1;A0A5F9ZGX3;Q01484;AC Ankyrin-2 ANK2 CTSD/PBS
Q9Y653;09Y653-2;A0ASFIZHTZ,Q9Y6 G-protein coupled receptor 56;GPRS6 N-terminal fragment;GPRS6 C-terminal fragment GPRS6;ADGRG1 CTSD/PBS
AOASFIZHNO;P51648-2;P51648;A0A5 Fany aldehyde dehydrogenase ALDH3A2 CTSD/PBS
P07195; genase B chain;L LDHB CTSD/PBS
QONTIS;A0ASFIZHN7;EOPGZ4;QINTIS Phosphandvlmosmde phosphatase SAC1 SACMIL CTSD/PBS
P11117;A0ASFIZHR7;E9PHYO;E9PQY3 Lysosomal acid phosphatase ACP2 CTSD/PBS
P55263-3;P55263-4;P55263-2;A0A5K Adenosine kinase ADK CTSD/PBS
Q99766;A0A5K1 ; DIL ATP ial ATPSS CTSD/PBS
AAOAG69KAX3;076024;HOYIGS Wolframin WFs1 CTSD/PBS
Q5T653;A0A669KAX9;C91Y40 395 ribosomal protein L2, mitochondrial MRPL2 CTSD/PBS
060716;060716-2;,060716-3;CO1ZR2; Catenin delta-1 CTNND1 CTSD/PBS
P37840-2;E7EPV7;P37840;A0A669KB Alpha-synuclein SNCA CTSD/PBS
P42224-2;13KPM9;A0A669KBI6;AOAG Signal transducer and activator of transcription 1-alpha/beta;Signal transducer and activator of t STATL CTSD/PBS
P11137-3;P11137; 77,676V Mi iated protein 2 MAP2 CTSD/PBS
AOA669KBEG;QINVI6;A0A669KBF5;Q Cell cycle control protein S0A TMEM30A CTSD/PBS
AOAGI8PIS1;Q00796;Q00796-2;HOYKE Sorbitol dehydrogenase SORD CTSD/PBS
AOAGIBPLA2;BADER1;A0AGI8PIV1;Q9P Leucine~tRNAligase, cytoplasmic LARS CTSD/PBS
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AOAGIBPIW1;043301;A0A618PITS;A0# Heat shock 70 kDa protein 12A HSPA12A
AOAGIBPRBS;A0AGI8PL17;Q16827-2;C Receptor-type tyrosine-protein phosphatase O PTPRO
095490-6,095490-5;A0A618PRI0;09¢ Latrophilin-2 LPHN2;ADGRL2
K7ER44;Q99615;A0A618PUD4;A0A618 Dnal homolog subfarmlyc member 7. DNAJC7
ADA6I8PTT9;Q06210-2;Q06210;A0A6! Glutami fi i izing] 1 GFPT1
Q08379-2;A0A608KRG2;Q08379;A0A Golgin subfamily Amember 2 GOLGA2
C916R3;Q9BYV8-5;Q9BYV8-2;A0A6Q8 Centrosomal protein of 41 kDa CEPA1
AOA6QBPHGA;A0AGQ8PFX3;A0A6Q8P Tripartite motif-containing protein 2 TRIM2
AOA6QBPEZ7;A0A6Q8PG75;096566;A Chloride channel CLIC-ike protein 1 cLect
Q96DH6-2;B4DHES;Q96DH6E;A0A6Q8# RNA-binding protein Musashi homolog 2 msI2
AOA6QBPHUO;AOAGQ8PF35;FBVUAZ;F Charged multivesicular body protein 1a CHMP1A
AOA6QBPFAG;000139;A0A608PHS7;C Kinesin-like protein KIF2A KIF2A
AOA6QBPFC2;Q9UNWS;FBVYI3 RNA-binding protein Nova-2 NOVA2
095140;A0A6Q8PF14;A0A6Q8PGS;A! Mitofusin-2 MFN2
AOAGQBPFKS;P04792;A0A6Q8PGK1;A Heat shock protein beta-1 HSPB1
AOA6QBPFU2;Q9UPS8-2;E7ES)3;Q9UP Ankyrin repeat domain-containing protein 26;Ankyrin repeat domain-containing protein 62;Coil ANKRD26;ANKRD62;CCDC144A;
Q92734-2;Q92734;A0A6Q8PFY7;A0AE Protein TFG TFG
Q96PUS-3;A0A608PGS51;096PUS-5;Q E3 ubiquitin-protein ligase NEDD4-like NEDDAL
AOA6Q8PGS2;A0A6Q8PGL3;Q8TB36;A Ganglioside-induced differentiation-associated protein 1 GDAPL
E7ETE2;P12081-3;P12081;°12081-4; Histidine-tRNA ligase, cytoplasmic HARS
51UV4;A0A6QBPHBS;P49902;A0AGC Cytosolic purine 5-nucleotidase NTSC2
440-2;A0A6Q8PHCS;| ; ial GATM
AOA7DINOLY;Q72553;Q72553-3,Q72¢ d i i ittol anchor protein 2 MDGA2
AOAVTL;AOAVT1-2;HOY8S8 Ubiquitin-like modifier-activating enzyme 6 UBAG
AOMZ66-2;A0MZ66-4;A0MZ66;A0MZ6 Shootin-1 KIAA1598
ALASC7,CO14Z0,A1A5C7 3;A1ASCT 23| Solute carrier family 22 member 23 sLC22A23
ALLOTO;MOR026;MOQZXS;E9PISO;E9P ILVBL
A1X283;G3V144;A0A1BOGUF2;HOYS0 SH3 and PX domam{onlammgprotem 28;5H3 and PX domain-containing protein 2A SH3PXD28B;SH3PXD2A
P04156;A2A2V: Major prion protein PRNP
A2IDC6;Q13084;A2IDC7,04TT37 395 ribosomal protein L28, mitochondrial MRPL28
A2RRP1;A2RRP1-2;HOY5G7;H7BZR3;H Neuroblastoma-amplified sequence NBAS
A3KMH1-2;A3KMH1-3;A3KMH1 von Willebrand factor A domain-containing protein 8 VWAS
ASNCQO;A6NJUB;QOUKKY; ;HO ADP-sugar NUDTS
ASNDG6;H3BV17 Phosphoglycolate phosphatase PGP
095861-4;A6NF51;095861;095861-2 3(2),5-bisphosphate nucleotidase 1 BPNT1
K7E110;Q969T9-2;K7ENL2;A6NG10;K7 WW domain-binding protein 2 wBP2
ASNGN9 1gLON family member 5 IGLONS
A6NGW1;095070;E9PS11;E9PIZ0;C8) Protein YIF1A YIFLA
F8WF64;C9)ZK8;095825-2;A6NND8; A Qu protein 1 CRYZLL
ASNHXO;F27319;F272C1;F8WDS2;87V GATS like protein 2 GATSL2
A6NJ78;A0A0U1RRF2;B5MC64;A6N)7 Probablemethyltranslerase like protein 15 METTL15
A6NJA2;P54578-2;P54578-3;,P54578; Ubiquitin carboxyl | hydrolase;Ubiquitin carboxyl-terminal hydrolase 14 UsP14
Q16540;A6NID9;ABMVT4;ABMYK1;H7 395 ribosomal protein L23, mitochondrial MRPL23
ABNKGS Retrotransposon-like protein 1 RTLL
E9PJK1;E9PRIB;HOYDLO;HOYDI9;P600 Tetraspanin;CD81 antigen D81
QBNFZ3-2,Q8NFZ3;,Q8NOW4;Q8NOW4 Neuroligin-4, Y-linked;Neuroligin-4, X-linked NLGN4Y;NLGN4X
Q15257;F6WIT2; ;Q15257-2;C Seri 2Aactivat, PPP2R4
A6ZKI13;,09BWD3;Q17RBO Protein FAVI127AProtein FAM1278;Protein FAM127C FAM127A;FAM1278;FAM127C
A7MBM2 Protein dispatched homolog 2 DISP2
ABMRA7;Q5TC12;13L448;HOYDDG;HOY ATP synthase mitochondrial F1 complex assembly factor 1 ATPAFL
P49840;ABMT37;MOQVO Glycogen synthase kinase-3 alpha GSK3A
P62750;H7BY10;K7EJV9;K7ERTS;A8M 60S ribosomal protein L23a RPL23A
E9PN41;A8MVV6;014817;)3KQ42;E9F Tetraspanin;Tetraspanin-4 TSPAN4
ABMVWO;K7EMGA;Q5VUBS Protein FAM171A2 FAM171A2
F272V0;099829;800718;HOY524;E7EI Copine-1 CPNEL
P48444;B0YIW6;P48444-2,06P1Q5;E Coatomer subunit delta ARCNL
014525-3;B1AJ51;014525-2;014525 Astrotactin-1 ASTNL
BIAJYS;B1AIY7,075832;B1AIY6,0758 265 proteasome non-ATPase regulatory subunit 10 PSMD10
F8WCR2;B1AKV4;B1AKV2;F6UTR7;B1/ Ubiquinol-cytochrome-c reductase complex assembly factor 1 uaccl
P50993;B1AKY3;HOY7C1 potassium-transporting A alpha-2 ATP1A2
Q9POT7;B1ALMS;QINQ34-2;B1ALM7; Transmembrane protein 9 TMEMO
Q14141-2,Q14141-4;B1AMS2;Q1414: Septin-6 SEPT6
Q16774;81ANH0;Q16774-2;B1ANHS;| Guanylate kinase GUK1
BIAP15;H3BLVO;P08174-4;P08174;Pl Complement decay- acceleraungfa:mr D55
P07910;P07910-3;G3V2Q1;P07910-2 ins C1/C2; lear ri otein C-li HNRNPC;HNRNPCL2;HNRNPCL4;
F5H5N2;B4DNC9;B3KQ30;Q9H1K1;Q¢ Iron- su\iurclus\erassemhly enzymelSCU, mitochondrial Iscu
015382-2;,M0QZP4; ;015382;\v Branched-ch: id , ial;Branched-ch id aminc BCAT2
014735-3,0147 UR9  CDP itol i coIPT
P41732;B4DDGO;B4E171 Tetraspanin-7;Tetraspanin TSPAN7
BADEG0;Q9BRKO;QIBRK0-2;A0A087W Receptor exp i i expressi ing protein 2 REEP2
BADEM9;Q9Y257 Polymerase deltarinteractingprotein 2 POLDIP2
84D103;K7E)Q7;Q98Y50;AADAOMRO Signal peptidase complex catalytic subunit SEC11;Signal peptidase complex catalytic subunit SEC SEC11L3;SEC11C
075390;B4DJV2;A0A0C: ;HOYIC4 Cit cs
BADKF8;Q9NYI0-3;A0A087X120;A0A0: PH and SEC7 domain-containing protein 3 PSD3
P49589-2;84DKY1;P49589;P49589-3; Cysteine—tRNA ligase, cytoplasmic CARS
BADLN1;P52815
B4DR12;060291-4;060291;060291-% E3 ubiquitin-protein ligase MGRN1 MGRN1
P61619;B4DR61;P61619-3;H7C1Q9;C Protein transport protein Sec61 subunit alphaisoform 1 SEC61A1
BADSNS;P18031 Tyrosine-pi eptor type; P -receptor typ PTPN1
84DY09;Q1. 1 Interleukin enh; binding factor 2 ILF2
BAEOT2;F5H432;F5SGXX3;F5H205;F5H Peroxisomal targeting signal 1 receptor PEXS
P98194-2;P98194-4; ;P98194; Calc porting ype 2C member 1;Calcium-transporting ATPase ATP2C1
Q9HC35-2;Q9HC; iated protein-like 4 EMLA
BSMCS53;B5MCF8;P39210;E7EX18;F8\ Protein Mpv17 MPV17
BSMCA4;P16422,COIKY3 Epithelial cell adhesion molecule EPCAM
Q15700-5;B5MCC5;Q15700-3;F8VYC1 Disks large homolog 2 DLG2
BSMCD7;043759-2;043759;A2A283;1 Synaptogyrin-1 SYNGR1
Q8NHH9-3;B5MCNO;Q8NHH9-5;Q8NH Atlastin-2 ATL2
P62826;B5MDF5;J3KQES;F5SHO18;HO) GTP-binding nuclear protein Ran RAN
Q5T8D3-4;Q5T8D3-2;8722R7,Q5T8D3 Acyl-CoA-binding domain-containing protein 5 ACBDS
B722U2;062VM7-3;Q62VM7-5,06ZVN TOM1-like protein 2 ToM1L2
Q96M96-2;F8W1R0;Q96M96;872493 FYVE, RhoGEF and PH domain-containing protein 4 FGD4
B8ZZK4;H7C2W9;C9)US6;B724E3;P62 605 ribosomal protein L31 RPL31
F5GZ08;8724G8;P51693;P51693-2;K: Amyloid-like protein 1,30 APLP1
F8WIR7;P60660-2; D3;C Myosin light yosin light chain 68 MYL6;MYL6B
P62495-2;8727P8;P62495 Eukaryotic peptide chain release factor subunit 1 ETFL
[ ; protein 1-ike 1 NAP1L1
B72911;711310;711310-2,05T4US;E9 Medium-chain specific acyl-CoA dehydrogenase, mitochondrial ACADM
QINRA6;B72C38;Q9NR46-2;B72C39;F Endophilin-B2 SH3GLB2
F8WIWO;FBVP57;P54756-2;87ZKW?7; Receptor protein-tyrosine kinase;Ephrin type-Areceptor 5 EPHAS
Q5VT82;872M79;Q9HC56-2,Q9HCS6  Protocadherin-g PCDH9
B7ZM87;075044;A0A075B7B5;PODM SLIT-ROBO Rho GTPase-activating protein 2;SLIT-ROBO Rho GTPase-activating protein 28;SLIT-RO| SRGAP2;SRGAP2B;SRGAP2C
B37261;Q9NZW5;C914Q3;COJGI8;REV MAGUK p55 subfamily member 6 MPPE
BBZZKS;C91252;043924 Retinal rod rhodopsi 3,5-cyclic i delta PDEGD
B8ZZVS5;Q8TCC3-3;Q8TCC3;Q8TCC3-2 395 ribosomal protein L30, mitochondrial MRPL30
P41247,C91ZF6;P41247-2 Patatin-like phospholipase domain-containing protein 4 PNPLAG
C9J0K6;P30626-3;P30626-2;P30626; Sorcin SRI
€9)126;P19022-2;P19022;C9JMH2;Al Cadherin-2 CDH2
043324-2;,D6RBD7;C9J1V9;043324;D Eukaryotic translation elongation factor 1 epsilon-1 EEFLEL;EEF1EL-BLOCLSS
MOROA1;C9)423;Q6P4E4;E9PEL3;MOR 605 ribosomal protein L37a RPL37A
Q9BTEG;COJ5N1;Q9BTEG-2;Q9BTEG-3;1 Alanyl-tRNA editing protein Aarsd1 AARSD1;PTGES3L-AARSD1L
€91712;P35080;C912N0;C910J7;C91Q Profilin-2;Profilin PFN2
Q9Y5L0-5;Q9Y5L0-3;Q9Y5L0;Q9Y5L0- Transportin-3 TNPO3
E7ERD7;Q9UKUO0-1;Q9UKU0-6;,Q9UKU Long-chain-fatty-acid-CoAligase 6 ACSL6
€918Q1;F8WIP7;Q9UMS0-2;H7C537; NFUL iron-sulfur cluster scaffold homolog, mitochondrial NFU1
C9)8RA;C9IVE2;Q96GGI;CIIRUG;CJF DCN1 in;DCN1-il 1;,0CN1-like pi DCUN1D1;DCUN1D2
QGZY4;C91A07;C916)1 Cytochromec oxidase assembly factor 1 homolog COAL
C9IAWS;Q9Y241;COINUG;ABMV81;Q9 HIG1 domain family member 1A, mitochondrial;HIG1 domain family member 1C HIGDIAHIGD1C

