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Figure S1. Left panel: HMEC-1 treated with the indicated inhibitors were subjected to H/R condition
and analyzed for cell viability by MTT Assay performed on H9¢c2 (NONE corresponds to the H/R).

Right panel: Infarct size in isolated rat hearts exposed to the indicated inhibitors (n=3/each group).



Table S1.

LFQ

mitochondrial

- . . . . Student's
Majority . Gene | LFQ intensity intensity ) )
protein IDs Protein names names eEV (log2) eEV-IL-3 ttestq Delta
value
(log2)
P01023 Alpha-2-macroglobulin A2M 23.581 21.417 0.000701 | -2.164
P49588,Q8BGQ | Alanine-tRNA ligase, | aps | 21.750 25617 | 0.000528 | 3.867
7 cytoplasmic
P33527 Multidrug resistance- | \poeq | 91 353 26138 | 0.000000 | 4.785
associated protein 1
Costars family protein ABRA
Q9P1F3 ABRACL cL 20.112 25.480 0.000000 | 5.368
Very long-chain specific acyl- ACAD
P49748 CoA dehydrogenase, VL 24.630 28.261 0.000581 | 3.631
mitochondrial
poa75p | Acetyl-CoAacetyltransferase, | A\oary | 19779 27.808 | 0.000000 | 8.029
mitochondrial
Q99798 Aconitate hydratase, ACO2 | 19,697 27.635 | 0.000000 | 7.938
mitochondrial
000154;Q91V1 | Cytosolic acyl coenzyme A
5 thioester hydrolase ACOT7 22.694 25.308 0.000353 | 2.614
Actin, alpha skeletal
. .| muscle;Actin, alpha cardiac
P68133’_P68032’ muscle 1;Actin, gamma-enteric | ACTAL 29.247 31.108 0.001997 1.861
P63267;P62736 U .
smooth muscle;Actin, aortic
smooth muscle
Actin, cytoplasmic 2;Actin,
P63261 cytoplasmic 2, N-terminally | ACTG1 33.162 34.792 0.003469 | 1.630
processed
P12814 Alpha-actinin-1 ACTN1 29.257 31.467 0.000614 | 2.210
043707 Alpha-actinin-4 ACTN4 27.889 30.336 0.000399 2.447
A disintegrin and ADAM
Q76LX8 metalloproteinase with 24.434 0.000 0.000391 | -24.434
. . TS13
thrombospondin motifs 13
P30566 Adenylosuccinate lyase ADSL 21.723 24.490 0.000411 | 2.767
Neuroblast differentiation- AHNA
Q09666 associated protein AHNAK K 23.746 26.315 0.001923 | 2.569
P00568 Adenylate kinase isoenzyme 1 | AK1 23.056 26.754 0.000623 | 3.698
P15121 Aldose reductase AKlRlB 25.205 26.815 0.004127 | 1.611
Aflatoxin B1 aldehyde
043488;Q8NHP : .
1:08CG76:Q8C | reductase member 2;Aflatoxin | AKR7 21.642 23218 | 0.004062 | 1576
Ga5 B1 aldehyde reductase member | A2
4
Delta-1-pyrroline-5-
carboxylate ALDH1
P54886 synthase;Glutamate 5- 8A1 29.322 27.642 0.004459 | -1.680
kinase;Gamma-glutamyl
phosphate reductase
. ALDH1
P00352 Retinal dehydrogenase 1 Al 25.798 27.606 0.003047 | 1.808
P05091 Aldehyde denydrogenase, | A o | 93953 27.652 | 0.000638 | 3.700




Alpha-aminoadipic

ALDH7

P49419 semialdehyde dehydrogenase Al 24.596 27.534 0.000380 | 2.938
P04075;P00883; | Fructose-bisphosphate aldolase | ALDO
ASAGI5 A A 29.031 30.856 0.001769 | 1.825
P09972 Fructose-blsphtc);sphate aldolase ALCDO 25 633 27 134 0004688 | 1501
. ALYR
Q86Vv81 THO complex subunit 4 EF 0.000 24473 0.000410 | 24.473
015123 Angiopoietin-2 ARSP| 24108 26091 | 0.001923 | 1.983
Acidic leucine-rich nuclear ANP32
P39687 phosphoprotein 32 family A 21.387 26.841 0.000248 | 5.454
member A
Acidic leucine-rich nuclear ANP32
Q92688 phosphoprotein 32 family B 22.699 24.325 0.004121 | 1.626
member B
P15144 Aminopeptidase N ANPEP 28.667 30.352 0.003376 | 1.685
Q10567;P52303 | AP-1 complex subunit beta-1 | AP1B1 21.292 23.448 0.000847 | 2.156
rovsossary | PR o SOy
4;A1YFZ3;A2T yase,UNA-(ap APEX1 0.000 26.890 0.000431 | 26.890
. apyrimidinic site) lyase,
716;ALYES6E . ;
mitochondrial
Q06481;P15943 Amyloid-like protein 2 APLP2 0.000 24.329 0.000373 | 24.329
QoHDCg | AAdipocyte plasma membrane- | APMA |5, 1 29251 | 0.000000 | 5.060
associated protein P
Apolipoprotein B- i
P04114 100: Apolipoprotein B-48 APOB 26.681 23.025 0.000657 | -3.656
Plgosgz;zég%& Apolipoprotein C-I1 APOC2 | 25.486 22931 | 0.000652 | -2.555
P536§112;(P)(2)2067; Amyloid beta A4 protein APP 0.000 26.235 0.000632 | 26.235
P48444 Coatomer subunit delta ARCN1 22.191 25.855 0.000603 | 3.664
P18085 ADP-ribosylation factor 4 ARF4 25.787 27.550 0.003467 1.762
P52565 Rho GDP-dissociation | ARHG | 54 5 28556 | 0.000639 | 2.228
inhibitor 1 DIA
P52566 Rho GDP-dissociation | ARHG | ) 593 27580 | 0.002238 | 1.776
inhibitor 2 DIB
Q15041 ADP-ribosylation factor-like | ARLEI 23.324 26.833 | 0.000530 | 3.509
protein 6-interacting protein 1 P1
. . ARLSGI
075915 PRAL family protein 3 P5 23.612 27.581 0.000763 | 3.969
. ADP-ribosylation factor-like
QQNVI\J/I%Q%B protein 8B;ADP-ribosylation | ARL8A 22.948 25.390 0.000624 | 2.443
factor-like protein 8A
015144 Actin-related protein 2/3 | \ppcy | 96408 27.800 | 0.005110 | 1.392
complex subunit 2
015511 Actin-related protein 2/3 | \ppes | 93981 26.003 | 0.000653 | 2.112
complex subunit 5
Q9BPX5 Actin-related protein 2/3 | ARPCS |, 14¢ 23657 | 0.004111 | 1551
complex subunit 5-like protein L