C9)BL4;P23416-2;P23416;P23416-3 Glycine receptor subunit alpha-2 GLRA2
QNY47-4;09NY47-2;C91E82;QINY47- Voltage-dependent calcium channel subunit alpha-2/delta-2;Voltage-dependent calcium channe CACNA2D2
C9IFR7;P99999 Cytochromec cves
043426-4;,043426-2;C9IFZ1;043426; Synaptojanin-1 SYNIL
€91G41;Q9NOX7-2;,Q9NQX7;FSHAISE Integral membrane protein 2C;CT-BRI3 Imv2c
P13798;C9JIF9;H7C393;H7C1U0;C9L Acylamino-acid- re\easmgenzyme APEH
P07602;P07602-2;P07602-3;C)IZ6;C ;! ;Saposin-D PSAP
P82930;C91119 285 ribosomal protein 534, mitochondrial MRPS34
COIXE,000192-2;£9PDC3;000192  Armadillo repeat protein deleted in velo-cardio-facial syndrome ARVCF
C9JKQ2;043676 NADH i 1beta subunit 3 NDUFB3
C9JL85;P58546 Myotrophin MTPN
Q9Y4F1;Q9Y4F1-2;C9IME2;A0ALBOGV FERM, RhoGEF and pleckstrin domain-containing protein 1 FARP1
C9JXB8;CIINWS;P83731 60 ribosomal protein L24 RPL24
€9)Q41;H7C525;Q4VC31 Coiled-coil domain-containing protein 58 ccocss
C9JRZ6;Q9NX63;F8WARA;ADA286YEX! MICOS complex subunit MIC19 CHCHD3
Q9HIP8-2;C9JVNI;Q9HIPS; 1, L2 L2HGDH
092823-3,092823-6;C91YY6;092823- Neuronal cell adhesion molecule NRCAM
QINUM4;C9)287;F223N7 Transmembrane protein 1068 TMEM106B
€9)ZB0;Q9BT40-2;Q98T40;I3L2L1 Inositol polyphosphate 5-phosphatase K INPPSK
F8VRS0;C9J2D1;015145 Actin-related protein 2/3 complex subunit 3 ARPC3
1C91164;Q7 Ras-associated and pleckstrin homology domains-containing protein 1 RAPH1
Syndecan;Syndecan-3 sDc3
F6ULTO;P63098;D3YTAG;H7BYZ3  Calcineurin subunit B type 1 PPP3RL
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D3YTB1;P62910;F8W727 605 ribosomal pmein 132 RPL32
Q13557-8;Q13557-12;Q13557-10;D6 Calc dent protein pell subunit delta CAMK2D
D6RIP3;D6RD18;099729-3;D6RBZ0;C Heterogeneous nuclear rmanucleoprmemA/a HNRNPAB
Q96626;Q96G76-6;096GZ6-2;Q96GZE Solute carrier family 41 member 3 SLCA1A3
P57088;D ; 33 TMEM33
D6RANS;Q9POM;H7C5US 395 ribosomal protein L27, mitochondrial MRPL27
Q9BT78;D6RAX7;Q9BT78-2;D6RFNO;D COPI signalosome complex subunit 4 cops4
D6RB81;Q9UHK6;QIUHK6-5 Alpha-methylacyl-CoA racemase AMACR
P06730;P06730-3;D6RBW1;P06730-: Eukaryotic translation initiation factor 4E EIF4E
D6RC71;D6RFA8;Q9P2W9 Syntaxin-18 sTX18
DERCAS; ;P12429;D 3 in A3 ANXA3
DEREA1;,Q9H173;A0RZB6 Nucleotide exchange factor SIL1 siLL
DERERS;DERGI3;QINVA2;QINVA2-2;L Septin-11 SEPT11
D6REX3;094979-6,094979-8,094979 Protein transport protein Sec31A SEC31A
DERFW1;Q96EQ0 Small glutamine-rich tetrat g protein beta SGTB
D6RG13;P61247;D6RATO; D6RBO;ESF 405 ribosomal protein S3a RPS3A
D6RG15;Q61BS0;HOY858 Twinfilin2 TWF2
P14406;D H JIO6;D6R Cy COX7A2
ESRFY9;09425-2,09H425-3,09H425 Uncharacterized protein CLorf198 Clorf198
ESRGX5;093045;Q93045-2 Stathmin;Stathmin-2 STMN2
ESRHGS;Q15369;Q15369-2;R4GMY8 Transcription elongation factor B polypeptide 1 TCEB1
J3;E7ESKS; 7 2 spc2
ESRI99,P62888;A0A0841213;A0A0CAI 605 ribosomal protein 130 RPL30
ESRIW3;075347;E5RID8;ESRHGE;07¢ Tubulin-specific chaperone A TBCA
QOPO15;ESRIZ4;ESRHFA 3951 nbosumal protein L15, mitochondrial MRPL1S
P63 ERH2; f iated protein 1 SKP1
Q7L5N1;E7EM64;H7C3TO cops signalosome complex subunit 6 copse
E7EM83;Q92932-4;092932;Q92932-% P y ypety P N2 PTPRN2
E9PB77;E7EMF1;E7ESP4;P17301;D6R! Integrin alpha-2 ITGA2
Q14254;13QLDY;E7EMK3;K7EKWS  Flotillin-2 FLOT2
E7EUW?2;E7EN28;E7ETE3;E7EVD6;E7E\ Latrophilin-3 ADGRL3;LPHN3
19 EMS2;G3\ Epidi secretory protein E1 NPC2
E7EMZ9,095359-3;E9PBC6;095359;H Transforming acidic coiled-coil-containing protein 2 TACC2
Q8IZA0-2;E7EN73;Q81ZA0;C9519;Q81 Dyslexi iated protein KIAAO319-like protei KIAAD319L
E7ENV7;Q86Y08;086YQ8-2;081Y)1;09 Copine-8;Copine-9;Copine-5 CPNES;CPNEY;CPNES
P35611-2;E7EV99;P35611-6;E7ENYO;# Alpha-adducin ADD1
E7ES33;E7EPK1;Q16181-2,Q16181;G: Septin-7 SEPT7
E7EPMG;P33121-2,P33121-3;P33121 Long-chain-fatty-acid-CoAligase 1 ACSL1
P19404;E7EPTA NADH 2, NDUFV2
E7EQMS;P43146;H0Y2Q5;130593;13C Netrin receptor DCC e
P15311;E7EQR4 Ezrin EZR
Q96CO1;E7EQY1;COJ2Y4;CIIF51 Protein FAM136A FAM136A
QOUIA9;E7ESCE;ESRIW1;HOYBEL Exportin-7 XPO7
H7BXGY;E7ESK9;Q9¥2G0;Q9Y2G0-2;Q Protein EFR3 homolog B EFR3B
QONWUS;E7ESLO;13KQY1;Q9NWUS-2; 395 ribosomal protein L22, mitochondrial MRPL22
E7ESP9;P07197;E7EMV2;P07197-2  Neurofilament medium polypeptide NEFM
Q620Q6;Q62QQ6-2;E7ESW6 WD repeat-containing protein 87 WDR8?
E7ETU9;000469;000469-2;000469-3 Procollagen-lysine,2 i 2 PLOD2
E7ET24;9¥6E2,Q75MG1;85MCH7,£91 Basic leucine zipper and W2 domain-containing protein 2 BZW2
E7EUN2;A0A087X1U1;F5GXMS;Q9UP! Arf-GAP with GTPase, ANK repeat and PH domain-containing protein 1 AGAP1
Q04637-9;E7EX73;Q04637-8;Q04637 Eukaryotic translation initiation factor 4 gamma 1 EIFAGL
E7EUY3;P05166;E9PDRO;POS166-2;E7 Propionyl-CoA carboxylase beta chain, mitochondrial PCCB
015484;E7EV01;A0A3B3IRX8;E9PS73 Calpain-5 CAPNS
P27816-6;P27816;E7EVA;P27816-2; Mi iated protein 4 iated protein MAP4
Q96F07-2;E7EVIS;Q96F07;H7C229;E7 Cytoplasmic FMR1-interacting protein 2 CYFIP2
P40145;E7EVLL;ESRFR2 Adenylate cyclase type8 ADCYS
P23588;E7EX17;23588-2;F8VP8IFS Eukaryotic translation initiation factor 48 EIF4B
F8VZI2;F8WOW4;Q13765;HOYHX9;E9 Nascent iated complex subunit d complex NACA
E9PBO0;P52789;P52790 Hexokinase;Hexokinase-2 HK2
E9PBG3;Q9NQB6-4;Q9NQ86 E3 ubiquitin-protein ligase TRIM36 TRIM36
094876-2;E9PC87;094876;Q6N039;C Transmembrane and coiled-coil domains protein 1 ™CCL
E9PCGY;Q02338;H7C2W1;C9KOGT;CE D-b ial BDH1
002153-2,002153;£9PCN2;872685;D Guanylate cyclase soluble subunit beta-1 GUCY183

E9PDF2;E9PCR7;Q02218-2;Q02218;A1 2
HOYB39;E9PCY7;P31943;G8JLBE;HOVE il otein nuclearri

E9PDG8;060641;060641-4;060641-% Clathrin coat assembly protein AP180

OGDH
otein H, N-tern HNRNPH1;HNRNPF;HNRNPH2
91

E9PDI2;P40123;B72385;A0A087X0)3; Adenylyl cyclase-associated protein;Adenylyl cyclase-associated protein 2 cAP2
E9PE17,Q9Y2RS;I3LOE3 285 ribosomal protein 17, mitochondrial MRPS17;hCG_1984214
Q96AE4;Q96AEA-2;E9PERS;CIISZL  Far upstream element-binding protein 1 FUBP1
E9PEP6;014786;014786-3;E7EX60;0: Neuropilin-1 NRP1
015530-2;E9PER6;015530-3;015530 3-phosphoinositide-dependent protein kinase 1;Putative 3-phosphoinositide-dependent proteir PDPK1;PDPK2P
E9PF19;Q9Y4P3;Q96E41;A0A087WXC Transducin beta-like protein 2 L2
E9PFN5;Q9Y2Q3;Q9Y2Q3-4;09¥2Q3-3 Glutathione S-transferase kappa 1 GSTK1
Q14738-2;£9PFR3;Q14738;Q14738:3 Serine/threonine-protein phosphatase 2A 56 kDa regulatory subunit deltaisoform PPP2RSD
S ;096 it alpha, mcccl
E9PGA0,P05067-11;P05067 8;P0506" Amyloid beta Ad protein;N-APP;Soluble APP PP-beta;C yloid protein 4 APP
P78559;P78559-. GC8 Microtubule-associated protein 1A;MAP1A heavy chain;MAP1 light chain LC2 MAP1A
E9PGT1;Q15631;H7C1D4;Q15631-2;4 Translin TSN
99627-2;£9PGT6,099627;H7C359 _ COPY signalosome complex subunit 8 cops8
E9PH64;09 IT57;E7EWZI NADH 1beta subunit 9 NDUFB9
Q03001-8,003001-14;E9PHIM6;F6QM Dysmmn DST
E9PLFL;EOPHN7;P28161-2; S i 1 GSTM2;GSTML;GSTM4
043813 ; " LanClik p 1 LANCLL
043491-2;E9P113;043491-3;E9PKS2;C Band 4.1-like protein 2 EPB41L2
E9PN66;EOPKNO;EIPSSS;E9PMWA;ES| Tumor protein pS3-inducible protein 11 53111
E9PIM6;P04216;E9PNQS;I3QRI3 Thy-1 membrane glycoprotein THYL
E9PJ81;E9PRQ7;Q04323;Q04323-2;A UBX domain-containing protein 1 UBXN1
E9PJP2;Q5TF21;H3BRBS;13QL92;Q9Y¢ Protein SOGA3 S0GA3
P29692;E9PK01;E9PRY8;E9PPR1;P29¢ Elongation factor 1-delta EEF1D
Q99873-5;E9PKG1;099873-2;Q99873 Protein arginine N-methyltransferase 1 PRMTL
E9PKV2;Q9NRX2 395 ribosomal protein L17, mitochondrial MRPL17
E9PKZ0;P62917;G3VIAL;EQPKU4;EIP 60S ribosomal protein L8 RPLE
E9PLK3;P55786;P55786-2;A6NEC2;H( Puromycin-sensitive aminopeptidase NPEPPS
E9PLLE;P46776;EOPIDI;EIPLXT 605 ribosomal protein L27a RPL27A
EQPPJ5;P21741;E9PLME;P21741-2  Midkine MDK
Q9BOB6-3;1313B4;F8W9IH0;Q9BQB6-Z Vitamin K epoxide reductase complex subunit 1 VKORCL
E9PM75;Q9NTG7;QINTG7-2;E9PK80; NAD-dependent protein deacetylase sirtuin-3, mitochondrial SIRT3
K4DIAT; ; D151 antigen D151
E9PMRG;QONZNS-2,Q9NZNS Rho guanine nucleotide exchange factor 12 ARHGEF12
Q16890-4;016890-3;Q16890-2;E9PNI Tumor protein D53 TPDS2L1
E9PNWS;Q8WVX9 Fatty acyl-CoAreductase 1 FARL
E9PPI2;Q8TDC3-3;Q81WQ3-6;,Q8/WQ3 protein kinase BRSKL; 2 BRSK2;BRSK1
E9PPW7;000217 S 1;78' NADH ironsulfur protein 8, mitochondial NDUFS8
4 5 az36 RN tfactor RAEL
E9PQR7;Q9UK41;Q9UK41-2;E9PMIO;1 Vacuolar protein sorting-associated protein 28 homolog VPs28
Q9ULUS-4;Q9ULU;F1TOES;Q9ULUS-3 Calcium-dependent secretion activator 1 CADPS
P23468-3,Q3KP19;P23468-7,P23468- Receptor-typety p ; PTPRD
F5GX77;Q9U130-2;Q9U130;FSGYQ2 it TRM112-like pi TRMT112
F5GXX5;P61803; 123¢ Dolichyl-di i ide-protei DAD1 DAD1
HOYG54;HOYGR4;Q9Y3B8-2,09Y3B8-3 Oligoribonuclease, mitochondrial REXO2
F5GYK2;QINRL3;QINRL3-3;MOR317;F Striatin-4 STRN4
F5GYN4;Q96FW1;J3KR44;FSHEQL;F5( Ubiquitin thioesterase OTUBL otuB1
P61421;F5GYQ1;R4GN72;13QL14;H3E V-type proton ATPase subunitd 1 ATP6VOD1
Q6H8Q1-6;06H8Q1-8;Q6H8Q1-3;Q6H Actin-binding LIM protein 2;Actin-binding LIM protein 3 ABLIM2;ABLIM3
F5GYX3;075326-2,075326 Semaphorin-7A SEMA7A
P08195-2;P08195-3; 195; 4F2 cell-sur heavy chain SLC3A2
P23763.2,F5GZV7,P23763-3,23763 Vesicle: -associated membrane protein 1 VAMP1
QINQX3;Q9NQX3-2;! GPHN
FSHIN7,Q62U35;A0A1 B0GWF1;A0A2] Uncharacterized protein KIAAL211 KIAA1211
F5H365,015436,Q15436-2,G3VAV;C Protein transport protein Sec23A SEC23A
Q13796;F5H3B6;C912C6 Protein Shroom2 SHROOM2
F5H442;099816;099816-2;J3QRUS;): Tumor susceptibility gene 101 protein 56101
Q12849-5;HOY8R1;F5HS16;HOYAK1;Q: G-rich sequence factor 1 GRSF1
P12694;FSH5P2;FSGXU9;P12694-2 2 alpha, BCKDHA
FSHEL7;Q9UPRS Sodium/calcium exchanger 2 SLC8A2
F5H702,096GC5-3,Q96GC5;FSHEDO 395 ribosomal protein L48, mitochondrial MRPL4S
130547;P49447;13QRHS;13KSLS;FSH7 Cytochrome bS61 cyBs61
QoUBP4; ;1 Dickkopf-related protein 3 DKK3
Q55ZR4;Q9Y2W6;F6TB26;Q9Y2W6 3;1 Tudor and KH domain-containing protein TORKH
F6U236,Q98Y11 Protein kinase C and casein kinase substrate in neurons protein 1 PACSINI.
P43487-2;P43487;F6WQW2;C9JXG8; Ran-specific GTPase-activating protein RANBP1
F8VNQ3;QINT68-2,63V106;,Q9NT68  Teneurin-2;Ten-2, soluble form;Ten-2 intracellular domain TENM2
F8VNTO;F8VVS6;P08962-3;P08962-2; CD63 antigen;Tetraspanin D63
F8VP53;F8VVW7;F8VVX6;,Q5HYK3  2-methoxy-6-polyprenyl-1,4-benzoquinol methylase, mitochondrial coas
F8VR84;Q0HBO7;F8VQ03 UPFO160 protein MYG1, mitochondrial C120rf10
F8VUAG;007020-2;HOYHA7;Q07020;) 60 ribosomal protein L18 RPL18
P61923;P61923-4;F8VVA7;FBVYKS;F8 Coatomer subunit zeta-1 CcoPz1
J3KNM6;Q99490;F8VVT9;Q99490-2  Arf-GAP with GTPase, ANK repeat and PH domain-containing protein 2 AGAP2
F8W1U7;F8VWH9;Q8N6T3-5,Q8N6T3 ADP-ribosylation factor GTPase-activating protein 1 ARFGAP1
QouB UBQO-2;F8VXUS;Q05DG7 Vacuolar protein sorting-associated protein 29 vPs29
F8VYY;P54619-2;P54619;P54619-3;1 5-AMP-activated protein kinase subunit gamma-1 PRKAG1
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Q6P1Q0-7;06P1Q0;F8VZA2;Q6P1Q0-2 LETM1 domain-containing protein 1
P54819-5;P54819-2;F8W1A4;P54819 Adenylate kinase 2, ; kinase 2,
FBW6G1;Q9UHYL;CIIHZ6 Nuclear receptor-binding protein

P09651-3;F8W6I7;P09651-2;,P09651; AL
Q14157-4;Q14157-1;Q14157-3;F8W7 Ubiquitin-associated protein 2-like
F8W776,Q9H953-2,09H953-3;Q9HIS: Protein transport protein Sec6 1 subunit alpha isoform 2
Q96A26;F8W7Q4;E9PHOS Protein FAM162A
F8W8D4;Q8TBC4-2,08TBCA;F8WF86 NEDDS-activating enzyme E1 catalytic subunit
F8WOFO;HOY7TS;Q9Y351-2;,09Y351-4; Serine/threonine-protein kinase WNK2
F8W9U4;P27816-3 Microtubule-associated protein
HOYST1;Q72460-2;,072460-4;F8 WAL 1 CLIP-associating protein 1
F8WADS;Q9P0K1-4;Q9P0K1-3;Q9POK Disintegrin and metalloproteinase domain-containing protein 22
F8WBF9;Q9UGV2-3;,Q9UGV2-2;,09UG) Protein NDRG3
J3QRU4;P63027;F8WCAO;L7N2F9;K7t Vesicle-associated membrane protein 2

;F8WCF6;FWDD7;P5 ; lated protein 2/3 complex subunit 4
FBWF69
Q13586-2,13586,G0XQ39,E9PREAE Stromal interaction molecule 1
P49821-2; ;P49821 NADH in 1,
G3V164;P48058-2;P48058;E9PIZ5;E9 Glutamate receptor 4
Q9NY33;G3V1D3;63V180;,Q9NY33-4; Dipeptidyl peptidase 3
G3V1D8;Q50LG9 Leucine-rich repeat-containing protein 24
G3V1P3;0969)3 Loss of heterozygosity 12 chromosomal region 1 protein
Q8WWV3-3;G3V1R2;Q8WWV3-2;08V Reticulon-4-i protein1,
075334;075334-3;G3V200;075334-¢ Liprin-alpha-2
G3V256,Q9Y5KS; ;HOYIS0;G3V: D
P07311;63V2U7 Acylphosphatase-1;Acylphosphatase
G3V325;P56134-4,C91IT5;P56134-2;( ATP synthase subunit f, mitochondrial
G3V4I0;0 2 ;HOYIHL;REV, 5
P60983;G3V4P8;MOQYGS;MOR1D2;V Gliamaturation factor beta
G3V583;08N128;08N128-2 Protein FAM177A1
Q96PCS-11;36PCS-5;36PCS-$,56 Melanominhibitory activty protein 2;cTAGE family member 2

7,63V295; 2; it alpha type-6; italphatype

G3XAI2;P07942;E7EPAG Laminin subunit beta-1

AL, N-te

G5E968;P10645 c i in-1; in-2;EA-92;f i in;Ss-18; ;)

14,LF-19,

P42167-2;G5E972;P42167;P42167-3; L iated isoforms
G5E9G7,Q9P252;Q9P252-2;P58401;H Neurexin-2
G5EQS8;Q07866-8;F8W6EL3;E7EVH7;Q Kinesin light chain 1
GSE9W7;GSE9VS;P82650;H7CSL9;H7 285 ribosomal protein 522, mitochondrial
G5E922;Q96KAS-2;Q96KAS Cleftlip and p: 1
G5EA06;092552;092552-2;D6RH20;( 285 ribosomal protein 527, mitochondrial
P53992,G5EA31;P53992-2 Protein transport protein Sec24C
GSEAA8;Q726B7-2;Q72687 SLIT-ROBO Rho GTPase-activating protein 1
Q13332.7,G81L96,013332-5,013332 Receptor-typety P P
Q8IuD: Q8IUD2- 8/CAST family member 1
P16070;P16070-13;P16070-
UHIS-4;Q9UHIS; Large neutral amino acids transporter small subunit 2
5942-2;H7C3D3;C Zyxin

060762;Q5QPK2;HOY368;Q50P)9  Dolichol it 1
HOY3A8;075129-2,075129-3;075129 Astrotactin-2

HOY3D0;Q5QPI9; ;Q5QP17;05C
HOY3H2;Q99758 ATP-binding casette sub-family A member 3

P67809; ;5 ;AOAODISEI8; Nucl binding protein 1

HOY4R1;P1226: ;201 I g 2
HOY870;HOY861;Q8TDQ4;Q555C2; Q9! Transmembrane protein 222

043674;H0Y886;043674-2;E7EWPO;+ NADH 1 beta subunit’s, ial
Q96142-2;H0Y997;09642;D6RBDY;D Thioredoxin domain-containing protein 15

HOY9BO;HOYA18;Q9NUQ7 Ufm1-specific protease 2

HOYBX3;P52758;H0YB34 Ribonuclease Uk114

QINPAO;HOYDTS;HOYDX2 ERmembrane protein, complexsubunit 7

P53041;HOYDUS;ABMU39 hr protei
HOYE25:HOYF25,Q8NB37;QBNB37-2;H Parkinson discase 7 domain-containing pmteln 1
HOYENS;P15880;13L404;E9PM36;E9PI 405 ribosomal protein 52
HOYFO6;Q9GZT6-3,09GZT6-2;,09GZT6 Coiled-coil domai gprotein 908,

; 7 ;AOAZRE yme subunit alpha,
HOYIA8;014910;HOYI92;J3KN23 Protein lin-7 homolog A
Q13362-2,013362-3;013362;013367 Serine/threonine-protein phosphatase 2A 56 kDa regulatory subunit gamma isoform
S4R329;HOYK6 1 ; ER complex subunit 4
P46779;P46779-2;P46779-3;HOYKDS 60S ribosomal protein L28
HOYL22;Q9Y375;HOYNN4;HOYNB7  Complexlinter ed protein 30, ial
HOYL99;P82912-2,P82912;P82912:3 285 ribosomal protein 511, mitochondrial
HOVL ;i 25 Ras GTP: g 1QGAP1
QBTDJE,Q8TDI63;HOVLMS;Q8TDJ6-2; DmX-like protein 2

1,Q0GZ53;HOYM76;HZ WD rep ining protein 61;,WD repe
Q71UMS;42677;HOYMV; CSILCSC9 405 ribosomal protein 527-1ke;405 ribosomal protein 527