043681;Q61QE

ATPase ASNAL;ATPase

5 asnal ASNA1 22.462 24.885 0.000599 2.423
P00966 Argininosuccinate synthase ASS1 24.656 0.000 0.000575 | -24.656
Qonviy | ATPase family AAA domain- | ATAD3 0.000 25532 | 0.004122 | 25532

containing protein 3A A
Q6DD88 Atlastin-3 ATL3 22.839 28.423 0.000225 5.584
Sodium/potassium- ATP1A
P05023 transporting ATPase subunit 1 27.348 29.379 0.001812 | 2.031
alpha-1
Sodium/potassium- ATP1B
P54709 transporting ATPase subunit 3 24.549 27.666 0.000378 | 3.118
beta-3
P16615 Sarcoplasmic/endoplasmic | ATP2A | 54, 20077 | 0.000000 | 29.077
reticulum calcium ATPase 2 2
P23634 Plasma membrane calcium- | ATP2B |, g4¢ 27.945 | 0.000660 | 5.039
transporting ATPase 4 4
ABAG6H5;P2570 | ATP synt.hase subu_nlt alpha, | ATP5A 26.397 31.940 0.000000 | 5544
5 mitochondrial 1
POB576:P00829 | /TP synthase subunitbeta, | yrpop | 97701 33105 | 0.000000 | 5.404
mitochondrial
p3esap | ATP synthase subunitgamma, | ATPSC | o) gog 20123 | 0000224 | 6.428
mitochondrial 1
P30049 ATP synthase subunit delta, | \rpspy | g ogg 27182 | 0.001977 | 27.182
mitochondrial
P24539 ATP synthase F(0) complex | ATPSF | 16 495 28.838 | 0.000000 | 10.665
subunit B1, mitochondrial 1
075947 ATP synthase subunitd, | Arpspy | o000 20104 | 0.000000 | 29.104
mitochondrial
P56134 ATP synthase subunitf, | Arpgyy | g gog 28.081 | 0.000000 | 28.081
mitochondrial
P48047 ATP synthase subunitO, | rrpsiy | 90832 20337 | 0.000000 | 8.505
mitochondrial
V-type proton ATPase ATPEV
P38606 catalytic subunit A 1A 24.634 25.904 0.008483 1.269
P61769 Beta-2-microglobulin;Beta-2- | -, 21.975 27588 | 0.000000 | 5.613
microglobulin form pl 5.3
N-acetyllactosaminide beta- B3GNT
043505 1,3-N- 1 26.073 23.710 0.000593 | -2.364
acetylglucosaminyltransferase
Barrier-to-autointegration
075531 factor;Barrier-to- BANF1| 23619 26352 | 0.000569 | 2.733
autointegration factor, N-
terminally processed
P80723 Brain acid soluble protein 1 | BASP1 24.475 26.071 0.003882 | 1.596
P51572 B-cell receptor-associated | BCAP3 23.106 28.017 | 0.000000 | 4.911
protein 31 1
P54687 Branched-chain-amino-acid | g | 93 448 25777 | 0.001800 | 2.329
aminotransferase, cytosolic
BH3-interacting domain death
agonist;BH3-interacting
domain death agonist
P55957 p15;BH3-interacting domain BID 18.745 25.187 0.000000 | 6.441
death agonist p13;BH3-
interacting domain death
agonist p11
P35613 Basigin BSG 29.360 31.337 0.000974 | 1.978
P20290 Transcription factor BTF3 BTF3 24.346 25.991 0.009790 1.645




Basic leucine zipper and W2

Q7L1Q6 . ZIi ) BZW1 23.503 25078 | 0.005288 | 1.485
domain-containing protein 1
QoY224 UPF0568 protein C14orf166 Ciggrf 23.213 26350 | 0.000375 | 3.137
QI69H8 UPF0556 protein C190rf10 c119($rf 20.743 28.564 | 0.000000 | 7.821
Complement component 1 Q
Q07021 subcomponent-binding protein, | CLQBP 21.575 28.513 0.000247 | 6.939
mitochondrial
Complement C1q tumor C1QTN
Q9BXJ4 necrosis factor-related protein £3 24.696 21.062 0.000508 | -3.634
3
08CG16 Complement C1r-A C1RA 25.217 22037 | 0.000537 | -3.181
subcomponent
P13671 Complement component C6 C6 26.368 23.767 0.000676 | -2.601
P07358 Complement component C8 | g 26.590 24.065 | 0.000452 | -2.524
beta chain
- . CACY

Q9HB71 Calcyclin-binding protein BP 23.054 24.733 0.005156 | 1.679
Q6PI52;P62158 Calmodulin CAlLM 27.465 30255 | 0.000433 | 2.791
P27797 Calreticulin CALR 27.509 32782 | 0.000000 | 5.273
043852 Calumenin CALU 24,531 30.936 | 0.000000 | 6.405
P27824:P35565 Calnexin CANX 25.049 30.894 | 0.000000 | 5.844
P07384 Calpain-1 catalytic subunit | CAPN1 24172 26.440 | 0.000853 | 2.268
P17655 Calpain-2 catalytic subunit | CAPN2 26.430 28.015 | 0.004133 | 1585
P04632 Calpain small subunit1 | “ATNS | 26.309 27795 | 0.004306 | 1.486
P52007 F-actin-capping protein | CAPZA| o 1y 27.928 | 0.001803 | 1.914

subunit alpha-1 1
P47755 F-actin-capping protein | CAPZA| o5 4/; 26.119 | 0.000643 | 2.472

subunit alpha-2 2
P47756 F-actin-capping protein | -5 24.361 27.717 | 0.000409 | 3.355

subunit beta
P04040 Catalase CAT 23.157 26.447 | 0.000364 | 3.290
Q03135 Caveolin-1 CAV1 26.783 28.180 | 0.008192 | 1.398
Q13185 Chromobox protein homolog 3 | CBX3 22.075 25.267 0.000439 | 3.192
Q6YHK3 CD109 antigen CD109 25.661 27.064 | 0.004915 | 1.403
P48509 CD151 antigen CD151 23.141 24.654 | 0.008522 | 1513
Q5ZPR3 CD276 antigen CD276 23.852 26.425 | 0.000626 | 2.572
P13987 CD59 glycoprotein CD59 27.613 29.324 | 0.003887 | 1.711
QoNpy3 | Complement component Clq | g 21,531 23938 | 0.001405 | 2.407
receptor