HOYN18;P25789;P25789-2;HOYMZL; it alpha typ

amina-ass

;Long-chain enoyl-CoA hydratase;Long chain £

g protein 61, N-terminally processed

LETMD1

ial, N-terminally processed;Ac AK2

HNRNPAL;HNRNPA1L2
UBAP2L
SEC61A2

VAMP2
ARPC4;ARPC4-TTLL3
CLTA

STIM1

NDUFV1

GRIA4

DPP3

LRRC24

LOH12CR1

RTN4IP1

PPFIA2

ATP6VID

ACYP1
ATP5J2-PTCD1;ATPS)2

FAM177A1
MIA2;CTAGEL
PSMA6

RPS27L;RPS27

betatype PSMA4

HOYNG3;P67812-4;P67812;P67812-3 Signal peptidase complex catalytic subunit SEC11; Svgnal pepudasecomplex catalytic subunit SEC SEC11A

Q13449;H3BLU2;FSH5G1;C9)5G3  Limbic system-associated membrane protein
H3BLU7;043488;H7C5H7;A0A499FITi Aflatoxin B1 aldehyde reductase member 2
H3BLW6;Q5T3F8;Q5T3F8-2;Q5T3F8-3 CSC1-like protein 2
Q9H2V7-3;Q9H2V7-2;Q9H2V7;H3BMF Protein spinster homolog 1
H3BNA7;H3BMU3;060268-3;060268; Uncharacterized protein KIAA0513
H3BMUS;Q8NCC3;B4DJW4;H3BPT3;H Group XV phospholipase A2
H3BQZ6;H3BRH9;H3BN78;Q9BSW7;H Synaptotagmin-17

H3BPJ2;Q15041-2;Q15041;H3BNI8;C ADP-ri ion fact protein 1
P08708;H3BNCY 408 ribosomal protein 517

H3BNK2;043325 LYR motif-containing protein 1

H3BPW3,075208-2; S 6; L tein COQQ,

P20674; ; ; Cy 5A,

H3BS10;! BP20;| J85;H3 Bet: i i it alpha
H3BPELH3BK9;Q9UPN3-4;00UPN3- Microtubule-actin cross-inking factor 1, isoforms 1/2/3/5
P35637-2;P3563 protein FUS;TATA-binding protein-associated factor 2N

H3BR29;H3BSM7;Q96GQS5;1312V0;Q9 RUS1 family protein C160rf58

LSAMP
AKR7A2

HEXA
MACF1
FUS;TAF15
Cl6orfs8

H3BR35;P15170;P15170-2;P15170-3 Eukaryotic peptide chain release factor GTP-binding subunit ERF3A;Eukaryotic peptide chain rele GSPTL;,GSPT2

H3BRD2;P55789;H3BRW3;
014562;H3BRL3;H3BUMS

55789-2; Sulfhydryl oxidase;FAD-linked sulfhydryl oxidase ALR
Ubiquitin domain-containing protein UBFD1

P80404;H3BRN4;H3BNQ7;H3BMIO;H: 4 3 ial
H3BS89;A0A087X1B3 Transmembrane protein 1788

H3BSQS5;H3BUE3; ;Q8WWM7-; 2-like pi

H3BTB7;Q5PH6;Q5]PH6E-2 RNAligase,
014662-6;014662-2;014662-4;,0146 Syntaxin-16

H3BUWS8;Q86WAS;E7EN44;Q86WA8-: Lon protease homolog 2, peroxisomal
H3BUX2;043169;D6RFH4;13QR91  Cytochromebs type B
H3BV85;Q9H3K6-2;Q9H3K6;H3BPTS; BolAdike protein 2

H3BV90;Q6FI81;H3BQ23;H3BUGA;H3 Anamorsin

H7BY57,094856-4;094856-12;09485 Neurofascin

Q9H2H8;H7BZ14;887277;Q9H2H8-2;C Peptidyl-prolyl cis-transi like 3;Peptidyl-prolyl cis-t
H7BZ81;06NUM9-2;Q6NUMI;H7BZ16 All-trans-retinol 13,14-reductase
H7C1U8;Q9BURS-2;,Q9BURS;A0A0J9Y' Apolipoprotein O

H7C3G9;Q9U)70;Q9U170-2;CIEVE;H N-acetyl-D-glucosamine kinase
Q14831:5,014831:3,Q148314;H7C3 Metabotropic glutamate receptor 7
H7C488;09NQ48-3,09NQ48-2;09NQX Leuciny ion factor-li 1
H7C4ES;Q14061,C918T6 Cytochrome c oxidase copper chaperone
H7C5A7;014734;A0A494CONG;E9PIN Acyl-coenzyme A thioesterase 8
HIKV31;015394;015394-2;Q9BXU1- Neural cell adhesion molecule 2

12814-3;H9KV75 Alpha-actinin-1

;Q35Y17;13L088 Solute carrier family 25 member 51;Solute carrier family 25 member 52

2;1312G1;K71 le-fusing ATPase
J3KS14;13L1D2; 3Laco; 130548;13L295 Mannose-P-dolichol utilization defect 1 protein
13L1R7;Q99447;Q99447-3;1313V9;Q9 ine-phosp!

131397;P63241;P63241-2;13L504;F8V Eukaryotic translation initiation factor 5A;Eukaryotic translation initiation factor 5A-1;Eukaryoti

13L4C2;Q9UQB8-2;09UQB8-4;Q9UQBE Brain-specific angiogenesis inhibitor 1-associated protein 2

13L4J1;Q9UN37;075351;Q6PIW4-2;Q Vacuolar protein sorting-associated protein 4A;Vacuolar protein sorting-associated protein 48

13KMXS;P62277 408 ribosomal protein 513
P55196-2;P55196-6;Q5TIGS;P55196- Afadin

Q5JPE7-2;P69849;Q51PE7;13KN36;Q5 Nodal modulator 2;Nodal modulator 3
QIUPWS5-2;Q9UPWS;Q9UPWS-3;13K? Cytosolic carboxypeptidase 1

13QL05;13KP15;001130-2;Q01130;Q¢ ich splicing factor 2; ginine-ich splicing factor 8
13KP26;086W74;086W74-1;ESRHV2; Ankyrin repeat domain-containing protein 46
13KP58;P30622-2;P30622-1;P30622; CAP-Gly domain-containing linker protein 1
Q96G97-4;13KQ12;E9PIU3;H7BXMLE Seipin

QONTKS;13KQ32;Q9NTKS-2;QINTKS-3 Obg-like ATPase 1

13KQ34;Q9H9Q2;Q9HIQ2-2;13QT73;4 COPY signalosome complex subunit 7b

Q9Y3E5;13KQ48 Peptidyl-tRNA hydrolase 2, mitochondrial
13KQAO;P21579;08N9I0;F8VYHS;F8V: Synaptotagmin-1
13KQL8;Q9BQES;E9PMIS Apolipoprotein L2

Q9YAF5-3;Q9Y4F5-2;,Q9Y4F5;13KQR7  Centrosomal protein of 170 kDa protein B
J3KR97;Q9BTW;Q9BTWI-4;Q9BTWI Tubulin-specific chaperone D
J3QKWS;J3QLE6;J3KRIS;X6R3Y6;P552 Cadherin-8
J3KRZ9;Q9H3Q1;13Q0S6;Q9H3Q1-2  Cdc42 effector protein 4
Q14197;13KS15;J3QRF8 Peptidyl-tRNA IcT,
J3K522;Q724W1;13Q536;13KRZ4;13QL Lxylulose reductase

GFER

UBFD1

ABAT
TMEM178B
ATXN2L

EARS2
STX16;STX16-NPEPL1
LONP2

CYBSB
BOLA2B;BOLA2
CIAPINL

SLC25A51;5LC25A52

MPDU1L
PCYT2
EIFSAEIFSA2;EIFSALL

BAIAP2
VPSAAVPSAB
PS13
MLLT4
NOMO2;NOMO3
AGTPBP1
SRSF2;SRSF8
ANKRD46

cLIP1
BSCL2

CDC42EP4
IcT1
DCXR

CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS

LETMD1
AK2
NRBP1
HNRNPAL
UBAP2L
SEC61A2
FAM162A
UBA3

LRRC24

RTN4IP1

ACYP1
ATP5J2-PTCD1
ENTPDS

GMFB
FAM177A1
MIA2

PSMAG

LAMB1

CHGA

T™MPO

KIAAO513
PLA2G15
SYT17

MACF1

Z
G

Cl6orfs8
GSPT1
GFER
UBFD1

=
&

AT
TMEM1788
ATXN2L
EARS2

ACTN1
SLC25A51
NSF
MPDU1
PCYT2
EIFSA
BAIAP2
VPSAA
RPS13

ANKRD46
cLP1
BSCL2
OLAL
CoPs78
PTRH2
YT1
APOL2
CEP170B
TBCD
CDH8
CDC42EP4
IcT1
DCXR

)

not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not dered,

0,273575566
0,241230036
-0,423874567

0,002018361
0,035483152

-0,022273139
-0,008058275

0,119156942
-0,308001389
o,

not considered/background
not considered/background
not considered/background

-0,053673376

not kground
not considered/background
not considered/background
not considered/background
not considered/background
Lysosomal membrane proteins
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background

-0,
0,299830762
0,130271955

-0,129165803

-0,004913521

0,18142064
0,688135588

0,122076304

-0,197384895
0,26091232
0,478505927

0,402613043
-0,133653784

0,030689204

not considered/background
not dered,

-0,351037638

not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background

0,168513676
-0,123103951

0,011352507
0,291249913
0,110897723
0,417487999

0,004033901

-0,015520018

0,027578727

0,028710586

0,27727066
0,537544572
0,419538892

0,545573056

0,09328973
0,215119425
0,202386375

not considered, kground
not considered,

o, 9

not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background

0,310689118

not
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background

0,

0,444136957
0,53465928
-0,049262855

-0,541429009
0,482332021
-0,309663367

0,074505436
0,094911647

0,133826527
-0,025984716

-0,172652468
-0,234770798

-0,20826093
-0,207777657
-0,291256545

-0,193255261
0,77675046

-0,135094792

-0,211949131
0,158595552

not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background

0,176067406
-0,096684019

-0,03889532

-0,018658772
0,122758327

-0,228689079
0,279768422
-0,146020316
-0,509614711

0,234623941

0,425268737

0,148224978
0,140412041

0,024927485

-0,232169543

0,207018226
-0,078883047
0,085696581
0,273336847
0,012211084

[
0,051264607
-0,039699918

0,124770389

0,02672925
0,136716384
-0,280006078

0,142273738

-0,088684372

-0,112766845

0,313129735

-0,09328973
-0,124592825
0,377781804

0,302332919
0,125242372

0,088132046
-0,028427705
0,498557248
-0,366028399

0,001053552

0,002787092

-0,180529813

-0,208766947
-0,003602237

-0,269751322

-0,098284796
0,240690742

0,54837477

0,337768171
0,093355645
0,111523644
0,206695047
0,022375703
0,323209055

-0,236217064
0,049621174

-0,062121712

0,180691513
0,047487506

0,194691033
0,244856042

-0,133300476
-0,093154488

0,297643881

-0,308011315
-0,052972275
-0,401412025

0,300554974
-0,124592825
0,493012226

0,387713562
0,018921862
-0,404249185

-0,189539944

0,351176003
0,000735962
0,060739158
0,515207819
0,077653186

0,345931137
-0,203514411

0,119290969
0,146785541

-0,359071312

0,467633164
0,191705571
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963
964
965
967
972
975

1032

1036

1040
1041
1042

1100
1101
1102
1103
1104
1105
1106
1107
1108
1109
1110
1111
1113
1114
1115
1116
1117
1118
1119
1120
1121
1122
1123
1124
1125
1126
1127
1128
1129
1130

J3KSY6;Q8TCD! 4 5(3) cytosolic type
13QR09;13KTE4;P84098 Ribosomal protein L19;605 ribosomal protein L19
Q07955;13KTL2;13KSR8;Q07955-3;Q0 Serine/arginine-ich splicing factor 1
Q9Y2R9;13QL53;13QQS1;13KSI8;13QK\ 285 ribosomal protein 57, mitochondrial

P19105;014950;J3QRS3;P24844-2;P; Myosin regulatory light chain 12A;Myosin regulatory light chain 128;Myosin regulatory light pol"

Q9BRQE;13QTA6;13QTB2;HOYI22 MICOS complex subunit MIC25
K7EID2;Q9BT22-2;Q98T22 cl b
K7EIP4;Q16787-4;A0A0A0MTS5;Q167 Laminin subunit alpha-3
K7EJE8;K7EKE6;P36776-2;P36776;P31 Lon protease homolog, mitochondrial
K7EK00;Q96NDO;K7EPGY;K7ERQ2  Protein FAM210A

K7EQ77;K7EK78;Q86Y39;K7EP35;K7EI NADH i 1alpha subunit 11
K7EKI0;Q92817;A8MZ36 Envoplakin;Envoplakin-like protein
K7EKV4;Q9BRG1 Vacuolar protein-sorting-associated protein 25

P14314-2;P14314;K7ELL7;K7EPW7;Al Glucosidase 2 subunit beta
K7ELQO;Q9BYD3-2;K7ES61;Q9BYD3;X¢ 39S ribosomal protein L4, mitochondrial
K7EMO9;K7EPRO;K7ELQY;Q6UW68  Transmembrane protein 205
043291-2;K7EM31;043291;K7ES27;K Kunitz-type protease inhibitor 2
K7EN20;Q9NZL4;Q9NZL4-3;K7EL16;Q¢ Hsp70-binding protein 1
K7ENI6;K7EREL;Q8N2U0 Transmembrane protein 256

K7EPB2;P10644-2;P10644;K7EM13;K cAMP-dependent protein kinase type I-alpha regulatory subunit;cAMP-dependent protein kinase

K7ER15;Q9HOR4;K7EMY7;Q9HOR4-2; Haloacid dehalogenase-like hydrolase domain-containing protein 2
Q06136;K7ERC8;Q06136-2 3-ketodihydrosphingosine reductase

Q8N2G8-2;K7ESN3;Q8N2G8-3;08N2G GH3 domain-containing protein

Q8WVC6;K7ESP4;08WVC6-2 Dephospho-CoA kinase domain-containing protein

LOR6Q1

QINPB1;MOQWZ7;MOR2C6;Q9NPBL-; Serine-tRNA ligase, mitochondrial

095571;M0QXBS5;MOQYB0;MOQX80 ETHEL,

MOR0GO;MOQXK2;MOR221;MOR288;! U1 small nuclear A;U2 small nuclear 8
QBNVV1;Q8J015;P40429,M0QYS1  Putative 605 ribosomal protein L13a protein RPL13AP3;605 ribosomal protein L13a
P53680-2;P53680;MORON4;X6R390;) AP-2 complex subunit sigma

MYL12A;MYL12B;MYL9
CHCHD6

EVPLEVPLL
VPS25

PRKCSH
MRPL4
TMEM205
SPINT2
HSPBP1
TMEM256
PRKARLA
HDHD2

KDSR

GHDC

DCAKD
SLC35A4
SARS2

ETHEL
SNRPA;SNRPB2
RPL13AP3;RPL133;RPL13A
AP251

M0Qz02;Q 1H 143 TMEM143
Q96CP6-2;096CP6-3;Q96CP6;MOQZ1: GRAM domain-containing protein 1A GRAMD1A
Q9Y4)8;Q9Y4)8-5,Q9Y4)8-15;Q9Y418- D alpha;Dy beta DTNADTNB
MOQZK8;075223;075223-3;H7BZKS5;t Gamma-glutamylcyclotransferase GGCT
MOROFO;P46782;MOROR2;MOQZN2 405 ribosomal protein S5;405 ribosomal protein S5, N-terminally processed RPSS
MOROP7;MOR3D6;MOR1A7;MOR117;C 60S ribosomal protein L18a RPL18A
Q9UBC2-3;MOR165;Q9UBC2;Q9UBC2- Epidermal growth factor receptor substrate 15-like 1 EPS15L1
MOR192;P30043;A0A2R8Y7Y9;M0QZL Flavm reductase (NADPH) BLVRB
Q16740;MOR208;A0A2RSYEFS dependent Clp subunit, i dependent Clp p preCLPP
MOR210;P62249;MOR3HO;MOQX76;N 405 ribosomal protein 516 RPS16
000116;A0A1B0GWA2;A0A2RBYELO;E h, AGPS
Q13838-2,013838;000148;Q55TU3;# Spliceosome RNA helicase DDX39B;ATP-dependent RNA helicase DDX39A DDX39B;DDX39A
000154-4;000154-6;000154-7;0001 Cytosolic acyl coenzyme A thioester hydrolase ACOT?
000165-5;000165;000165-2;,00016¢ HCLS1-associated protein X-1 HAX1
000178 GTP-binding protein 1 GTPBP1
000186 Syntaxin-binding protein 3 STXBP3
000222-2;000222;E7ETK3;A0A0AOM1 Metabotropic glutamate receptor 8 GRM8
000231;000231-2;J3QRY4;13Q513 265 proteasome non-ATPase regulatory subunit 11 PSMD11
0002320002322 265 proteasome non-ATPase regulatory subunit 12 PSMD12
000258-2;000258;H7BYES;H7C384;B Tail-anchored protein insertion receptor WRB WRB
000264;000264-2;U3KQMO Membi iated receptor 1 PGRMC1,
000299 Chlorideintracellular channel protein 1 cict
000330-3;0¢ ; 7,000330-2 X PDHX
000410;000410-3;HOY8C6;000410-2 Importin-5 1POS
000429-6,000429;000429-3;00042¢ Dynamin-1-like protein DNMIL
000442-2,000442;A6NIC1 RNA 3-terminal phosphate cyclase RTCA
000445;000445-2;K7EIS7;,K7EIC4;K7 Synaptotagmin-5 SYTS
000451-3,000451;000451-2;ESRGRE GDNF family receptor alpha-2 GFRA2
000483 Cytochromec oxidase subunit NDUFA4 NDUFA4
000487 265 proteasome non-ATPase regulatory subunit 14 PSMD14
000499-3,000499-5;000499;00049¢ Myc box-dependent-interacting protein 1 BINL
000505;H0Y459 Importin subunit alpha-4 KPNA3
000519 Fatty-acid amide hydrolase 1 FAAH
000534;000534-3;,000534-2;B4DHSE von Willebrand factor Adomain-containing protein SA VWASA
000560-3; ooosso BADHNS;E9QPBU7;( Syntenin-1 sDCBP
000562-2,000562 Membrane-associated phosphatidylinositol transfer protein 1 PITPNM1
000592-2,000592 Podocalyxin PODXL
000743-2,000743,000743-3,Q5T157 Seri protei catalytic ine-protein PPPEC
000754-2;000754 Lysosomal alph: osomal alph Apeptide;Lysosomal alpha-manno: MAN2B1
000764;F222Y4;000764-3;,000764-2; Pyridoxal kinase DXK
014494;014494-2 Lipid phosphate phosphohydrolase 1 PPAP2A
014523-2,014523;E9PK0S €2 domain-containing protein 2-like c2co2L
014531;05T006 Dihydropyrimidinase-related protein 4 DPYSLA
014545;F8VNX8 TRAF-type zinc finger domain-containing protein 1 TRAFD1
014548;ESRIZ1;HOYBD2 Cytochrome c oxidase subunit 7A-related protein, mitochondrial CcoX7A2L
014561;13L505;H3BNK3 Acyl carrier protein, mitochondrial;Acyl carrier protein NDUFABL
014576-3,014576-5,014576-2;0145 Cytoplasmic dynein 1 intermediate chain 1 DYNC1I1
014672;014672-2 Disintegrin and metalloproteinase domain-containing protein 10 ADAM10
014737 014737-2;Q3HM38;X6R2P6; Programmed cell death protein 5 PDCDS
014744-5,014744-2;01474¢ Protein arginine N 5;Protein arginine N-methy , N-terminally proc PRMTS
014775'3,01477572,014775,H0VNW Guanine nucleotide-binding protein subunit beta-5 NBS
014787-2,014787;A0A075B780;K7ED Transportin-2 mpoz
014807;C9)8Q6;014807-2 Ras-related protein M-Ras MRAS
014818;014818-2;H0Y586;014818-4 Proteasome subunit alpha type-7 PSMA7
0148280148282 Secretory carrier-associated membrane protein 3 SCAMP3
014874-2,014874-3,014874;H3BUV: [3-methyl-2 kinase, BCKDK
Q5VV89;014880;Q5VV87 Microsomal glutathione S-transferase 3 MGST3
014917;014917-2;A0A087WXV2  Protocadherin-17 PCDH17
014925;Q55RD1-2;055RD1 Mitochondrial import inner membrane translocase subunit Tim23 TIMM23
014949 Cytochromeb-c1 complex subunit 8 uacrQ
014964-2,014964;13L1P5;I3L1E3;13L Hepatocyte growth factor-regulated tyrosine kinase substrate HGS
014967;014967-2 Calmegin CLGN
014980;C91673;C9JKM9;C91254;C91C Exportin-1 XPOL
014994;A0A0A0MR68;A0A087WTGS Synapsin-3 SYN3
015031;A6QRG9;A0A087WU36;E2PU mexm 82 PLXNB2
015066-2,015066; S in-like protein KIF38;Kinesini KIF38, N-terminally pr like proteir KIF38;
015069 " NAC-alpha domain-containing protein 1 AD
015075;015075-2;05V2¥9;015075-4 Serine/threonine-protein kinase DCLK1 DCLK1
015085;015085-2 Rho guaninenucleoudeexchangefactor11 ARHGEF11
015126;A0A087WXB0;015126-2;A04 d membi 1 SCAMP1
015144;C9JTV5;G5EQJ0;H7C3F9;GSES Actin- related protein: 2/3 complex subunit 2 ARPC2
0151730151732 M receptor 2 PGRMC2
015212;A2AB88 Prefoldin subunit 6 PFDN6
015217,015217-2,05/W88 Glutathione S-transferase A4 GSTA4
015228-2;015228;Q5TBH6;Q5TBH8 DI GNPAT
015235 28Sribosomal protein 512, mitochondrial MRPS12
015240;Q058)3 y protein y peptide-1, Y pIVGF
015258;Q5T092;A0A0A0MR06;Q5TOS Protein RERL RERL
015260-2;05T8U5;015260;015260-2 Surfeit locus protein 4 SURF4
015400-2;015400 Syntaxin-7 STX7
015427;13QQV2;13Q5C3;130059;13Q! Monocarboxylate transporter 4 SLC16A3
015460-2;015460;C9)CPO;CIIXAS;A¢ Prolyl 4-hydroxylase subunit alpha-2
015498;015498-2;H7C3K7 Synaptobrevin homolog YKT6 YKT6
015511;81ALC0;015511-2 Actin-related protein 2/3 complex subunit 5 ARPCS
015540;015540-2 Fatty acid-binding protein, brain FABP7
043157;043157-2;043157-3 Plexin-B1 PLXNBL
043237,043237-2; 113KRZ2;B41 C dynein 1 light hain 2 DYNCILI2
0432420432422 265 proteasome non-ATPase regulatory subunit 3 PSMD3
043246,C9)M63 Cationic amino acid transporter 4 SLC7Ad
043264;043264-2;F5H3C1 Centromere/kinetochore protein zw10 homolog W10
043292-2,043292;E9PQ31;E9PLV6;ES anchor 1 protein GPAAL
043295-2,043295;043295-3;A0A087 SLIT-ROBO Rho GTPase-activating protein 3 SRGAP3
043396;K7ER96;K7EMLI;K7EKG2;K7E Thioredoxin-like protein 1 TXNLL
043427-2,043427;HOYCE7;EIPIWEE Acidic fibroblast growth factor intracellular-binding protein FIBP
043464;043464-2;A0A0C4DGA44;043 Serine protease HTRA2, mitochondrial HTRA2
043505 Beta-1,4-glucuronyltransferase 1 BAGATL
043581-5,043581-3,043581-2;0435 Synaptotagmin-7 Y17
043583;F8WLL Density-regulated protein DENR
043615;M0QXU7;M0QXM3;MOR301; Mitochondrial import inner membrane translocase subunit TIM44 TIMMa4
043678;043678-2 NADH iquil 1alpha ubunit 2 NDUFA2
043681 ATPase ASNAL ASNAL
043707;043707-2;043707-3;F5GXS2 Alpha-actinin4 ACTNA
043747;043747-2;H3BNR4;H3BR36;} AP-1 complex subunit gamma-1 AP1G1
043760;043760-2;K7ELDI;K7ENGI;K Synaptogyrin-2 SYNGR2
043761;Q96L30;H3BNAG Synaptogyrin-3 SYNGR3
043765;K7EMD6;K7ERWS Small gl ich tetratr protein alpha SGTA
043772;C9)PEL;FBWEF6 Mitochondrial cammne/acy\carnltmecamer protein SLC25A20
043776;K7EIU7;K7EPK2,043776-2;K7 Asparagine-tRNAligase, cytoplasmic NARS
043819;A0A1W2PQKO Protein SCO2 homolog, mitochondrial 5c02
043852;043852-3,043852-2,04385: Calumenin CALU
043854-2,043854 EGF-like repeat and discoidin I-like domain-containing protein 3 EDIL3
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043865,043865-2 Putative adenosylhomocysteinase 2