P14209 CDY9 antigen CD99 22579 24.809 | 0.002108 | 2.230
P55290;5Q9WTR Cadherin-13 CDH13 24.990 27.140 | 0.000650 | 2.150
P33151 Cadherin-5 CDH5 22784 24.886 | 0.001426 | 2.103
P23528 Cofilin-1 CFL1 28.902 31750 | 0.000382 | 2.848




Calcineurin B homologous

Q99653 . CHP1 21.295 23264 | 0.002101 | 1.969
protein 1
Q07065 Cytoskeleton-associated | -\ apy 22.637 31.83 | 0.000000 | 9.199
protein 4
000299 Chioride "grrgtceﬁ'r:ul'ar channel | o) | 27.253 28.835 | 0.003994 | 1.581
Q9Y696 Chioride ";)trrgfeei'r:“‘:ar channel |~ |4 25.481 27.979 | 0.000577 | 2.497
P10909 Clusterin;Clusterin beta CLU 27.485 25582 | 0.001400 | -1.903
chain;Clusterin alpha chain
P30085 UMP-CMP kinase C'ViPK 20.257 25531 | 0.000000 | 5.274
QU6KP4 Cytosolic non-specific | -\ppo | 21,994 26542 | 0.000238 | 4.548
dipeptidase
Q99439 Calponin-2 CNN2 23.601 25523 | 0.003146 | 1.922
Q12860 Contactin-1 CNTNL| 25123 20.055 | 0.000706 | -5.068
Q99715 Collagen alpha-1(XI1) chain C%Lllz 28.643 26.620 | 0.003086 | -2.023
. — [COLIA
P02465:P08123 |  Collagen alpha-2(1) chain 5 25.723 24269 | 0.006790 | -1.454
P02462 Collagen alpha-1(IV) COLAA | op3m 26.840 | 0.002909 | 2.518
chain;Arresten 1
[ COL6A
P12109 Collagen alpha-1(V1) chain . 28.069 25.289 | 0.000502 | -2.781
P12111 Collagen alpha-3(V1) chain CO'§6A 25.240 22.756 | 0.000637 | -2.485
Procollagen COLG
Q8NBI5 Galactosyitranciorase 1 o 22.390 28.870 | 0.000234 | 6.479
P53618 Coatomer subunit beta COPB1 25.954 27.740 0.004045 1.786
014579 Coatomer subunit epsilon COPE 23.589 26.854 0.000402 | 3.265
P61923 Coatomer subunit zeta-1 | COPZ1 |  23.762 25604 | 0.003171 | 1.842
Q9BR76 Coronin-1B COEOl 22292 25433 | 0.000395 | 3.141
QoULV4 Coronin-1C co(F§01 24.434 26.717 | 0.000849 | 2.283
P13073 Cytochrome ¢ oxidase subunit | COX4l 0.000 28.065 | 0.000000 | 28.065
4 jsoform 1, mitochondrial 1
P20674 Cytochrome c oxidase subunit | COX5 0.000 27.688 | 0.000000 | 27.688
5A, mitochondrial A
P10606 Cytochrome ¢ oxidase subunit | v o | 59 459 27536 | 0000714 | 6.077
5B, mitochondrial
P00450 Ceruloplasmin cp 25.487 22481 | 0.000457 | -3.005
Q99829 Copine-1 CPNEL|  22.251 24055 | 0.004219 | 1.804
P52943 Cysteine-rich protein 2 CRIP2 0.000 25.396 | 0.000366 | 25.396
075390 Citrate synthase, mitochondrial Cs 26.660 29.424 0.000403 | 2.764
P55060 Exportin-2 CSEIL |  23.928 27620 | 0.000440 | 3.692
P21291 Cysteine and glycine-rich | qop) | 54331 27266 | 0.000444 | 2.935
protein 1
P04080 Cystatin-B CSTB 0.000 26.385 | 0.000684 | 26.385
P29279 CO”“QCt“’%é'tzsr“e growth | 1 29.689 28.303 | 0.005174 | -1.387
P35221 Catenin alpha-1 CTNN 26.166 28.187 | 0.002051 | 2.021

Al




CTNN

P35222 Catenin beta-1 B1 23.929 26.631 0.000592 | 2.702
Lysosomal protective
protein;Lysosomal protective
P10619 protein 32 kDa CTSA 20.467 26.154 0.000000 5.687
chain;Lysosomal protective
protein 20 kDa chain
P07858 Cathepsin B;Cathepsin B light | r.cp 26.972 30.121 | 0.000557 | 3.149
chain;Cathepsin B heavy chain
Dipeptidyl peptidase
1;Dipeptidyl peptidase 1
P53634 _ exclusion domain CTSC 25.356 28.444 | 0.000458 | 3.089
chain;Dipeptidyl peptidase 1
heavy chain;Dipeptidyl
peptidase 1 light chain
po73gg | Cathepsin DiCathepsin D light | oropy | 5y 748 29583 | 0.000000 | 4.841
chain;Cathepsin D heavy chain
Q9UBR2 Cathepsin Z CTSz 19.638 27.172 0.000000 | 7.534
043169 Cytochrome b5 type B CYB5B 22.660 27.979 0.000000 5.319
NADH-cytochrome b5
reductase 3;NADH-
cytochrome b5 reductase 3 | CYB5R
P00387 membrane-bound 3 20.873 28.603 0.000000 | 7.730
form;NADH-cytochrome b5
reductase 3 soluble form
P99999 Cytochrome ¢ CYCS 22.128 27.492 0.000000 | 5.363
000622; A5A6L .
1:P18406 Protein CYR61 CYR61 28.648 26.963 0.003654 | -1.685
Q13561 Dynactin subunit 2 DCTN2 22.145 25.059 0.000574 2.915
095865 N(G).N(G)-dimethylarginine | DDAH | 3 5, 25205 | 0.001542 | 2.171
dimethylaminohydrolase 2 2
016531 DNA damage'f'”d'”g protein | nhpp1 25.122 26.744 | 0.004050 | 1.622
Dolichyl-
P39656:054734 | diPhosphooligosaccharide-- | DDOS 20.055 29.662 | 0.000000 | 9.608
protein glycosyltransferase 48 T
kDa subunit
Q92499 ATP'depe“dgthF;NA helicase | poyq | 24.041 25947 | 0.001806 | 1.906
Spliceosome RNA helicase
P60024;Q9Z1N | Ddx39b;Spliceosome RNA DDX39
5;Q13838;0001 helicase DDX39B;ATP- B 24.473 27.361 0.000505 | 2.888
48 dependent RNA helicase
DDX39A
000571;Q62095 | ATP-dependent RNA helicase DDX3
;Q62167;01552 | DDX3X;ATP-dependent RNA X 24.091 25.716 0.007265 1.626
3 helicase DDX3Y
Q16698 2,4-dienoyl-CoA reductase, | pecpg | 91 912 26223 | 0000772 | 4312
mitochondrial
DENN domain-containing DENN
Q61Q26 orotein 5A D5A 25.652 24.187 0.005621 | -1.465
QoY315 Putative deoxyribose- DERA | 25412 23957 | 0.004676 | -1.456
phosphate aldolase
P09622;P0g623 | DiMvdrolipoyl dehydrogenase, |y 20.292 28423 | 0.000000 | 8.131