043920 NADH dehydrogenase [ubiquinone] iron-sulfur protein 5
060245;060245-2 Protocadherin-7

060256;060256-3;E7EPAL;,060256-4 d protein 2
060282;A0A0G2JM26;060282-2;C9)\ Kinesin heavy chain isoform 5C
060313-2,060313-10;060313;06031 Dyl like 120 kDa protein, mi ial; in-like 120 kDa protein, form S1
060331-4;060331;060331-2;060331 h ype-1 gamma
060443;C915R4;060443-2;060443-3 Non-syndromic hearing impairment protein 5
060462-3,060462-4,060462-5;0604 Neuropilin-2

060477-3,060477 BMP/retinoic acid-inducible neural-specific protein 1
060486;84DHQ7;FSH3A2;F8VUWA;HI Plexin-C1

060488-2,060488;D6RFIS5;HOYSA;D Long-chain-fatty-acid—CoAligase 4
060493;060493-2;060493-4;06049¢ Sorting nexin-3

060502;060502-4;060502-2;060507 Protein O-GlcNAcase

060506-4;,060506-3;060506-2;0605 Heterogeneous nuclear ribonucleoprotein Q
060518;A0A096LPAG;A0AD96LNS2  Ran-binding protein 6

060568;H7C258;H7COB8;H7C2V1  Procollagen-lysine,2 i 3
060637-3,060637;HOYKI9;060637-2 Tetraspanin-3

060664-2,060664-4,060664-3;0606 Perilipin-3

060684;Q5TFI7,015131;P52294;54R Importin subunit alpha-7;mportin subunit alpha-6;importin subunit alpha-5;importin subunit

060749;060749-2;D6RC15 Sorting nexin-2
060763;060763-2 General vesicular transport factor p115

060784-3,060784;060784-4,06078¢ Target of Myb protein 1

Q99880,099879;Q99877;Q93079;Q5 Histone H2B type 1-L;Histone H2B type 1-M;Histone H2B type 1-N;Histone H2B type 1-H;Histone
060831;A6NP52;A6NM71 PRAL family protein 2

060884;131320;A0A087WT48 Dnal homolog subfamily Amember 2

060925;E5RGS4;D6RGGS Prefoldin subunit 1

075037-3,075037-4,075037-2;0750 Kinesin-like protein KIF218

075051;075051-2 Plexin-A2

075054;075054-2 Immunoglobulin superfamily member 3

075061-4;075061;075061-2;075061 ine-p

075083;075083-3,D6RD66 WD repeat-containing protein 1

Q5T0V2;05T0V4;075093-2;Q5TOVO;0 Slit homolog 1 protein

0751 2,075110-2;043 Probabl ipid-transporting Al ; i ing ATPase
075145-2,075145;RAGN36;RAGNFL;} Liprin-alpha-3

075157-2,075157;A0A087X0H8;Q15 TSC22 domain family protein 2;TSC22 domain family protein 1,75C22 domain family protein 4
075165 Dnal homolog subfamily C member 13

075306-2;075306 NADH dehydrogenase [ubiquinone] iron-sulfur protein 2, mitochondrial
075323;075323-2;F8WBIS;H7C333;C Protein NipSnap homolog 2

075348 V-type proton ATPase subunit G 1

075368 SH3 domain-binding glutamic acid-rich-like protein

075380;D6RBT3 NADH dehydrogenase [ubiquinone] iron-sulfur protein 6, mitochondrial
075381-2,075381 Peroxisomal membrane protein PEX14

075396;A0A087X1A9 Vesicle-trafficking protein SEC22b

075431-2,075431;,C9INK6;COJAZL  Metaxin-2

075436,54R3Q6,075436-2 Vacuolar protein sorting-associated protein 26A

o ; ; £ ;i i pi g it beta

075477;800243 Erlin-1

075487,075487-2 Glypican-4;Secreted glypican-4

075489;075489-2; ;G3V194;E NADH iron-sulfur protein 3, mitochondrial
075534-2,075534;075534-3,07553¢ Cold shock domain-containing protein E1

075569-3,075569-2;0 ; Interf ded RNA-dependent protein kinase activator A
075663,075663-2 TIP41-like protein

075688,075688-3,075688-5;C9JIR6; Protein phosphatase 18

075695 Protein XRP2

075746;075746-2; ; 2;8 Calcium-binding mi ial carrier protein Aralarl
075781-2,075781;A0A087WWY4;A0; Paralemmin-1

075822-2,075822-3,075822 Eukaryotic translation initiation factor 3 subunit J

075844;A0A608PHGY CAAX prenyl protease 1 homolog

075874;C9J4N6;C9ILUG;CINIES Isocitrate dehydrogenase [NADP] cytoplasmic

075882-3,075882-2,075882 Attractin

075899;A0A1B0GW60 Gamma-aminobutyric acid type B receptor subunit 2
075914-2,075914;075914-4;,07591¢ Seri protein kinase PAK 3;Non-specific serine/threonine protein kinase

075915;F8WF90;C9)QUE;FBWF33  PRAL family protein 3
075935-3;075935;X6RCKS;X6RA56;A Dynactin subunit 3
075947;075947-2;F5H608 ATP synthase subunit d, mitochondrial
075962-5;075962-2;075962;E7EWP: Triple functional domain protein
075964;E9PN17;A0A3B31TX4;A0A3B3 ATP synthase subunit g, mitochondrial

075973;Q5VWW1-3;Q5VWW1-2;Q5V Clq-related factor;; Clorlike protein 3;C Clg-likeps 2
075976;075976-2;3Q0)4;J3QRI9  Carboxypeptidase D

076003 Glutaredoxin-3

076031 ATP-dependent Clp protease ATP-binding subunit clpX-like, mitochondrial
076041-2;A0A6Q8PF21;076041;HOY: Nebulette

076062;HOYENG;EQPS18;EQPLS;076( Delta(14)sterol reductase

076070;F8W754 Gamma-synuclein

076094-2,076094;D6RDY6;RAGNC1  Signal recognition particle subunit SRP72

094760,094760-2;84DYP1 N(G)N(G) inine di i 1
094766;094766-2;G3V150;E9PNAL;A in 3-b 3
094772;094772-2 Lymphocyte antigen 6H

094811 Tubulin polymerization-promoting protein

094819 Kelch repeat and BTB domain-containing protein 11

094826 Mitochondrial import receptor subunit TOM70

o ; 3 ; ;0048 DDHD2

094874;094874-3,004874-2 €3 UFM1-protein ligase 1

094903;ESRFX7;ESRG77;HOYBG2  Proline synthase co-transcribed bacterial homolog protein

094905;ESRHW4;ESR09;094905-2;C Erlin-2
094910-2,094910;K7ERC3;K7EKA7;K  Latrophilin-1

094919 Endonuclease domain-containing 1 protein
094925;872509;H78ZD1;C91116;094¢ inase kidney isoform, i
094967-2,094967;094967-3,094967 WD repeat-containing protein 47

094973-2,094973-3;A0A0G2JQM1  AP-2 complex subunit alpha-2

Q55R54;094985-2,094985 Calsyntenin-1;Soluble Alc-alpha;CTF1-alpha

095057;K7ENO6 GTP-binding protein Di-Ras1

095139;A0A087W2X2;095139-2  NADH iqui 1beta subunit 6
S4R315;095167 NADH i 1alpha subunit 3
095168-2,095168;F223P9;C9IXQ9  NADH i 1beta subunit 4
095169-3,095169;K9)712;E9PQ68;0¢ NADH iqui 1beta subunit 8,
09518, 1K9 NADH lalpha subunit7
095196;A0A087WUT8;095196-2;09¢ Chondroitin sulfate proteoglycan 5
095197-7,095197-2,095197;095197 Reticulon-3

095202;095202-2;095202-3 LETM1 and EF-hand domain-containing protein 1, mitochondrial
095219;095219-2;F8WIT3 Sorting nexin-4

095248;095248-5,095248-4 Myotubularin-related protein 5

095292;E5RK64;095292-2 I d p d protein B/C
095295 SNARE-associated protein Snapin
QOUEL6;095297-3,095297-2;095297 Myelin protein zero-like protein 1

095298;E9PM14;E9PQS53;A0A087WU NADH dehydrogenase [ubiquinone] 1 subunit C2;NADH dehydrogenase [ubiquinone] 1 subunit C;

095302;095302-3,095302-2;Q75L8 Peptidyl-prolyl cis-trans isomerase FKBPY

o 261;MOROU3;MOR1L2

095372;05QPQ1;Q5QP3;05QP2;Q Acyl-protein thioesterase 2

095373;E9PLB2 Importin-7

095433;095433-2;G3V438;HOYJU2;H Activator of 90 kDa heat shock protein ATPase homolog 1
095470;HOY3V8;H7BXL7 Sphingosine-1-phosphate lyase 1

Q5R3B4;095563 Mitochondrial pyruvate carrier 2
095573;F5H062;F5GWH2;C9IC11  Long-chain-fatty-acid~CoAligase 3

095631 Netrin-1

095670;H0Y474;095670-3,095670-2 V-type proton ATPase subunit G 2
095672;095672-2;H7C3MO Endothelin-converting enzyme-like 1

095674;092903 Phosphatidate cytidylyltransferase 2

095716 Ras-related protein Rab-3D

095721;C9JAF7 d protein iated protein
095747;C9)1GI; p kinase OSR1
095749;A0A2R8YEB2;C916G3;C9)7M: Geranylgeranyl pyrophosphate synthase
095757;E9PDES; D6RI96 Heat shock 70 kDa protein 4L

0957722 MLN64 N-terminal domain homolog

095782-2,095782 AP-2 complex subunit alpha-1

095822-2,095822 Malonyl-CoA decarboxylase, mitochondrial
095831;095831-3;A0A6Q8PFEL;AOAE Apoptosis-inducing factor 1, mitochondrial
095865;A0A140T971;Q555V3;Q5SRR¢ N(G),N(G) 2
095881,V9GY50,VIGYV4 Thioredoxin domain-containing protein 12

095989 ) inosi 1
096000;H3BPJ9;096000-2;H38V16  NADH i 1beta subunit 10
096005-4;096005;096005-3;K7EQQ1 Cleft ip and palate transmembrane protein 1

096008;096008-2;K7EKG4;K7EJ57  Mitochondrial import receptor subunit TOM40 homolog

096011;096011-2;H7C3V6 Peroxisomal membrane protein 118

P00167-2;P00167-3;P00167 Cytochrome bS.

P00338;P00338-3;P00338-4;P00338- L-lactate dehydrogenase A chain

P00367;P00367-3;P00367-2;P49448 Gl g 1, mif i 2, mi i
P00387-2;P00387;P00387-3;B1AHF3 NADH-cytochrome b5 reductase 3;NADH-cytochrome b5 reductase 3 membrane-bound form;NA
P00403 Cytochrome c oxidase subunit 2

AHCYLL CTSD/PBS
NDUFS5 CTSD/PBS
PCDH7 CTSD/PBS
PRPSAP2 CTSD/PBS
KIFSC CTSD/PBS
OPAL CTSD/PBS
PIPSK1C CTSD/PBS
DFNAS CTSD/PBS
NRP2 CTSD/PBS
BRINP1 CTSD/PBS
PLXNCL CTSD/PBS
ACSL4 CTSD/PBS
SNX3 CTSD/PBS
MGEAS CTSD/PBS
SYNCRIP CTSD/PBS
RANBP6 CTSD/PBS
PLOD3 CTSD/PBS
TSPAN3 CTSD/PBS
PLIN3 CTSD/PBS
3 ;KPNAL CTSD/PBS

SNX2 CTSD/PBS
uso1 CTSD/PBS
Tom1 CTSD/PBS
HISTIH2BLHISTIH2BM;HIST1H2 CTSD/PBS
PRAF2 TSD/PBS
DNAJA2 CTSD/PBS
PFDN1 CTSD/PBS
KIF218 CTSD/PBS
PLXNA2 CTSD/PBS
1GSF3 CTSD/PBS
DNAJCE CTSD/PBS
WDR1 CTSD/PBS
SLITL CTSD/PBS
ATP9A CTSD/PBS
PPFIA3 CTSD/PBS
TSC22D2;TSC22D1;75C2204  CTSD/PBS
DNAIC13 CTSD/PBS
NDUFS2 CTSD/PBS
GBAS CTSD/PBS
ATPEVIGL CTSD/PBS
SH3BGRL CTSD/PBS
NDUFS6 CTSD/PBS
PEX14 CTSD/PBS
SEC228 CTSD/PBS
MTX2 CTSD/PBS
VPS26A CTSD/PBS
PMPCB CTSD/PBS
ERLIN1 CTSD/PBS
GpCa CTSD/PBS
NDUFS3 CTSD/PBS
CSDEL CTSD/PBS
PRKRA CTSD/PBS
TIPRL CTSD/PBS
PPM1B CTSD/PBS
CTSD/PBS

SLC25A12 CTSD/PBS
PALM CTSD/PBS
EIF3) CTSD/PBS
ZMPSTE24 CTSD/PBS
IDH1 CTSD/PBS
ATRN CTSD/PBS
GABBR2 CTSD/PBS
PAK3 CTSD/PBS
ARL6IPS CTSD/PBS
DCTN3 CTSD/PBS
ATPSH CTSD/PBS
TRIO CTSD/PBS
ATPSL CTSD/PBS
cials;cias;cia CTSD/PBS
CcPD CTSD/PBS
GLRX3 CTSD/PBS
CLPX CTSD/PBS
NEBL CTSD/PBS
TM7SF2 CTSD/PBS
SNCG CTSD/PBS
SRP72 CTSD/PBS
DDAH1 CTSD/PBS
B3GAT3 CTSD/PBS
LY6H CTSD/PBS
PP CTSD/PBS
KBTBD11 CTSD/PBS
TOMM70A CTSD/PBS
DDHD2 CTSD/PBS
UFL1 CTSD/PBS
PROSC CTSD/PBS
ERLIN2 CTSD/PBS
LPHN1 CTSD/PBS
ENDOD1 CTSD/PBS
GLS CTSD/PBS
WDR47 CTSD/PBS
AP2A2 CTSD/PBS
CLSTNL CTSD/PBS
DIRAS1 CTSD/PBS
NDUFB6 CTSD/PBS
NDUFA3 CTSD/PBS
NDUFB4 CTSD/PBS
NDUFB8 CTSD/PBS
NDUFA7 CTSD/PBS
CsPGS CTSD/PBS
RTN3 CTSD/PBS
LETM1 CTSD/PBS
SNX4 CTSD/PBS
SBF1 CTSD/PBS
VAPB CTSD/PBS
SNAPIN CTSD/PBS
MPZL1 'SD/PBS
NDUFC2;NDUFC2-KCTD14;KCTD: CTSD/PBS
FKBP9 CTSD/PBS
PGLS CTSD/PBS
LYPLA2 CTSD/PBS
1PO7 CTSD/PBS
AHSAL CTSD/PBS
SGPL1 CTSD/PBS
MPC2 CTSD/PBS
ACsL3 CTSD/PBS
NTNL CTSD/PBS
ATP6V1G2;ATP6V1G2-DDX39B  CTSD/PBS
ECELL CTSD/PBS
cDSs2 CTSD/PBS
RAB3D CTSD/PBS
SNAP29 CTSD/PBS
OXSR1 CTSD/PBS
GGPS1 CTSD/PBS
HSPA4L CTSD/PBS
STARD3NL CTSD/PBS
AP2AL CTSD/PBS
MLYCD CTSD/PBS
AIFML CTSD/PBS
DDAH2 CTSD/PBS
TXNDC12 CTSD/PBS
NUDT3 CTSD/PBS
NDUFB10 CTSD/PBS
CLPTML CTSD/PBS
TOMMA40 CTSD/PBS
PEX118 CTSD/PBS
CYBSA CTSD/PBS
LDHA CTSD/PBS
GLUD1;GLUD2 CTSD/PBS
CYBSR3 CTSD/PBS
GSR CTSD/PBS
MT-C02 CTSD/PBS