mitochondrial




Dihydrolipoyllysine-residue
succinyltransferase component

P36957 of 2-oxoglutarate DLST 19.369 27.862 | 0.000000 | 8.493
dehydrogenase complex,
mitochondrial
Q8IXB1 Dnal homolog subfamily C | DNAJC 19.783 27.636 | 0.000000 | 7.853
member 10 10
075165 DnaJ homolog subfamily C | DNAIC |, 5, 23386 | 0.005261 | -1.442
member 13 13
Q13217;Q27968 | DnaJ homolog subfamily C | DNAJC
QoL W3 e ber 3 3 19.819 27.178 | 0.000000 | 7.360
Q9H3Z4 DnaJ homolog subfamily C | DNAJC 22.102 25199 | 0.000424 | 3.097
member 5 5
. . DNAS
P49184 Deoxyribonuclease-1-like 1 E1L1 0.000 22.445 0.006038 | 22.445
QINY33 Dipeptidy! peptidase 3 DPP3 20.855 26.037 | 0.000000 | 5.182
Q16555 Dinhydropyrimidinase-related | DPYSL | 7 o405 20170 | 0.006010 | 1.335
protein 2 2
Q14195 Dinydropyrimidinase-related | DPYSL |, ;g 26,658 | 0.000514 | 2.367
protein 3 3
P60981 Destrin DSTN 24.253 26.584 | 0.000976 | 2.331
Q13409:088487 | CYtoplasmic dynein 1 DYNC | 95 928 25907 | 0000342 | 2.978
intermediate chain 2 112
Q8NCMS8;Q45V | Cytoplasmic dynem 2 heavy | DYNC 25 038 29 677 0.000604 | 2362
K7 chain 1 2H1
. Dynein light chain roadblock-
QgNPgQQBTFO type 1;Dynein light chain | > 0.000 25261 | 0.000485 | 25.261
roadblock-type 2
P63172 Dynein light Cga'” Tetex-type D\T”;”‘ 0.000 24419 | 0.004056 | 24.419
075923 Dysferlin DYSF 24,521 29.682 | 0.000781 | 5.161
P42892;P42891 E”dOthe"”'CO”l"e”'”g eNZyme | ecep 24.897 27.782 | 0.000347 | 2.884
Q13011 | Delta@d5)-Delta(2,4)-dienoyl- | py gy 20.221 26771 | 0.000000 | 6.550
CoA isomerase, mitochondrial
P30084 Enoyl-CoA hydratase, | popiy | 19 139 28268 | 0.000000 | 9.128
mitochondrial
Q61508 Extracellular matrix protein1 | ECM1 24.525 0.000 0.004126 | -24.525
P68104;Q5VTE Elongation factor 1-alpha EEF1A
0;P62630;P1012 | 1;Putative elongation factor 1- 1 30.513 31.888 0.005176 | 1.376
6 alpha-like 3
. EEF1B
P24534 Elongation factor 1-beta 2 23.245 27.600 0.000673 | 4.355
P29692 Elongation factor 1-delta | EEF1D 24.139 27574 | 0.000359 | 3.436
P13639;P58252 Elongation factor 2 EEF2 28.890 30.466 0.003648 | 1.576
Qonzng | EH domain-containing protein | ¢\ nq 24.006 0.000 0.003156 | -24.006

3




Eukaryotic translation

P05198 initiation factor 2 subunit 1 EIF2S1 24.522 26.476 0.001907 1.955
P20042 __ Eukaryotic translation EIF2S2 22.831 25111 | 0.001421 | 2.281
initiation factor 2 subunit 2
Eukaryotic translation
initiation factor 2 subunit
3;Eukaryotic translation
. initiation factor 2 subunit 3, X-
P_41091’Q_QZON linked;Putative eukaryotic
1;Q2VIR3;Q920 o EIF2S3 25.571 27.267 0.003151 1.696
translation initiation factor 2
N2 . .
subunit 3-like
protein;Eukaryotic translation
initiation factor 2 subunit 3, Y-
linked
P55884 _ Eukaryotic translation EIF3B 23.542 25268 | 0.003989 | 1.726
initiation factor 3 subunit B
Q13347 __ Eukaryotic translation EIF3I 23.741 25425 | 0.003473 | 1.685
initiation factor 3 subunit |
Eukaryotic translation
Q9UBQ5 initiation factor 3 subunit K EIF3K 22.891 24.634 0.005275 1.743
P60842£A5A6N Eukaryotlcdlfr'lljllatlon factor EIF4AL 26.694 28.350 0.003455 | 1.656
Q04637:Pa1110 | . Eukaryotictranslation o), 0.000 24838 | 0.005985 | 24.838
initiation factor 4 gamma 1
Eukaryotic translation
. . initiation factor 5A-
P63241’Q_6|814’ 1;Eukaryotic translation
Q9GZV4;Q8BG M EIF5A 26.382 28.587 0.000576 | 2.205
v2 . initiation faptor 5A-l_—
like;Eukaryotic translation
initiation factor 5A-2
P56537;055135 Eukaryotic translation EIF6 23.701 26.338 | 0.000396 | 2.637
initiation factor 6
Q15717 ELAV-like protein 1 E"?VL 21.055 24659 | 0.000574 | 3.605
P17813 Endoglin ENG 26.808 28.803 0.001608 1.995
Q9XSJ4;P17182 Alpha-enolase ENO1 27.855 24.829 0.000386 | -3.026
P06733 Alpha-enolase ENO1 29.995 31.990 0.001372 1.994
EGF domain-specific O-linked
Q5NDL2 N-acetylglucosamine EOGT 23.494 25.988 0.001606 | 2.494
transferase
P29317 Ephrin type-A receptor 2 EPHA2 23.706 25.439 0.005204 | 1.733
QINZ08 Endoplasmic reticulum | pp \pg | 99 474 28172 | 0.000242 | 5.698
aminopeptidase 1
Q8874;p84090 |  ENhancer of rudimentary ERH 22.189 25987 | 0.000754 | 3.798
homolog
Q96HE7 ERO1-like protein alpha EROILL 0.000 28.257 0.000000 | 28.257
P30040;p81623 |  Endoplasmicreticulum — pppog | o5g 28793 | 0.000000 | 11.035
resident protein 29
QIBS26 Endoplasmic reticulum ERP44 19.973 29.038 | 0.000000 | 9.065
resident protein 44
P10768 S-formylglutathione hydrolase | ESD 24.313 26.225 0.001794 | 1.912