AHCYLL

PIPSK1C
DFNAS
NRP2
BRINP1

TOM1
HISTIH2BL
PRAF2
DNAJA2
PFDN1
KIF21B
PLXNA2
IGSF3
DNAJCE
WDRL

ATP6V1G1
SH3BGRL
NDUFS6
PEX14
SEC22B
MTX2
VPS26A
PMPCB

PRKRA
TIPRL
PPM1B

=
N
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PROSC
ERLIN2
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NTNL
ATP6V1G2
ECELL
cps2
RAB3D
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OXSR1
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STARD3NL
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0,027578727
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0,074642438
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0,085236498
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0,220412479

0,166072676
0,129686577
0,060216766

-0,085016673
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00414 Cytochromec oxidase subunit 3 MT-CO3
P00441;H7BYH4 Superoxide dismutase [Cu-Zn] sop1
P00491;G3 2 Puri y PNP
P00492;Q9NRG1-2;Q9NRG1 HPRTL
P00505;P00505-2 Aspartate aminotransferase, mitochondrial GoT2
P00558;P00558-2 Phosphoglycerate kinase 1 PGK1
QsT987] ;HOYID2 denyl 1 AK1
00846 ATP synthase subunit a MT-ATP6
P00966;05T6L6;Q5T6LS Argininosuccinate synthase ASS1
P01023;HOYFH1 Alpha-2-macroglobulin A2M
P01112;P01112-2 GTPase HRas;GTPase HRas, N-terminally processed HRAS
PO1116-2;P01116;G3V4K2;G3V5T7  GTPase KRas;GTPase KRas, N-terminally processed KRAS
P02511;E9P)L7;E9PRAS;EOPS12;A0A0 Alpha-crystallin B chain CRYAB
P02649;HOY7LS Apolipoprotein E APOE
P02786;G3VOES;F8WBES;H7C3V5;Q9 Transferrin receptor protein 1;Transferrin receptor protein 1, serum form TFRC
P02787;H7CSES;CIIVG0;CON_Q2HIF Serotransferrin T
P02792 Ferritin light chain FTL
P02794;63V192;G3V1D1;| JEQF Ferritin heavy chain;Ferritin heavy chain, N-terminally processed;Ferritin FTHL
P03886 NADH-ubiguinone oxidoreductase chain 1 MT-ND1
03905 NADH-ubiquinone oxidoreductase chain 4 MT-ND4
P04066 Tissue alpha-L-fucosidase FUCAL
P04075;P04075-2;, ;H3BAN4;H i ; ALDOA
P04080;A0A1W2PQG6;A0AIW2PS52 Cystatin-B csTB
P04083;05T3N1;Q5T3NO Annexin A1;Annexin ANXAL
P04179-4;P04179;P04179-2;FSH3CS; Supemmemsmmase[Mn] mitochondrial sop2
P04181;P04181-2 ial;Ornith hepatic for ithine OAT
P04259 Keratin, typel cytoskeletal 68 KRT6B
P04350;M0QY8S5;MOR2D3;MOR278; Tubulin beta4Acham TUBB4A
P04406;P04406- 14556 phosp GAPDH
P04843;B724L4;FBWF32 Dolichyl-di i ide-protei it 1 RPN
P04844;P04844-2;Q5YR7;Q5YR3;H0 Dolich v P 2 RPN2
;P04899-3;P048 ide-binding protein G{i alpha-2 GNAI2
S usoza 305023 potassium-tran pomng alpha-1 ATP1AL
beta-1 ATP1B1
P0S060;A0AOAOMT66 Secretogranin-1;PE-11; oAWK peplvde CCB peptide CHGB
P05091;P05091-2; ; ;08 ial ALDH2
05109 Protein S100-A8;Protein §100-A8, N xermma\ly processed 5100A8
P05141 ADP/ATP translocase 2;ADP/ATP translocase 2, N-terminally processed SLC25A5
P05165-2;P05165;P05165-3;A0A1B01 Propionyl-CoA carboxylase alpha chain, mitochondrial PCCA
P05198;HOYIS4;G3V4TS Eukaryotic translation initiation factor 2 subunit 1 EIF251
P05387;HOYDDS 605 acidic ribosomal protein P2 RPLP2
P05388;P05388-2;F8VWSO;F8VUGS;F 605 acidic ribosomal protein PO;60S acidic ribosomal protein PO-like RPLPO;RPLPOPG
PUS413 S4R371;54R3A2 Fatty acid-binding protein, heart FABP3
LupusLa protein 558
05556-5;P0S556- Integrin beta-1 1TGB1
;13L148;13L1Z0;H3E Protein kinase C beta type PRKCB
SRIZ8;ESRG14  Calbindin CALB1
;P06241-2;ESRFSS;| Tyrosine-protein kinase Fyn FYN
P06576;HOYHS1;F8WO079;F8WOP7;H( ATP synthase subunit beta, mi i beta ATPSB
P06733; ;P06733-2;K7EN Alpha-enol. ENO1
P06748-3;P06748-2;P06748;ESRGW Nucleophosmin NPML
P06753-5;P06753-4;P06753;P06753 Tropomyosin alpha-3 chain M3
P06756-3;P06756-2;P06756 Integrin alpha-V;Integrin alpha-V heavy chain;Integrin alpha-Vlight chain ITGAV
P07093-2;P07093;P07093-3 Glia-derived nexin SERPINE2
P07099;B1AQP8;B1AQPY Epoxide hydrolase 1 EPHX1
P07101-3;707101-4;P07101-2;P0710 Tyrosine 3-monooxygenase ™
P07196 Neurofilament light polypeptide NEFL
P07237;H7B294;HO 3;13L398;13L3: Protein disulfid P4HB
P07305;P07305-2 Histone H1.0;Histone H1.0, N tevmmz\ly processed H1FO
P07355;P07355-2;HOYNA2;HOYMUS;H Annexin A2; P ANXA2;ANXA2P2
P07384,£9PL37;E9PRM1;E9PLXO;E9P. Calpain-1 catalytic subunit CAPNL
Q5JP53;P07437;,Q5ST81;A6NNZ2  Tubulin beta chain TUBB
P07686;05URXO;| S 8 i it beta;B i it beta chain B;8 HEXB
P07737K7E144;CON_P02584;313D! Profilin-1 PFN1
P07814;VIGYZ6;V9GZ76 ine-tRNAi RNA ligase;Proline—tRNAij EPRS
P07858;RAGMQS;E9PRS4;E9PI67;E9P Cathepsin B;Cathepsin B light chain;Cathepsin B heavy chain cTS8
P07900;P07900-2;G3V2J8;Q58FG0;Q Heat shock protein HSP 90-alpha HSP90AAL
P07919;A0A096LP55 Cytochrome b-c1 complex subunit 6, mitochondrial UQCRH
P07954-2;P07954 Fumarate hydratase, mitochondrial H
P08133;P08133-2;E7EMC;ESRIFS;ES Annexin A6;Annexin ANXAG
P08237;A0A2R8Y891;P08237-3;P082 ATP-dependent 6-phosphofructokinase, muscle type PFKM
P08238;Q58FF7 Heat shock protein HSP 90-beta HSP90ABL
P08240;P08240-2 Signal recognition particle receptor subunit alpha SRPR
P08243-2;P08243;C9JLNG;CIIMO09;CE ASNS
PO8247;H7CAW3;GSEQA;F2Z3E1;P0¢ Synaptaphysm svp
;P08559-2,P08559- Pyr 1 subunit alpha, somatic form, mitochondrial PDHAL
pogs7a’ Cytochromecl, heme protein, mitochondrial cvel
P08670;B0YIC4;B0YICS;A0A1BOGTTS; Vimentin vIM
PO8754 leotid g protein alpha GNAI3
P08758;D6RBEY;DERBLS;EIPHTI;D6R Annexin AS;Annexin ANXAS
P09104;P09104-2;FSHOCS;FSH1C3;P: Gamma-enolase;Enolase ENO2
P09110;C9IDEY;H7C131;P09110-2;Hi 3-ketoacyl-CoAthiolase, peroxisomal ACAAL
P09211; ;i 7X2E9;A0A08 ione S-transferase P GsTP1
P09382;F8WEI7 Galectin-1 LGALSL
P09417;P09417-2;872415;D6RGG7;0 Dihydropteridine reductase QDPR
QST7C4;P09429;B2RPKO;P23497  High mobility group protein B1;Putative high mobility group protein B-like 1 HMGB1;HMGB1P1
P09471;H3BTM2;A0A1W2PP38;A0A1 Guanine nucleotide-binding protein G(o) subunit alpha GNAOL
P09497;P09497-2;D6RID1;HOY9Q6  Clathrin light chain B cLe
P09543.2,P09543;K7ERCA;K7EN66;Ct 2,3-cyclic-nucleotide 3-phosphodiesterase NP
P09622;EQPEX6;P09622-3;P09622-2; Dil ydrog DLD
P09669 Cytochromec oxidase subunit 6C cox6C
P09936;D6REB3;D6RIS6;D6RI74;D61 Ubiquitin carboxyl-terminal hydrolase isozyme L1;Ubiquitin carboxyl-terminal hydrolase UCHLL
P09960-4; ; 3;P Leuk 4 hydrolase LTAGH
P0997: QKP5;CoJt i ALDOC
Q71U19,P0C0S5;Q71U19-3;,071U19-4;( Histone H2AV;Histone H2AZ Histone H2A H2AFV;H2AFZ
PODP25;PODP24;P0DP23;E7EMB3;Q9 CALM2;CALM1
P10114;F6U784 Ras-related protein Rap-2a RAP2A
P10155-3;P10155-5;P10155-4;P1015 60 kDa S5-A/Ro ribonucleoprotein TROVE2
P10253;13L313;13L0S5;1312V9 Lysosomal alpha-glucosidase;76 kDa lysosomal alpha-glucosidase;70 kDa lysosomal alpha-glucos GAA
P10515;HOYDD4;E9PEI4 D of py lex, m DLAT
P10586;P10586-2;A2A437 Receptor-type tyrosine-protein phosphatase F PTPRF
10599 Thioredoxin ™N
P10606 Cytochrome c oxidase subunit 5B, mitochondrial CoXsB
P10619-2;P10619;X6R5C5;X6R8A1;Q Lysosomal protective protein;Lysosomal protective protein 32 kDa chain;Lysosomal protective p CTSA
P10636-2;P10636-4;P10636-6;P1063 Mic d protein tau;Micr d protein MAPT
P10768;X6RA14;U3KQT1;H7BZT7  S-formylglutathione hydrolase ESD
P10809;E7ESHA;E7EXB4;P10809-2;C9 60 kDa heat shock protein, mitochondrial HSPD1
P10909-4;P10909-6;P10909;P10909- Clusterin;Clusterin beta chain;Clusterin alpha chain;Clusterin c
11021 78 kDa glucose-regulated protein HSPAS
P11142;E9PKE3;E9PNEG;ABK7Q2;P11 Heat shock cognate 71 kDa protein SPAS
P11166;A0A6Q8PFI8 Solute carrier family 2, facilitated glucose transporter member 1 SLC2AL
P11169;08TDBS-4,Q8TDBS-2,Q8TDBS Solute carrier family 2, facilitated glucose transporter member 3;Solute carrier family 2, faciltate SLC2A3;5LC2A14
P11177-2;P11177;P11177-3;C9J634; 1 subunit beta, mi PDHB
P11182;Q5WL7 Lipoamid of branched-chain alpha-keto acid DBT
P11216;H0Y4Z6;P06737-2;E9PKA7;PC Glycogen phosphorylase, brain form PYGB
P11233;H7C3P7 Ras-related protein Ral-A RALA
P11234;P11234-3;P11234-2,C9J6B1; Rasrelated protein Ral-B RALB
P11279;P11279-2 Ly iated oprotein 1 LAMP1
P11413;P11413-2;P11413-3;E7EUIS;t Glucose-6-phosphate 1-dehydrogenase G6PD
P11498;A0A494C101;E9PRE7;P1149¢ Pyruvate carboxylase, mitochondrial PC
P11717 Cation-independent mannose-6-phosphate receptor IGF2R
P11766;HOYAGS; D6RFE4;D6RIG2;D6! Alcohol dehydrogenase class-3 ADHS
P12235,V9GYGO;Q9HOC2 ADP/ATP translocase 1 sLC25A4
P12236 ADP/ATP translocase 3;ADP/ATP translocase 3, N-terminally processed SLC25A6
P12277;G3VAN7;HOYJGO;G3V461;HO’ Creatine kinase B-type CKB
P12532;P12532-2;F8WCN3;C9JSQI;C Creatine kinase U-type, mitochondrial CKMTLA;CKMT18
P12931;P12931-2 Proto-oncogene tyrosine-protein kinase Src
P12955,P12955-3;P12955-2;,K7ES25; Xaa-Pro dipeptidase PEPD
P12956;B1AHC9;P12956-2 X-ray repair cross-complementing protein 6 XRCCE
P13010 X-ray repair cross-complementing protein 5 XRCCS
P13073;H3BN72; ;QE Cy it 4 isoform 1, mitochondrial coxal1
P13473-2;P13473;P13473-3;HOYCG2 Ly iated ycoprotein 2 LAMP2
P13489;HOYCR7; JE9PLZ3;EQPI inhibi RNH1
P13521;C9)Q12;C9JDTO Secretogranin-2;Secretoneurin;Manserin 5062
P13591;A0A087WX77;A0A087WWD Neural cell adhesion molecule 1 NCAM1
P13637;P13637-2;P13637-3;A0A2R8" potassium-transporting alpha-3 ATP1A3
P13639;K7E)74;K7EP67;Q15029-2;Q1 Elongation factor 2 EEF2
P13667;A0A499FI48;CIIMNO Protein disulfide-isomerase A4 PDIAG
P13674-3;P13674-2,P13674 Prolyl 4-hydroxylase subunit alpha-1 PAHAL
P13716-2;P13716;872BK6 Delta-aminolevulinic acid dehydratase ALAD
P13804;P13804-2;] ;HOYLU;H Electron transfer subunit alpha, ial ETFA

CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS
CTSD/PBS

MT-CO3
s0p1
PNP.
HPRT1
GOT2
PGK1
AKL
MT-ATP6
ASS1
[+1Y]
HRAS
KRAS
CRYAB
APOE
TFRC

EIF251
RPLP2
RPLPO
FABP3
B
ITGB1
PRKCB
CALBL
YN
ATPSB
ENO1
NPM1L
TPM3
ITGAV
SERPINE2
EPHX1

2

a
S

NEFL
P4HB
H1FO
ANXA2
CAPNL
TUBB
HEXB
PFN1
EPRS,
TSB
HSP90AAL
UQCRH

a

Ed

ANXA6
PFKM
HSP90AB1
SRPR

ADHS
SLC25A4
SLC25A6
cKB
CKMT1A
RC
PEPD
XRCC6
XRCCS
coxail
LAMP2
RNH1
5CG2
NCAML
ATP1A3
EEF2
PDIAG
P4HAL
ALAD
ETFA

@

not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background

-0,188660503

0,08106688
0,325040955
-0,367843481
0,004896843

not i kground
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
Lysosomal enzymes

not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background

o,

-0,191376065
0,280006078
-0,081995481
0,239520247
-0,349970759

-0,416519427
0,579921884
0,46905241
0,139600465
0,53338854
-0,202721342
0,119953718
-0,124062704
-0,033111841
-0,752072487
-0,050248446
0,498046578

-0,308573036
-0,223205369
0,035201596
0,121413331
-0,148560765
0,031887124
-0,001400093

0,340847077

0,10017032
0,385486259
-0,169306579

-0,152548215
-0,914983327

-0,143946539

0,058524312
-0,159814757
0,190045887
0,174816808
-0,314302003
0,068464451

not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background

0,
-0,002411315
-0,564200746
0,207268173
1,052902739
0,

not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
Lysosomal enzymes

not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not consi kground

-0,696026418
0,427362522
0,012497163
-0,233158933

0,14834845

0,10057404
0,112817898
0,375400929
0,182438056
-0,557051198
-0,202937203
-0,108705256
-0,009350043

0,038717108
0,403049529
0,180147861
-0,509861202
0,21594837
0,24694321
-0,222818079
-0,19238129

not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
Lysosomal enzymes.

not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
Other substrate

not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
Lysosomal membrane proteins
not considered/background
not considered/background

-0,226864487
-0,205097599
0,185359135
0,244765308
-0,007768149
-0,014339279
0,196229326
0,193456366
-0,034071684
0,0314742
0,121811151
-0,105612927
0,162596766
0,289008146
-0,054437241
0,094371211
0,145220937
0,10795563
0,150949541
-0,070269589
-0,149376575

-0,065853419

0,125915549

0,04739805
-0,073256646
0,166858928
0,170950553
0,130799111
0,366252264
-0,542437226
0,171027281
-0,100391239
0,104068226
-0,491835063
-0,041253817

0,39330636

not
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
Lysosomal membrane proteins
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background
not considered/background

-0,

0,144791642
0,208642109
0,235481995
-0,330102436
0,134089481
0,162854528
0,121015401

0,470094293
0,284277218
-0,839957568
0,149779631
0,168000125
-0,070739224
0,152997293
0,217230716
0,168000125

-0,5395405

0,36232961

-0,040261223

0,077242999
0,261621257

0,32998465
0,139731422
-0,146003451
-0,283092058
0,317408725
0,054871777
0,056296172
0,478091687

0,478402378
0,412076939
0,678395105
0,447740986

0,030265443
-0,164400135
0,105946212
0,479644475
0,116848429
0,327963955

0,259302621
-0,245982361
0,089712494

0,30900192
-0,014640947
0,017494379
-0,038155201

0,233362438

0,024575246
0,122711203
-0,184470737

0,099587199
-0,770194755

0,021479727

0,523359091
0,175301034
0,264425835
0,223793216
0,040022171
0,088141597

0,425244442
0,153606979
0,683651545
0,083294071
0,846687534
0,276079728
0,325846898
0,063226802
0,073013812
0,374177033
0,288135106
-0,136978812
-0,088820033
0,275227508

0,17871429
0,527871054
-0,138290234
0,218843151
0,199006943

-0,21896711
0,192298873
0,233260682

-0,564329387
-0,014926544
-0,333423734
-0,092207438
-0,004753055
-0,321697245
-0,674912553
0,130997235
-0,103933991
-0,116630912
0,049337498
-0,083111227
0,373775823
-0,210388864
-0,040962548

-0,190551652

0,013212111
0,149519521
0,102449767
0,037443574
0,278093675
0,117163075
0,135928816
0,474669659
-0,382058509
0,179001399
-0,071076162
0,187887914
0,054501216
0,004826666

0,12551886
0,078411334
0,010366854
0,187937216
0,358953452
-0,109962253
0,052685444
0,000591626
-0,339365461
0,006332883
0,238680681

0,095316842
0,250011006
0,138282789

-0,353436218
0,003090676

-0,083928155

0,167871708

0,675765438
0,170950553
0,127573085
-0,151728955
0,039577256
0,243284106
-0,008773707
0,156305528
0,179220593
0,413702389

0,387373852

N ONNNNNNNNNNONNNRNNNNRENNNNNNNRNNNNRNNNEN RN NRNNNNRNNRENENNNRNNNNRNNRNRNRNNNNRNNNONNNNNNNNNNNNRNNNNNNNOCONNNNNNONONNONNNONONNNNNNNONNNNNNRSENNNNONNNNNNNNNNONGOG