Endothelial cell-specific

QINQ30 C leoule 1 ESM1 0.000 23.051 | 0.006045 | 23.051
Q9BSJ8 Extended synaptotagmin-1 | ESYT1 19.497 27.969 | 0.000000 | 8.472
P62495 Eukaryotic peptide chain | o.r.p.y 21538 24457 | 0.000383 | 2.920
release factor subunit 1
P13804 Electron transfer flavoprotein | e 21.422 26.641 | 0.000000 | 5219
subunit alpha, mitochondrial
Q96A65 Exocyst complex component 4 | EXOC4 26.603 24.858 0.004105 | -1.745
Coagulation factor X;Factor X
P00742 light chain;Factor X heavy F10 28.121 25.140 | 0.000436 | -2.981
chain;Activated factor Xa
heavy chain
Qoveza | Junctional adh/is'on molecule | £y 23.111 25651 | 0.000603 | 2.540
P00488 Coagu'a“ocnh;?rftor KA1 1381 27.088 23.094 | 0.000710 | -3.993
P15090;A6YLM Fatty amd—pmdmg protein, FABPA 21 575 26.181 0000252 | 4606
6 adipocyte
Q01469 Fatty acid-binding protein, | o \ppe | 95814 20785 | 0.000468 | 2971
epidermal
Q9ETAL Niban-like protein 1 ':Ag'\E"fZ 0.000 26.147 | 0.000650 | 26.147
Redox-regulatory protein FAM21
QIBRXS8 EAM213A IA 21.163 29.218 | 0.000000 | 8.055
QINSD9 Phenylalanine-tRNAligase | - Apsp | 23917 25448 | 0.004874 | 1.530
beta subunit
Q6V0I7 Protocadherin Fat 4 FAT4 23.252 0.000 0.008511 | -23.252
P14324 Farnesyl pyrophosphate | nq 22.068 26256 | 0.000240 | 4.188
synthase
P22570 _ NADPH:adrenodoxin =~ | s o 21.613 26.074 | 0.000670 | 4.461
oxidoreductase, mitochondrial
Fibrinogen alpha
P02671 chain:Fibrinopeptide FGA 25.650 21556 | 0.000663 | -4.094
A;Fibrinogen alpha chain
P07954 Fumarate hydratase, FH 24.330 28611 | 0.000776 | 4.280
mitochondrial
Q14192 Four and a half LIM domains | ., , 23.602 26205 | 0.000667 | 2.513
protein 2
Peptidyl-prolyl cis-trans FKBP1
Q96AY3 P omerce SKBP10 0 0.000 28524 | 0.000000 | 28.524
Peptidyl-prolyl cis-trans FKBP1
P62942 R e 2 B A A 24,559 20237 | 0.000232 | 4.678
Peptidyl-prolyl cis-trans
isomerase FKBP4;Peptidyl-
Q02790 prolyl cis-trans isomerase FKBP4 23.178 25.438 0.000597 | 2.260
FKBP4, N-terminally
processed
095302 Peptidyl-prolyl cis-trans | o\ mpg | 51 561 26.946 | 0.000750 | 5.385
isomerase FKBP9
013045 Protein flightless-1 homolog | FLII 20.958 25351 | 0.000746 | 4.392
075369 Filamin-B FLNB 29.357 32.089 | 0.000415 | 2.732
014315 Filamin-C FLNC 21530 28.149 | 0.000000 | 6.619
Q7YRA41,07595 Flotillin-1 FLOT1 0.000 24355 | 0005163 | 24.355

5




Q06828 Fibromodulin FMOD 24.630 0.000 0.000351 | -24.630
Fibronectin;Anastellin;Ugl-
P02751 Y1:Ugl-Y2:Ugl-Y3 FN1 34.143 31.261 0.000361 | -2.882
Q16658;Q61553 Fascin FSCN1 28.195 29.985 0.002245 1.790
Q13283 Ras GTPase-activating | sappg | 99 744 26.193 | 0.000414 | 3.449
protein-binding protein 1
P11413 Glucose-6-phosphate 1- G6PD 23.701 26.439 | 0.000390 | 2.737
dehydrogenase
Lysosomal alpha-
P10253 glucosidase; 76 kDa lysosomal |, 23.128 27129 | 0.000506 | 4.000
alpha-glucosidase;70 kDa
lysosomal alpha-glucosidase
Polypeptide N-
acetylgalactosaminyltransferas GALN
Q10472 e 1;Polypeptide N- T1 20.221 27.218 0.000000 | 6.997
acetylgalactosaminyltransferas
e 1 soluble form
. GANA
Q14697 Neutral alpha-glucosidase AB B 25.603 31.724 0.000000 | 6.121
P04797 Glyceraldehyde-3-phosphate | GAPD 26.808 23461 | 0.000422 | -3.347
dehydrogenase H
P41250 Glycine--tRNA ligase GARS 24.623 27.534 0.000367 | 2.911
P60028;P31150 | b GDP dissociation GDIL 22,276 25004 | 0.000372 | 2.728
inhibitor alpha
P50395 Rab GDP dissociation GDI2 27.502 29.235 | 0.003061 | 1.734
inhibitor beta
Q92820 Gamma-glutamyl hydrolase GGH 24.418 27.112 0.000356 2.695
Qonuvg | OTPase IMAP family member | GIMAP | 55 415 25879 | 0.000504 | 2.466
P16278 Beta-galactosidase GLB1 21.741 25.596 0.000460 | 3.856
Q92896 Golgi apparatus protein 1 GLG1 20.597 28.975 0.000000 | 8.378
QoHcsg | Clyoxalase domain-containing | ) g 22.897 24541 | 0.004453 | 1.644
protein 4
076003 Glutaredoxin-3 GLRX3 22.402 26.067 0.000653 3.665
Glutamate dehydrogenase 1,
P00367;P00366; mitochondrial;Glutamate
PA944S dehydrogenase 2, GLUD1 20.476 29.902 0.000000 | 9.427
mitochondrial
Guanine nucleotide-binding
P29992:095837 | . Proteinsubunitalpha- oy g9 53098 24430 | 0009966 | 1.332
11;Guanine nucleotide-binding
protein subunit alpha-14
P04899 Guanine nucleotide-binding | A5 26.413 28.610 | 0.001395 | 2.197
protein G(i) subunit alpha-2
P50148 Guanine nucleotide-binding | -\ 5 23.228 24.961 | 0.004110 | 1.733
protein G(q) subunit alpha
Guanine nucleotide-binding
P62873 protein G(1)/G(S)/G(T) subunit | GNB1 26.490 27.915 0.005116 | 1.424
beta-1
Guanine nucleotide-binding
QIUBI6 protein G(1)/G(S)/G(O) GNG12 23.707 26.414 0.000579 | 2.707
subunit gamma-12
Q08378 Golgin subfamily A member 3 GOLG 25.178 22.962 0.001468 | -2.216

A3




Golgi reassembly-stacking GORA
Q9H8Y8 protein 2 Sp2 21.957 24.211 0.000621 2.254
P06744 Glucose-6-phosphate GPI 26.334 28.349 | 0.000747 | 2.015
isomerase
QBIZF2 Probable G-protein coupled | GPRIL | 5, o67 25174 | 0.000562 | 4.208
receptor 116 6
P07203 Glutathione peroxidase 1 GPX1 25.006 26.798 0.002058 | 1.792
Glyoxylate GRHP
QIUBQ7 reductase/hydroxypyruvate R 21.657 25.279 0.000478 | 3.622
reductase
P06396 Gelsolin GSN 20.751 24.839 0.000680 4,087
Eukaryotic peptide chain
. release factor GTP-binding
P15_170’Q8|YD1 subunit ERF3A;Eukaryotic GSPT1 22.924 24.658 0.004694 1.734
:Q149F3 ) i
peptide chain release factor
GTP-binding subunit ERF3B
P00390 Glutathione reductase, GSR 20.924 23253 | 0.000662 | 2.328
mitochondrial
P78417 Glutathione S-transferase | soryg | 94146 27503 | 0.000532 | 3.357
omega-1
P09211 Glutathione S-transferase P GSTP1 27.285 30.190 0.000449 2.905
Q16836 Hydroxyacyl-coenzyme A |\ \py | 90 204 25960 | 0.000000 | 5.735
dehydrogenase, mitochondrial
Trifunctional enzyme subunit
alpha, mitochondrial;Long-
P40939 chain enoyl-CoA HADH | 51 499 30.947 | 0.000000 | 9.449
hydratase;Long chain 3- A
hydroxyacyl-CoA
dehydrogenase
Trifunctional enzyme subunit HADH
P55084 beta, mitochondrial;3- 24.178 29.923 0.000000 5.746
. B
ketoacyl-CoA thiolase
P12081 Histidine--tRNA ligase, | |\ \ps | 97 140 25913 | 0.000000 | 4.773
cytoplasmic
P51858 Hepatoma;gstrc')‘:ed growth | nGr 22.694 25625 | 0.000506 | 2.931
P06865 BEta'hexosa:I‘F')ﬂgdase subunit | e | 23.069 26996 | 0.000667 | 3.928
Beta-hexosaminidase subunit
beta;Beta-hexosaminidase
P0O7686 subunit beta chain B;Beta- HEXB 22.007 29.246 0.000000 7.238
hexosaminidase subunit beta
chain A
Q96QV1 Hedgehog-interacting protein | HHIP 30.506 28.945 0.005268 | -1.561
P49773 Histidine triad nucleotide- | \\\\ry | 23653 26922 | 0.000416 | 3.269
binding protein 1
P16401:P43276 Histone H1.5 HH'%l 24.989 27342 | 0.000622 | 2.354
P10412;P15864; Histone H1.4;Histone HIST1
P43277:P16402 H1.2;Histone H1.3 H1E 25.153 28.092 0.000443 2.939
P19367 Hexokinase-1 HK1 21.352 25.906 0.000786 4554
HLA class | histocompatibility
antigen, A-24 alpha
P05534;P30447 chain;HLA class | HLA-A 22.294 23.869 0.005190 1.575

histocompatibility antigen, A-
23 alpha chain




P04439;P30455;
P30443;P13746;

HLA class | histocompatibility

P16188-P30450; antigen, HLA-A 25.958 27.817 0.002474 | 1.860
P10314
Q29940;P30685;
P30498;P30495;
P30493;P30492;
P30491;P30490;
P30484;P30464;
P18465;P18464;
P10319;Q95365;
Q29836;Q29718
;P30480;P30475 . -
'P30462:p30460 | LA class metzﬁompa“b"'ty HLAB|  22.839 25724 | 0.000344 | 2.885
|P18463;P03989 gen.
;P01889;Q31610
;P30486;0Q04826
;P30488;P30487
;P30485;P30483
;P30481;P30479
;P30461;P06140
;P30382;P30510
;P30504
Q8TCT9 Minor histocompatibility | ;5 0.000 27.403 | 0.000000 | 27.403
antigen H13
High mobility group protein | HMGA
P17096 HMG-I/HMG-Y 1 25.544 27.444 0.001611 1.900
P35914 Hydroxymethylglutaryl-CoA | HMGC | ») g7, 24208 | 0.001921 | 2.336
lyase, mitochondrial L
P30519 Heme oxygenase 2 HMZOX 20.369 27.373 0.000000 | 7.004
Heterogeneous nuclear
ribonucleoprotein
Al;Heterogeneous nuclear
A5A6H4;P0965 ribonucleoprotein A1, N- HNRN
1:032P51 terminally PAL 26.058 28.663 0.000360 | 2.604
processed;Heterogeneous
nuclear ribonucleoprotein Al-
like 2
Heterogeneous nuclear HNRN
P22626 ribonucleoproteins A2/B1 PA2B1 26.347 28.746 0.000610 | 2.399
Heterogeneous nuclear HNRN
P51991 ribonucleoprotein A3 PA3 22.503 25.758 0.000454 | 3.255
Heterogeneous nuclear HNRN
Q99729 ribonucleoprotein A/B PAB 22.573 25.366 0.000507 | 2.793
Heterogeneous nuclear HNRN
P07910 ribonucleoproteins C1/C2 PC 25.817 27.775 0.003462 | 1.958
Heterogeneous nuclear HNRN
Q14103 ribonucleoprotein DO PD 26.809 28.756 0.001377 | 1.947
Heterogeneous nuclear
ribonucleoprotein HNRN
P52597 F;Heterogeneous nuclear PE 22.759 26.059 0.000418 | 3.300
ribonucleoprotein F, N-
terminally processed
Heterogeneous nuclear
P31943;P70333; - - HNRN
P55795 ribonucleoprotein PH1 23.589 25.672 0.001758 | 2.083