1444
1445
1446
1447
1448
1449
1450
1451
1452
1453
1454
1455
1456
1457
1458
1460
1461
1462

1476
1477
1478
1480
1481
1482
1483
1484
1485
1487
1488
1489
1490

1493
1496
1497
1498
1499
1500
1501
1502
1503
1504
1506
1507
1508
1509
1510
1513
1514
1515
1516
1517
1518
1519
1520
1521
1522
1523
1524
1525
1526
1527
1528
1529
1530
1531
1532
1533
1535
1536
1537
1538
1539
1540
1541
1542
1543
1544
1545
1546
1548
1549
1550
1551
1552
1553
1554
1555
1556
1557
1558
1559
1560
1561
1562
1563
1564
1565
1566
1567
1568
1569
1570
1571
1572
1573
1575
1576
1578
1579
1580
1581
1582
1584
1585
1586
1587

P13807-2;P13807 Glycogen [starch] synthase, muscle

P13861;P13861-2;H7C1L0;H7C330;H cAMP-dependent protein kinase type ll-alpha regulatory subunit
P14174 Macrophage migration inhibitory factor
P14324-2;P14324;A0A087WVN4;A0A Farnesyl

P14415;131L3)8;I13L1V9 tassium-1 DOFtngA beta-2
P14550,05T621; ; 2 Alcohol [NADP(+)]

P14618;P14618-3; UW1; Pyr PKM;Pyr

P14618-2;H3BTNS HIBR7O;H3BA34  Pyruvate kinase PKMPyruvate kinase

P14625;096GW1;A0A1W2PRR1;Q58 Endoplasmin

P14854;A0A494C160 Cytochrome c oxidase subunit 681
P14868;P14868-2;C9)753;CI]LC1;H7 Aspartate-tRNA ligase, cytoplasmic
P14923;C9JTX4;C9)826;C9JK18;CIJK' Junction
P14927;P14927-2;8722R2;ESRHGY  Cytochrome b-c1 complex subunit 7

P15121;E9PCX2;E9PEF9;CIIRZB;CIIR; Aldose reductase

P15374;A0A087WTB8;QSTBK7 Ubiquitin carboxyl-terminal hydrolase isozyme L3;Ubiquitin carboxyl-terminal hydrolase
P15586;H7C3P4;P15586-2;F6S8MO;F N If

P15848;P15848-2,A0A2U3U034  Anylsulfatase B

P15924-2,P15924-3,15924 Desmoplakin

P16035;B4DFW2;K7EIX4;K7ELI0  Metalloproteinaseinhibitor 2

P16219;E9PES2 Short-chain specific acyl-CoA dehydrogenase, mitochondrial
P16278-3;P16278;P16278-2;E7EQ29; Beta-galactosidase

P16298;P16298-4;Q5F2F8;P16298-2; Serine/threonine-protein phosphatase 2B catalytic subunit beta isoform;Serine/threonine-protei
P16333;C9)0KS;E7ERP6;EIPEE2;CIKO Cy ic protein NCK1; ic protein NCK2

P16401 Histone H1.5

P16403;P10412;P16402;Q02539;P2: Histone H1.2;Histone H1.4;Histone H1.3

P16435;H0Y4R2;E7EMDO;E7TEWUO  NADPH-cytochrome P450 reductase

HSP90B1
COX6B1
DARS

Jup

uQcRs
AKR1B1
UCHL3
GNS

ARSB

DSP

TIMP2
ACADS
GLB1
PPP3CB
NCK1;NCK2
HISTIH1B
HISTIH1C;HISTIH1E;HISTIHID
POR

P16615-3;P16615-2;P16615-5;P1661 Sarcoplasmic/endoplasmic reticulum calcium ATPase 2 ATP2A2
P16870-2;P16870;D6RF88;CIJESS; DE Carboxypeptidase E CPE
P16949;P16949-; A2DO;REV__P36 Stathmin STMN1
P17050 Alpha-N-acetylgalactosaminidase NAGA
P17152 Transmembrane protein 11, mitochondrial TMEM11
P17174;p17174-2 Aspartate aminotransferase, cytoplasmic GoTL
P17252;J3KRNS Protein kinase C alpha type PRKCA
P17568 NADH iqui 1beta subunit 7 NDUFB7
P17600;P17600-2;A0A1W2PS00;A0A Synapsin-1 SYNL
P17612;P17612-2;,Q15136;K7ERP6;K’ cAMP-dependent protein kinase catalytic subunit alpha PRKACA;KIN27
P17677,p17677-2 Neuromodulin GAPA3
P17858;P17858-2 ATP-dependent 6-phosphofructokinase,liver type PFKL
P17900; D0 2 activator activator isoform short GM2A
RAGNH3;P17980;E9PMB9;E9PMDB;ES 265 protease regulatory subunit 6A PSMC3
P17987;E7ERF2;E7EQR6;F5SH282;F5G: T-complex protein 1 subunit alpha TCP1
P18065,COIMY1;COIWS2;H7CIHO  Insulin-like growth factor-binding protein 2 1GFBP2
P18077,C9K025;F8WBS5;F8WB72 605 ribosomal protein L35a RPL3SA
ADP-ribosylation factor 4 ARF4
605 ribosomal protein L7 RPL7
P18206-2;P1820 1szoe 3;A0A0961 Vinculin et
P18669;P15259;08N0Y7 Phosphoglycerate mutase 1 PGAML
P18827;E9PHH3;H7C1K4 Syndecan-1 spc1
P19021-6;P19021;r19021-5;P19021- Peptidyl-glycinealph ing monooxy PAM
P19086 Guanine nucleotide- bmdmgpru(emG(z)subunl( alpha GNAZ
P19338;H7BY16;C9JYW2;CILB1;C9): Nucleolin NCL
P19367;P19367-4;P19367-2;P19367- Hexokinase-1 HK1
P19623;K7EL89;K7EKM4. Spermidine synthase SRM
P19634;B1ALDS5;P19634-2 Sodium/hydrogen exchanger 1 SLC9AL
P20020-4;P20020-1;P20020-6;P2002 Plasma alcium-transporting ATPase 1;Calci ATPase ATP2B1
P20073-2;r20073 Annexin A7 ANXA7
P20336;54R3Q3;MOR257 Ras-related protein Rab-3A RAB3A
20337 Ras-related protein Rab-38 RAB3B
P20338;A0A087WYTS Ras-related protein Rab-4A RABAA
P20339-2;P20339;F8VVZ0;F8WCY6;Ft Ras-related protein Rab-5A RABSA
20618 Proteasome subunit beta type-1 PSMBL
[2 S ; ;FSHAU1;HOY Cation-depend phosphate receptor M6PR
P21266;A0A0A0MTN3 GlutathioneS-transferaseMu 3 GST™3
P21281;HOYC04;C9)L73;P15313;E5R( V-type proton ATPase subunit B, brain isoform ATP6V1B2
P21283;E7EV59 V-type proton ATPase subunit C 1 ATP6VIC1
P21291;E9PSA2;E9PP2L;EOPND2  Cysteineand glycine-rich protein 1 CSRP1
P21333-2;P21333;Q60FES;A0A087W" Filamin-A FLNA
21399 Cytoplasmic aconitate hydratase AcOL
P21796;C9)187 Voltage-dependent anion-selective channel protein 1 VDAC1
P21912;A0A087WWT1;A0A087WXX8 Succinate dehydrogenase [ubiquinoneliron-sulfur subunit, mitochondrial SDHB
21953 bunit beta, mi BCKDHB
P21964-2;P21964;E7EMS6;E7EUUS;F: Catechol O-methyltransferase comt
22033 Methylmalonyl-CoA mutase, mitochondrial muT
22059 Oxysterol-binding protein 1 osBP
P22102;p22102-2;C91BJ1;C9JTV6;F8\ Trifunctional purine bi ic protein ad ;| i glycine ligase;Phos GART
P22234;P22234-2;E9PBS1;D6RF62 protein ADE2; y PAICS
P22303;P22303-3;P22303-4;P22303- Acetylcholinesterase;Carboxylic ester hydrolase ACHE
P22304;B3KWA1;P22304-2;P22304-3 Iduronate 2 2-sulfatase 42 kDa 2-sulfatase 14 kDachain DS
P22307-4;P22307-7;P22307-8;P2230 Non-specific lipid-transfer protein scP2
P22314-2/P22314,Q51RR6;51RR9;C: Ubiquitin-ike modifier-activating enzyme 1 UBAL

P22392-2;032Q12;3KPD;P22392;E kinase NME2;NME1-NME2;NMEL
P22626;P22626-2; 7WUI2 i ins A2/B1 HNRNPA2B1
P22676;H3BN14;A6NERG;H3BMNS  Calretinin CALB2
P22694;P22694-2;P22694-3;722694- cAMP-dependent protein kinase catalytic subunit beta PRKACB
23 ;H3EC b-c1 complex subunit 2, mitochondrial UQcRC2
$23229.4;23229-2;P23229-5;P2322 Interin alpha-6;ntegrin alpha-6 heavy chainyIntegrin alpha-6 light chain;Processed integrin alpt ITGAG
P23246;P23246-2;HOYOK7 Splicing factor, proline-and glutamine-rich SFPQ
23284 Peptidyl-prolyl cis-transisomerase B PPIB
P23381;P23381- yptopl tRNA ligase, T1-TrpRS;T2-TrpRS WARS
$23396,P23396-2,£9PPULEOPLOS;F2 40S ribosomal protein 53 RPS3
23435 Cerebellin-1;Cerebellin;[des-Ser1]-cerebellin CBLN1
P23526;P23526-2 Adenosylhomocysteinase AHCY
P23528;G3V1A4;E9PPS0;E9PK25;E9P Cofilin-1 CFLL
P23634-5;P23634-4;P23634-3;P2363 Plasma membrane calcium-transporting ATPase 4 ATP2B4
P23786;A0A1B0GVF3;A0A1B0GV75;A Carnitine O-palmitoyltransferase 2, mitochondrial P12
P24534;C91ZW3;F8WF65;F222G2  Elongation factor 1-beta EEF182
P24539,05QN72 ATP synth plex subunit B1, ATPSFL
P24593;C91XX4 Insulin-like growth factor-binding protein 5 IGFBPS
P24666;G5EIRS;P24666-4;F222Q9;P: Low molecular weight phosphotyrosine protein phosphatase ACP1
P24752;A0ASFIZHL1;A0ASFOZH)7;A0 Acetyl-CoAacetyltransferase, mitochondrial ACATL
25398 408 ribosomal protein 512 RPS12
P25685;P25685 106; Dnal 8 member 1 DNAJBL
P25686;C9IRD2;C9IXBI;P25686-2;C9 Dnal homolog subfamily B member 2 DNAJB2
P25705;P25705-2;P25705-3;K7EK77; ATP synthase subunit alpha, mitochondrial ATP5AL
P25786;P25786-2;FSGX11;B4DEVS  Proteasome subunit alphatype-1 PSMAL
P25788-2;P25788;G3VAX5;G3V3W4; Proteasome subunit alpha type-3 PSMA3
P26006;P26006-1;K7EMU3;HOYA32; Integrin alpha-3;integrin alpha-3 heavy chain;Integrin alpha-3 light chain 1TGA3
P26038;V9GZ54;E9PNP4 Moesin MSN
P26196,081V96 Probable ATP-dependent RNA helicase DDX6 DDX6
P26232;P26232-2;P26232-5;P26232- Catenin alpha-2 CTNNA2
P26373;P26373-2;13Q5B4;H3BTH3;3 60 ribosomal protein L13 RPL13
P26639;P26639-2;D6RCAS;D6RIFS;D Threonine~tRNAligase, cytoplasmic TARS
P26640;A0A140T936;A2ABF4;A0A0G: Valine-tRNA ligase VARS
P26641;P26641-2 Elongation factor 1-gamma EEF1G
P26992,05T8H6 Ciliary neurotrophic factor receptor subunit alpha CNTFR
P27037-2;p27037 Activin receptor type-2A ACVR2A
P27144;F8VS11 Adenylate kinase 4, mitochondrial AKa4
P27338;P27338-2;r21397-2;21397 Amine oxidase flavin-containing] B MAOB
P27348;E9PG15 14-3-3 protein theta YWHAQ
P27544-2;P27544; 2;Q5XG75  C 1 CERS1;LASS1
P27797;K7EIBY;KTELSO Calreticulin CALR
P27824;P27824-2;P27824-3;H0Y9Q7 Calnexin CANX
P28066;P28066-2 Proteasome subunit alpha type-5 PSMAS
28070 Proteasome subunit beta type-4 PSMB4
P28072;13L3X7;A0A087X214 Proteasome subunit beta type-6 PSMB6
P28074;P28074-3;HOYIMS;P28074-2 Proteasome subunit beta type-5 PSMBS
P28331-4;P28331;P28331-2;P28331- NADH tase 75 kDa subunit, mi ial NDUFS1
P28482;P28482-2;E9PBK7;B3KRA9;HI Mitogen-activated protein kinase 1 MAPK1
P28838-2,P28838;H0Y9Q1;HOY983  Cytosol aminopeptidase LAP3
P29120;P29120-2;D6RIA3 Neuroendocrine convertase 1 PCSK1
P29218;P29218-3;HOYBLL;ESRIP7;ES| Inositol monophosphatase 1 IMPAL
P29323-2;P29323-3;P29323;B1AKCY; Ephrin type-B receptor 2;Receptor protein-tyrosine kinase EPHB2
P29373,Q55V24 Cellular retinoic acid-binding protein 2 CRABP2
P29401;P29401-2;A0A0B4)1R6;EQPF Transketolase T
P29762;B5MCBS Cellular retinoic acid-binding protein 1 CRABP1
29966 I he MARCKS
P29992;K7EL62;A0A087WVZ3 Guanine nucleotide-binding protein subunit alpha-11 GNALL
P30038;P30038-2;P30038-3;Q5TF55 Delta-1-pyrroline-5-carboxylate dehydrogenase, mitochondrial ALDH4AL
;F8VY02;F8W1G0;| -2 ic reticulum resident protein 29 ERP29
30041 Peroxiredoxin-6 PRDX6
P30044-2;730044;P30044-3;730044- Peroxiredoxin-5, mitochondrial PRDXS
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-0,295128036
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1599 Q18;P30046-2; ;B D, ylase;| ylase-like protein DDT;DDTL CTSD/PBS DDT not considered/background -0,188400925

1600 P30048-2;P30048 depend 3 ial PRDX3 CTSD/PBS PRDX3 not considered/background 0,254110242 0,245796604
1601 P30049 ATP synthase subunit delta, mitochondrial ATPSD CTSD/PBS ATPSD not considered/background 0,36071226
1602 P30050;P30050-2 605 ribosomal protein L12 RPL12 CTSD/PBS RPL12 not considered/background -0,097841502 0,094048423
1603 P30084 Enoyl-CoA hydratase, mitochondrial ECHS1 CTSD/PBS ECHS1 not considered/background 0,047677975 0,086982323
1604 P30085;P30085-3;Q5T0D2;P30085-2 UMP-CMP kinase CMPK1L CTSD/PBS CMPK1 not considered/background -0,171173473 -0,097610797
1605 P30086 binding protein 1;Hi peptic PEBP1 CTSD/PBS PEBP1 not considered/background -0,060577816 -0,117030053
1606 P30101 Protein disulfide-isomerase A3 PDIA3 CTSD/PBS PDIA3 not considered/background 0,149649582 0,136917908
1607 P30153;B3KQV6;C919C1; S p 2A65 kDa regulatory subunit Aalpha isoform PPP2RIA CTSD/PBS PPP2R1A not considered/background -0,055141554 -0,107420059
1608 P30405;E9PKY5;E9PEQE;Q9UNPI-2;Q Peptidyl-prolyl cis-ti i F, ;Peptidyl-prolyl cis-trans pi PPIF;PPIE CTSD/PBS PPIF not considered/background
1609 P30419;K7ENA2;B728)4;P30419-2;Q5 ideN 1 ide N NMTL;NMT2 CTSD/PBS NMT1 not considered/background -0,040541794
1610 P30519;P30519-2;A0A087WT44;13L1 Heme oxygenase 2 HMOX2 CTSD/PBS HMOX2 not considered/background 0,079838881 0,005072768
1611 P30520 Adenylosuccinate synthetaseisozyme 2 ADSS CTSD/PBS ADSS not considered/background -0,288769428 -0,405338916
1612 P30533;A0A3B3IRQ7 Alpha-2-macroglobulin receptor-associated protein LRPAP1 CTSD/PBS LRPAP1 not considered/background 0,207268173 -0,136060107
1613 P30837;A0A0U1RQK9;P47895;HOYKF Aldehyde dehydrogenase X, mitochondrial ALDH181 CTSD/PBS ALDH1B1 not considered/background 0,3887957 0,503547877
1614 P31040;P31040-2;D6RFMS;P31040-3 subunit, SDHA CTSD/PBS SDHA not considered/background 0,281193775 0,154602284
1615 P31146;H3BRY3;H3BTUS;H3BRIO;H3E Coronin-1A;Coronin CORO1A CTSD/PBS CORO1A not considered/background 0,085424656 0,010904601
1616 P31150;GSEQUS Rab GDP dissociation inhibitor alpha GDIL CTSD/PBS GDIL not considered/background -0,031105619 -0,154064674
1617 P31153;P31153-2,000266 S-adenosylmethionine synthase isoform type-2 MAT2A CTSD/PBS MAT2A not considered/background 0,284514133 -0,541415716
1618 P31323 cAMP-dependent protein kinase type Il-beta regulatory subunit PRKAR2B CTSD/PBS PRKAR2B not considered/background -0,043259345 -0,245495663
1619 P31689-2;P31689 Dnal homolog subfamily Amember 1 DNAJAL CTSD/PBS DNAJAL not considered/background -0,453227826
1620 P31930 Cytochrome b-c1 complex subunit 1, mitochondrial UQcRC1 CTSD/PBS UQCRCL not consi kground 0,195221593 0,165612385
1621 P31937;H782L2 i i HIBADH CTSD/PBS HIBADH not considered/background 0,160533009 0,071436383
1622 P31939-2;P31939;C9JLKO;H7C152;F8 ional p: is protein PURH;Phospl inoimi 1 ATIC CTSD/PBS ATIC not considered/background -0,007043089 -0,088955682
1623 P31942-3;731942-2;031942;P31942 Helemgeneousnuc\ezr ribonucleoprotein H3 HNRNPH3 CTSD/PBS HNRNPH3  not considered/background -0,01834931
1624 P31946-2;P31946;04VY20;,04VY19;A1 14-3-3 protein beta/alpha; 14-3-3 protein beta/alpha, N-terminally processed YWHAB CTSD/PBS YWHAB not considered/background -0,017694521 -0,181038924
1626 P31948;P31948-2;P31948-3;F5H783; Stress-induced-phosphoprotein 1 STIPL CTSD/PBS STIP1 not considered/background 0,13196125 -0,241840184
1627 P32004;P32004-3;P32004-2;H0Y5C3; Neural cell adhesion molecule L1 L1CAM CTSD/PBS L1CAM not considered/background -0,172050935 0,030118284
1628 P32119;A6NIWS5;P32119-2 Peroxiredoxin-2 PRDX2 CTSD/PBS PRDX2 not considered/background 0,016924144 0,053673376
1629 P32189-1;P32189-4;P32189-2;P3218 Glycerol kinase;Putative glycerol kinase 3 GK;GK3P CTSD/PBS GK not considered/background 0,485323774
1630 P32322;P32322-3;E20RB3;P32322-2; Pyrroline-5 tase 1, ;Pyrroline-S-carboxylate reductase PYCRL CTSD/PBS PYCRL not considered/background o, 0,627471303
1631 P32418-5,P32418;P32418-2;P32418- Sodium/calcium exchanger 1 SLCBAL CTSD/PBS SLCBAL not considered/background -0,300537206 -0,397145797
1632 P32929;P32929-3;P32929-2 Cystathionine gamma-lyase CTH CTSD/PBS CTH not considered/background 0,030191942
1633 P33176 Kinesin-1 heavy chain KIFSB CTSD/PBS KIFSB not considered/background
1634 P33316;P33316-2; S 5;1 Deoxyuridine 5-tr i , mi ial puT CTSD/PBS DUT not considered/background 0,669661774 0,358342999
1635 P34059;H3BP66 N-acetylgalactosamine-6-sulfatase GALNS CTSD/PBS GALNS not considered/background
1636 P34897;P34897-3;P34897-2,G3V2Y4; Seri i ial;Seri SHMT2 CTSD/PBS SHMT2 not considered/background 0,501719377 0,5316565
1637 P34903 Gamma-aminobutyric acid receptor subunit alpha-3 GABRA3 CTSD/PBS GABRA3 not considered/background 0,15707747
1639 P34932;A0A087WYC1;A0A087WTS8;f Heat shock 70 kDa protein 4 HSPA4 CTSD/PBS HSPA4 not considered/background -0,203933907 -0,034779158
1640 P35052;H7BZL4;H7C024;H7C410  Glypican-1;Secreted glypican-1 GpC1 CTSD/PBS GPC1 not considered/background