H;Heterogeneous nuclear




ribonucleoprotein H, N-
terminally
processed;Heterogeneous
nuclear ribonucleoprotein
H2;Heterogeneous nuclear
ribonucleoprotein H2, N-
terminally processed

P61979:p6197g |  Heterogeneous nuclear | HNRN 26.277 28.275 | 0.001608 | 1.998
ribonucleoprotein K PK
P14866 Heterogeneous nuclear | HNRN 24,636 27322 | 0.000365 | 2.686
ribonucleoprotein L PL
Heterogeneous nuclear HNRN
Q1KMD3 ribonucleoprotein U-like PUL?2 23.294 25.192 0.002785 | 1.898
protein 2
Haptoglobin;Haptoglobin
PO0738:p00739 | alPha chainHaptoglobin beta |, 29.131 26.171 | 0.000355 | -2.959
chain;Haptoglobin-related
protein
. . Hippocalcin-like protein
P37235,P84075; 1;Neuron-specific calcium- HPCAL 20.963 23.991 0.000423 | 3.028
P84074 e eI . 1
binding protein hippocalcin
P32754 4-hydroxyphenylpyruvate | o 24.361 0.000 | 0.000653 | -24.361
dioxygenase
A5A611:P00492 Hypoxanthine-guanine HPRT1 20.044 23122 | 0.000493 | 3.078
phosphoribosyltransferase
P08238:p11499 | Heatshock protein HSP 90- | HSPIO 29.548 31.226 | 0.002794 | 1.678
beta AB1
P14625 Endoplasmin IO 28660 33612 | 0.000000 | 4.951
P34932 Heat shock 70 kDa protein 4 | HSPA4 24.606 27.693 | 0.000523 | 3.086
P11021:P20029 | '8 "Dagg’r‘;‘if’éreg“'awd HSPAS | 28.109 33414 | 0.000000 | 5.305
P11142:P63017 Heatsmc':)footgi”nate 71kDa | iopag 29.705 31.093 | 0.005089 | 1.389
P38646 Stress-70 protein, HSPAQ 21.543 29562 | 0.000000 | 8.019
mitochondrial
P10809 60 kDa heat shock protein, | ooy | 57640 32.373 | 0.000000 | 4.731
mitochondrial
P61604 10 kDa heat shock protein, | oo | 55072 28.649 | 0.000576 | 3.577
mitochondrial
Basement membrane-specific
P98160 heparan sulfate proteoglycan | ,opo) | 33601 31442 | 0.000661 | -2.359
core protein;Endorepellin;LG3
peptide
092598 Heat shock protein 105 kDa | HSPH1 21.036 23324 | 0.001127 | 2.288
Q92743;FIN152 Serine protease HTRA1 HTRA1 25.038 22.560 0.000515 | -2.478
) | HYOU
Q9Y4L1 Hypoxia up-regulated protein 1 1 22.545 30.983 0.000000 | 8.438
P05362 Intercellular adhesion ICAML|  22.020 24955 | 0.000368 | 2.935
molecule 1
P13598 Intercellular adhesion ICAM2 24.369 26.236 | 0002242 | 1.867
molecule 2
P48735 Isocitrate dehydragenase IDH2 23.565 27.297 | 0.000579 | 3.732

[NADP], mitochondrial




Gamma-interferon-inducible

Q16666 ; IFI116 21.575 25.623 0.000552 | 4.049
protein 16
Insulin-like growth factor- IGFAL
P35858 binding protein complex acid S 25.413 22.019 0.000482 | -3.394
labile subunit
P01591 Immunoglobulin J chain 1GJ 29.278 26.536 0.000528 | -2.742
Q12905 Interleukdn enhancer-binding |y 24.403 28070 | 0.000608 | 3.667
Q12906 '”te”e“k'”fggtgi“ger'b'”d'”9 ILF3 22.205 26.983 | 0.000000 | 4.777
Q16891 MICOS complex:subunit |yt 0.000 27.054 | 0.000000 | 27.054
P12268;p12069 | 'MoSine-S-monophosphate | IMPDH |, 5 25549 | 0.000628 | 2.799
dehydrogenase 2 2
000410 Importin-5 IPO5 22.868 27.731 0.000759 4.863
QQEPL2;09537 Importin-7 IPO7 22.970 25.041 0.002048 2.071
Ras GTPase-activating-like | IQGAP
P46940 protein IQGAP1 1 27.579 28.968 0.006053 1.389
P17301 Integrin alpha-2 ITGA2 28.386 30.627 0.000750 | 2.241
Integrin alpha-5;Integrin
P08648 alpha-5 heavy chain;Integrin | ITGA5 27.422 29.601 0.001374 | 2.180
alpha-5 light chain
Integrin alpha-6;Integrin
P23229 alpha-6 heavy chain;Integrin | \ro e | 93958 27711 | 0.000484 | 4.453
alpha-6 light chain;Processed
integrin alpha-6
Integrin alpha-V;Integrin
P06756 alpha-V heavy chain;lIntegrin | ITGAV 27.340 29.921 0.000618 2.581
alpha-V light chain
P05556 Integrin beta-1 ITGB1 29.092 31.445 0.000609 | 2.352
P05106 Integrin beta-3 ITGB3 27.488 28.798 0.009978 | 1.310
P14923 Junction plakoglobin JUP 23.405 25.285 0.001914 1.880
Q15046 Lysine--tRNA ligase KARS 23.705 25.906 0.001545 2.201
Q96CX2;Q6WV | BTB/POZ domain-containing | KCTD1
G3 protein KCTD12 2 23.656 26.135 0.000659 2.478
KH domain-containing, RNA- KHDR
Q07666 binding, signal transduction- BS1 22.934 26.442 0.000489 | 3.508
associated protein 1
092945 Far upstream element-binding | ,,cpp | 97 329 24605 | 0.000399 | 3.276
protein 2
P33176 Kinesin-1 heavy chain KIF5B 24.756 26.150 0.007777 | 1.394
000505;035344 Importin subunit alpha-4 KPNA3 0.000 22.739 0.003100 | 22.739
Q14974 Importin subunit beta-1 KPNB1 25.943 27.846 0.001904 | 1.903
P11279 Lysosome-associated LAMP1|  26.466 29.302 | 0.000587 | 2.835
membrane glycoprotein 1
P13473 Lysosome-associated LAMP2 | 22.847 25441 | 0.000588 | 2.594
membrane glycoprotein 2
Qiagay | LIMand SH3domainprotein || ngpi | 55101 24960 | 0.000391 | 2.859
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L-lactate dehydrogenase A