P35221;P35221-2;G3XAM7;ESRIBL;EX Catenin alpha-1 CTNNAL CTSD/PBS CTNNAL not considered/background -0,628140085

P35232;C9)W96;C9JZ20;E7ESE2;EQPC Prohibitin PHB CTSD/PBS PHB not considered/background 0,262673687 0,347068432

6RID5;HOYIRS  Alpha-L-iduronidase IDUA CTSD/PBS IDUA not considered/background
Myosin-9 MYH9 CTSD/PBS MYH9 not considered/background
-2;P3558 Myosin-10 MYH10 CTSD/PBS MYH10 not considered/background -0,207794319 0,042560808
Coatomer subunit beta copB2 CTSD/PBS COPB2 not considered/background 0,07943229 0,268712471
35612-8;P35612- Beta-adducin ADD2 CTSD/PBS ADD2 not considered/background -0,270364575 0,07956585
1650 P35613-2;P35613;P35613-4;A0A087; Basigin BSG CTSD/PBS BSG not considered/background 0, 0,002454669
1652 P35754 Glutaredoxin-1 GLRX CTSD/PBS GLRX not considered/background
1653 P35813;P35813-3;P35813-2;E9PL75; Protein phosphatase 1A PPM1A CTSD/PBS PPM1A not considered/background 0,07121349 0,114766793
1654 P35914 CoA lyase, mi i HMGCL CTSD/PBS HMGCL not considered/background
1655 P35998;P35998-2;C9JLS9 265 protease regulatory subunit 7 PSMC2 CTSD/PBS PSMC2 not considered/background 0,01235413 0,10234135
1656 P36021 Monocarboxylate transporter 8 SLC16A2 CTSD/PBS SLC16A2 not considered/background -0,129686577
1657 P36404;V9GYDO;P36404-2 ADP-ribosylation factor-like protein 2 ARL2 CTSD/PBS ARL2 not considered/background 0,261951979
1658 P36405 ADP-ribosylation factor-like protein 3 ARL3 CTSD/PBS ARL3 not considered/background 0,01592569 -0,260025656
1660 P36507;G5E9C7;A0A1BOGUL7;MOR1E Dual specificity mitogen-activated protein kinase kinase 2 MAP2K2 CTSD/PBS MAP2K2 not considered/background -0,365132593
1661 P36542;P36542-2 ATP synthase subunit gamma, mitochondrial ATP5C1 CTSD/PBS ATP5C1 not considered/background 0,320657964 0,319729661
1662 43-3;C9J8H1; E1 ATPEVIEL CTSD/PBS ATP6VIEL not considered/background 0,043140421 0,017494379
1663 P36551,H0YA22;P36551-2,06RER6  Oxygen-dependent copropor 111 oxidase, mi i CPOX CTSD/PBS CPOX not considered/background 0,524565221 0,231769086
1664 P36578;H3BM89;H3BTP7;H3BU31  60Sribosomal protein L4 RPLA CTSD/PBS RPL4 not considered/background 0,04253109 0,114191388
1665 P36915;A2AB27;A0AL ;P3691¢ Guani ide-binding p like 1 GNL1 CTSD/PBS GNL1 not considered/background -0,269720899 -0,042364175
1666 P36957;P36957- ;HOYIF9;G DI of 2 DLST CTSD/PBS DLST not considered/background 0,28853575 0,182032992
1667 P37108;HOYLA2 Signal recognition particle 14 kDa protein SRP14 CTSD/PBS SRP14. not considered/background -0,024854095
1668 P37235;E9PC71;P84074;H7BZC1;C)' like protein 1;N pecific cal binding protein HPCAL1;HPCA CTSD/PBS HPCALL not considered/background 0,139338514 0,004450358
1669 P37268;P37268-2;E9PNM1;A0A1W2F Squalene synthase FDFTL CTSD/PBS FDFT1 not considered/background 0,205517633 0,045982409
1670 P37802-2;P37802;X6RIP6 Transgelin-2 TAGLN2 CTSD/PBS TAGLN2 not considered/background 0,070938821 0,108129798
1671 P37837;F2Z393;E9PMOL;E9PKIS  Transaldolase TALDOL CTSD/PBS TALDOL not considered/background 0,149519521 0,047055188
1672 P38117- 2'P38117 MoQy67 Electron transfer flavoprotein subunit beta ETFB CTSD/PBS ETFB not considered/background 0,476537226 0,214290436
P38 7EQBO;K7EPE2 g protein alpha GNAL CTSD/PBS GNAL not considered/background -0,042858016 -0,053250385
1674 P38606-2; P38606 COJVW8;COJAL7  V-type proton ATPase catalytic subunit A ATPEVIA CTSD/PBS ATP6VIA not consi kground 0,065989: 0,189792938
1675 P38646;A0A3B3ITI4;D6RII2;HOYBGS; Stress-70 protein, mitochondrial HSPAY CTSD/PBS HSPA9 not considered/background 0,21350282 0,276537549
1676 P39019;MOR2L9;MOQYF7;MOR140;AC 405 ribosomal protein S19 RPS19 CTSD/PBS RPS19 not considered/background 0,006289413
1677 P39023;G5E9G0;BSMCW2;H7C422;H 605 ribosomal protein L3 RPL3 CTSD/PBS RPL3 not considered/background 0,140386032 0,098134879
1679 P40227;P40227-2;13KRI6 T-complex protein 1 subunit zeta cCT6A CTSD/PBS CCT6A not considered/background 0,11130545 0,061292338
1681 P40763-3;P40763-2;P40763;G8ILHY Signal transducer and activator of transcription 3;Signal transducer and activator of transcriptior STAT3 CTSD/PBS STAT3 not considered/background
1682 P40925;P40925-3;P40925-2;A0A5K1' Malate dehydrogenase, cytoplasmic CTSD/PBS MDH1 not considered/background 0,224131917 0,197236355
1683 A 3XALO MDHZ CTSD/PBS MDH2 not considered/background 0,386148755 0,303365132
1684 Q2VIR3;P41091;Q2VIR3-2;H7BZU1  Putative eukaryotic translation initiation factor 2 subunit 3-like protein;Eukaryotic translation ir EIF2S3L;EIF2S3 CTSD/PBS EIF253L not considered/background
1685 U3KQG5;P41217-2;P41217;P41217-3 OX-2 membrane glycoprotein €D200 CTSD/PBS CD200 not considered/background -0,135348305 -0,071488106
1686 Q6NXS1;P41236;E7EUI7;E7EMNG  Protein 2-like protein 3;Protein inhibitor 2 PPP1R2P3;PPP1R2 CTSD/PBS PPPIR2P3  not considered/background
1687 P41240 Tyrosine-protein kinase CSK sk CTSD/PBS CSK not considered/background
1688 P41250;A0A6Q8PGZ8;, AOASQEPGAB ;A Glycine-tRNA ligase GARS CTSD/PBS GARS not considered/background 0,083792032 0,021452894
1689 P41252; Isoleucine~tRNA ligase, i IARS CTSD/PBS 1ARS not considered/background 0,242815884 0,256562587
1691 P42025 Beta-centractin ACTR1B CTSD/PBS ACTR1B not considered/background 0,22392971 0,014703602
1692 P42126-2;P42126;H3B570;Q96DCO  Enoyl-CoA deltaisomerase 1, mitochondrial ECI1;DCI CTSD/PBS ECI1 not considered/background 0,131721171 0,207311202
1694 P42262;P42262-3;P42262-2;P42262- Glutamate receptor 2 GRIA2 CTSD/PBS GRIA2 not considered/background 0,055195654 0,045303168
1695 P42345 Serine/threonine-protein kinase mTOR MTOR CTSD/PBS MTOR not considered/background
1696 P42574;C9JXR7;A8MVM1 Caspase-3;Caspase-3 subunit p17;Caspase-3 subunit p12 CASP3 CTSD/PBS CASP3 not considered/background 0,123268887
1697 P42658-2;E9PDL2;EIPF59;P42658;A0 Dipeptidyl aminopeptidase-like protein 6 DPPG CTSD/PBS DPPG not considered/background -0,075991355 0,071466702
1698 P42704;A0A0C4DGO6;B82Z38;CICAS Leucine-rich PPR motif- ining protein, mi i LRPPRC CTSD/PBS LRPPRC not considered/background 0,113300436 0,207511093
1699 P42766;F22388 60S ribosomal protein L35 RPL35 CTSD/PBS RPL35 not considered/background
1700 P42785;P42785-2;E9PQBS;EIPLES;ES Lysosomal Pro-X carboxypeptidase PRCP CTSD/PBS PRCP not considered/background -0,354298341 -0,446467986
1701 P42857-2;P42857 Neuron-specific protein family member 1 NSG1 CTSD/PBS NSG1 not considered/background
1702 P43005;HOY7R2 Excitatory amino acid transporter 3;Amino acid transporter SLC1AL CTSD/PBS SLC1A1 not considered/background
1703 P43007;P43007-2 Neutral amino acid transporter A sLc1a4 CTSD/PBS SLC1A4 not considered/background -0,638120188
1704 P43034;A0A6Q8PFU3;A0A6Q8PFT2;AI Platelet-activating factor acetylhydrolase IB subunit alpha PAFAH1B1 CTSD/PBS PAFAH1BL  not considered/background 0,113833829 0,015330452
1705 P43121;P43121-2 Cell surface glycoprotein MUC18 MCAM CTSD/PBS MCAM not considered, 0,360532839 0,522447003
1706 P43155-2;P43155;P43155-3;H0YAZ7; Carnitine O-acetyltransferase CRAT CTSD/PBS CRAT not considered/background 0,225028083 0,281491509
1707 P43304;P43304-2;FSGYK7 lycerol genase, mi ial GPD2 CTSD/PBS GPD2 not considered/background 0,113300436 0,32765613
1708 P43490;A0A0C4DFS8 Nicotinamide phosphoribosyltransferase NAMPT CTSD/PBS NAMPT not considered/background -0,158864169 0,042308229
1709 P43686-2;P43686 265 protease regulatory subunit 6B PSMC4 CTSD/PBS PSMC4 not considered/background -0,07819992
1710 P43897;P43897-2;C91T21;C91G32;F8 Elongation factor Ts, mitochondrial;Elongation factor Ts TSFM CTSD/PBS TSFM not considered 0,0; 00
1711 P45880;P45880-2;P45880-1;A0A0A01 Voltage-dependent anion-selective channel protein 2 VDAC2 CTSD/PBS VDAC2 not considered/background 0,141694362 0,0936789
1712 P45954;P45954-2 Short/branched chain specific acyl-CoA dehydrogenase, mitochondrial ACADSB CTSD/PBS ACADSB not considered/background 0,10634832 0,13704482
1713 PA45974-2;P45974;F5H571;H7C5)3;Q Ubiquitin carboxyl-terminal hydrolase 5 USP5 CTSD/PBS USP5 not considered/background -0,413019139 0,312432837
1714 P46108-2;P46108;13L297 Adapter molecule crk CRK CTSD/PBS CRK not considered/background
1715 P46109 Crk-like protein CRKL CTSD/PBS CRKL not considered/background 0,045023522 -0,144437998
1716 P46199;H7C213 Translation initiation factor IF-2, mitochondrial MTIF2 CTSD/PBS MTIF2 not considered/background 0,300299474
1717 P46781 405 ribosomal protein 59 RPS9 CTSD/PBS RPS9 not considered/background 0,110897723 -0,009777122
1718 P46821,06RA32,D6RA40,D6RG3;D61 Microtubule-associated protein 18; MAPIBheavv:ham MAP1 hght chainLC1 MAP1B CTSD/PBS MAP1B not considered/background 0,118538978 0,051548662
1719 P46926;P46926-2;,D6RAY7;D6RIPA;D phosp phosph GNPDAL CTSD/PBS GNPDAL not considered/background -0,015286709 0,061435672
1720 P46977;P46977-2;A0A0C: ;E9P1 Dolichyl STT3A STT3A CTSD/PBS STT3A not considered/background 0,189413431 0,279826621
1721 P47755;F8WIN7;C9IUGT;PA7755-2;¢ Factm{appmgprotemsuhumt a\pha 2 CAPZA2 CTSD/PBS CAPZA2 not considered/background -0,060126518 0,156267163
1722 PA7756-2;B1AK88;B1AK87;P47756;8: F-actin-capping protein subunit beta CAPZB CTSD/PBS CAPZB not considered/background 0,063502942 -0,180402507
1723 P47897;P47897-2;A0A1B0GVU;B4DI Glutamine-tRNAligase QARS CTSD/PBS QARS not considered/background -0,100035551 0,184670506
1724 P47985;P0C7P4 Cytochromeb-c1 complex subunit Rieske, mitochondrial;Cytochrome b-c1 complex subunit 11; UQCRFS] UQCRFS1P1 CTSD/PBS UQCRFS1 not considered/background -0,130428611 0,265084489
1725 P48047;A0A494C0K9;H7COC1;H7CO8 ATP synthase subunit O, mitochondrial CTSD/PBS ATPSO not considered/background 0,393855477 0,17871429
1726 P48147;A0A499FIL1 Prolyl endopeptidase PREP CTSD/PBS PREP not considered/background -0,2187662 -0,222186307
1727 P48163;P48163-2 NADP-dependent malic enzyme MEL CTSD/PBS MEL not considered/background -0,227979241
1728 P48426;P48426-2;H7BXS3 i phospl i 2 alpha PIP4K2A CTSD/PBS PIP4K2A not considered/background 0,09200184
1729 P48449;P48449-3;P48449-2;A0A0G2. Lanosterol synthase Lss CTSD/PBS LSS not considered/background -0,016555782 -0,197362184
1730 ;P48454-2,G3V111 2B catalytic subunit gamma isoform;Serine/threonine-prc PPP3CC CTSD/PBS PPP3CC not considered/background 0,047398789 0,263154625
1731 RAGMRS;P48556;KTEIR3 KTERWG,K7 265 prmeascmenun ATPase regulatory subunit 8 PSMD8 CTSD/PBS PSMD8 not considered/background
1732 PA8643;E7ENZ3;B7ZAR1;E9PCAL;P48¢ T-complex protein 1 subunit epsilon ccTs CTSD/PBS CCTS not considered/background 0,071488106 0,005782353
1733 P48651-3;P48651- Phosphatidylserine synthase 1 PTDSS1 CTSD/PBS PTDSS1 not considered/background
1734 Heat shock 70 kDa protein 13 HSPAL3 CTSD/PBS HSPA13 not considered/background 0,109732318
1735 Isocitrate dehydrogenase [NADP], mitochondrial IDH2 CTSD/PBS IDH2 not considered/background 0,442757758 0,369911434
1736 MARCKS-related protein MARCKSLL CTSD/PBS MARCKSLL  not considered/background 0,446891405 0,324924797
1737 P49069;D6RIW3 Calcium signal-modulating cyclophilin ligand CAMLG CTSD/PBS CAMLG not considered, 0, 0,191194868
1738 P49189;P49189-3;r49189-2 4 ALDH9A1 CTSD/PBS ALDH9AL not considered/background 0,13799701 -0,098689044
1739 P49207 605 ribosomal protein L34 RPL34 CTSD/PBS RPL34 not considered/background
1740 P49257 Protein ERGIC-53 LMAN1 CTSD/PBS LMAN1 not considered/background 0,231186613 0,151522275
1741 P49327;A0A0U1RQFO;ADAOULRRG3;# Fatty acid i in] rier-p ]S FASN CTSD/PBS FASN not considered/background -0,010497639 0,244428716
1742 P49368;P49368-2;B4DURS;E9PRC8;Q T-complex protein 15ubumlgamma ccT3 CTSD/PBS CCT3 not considered/background 0,027437183 0,047398789
1743 P49406;54R3W9;A0ADAOMRF4;SARAE 395 ribosomal protein L19, mitochondrial MRPL19 CTSD/PBS MRPL19 not considered/background 0,260025656 0,565075592
1744 P49411;H3BNU3 Elongation factor Tu, mitochondrial TUFM CTSD/PBS TUFM not considered/background 0,39154778 0,345692786
1745 P49418;P49418-2;HOY7T8 Amphiphysin AMPH CTSD/PBS AMPH not considered/background -0,200481608 -0,067087965
1746 P49419-2;A0A1B0GW77;P49419;A0A Alph: i i ALDH7A1 CTSD/PBS ALDH7AL not considered/background 0,371726122 0,169614855
1747 PA9441;C9)173;B8ZZF6;E7ETSO;ETEU; \noswtu\ polyphosphate 1-phosphatase INPPL CTSD/PBS INPP1 not considered/background
1748 ; 7;A0A6Q ine-tRNAligase, AARS CTSD/PBS AARS not considered/background 0,18226215 -0,089904868

1749 P49591;Q5T5C7 SermeﬂlRNAIvgasE, cytoplasmic SARS CTSD/PBS SARS not considered/background -0,203169706 0,181547856
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1750 P49720;A0A087WUL2;A0A087WXQS; Proteasome subunit beta type-3 PSMB3 CTSD/PBS PSMB3 not considered/background 0,131589484 0,174539982
o,

1751 P49721;A0A087WVWV1 Proteasome subunit beta type-2 PSMB2 CTSD/PBS PSMB2 not considered/background 0,

1752 P49748;P49748-3;P49748-2;,G3V1Mi Very long-chain specific acyl-CoA dehydrogenase, mitochondrial ACADVL CTSD/PBS ACADVL not considered/background 0,541911266 0,454881688
1753 P49755;G3V2K7 Transmembrane emp24 domain-containing protein 10 TMED10 CTSD/PBS TMED10 not considered/background -0,070875598 0,122836871
1755 P49768-3;P49768-5;,P49768-6;P4976 Presenilin-1;Presenilin-1 NTF subunit;Presenilin-1 CTF subunit;Presenilin-1 CTF12 PSEN1 CTSD/PBS PSEN1 not considered/background

1756 P49773;D6REP8;D6REI;HOYCA9;D6F Histidine triad nucleotide-binding protein 1 HINTL CTSD/PBS HINTL not considered/background -0,193304746 -0,464981862
1757 P49802-2;P49802-3;P49802-5;P4980 Regulator of G-protein signaling 7 RGS7 CTSD/PBS RGS7 not considered/background -0,055156543 0,335025838
1758 P49841-2;P49841;A0A3B3ITW1 Glycogen synthase kinase-3 beta GSK3B CTSD/PBS GSK3B not considered/background 0,062259894 -0,351176003
1759 P50148;81AM21;Q03113-3;E9PC54;C Guanine nucleotide-binding protein G(q) subunit alpha GNAQ CTSD/PBS GNAQ not considered/background 0,143001506 0,150705252
1760 P50150 i ide-binding protein 0) subunit gamma-4 GNG4 CTSD/PBS GNG4 not considered/background

1761 P50213;HOYL72;P50213-2;HOYMU3;H [NAD] subunit alpha, IDH3A CTSD/PBS IDH3A not considered/background 0,337996464 0,044883678
1762 P50395;P50395-2;Q55X87;VIGYF8;Q Rab GDP dissociation inhibitor beta GDI2 CTSD/PBS GDI2 not considered/background 0,01834931 -0,084608575
1763 P50402;Q5HY57;F8WEQL Emerin EMD CTSD/PBS EMD not considered/background 0,327112471 -0,010350188
1764 P50416-2;P50416 Carnitine O-palmitoyltransferase 1, liver isoform CPTIA CTSD/PBS CPT1A not considered/background 0,733339373

1765 P50453;P50452-3;P50452 Serpin B9 SERPINBY CTSD/PBS SERPINBY not consi kground -0, 0,021848311
1766 P50454;E9PIH8;EIPPVE;EIPR7O;EIPK Serpin H1 SERPINH1 CTSD/PBS SERPINH1 not considered/background -0,409412351 0,551688269
1767 P50502;Q3KNR6;H7C311;Q81ZP2;Q8N Hsc70-i protein;| ive protei ;Putative protein FAM10AS ST13;5T13P4;ST13P5 CTSD/PBS ST13 not considered/background 0,064331046 0,022048165
1768 P50570-5;P50570-4;P50570;P50570- Dynamin-2 DNM2 CTSD/PBS DNM2 not considered/background -0,127714939

1769 P50583 Bis(5-nucleosyl)-tetraphosphatase [asymmetrical] NUDT2 CTSD/PBS NUDT2 not considered/background 0,23878686 0,004609553
1770 P50914;E7EPB3 605 ribosomal protein L14 RPL14 CTSD/PBS RPL14 not considered/background -0,194096747 0,075960941
1771 P50990-2;P50990;P50990-3;H7C4C8 T-complex protein 1 subunit theta [<ar CTSD/PBS CCT8 not considered/background -0,010890065 0,037733627
1772 P50991;P50991-2 T-complex protein 1 subunit delta ccT4 CTSD/PBS CCT4 not considered/background -0,03834704 -0,005040617
1773 P50995;P50995-2;HOY6EL Annexin A11 ANXA11 CTSD/PBS ANXA11 not dered, 0, 0,242737747
1774 P51148;P51148-2;K7ENY4;K7ERI8;K7 Ras-related protein Rab-5C RABSC CTSD/PBS RABSC not considered/background o, 0,065370276
1775 P51149;A0A6Q8PGE6;C9J853;A0A6Q¢ Ras-related protein Rab-7a RAB7A CTSD/PBS RAB7A Transport machinery 0,111432005 0,072118713
1776 P51151;A0A1BOGUIO Ras-related protein Rab-9A RABIA CTSD/PBS RAB9A not considered/background

1777 P51178;P51178-2 1 itol 4,5 delta-1 PLCD1 CTSD/PBS PLCD1 not consi kground -0, 0,109825723
1778 P51398-2;P51398-3;P51398;VIGYLY; 28Sribosomal protein 529, mitochondrial DAP3 CTSD/PBS DAP3 not considered/background 0,169796756 0,53038488
1780 P51513-5;P51513;13KQU3;G8JLAS;13 RNA-binding protein Nova-1 NOVA1 CTSD/PBS NOVAL not considered/background 0,054497169
1781 P51553;G5E9Q7;P51553-2;E7EQBS;EC Isoci [NAD] subunit gamma, mi i [NAD] < IDH3G CTSD/PBS IDH3G not considered/background 0,459116814 0,212032684
1782 P51571;A6NLM8 Translocon-associated protein subunit delta SSR4 CTSD/PBS SSR4 not considered/background -0,021101502 0,142735555

1783 P51572;P51572-
1784 P51649;P51649-2;

/AOA2R8Y5MB;C9)S B-cell receptor-associated protein 31 BCAP31 CTSD/PBS BCAP31 not considered/background 0,144699025 0,055786227
918Q5;A0A5FIZI2 Succ 3 ial ALDH5A1 CTSD/PBS ALDHSAL not considered/background 0,268314613 0,063047411
enzyme type 2;| 0Ahyd HSD1784 CTSD/PBS HSD1784 not considered/background -0,1032864 -0,184470737

1785 P51659;A0A2R8YD50;P51659-3;P516
1786 P51665;H3BNT7; Qv2 265 y subunit 7 PSMD7 CTSD/PBS PSMD7 not considered/background 0,078336571 -0,071350804
1787 P51674;P51674-3;P51674-2,06R9D2 Neuronal membrane glycoprotein M6-a GPM6A CTSD/PBS GPMGA not considered/background 0,262192588 0,163025606
1788 P51687 Sulfite oxidase, mitochondrial SUOX CTSD/PBS SUOX not considered/background 0,208766947 0,093879047
1789 P51688;13N122 N-sulphoglucosamine sulphohydrolase SGSH CTSD/PBS SGSH not considered/background -0,096900012 0,347212086
1790 P51797-6;P51797;P51797-5;P51797- Chloridetransport protein 6 cLcNe CTSD/PBS CLCNG not consi kground 0,05227676 0,02148218
1791 P51798-2;P51798;HOY2M6 H(+)/CI(-) exchange transporter 7 CcLeN7 CTSD/PBS CLCN7 not considered/background
1792 P51805 Plexin-A3 PLXNA3 CTSD/PBS PLXNA3 not considered/background 0,278076181 0,022474347
1793 P51809-3;P51809;P51809-2 Vesicle-associated membrane protein 7 VAMP7 CTSD/PBS VAMP7 not considered 0,29 3
1794 P51970 NADH 1alpha subunit 8 NDUFAS CTSD/PBS NDUFAS not considered/background 0,339593501 0,076113018
1795 P51991;P51991-2;H7C1I8 Heterogeneous nuclear ribonucleoprotein A3 HNRNPA3 CTSD/PBS HNRNPA3 not considered/background
1796 P52209-2;P52209;K7EMA49;K7EMN2;t 6-phosphogluconate dehydrogenase, decarboxylating PGD CTSD/PBS PGD not considered/background -0,120905941 0,159758338
1797 P52306;P52306-5;P52306-4;P52306 Rap1 GTPase-GDP dissociation stimulator 1 RAP1GDS1 CTSD/PBS RAP1GDS1  not considered/background 0,312258449 0,437653878
1799 P52565;13KTF8;13Q0X2;13KRE2;P525 Rho GDP-dissociation inhibitor 1 ARHGDIA CTSD/PBS ARHGDIA not considered/background -0,153590931 -0,230694897
1800 P52594-2;P52594-3;P52594;P52594- Arf-GAP domain and FG repeat-containing protein 1 AGFG1 CTSD/PBS AGFG1 not considered/background -0,186376809 0,135666197
1801 P52788;P52788- Spermine synthase SMs CTSD/PBS SMS not considered/background 0,014718176
1803 P52823;P52823-2 Stanniocalcin-1 sTC1 CTSD/PBS STC1 not considered/background 0,196227406
1804 Q04828;P52895;H0Y804;84DK69;S4F Aldo-keto reductase family 1 member C1;Aldo-keto reductase family 1 member C2 AKRIC1;AKR1C2 CTSD/PBS AKRICL not considered/background -0,327565606 -0,374955996
1805 P52907 F-actin-capping protein subunit alpha-1 CAPZAL CTSD/PBS CAPZAL not considered/background 0,166715445 -0,061154063
1806 P52943;HOYFA4;P52943-2;HOYHDS  Cysteine-rich protein 2 CRIP2 CTSD/PBS CRIP2 not considered/background -0, 0,362778454
1807 P53004;C9J1EL Biliverdin reductase A BLVRA CTSD/PBS BLVRA not considered/background -0,343009783
1808 P53007;84DP62 Tricar port protein, ial sLC25A1 CTSD/PBS SLC25A1 not considered/background 0,23793077 0,204881413
1809 P5 ; ;K7ESGS; ATP-ci ACLY CTSD/PBS ACLY not considered/background -0,0957587 -0,005615567
1810 P53597;A0A494C0D1;H7C233 Succinyl-CoA ligase [ADP/GDP-forming] subunit alpha, mitochondrial SUCLG1 CTSD/PBS SUCLG1 not considered/background 0,351176003 0,118758389
1811 P53602;H3BP35;H3BQ47;H3BRZ1L;H3 Dil MVD CTSD/PBS MVD not considered/background 0,028101506
1812 P53618;E9PP73;E9PP63;E9PKQL  Coatomer subunit beta cope1 CTSD/PBS COPB1 not considered/background
Cytochrome c-type heme lyase HCes CTSD/PBS HCCS not considered/background
;Q5T8RS  Monocar porter 1 SLC16A1 CTSD/PBS SLC16A1 not considered/background
53990-4;H3BQF7 ISTL homolog 1STL CTSD/PBS ISTL not considered/background 0,126832518
P54136;P54136-2;ESRHO9;ESRIMO  Arginine~tRNA ligase, cytoplasmic RARS CTSD/PBS RARS not considered/background 0,138683428 0,110448581
1818 P54284-5;P54284-3;P54284-4;P5428 Voltage-dependent L-type calcium channel subunit beta-3 CACNB3 CTSD/PBS CACNB3 not considered, 0,
1819 P54289-2;P54289-3;P54289-5;P5428 Voltage-dependent calcium channel subunit alpha-2/delta-1;Voltage-dependent calcium channe CACNA2D1 CTSD/PBS CACNA2D1 not considered/background 0,046141782 0,156562796
1820 P54577;A0A6Q8PFX2;A0A0C4DGZS;A Tyrosine~tRNA ligase, cytoplasmic;Tyrosine~tRNA ligase, cytoplasmic, N-terminally processed;Ty YARS CTSD/PBS YARS not considered/background 0,186120184 0,221118603
1821 P54687-4;P54687;P54687-5;F5H2F2; Branched-chain-amino-acid aminotransferase, cytosolic BCATL CTSD/PBS BCATL not considered/background -0,303703431 -0,063226802
1823 P54709;C9JA36;P54709-2;COIXZ1;H7 potassi porting beta-3 ATP183 CTSD/PBS ATP1B3 not considered/background -0,073955023 0,02930829
1824 P54727;P54727-2;Q5W0S5;HOY579;C UV excision repair protein RAD23 homolog B RAD23B CTSD/PBS RAD23B not considered/background 0,131589484 -0,105678078
1825 P54802 Iph ini 2 kDa form;Alpha-N NAGLU CTSD/PBS NAGLU not considered/background -0,453616669
1826 S 54803-3;P548 i GALC CTSD/PBS GALC Lysosomal enzymes -0,006245944 -0,410558198
1827 P54829-2;P54829-3;P54829;E9PLZ4;, Tyrosine-prot: eptor type 5;Protein-tyrosi PTPNS CTSD/PBS PTPNS not considered/background 0,097475959
1828 P54886-2;P54886 Delta-1-pyrroline-5- y 5 glutamyl phosphate reduc ALDH18A1 CTSD/PBS ALDH18A1  not considered/background 0,79900439 0,038939785
1829 P549 2M1;MORO5S;N Alph: protein NAPA CTSD/PBS NAPA not considered/background 0,077926579 0,038613745
1830 P55010;HOYLZ1;HOYNAO;HOYK11;HOY Eukaryotic translation initiation factor 5 EIFS CTSD/PBS EIFS not considered/background 0,142609487 -0,046979908
1831 P55011;P55011-3;G3XAL Solute carrier family 12 member 2 SLC12A2 CTSD/PBS SLC12A2 not considered/background 0,015497569 -0,078609835
1832 P55036;Q5VWC4;! ;! 1;A6 265 it 4 PSMD4 CTSD/PBS PSMD4 not considered/background -0,012068023
1833 P55060-3;P55060;P55060-4;P55060- Exportin-2 CSEIL CTSD/PBS CSEIL not considered/background 0,21171521 -0,087327052
1834 P55072;C91ZA5;C9JUPT Transitional endoplasmic reticulum ATPase vep CTSD/PBS VCP not considered/background 0,021672556 0,037473187
1835 P55084-2; ; ifuncti y it beta, mi ial; 3% yl-CoAthiolase HADHB CTSD/PBS HADHB not considered/background -0,038317409 0,085297719
1836 P55145;H7C2D6 astr derived phic factor MANF CTSD/PBS MANF not considered/background 0,484808397 0,404267207
1837 P55290;P55290~ Cadherin-13 CDH13 CTSD/PBS CDH13 not considered/background -0,185605441 -0,0528332
1838 P55327-2;P55327-4; Tumor protein D52 D52 CTSD/PBS TPDS2 not considered/background -0,227742706 -0,059493725
1839 P55735;P55735-2;P55735-4;P55735: Protein SEC13 homolog SEC13 CTSD/PBS SEC13 not considered/background
1840 P55809;E9PDW2;P55809-2;,Q9BYC2  Succinyl-CoA:3-ketoacid transferase 1, mi i oxcT1 CTSD/PBS OXCT1 not considered/background 0,19181529 0,123858326
1841 P55884-2;P55884;C9)2G1 Eukaryotic translation initiation factor 3 subunit B EIF3B CTSD/PBS EIF3B not considered/background
1842 P56134-3;P56134 ATP synthase subunit f, mitochondrial ATPS)2 CTSD/PBS ATP5J2 not considered/background
1843 P56181-2 NADH 3, NDUFV3 CTSD/PBS NDUFV3 not considered/background 0,056444801
1844 P56192;P56192-2;F5H2V6;| ;| i tRNAligase, MARS CTSD/PBS MARS not considered/background 0,227494651 0,375272085
1845 Q5VTUS;PS6381 ATP synthase subunit epsilon-like p , mi i i it epsilon, mitocho ATPSEP2;ATPSE CTSD/PBS ATPSEP2 not considered/background
1846 P56385 ATP synthase subunit e, mitochondrial ATPSI CTSD/PBS ATPSI not considered/background 0, 0,201410261
1847 P56537-2;P56537;F8WD20;872BH1;/ Eukaryotic translation initiation factor 6 EIF6 CTSD/PBS EIF6 not considered/background -0,49610438
1849 P56817-2;P56817;P56817-4;P56817- Beta-secretase 1 BACEL CTSD/PBS BACEL not considered/background 0,147697444
1850 P59768;! ;G3V2C9;G3" i i i g protein 0) subunit gamma-; ide-bindin GNG2 CTSD/PBS GNG2 not considered/background 0,265316867 0,082392573
1852 P60174;P60174-3;P60174-4;U3KPZO; Triosephosphateisomerase TIL CTSD/PBS TPIL not considered/background -0,007927711 0,054223347
1853 P60228;E5RIT4;HOYBRS;ESRHSS;ESRG Eukaryotic translation initiation factor 3 subunit € EIF3E CTSD/PBS EIF3E not considered/background
1854 P60468;54R3B5 Protein transport protein Sec61 subunit beta SEC61B CTSD/PBS SEC61B not considered/background 0,435415241
1855 P60520;| as0 acid recep iated p like2 GABARAPL2 CTSD/PBS GABARAPL2  not considered/background 0,297015288 0,144679996
1857 P60763;13KSC4;13QLKO Ras-related C3 botulinum toxin substrate 3 RAC3 CTSD/PBS RAC3 not considered/background -0,039651399 0,035756644
1858 P60842;P60842-2;J3KT12;13Q569;)3} Eukaryotic initiation factor 4A- EIF4AL CTSD/PBS EIF4AL not considered/background 0,171847314 0,078914102
1859 P60880;A0A0AOMSSO Synaptosomal-associated protein 25 SNAP25 CTSD/PBS SNAP25 not considered/background 0,136060107 -0,129876461
1860 P60880-2 Synaptosomal-associated protein 25 SNAP2S CTSD/PBS SNAP25 not considered/background
1862 P60953;A0A590UJK8;Q5JYX0;A0A494 Cell division control protein 42 homolog cpca2 CTSD/PBS CDC42 not considered/background
1863 P60953-1 Cell division control protein 42 homolog cbca2 CTSD/PBS CDC42 not considered/background -0,356033016 -0,127237062
1864 P60981;P60981-2;F6RFDS Destrin DSTN CTSD/PBS DSTN not considered/background -0,404610919 0,066850413
1865 P61006;P61006-2 Ras-related protein Rab-8A RABSA CTSD/PBS RABSA not considered/background
1866 P61009 Signal peptidase complex subunit 3 sPCs3 CTSD/PBS SPCS3 not considered/background 0,063665471
1867 P61018;P61018-2;MOROX1 Ras-related protein Rab-4B RAB4B CTSD/PBS RAB4B Transport machinery 0,539431811 0,135189854
1868 P61019;P61019-2;E9PKL7;H7C125;H1 Ras-related protein Rab-2A RAB2A CTSD/PBS RAB2A not considered/background 0,114367025 0,176658238
1869 P61020;P61020-2;F8VUAS Ras-related protein Rab-58, RABSB CTSD/PBS RABSB not considered/background 0,081884967 0,03452968
1870 P61026;A0A2R8YDIO;HOYLIS;HOYLOA; Ras-related protein Rab-10 RAB10 CTSD/PBS RAB1O not considered/background -0,180004897 -0,033370138
1871 P61081;M0QX69;M0QYI6 NEDD8-conjugating enzyme Ubc12 UBE2M CTSD/PBS UBE2M not considered/background 0,325040955 0,110764122
1872 P61086;D6RDM7;P61086-2;P61086- Ubiquitin-conjugating enzyme E2 K UBE2K CTSD/PBS UBE2K not considered/background
1873 P61088;F8VQQS; ;F8VV71;05) Ubiquitin-conjugating enzyme E2 N;Pi itin-conj E2 N-like UBE2N;UBE2NL CTSD/PBS UBE2N not considered/background 0,00553613 -0,232660757
1874 P61106;X6RFLS Ras-related protein Rab-14 RAB14 CTSD/PBS RAB14 not considered/background -0,034248955 0,024193752
1875 P61158;84DXW1;F8WDR7;F8WEW2;1 Actin-related protein 3 ACTR3 CTSD/PBS ACTR3 not considered/background -0,328579803 -0,226015216
1876 P61160;F5HET1;P61160-2 Actin-related protein 2 ACTR2 CTSD/PBS ACTR2 not considered/background -0,251933845 0,072452414
1877 P61163;R4GMTO;A0A1BOGVS3 Alpha-centractin ACTR1A CTSD/PBS ACTRIA not considered/background -0,135712808 -0,364460374
1878 P61201;P61201- ;HOYKUS;H COP9 lex subunit 2 cops2 CTSD/PBS COPS2 not considered/background -0,160533009
1879 P84077;P61204;F5H423;P61204-2;F ADP-ribosylation factor 1;ADP-ribosylation factor 3 ARFL;ARF3 CTSD/PBS ARF1 not considered/background -0,449926783 -0,045023522
1880 P61224;FSH7Y6;P61224-3;E7ESVA;FS Ras-related protein Rap-1b;Ras-related protein Rap-1b-like protein RAP1B CTSD/PBS RAP1B not considered, 0, 0,049038951
1882 P61254;13KS10;J3QRI7;13QQQ9;J3QC 60S ribosomal protein L26;60S ribosomal protein L26-like 1 RPL26;RPL26L1 CTSD/PBS RPL26 not considered/background
1883 P61266-2;P61266;P32856-3;P32856- Syntaxin-18 STX1B CTSD/PBS STX1B not considered/background -0,231667443 -0,202511756
1884 P61313;A0A2R8YEMS3;E7EQVI;E7ERAZ 60S ribosomal protein L15;Ribosomal protein L15 RPL1S CTSD/PBS RPL1S not considered/background -0,332371239 0,059209313
1885 P61353;K7ELC7;K7EQQY;K7ERY7  60S ribosomal protein L27 RPL27 CTSD/PBS RPL27 not considered/background -0,007913082
1886 P61457 Pterin-4-alpha-carbinolamine dehydratase PCBD1 CTSD/PBS PCBD1 not considered/background
1887 P61586 Transforming protein RhoA RHOA CTSD/PBS RHOA not considered/background 0, 0,101112158
1888 P61601;ESRGAY;ESRIZ1;ESRIIE;ESRG: Neurocalcin-delta NCALD CTSD/PBS NCALD not considered/background 0,179256247 -0,100304906
1889 P61604;B82ZL8;B87254 10 kDa heat shock protein, mitochondrial HSPEL CTSD/PBS HSPEL not considered, 0, 0,120811815
18