P06151 chain LDHA 24.790 20.887 0.000725 | -3.903
P°°338§3Q5R1W L-lactate dgﬂzidnmge”ase A | LDHA | 26.690 20404 | 0000398 | 2.714
P07195;7A5A6N L-lactate dgﬂgidnrogenase B LDHB 28.263 29.665 0.005170 | 1.402

LEPRE

Q32P28 Prolyl 3-hydroxylase 1 1 17.389 27.007 0.000000 | 9.619

P09382 Galectin-1 LG?LS 28.069 31.359 0.000584 3.291

P49257 Protein ERGIC-53 WMANT 18514 28.842 | 0.000000 | 10.328

Vesicular integral-membrane | LMAN

Q12907 protein VIP36 2 24.091 28.804 0.000243 4,713
P02545;P48678 Prelamin-A/C;Lamin-A/C LMNA 28.338 30.870 0.000642 | 2.532

P20700 Lamin-B1 LMlNB 21.170 26.424 0.000721 5.255

P36776 Lon protease homolog, || 5\py | 20761 26.801 | 0.000000 | 6.039

mitochondrial
Q9Y4KO0 Lysyl oxidase homolog 2 LOXL2 28.498 25.750 0.000404 | -2.748
Prolow-density lipoprotein
receptor-related protein
1;Low-density lipoprotein
receptor-related protein 1 85
Q07954 kDa subunit;Low-density | | o, 28.077 24876 | 0.000407 | -3.201
lipoprotein receptor-related
protein 1 515 kDa
subunit;Low-density
lipoprotein receptor-related
protein 1 intracellular domain
Q96AGA Leucine-rich repeat-contamlng LRRC5 23 557 27 845 0000217 | 4.288
protein 59 9

ogs777 | U8 SnRNA-associated Sm-like | | q\pa | 90 705 23160 | 0.000641 | 2.463

protein LSm8

P09960 Leukotriene A-4 hydrolase LTA4H 22.279 25.764 0.000589 3.486

075608 Acyl-protein thioesterase 1 | ="~ | 23534 25469 | 0.001815 | 1.935

095372 Acyl-protein thioesterase 2 LY;LA 23.585 26.218 0.000513 | 2.633

P20645 Cation-dependent mannose-6- | o 21.382 25703 | 0.000729 | 4.321

phosphate receptor
. MAN2
Q16706 Alpha-mannosidase 2 AL 22.412 25.304 0.000370 | 2.892
Dual specificity mitogen-
. .| activated protein kinase kinase
P29678,Q02750; | 4 .1y oy specificity mitogen- | MAT2 | 28,620 26189 | 0.000520 | -2.431
P36507 : I - K1
activated protein kinase kinase
2
P28482 M'toge”'lf.c“"awd protein | MAPK | 53590 25975 | 0.000521 | 2.455
inase 1 1




Microtubule-associated protein | MAPR
Q15691 RP/EB family member 1 E1 23.892 26.119 0.000584 2.227
Microtubule-associated protein | MAPR
Q15555 RP/EB family member 2 E2 24.999 22.601 0.000586 | -2.398
. MARC
P49006 MARCKS-related protein KSL1 23.550 25.560 0.001515 | 2.010
Mannan-binding lectin serine
protease 1;Mannan-binding
P48740 lectin serine protease 1 heavy | MASP1 26.165 23.563 0.000389 | -2.602
chain;Mannan-binding lectin
serine protease 1 light chain
Methionine MAT?2
Q9NZL9 adenosyltransferase 2 subunit B 21.824 23.841 0.003123 | 2.017
beta
P43243 Matrin-3 MA3TR 21.835 24.087 0.000850 2.252
P43121 Cell surface glycoprotein |\~ 27.340 29.032 | 0.003656 | 1.692
MUC18
Pa0925:p14152 | Malate dehydrogenase, |4y | 94 g6 27385 | 0.000526 | 2.570
cytoplasmic
P40926 Malate denydrogenase, | iy | 95310 30.150 | 0.000000 | 4.849
mitochondrial
P23368 NAD-dependent malic ME2 19.659 26.474 | 0.000000 | 6.815
enzyme, mitochondrial
P55001 Microfibrillar-associated | \\enpo | 19 066 28.147 | 0.000000 | 9.081
protein 2
P08493;P08494 Matrix Gla protein MGP 24.301 20.671 0.000555 | -3.630
Macrophage migration
P14174 inhibitory factor MIF 23.196 26.961 0.000677 | 3.765
Q14165 Malectin MLEC 20.845 27.189 0.000000 | 6.344
Multimerin-1;Platelet MMRN
Q13201 glycoprotein la*;155 kDa 1 27.640 25.848 0.002061 | -1.792
platelet multimerin
MMS19 nucleotide excision | MMS1
Q96T76 repair protein homolog 9 20.352 21.700 0.008631 | 1.347
075352 Mannose-P-dolichol gtlllzatlon MPDU 0.000 26.218 0000228 | 26218
defect 1 protein 1
Q9UBGO C-type mannose receptor 2 MRC2 25.600 22.396 0.000516 | -3.204
Q92552 285 ribosomal protein 527, | MRPS2 | - 57 g5, 24413 | 0.000447 | -3.439
mitochondrial 7
P26038 Moesin MSN 29.853 31.503 0.003474 | 1.650
Hepatocyte growth factor-like
protein;Hepatocyte growth
. factor-like protein alpha
P26927éQ2TV7 chain;Hepatocyte growth | MST1 25 883 24020 | 0.003670 | -1.863
factor-like protein beta
chain;Putative macrophage
stimulating 1-like protein
Q13126 S-methyl-5-thioadenosine | /. p 22.481 24770 | 0.000749 | 2.289
phosphorylase
P00403;P50690 | CYOCTome ¢ Oxidase suunit | T~ 23.004 28301 | 0.000717 | 5.297
P58546 Myotrophin MTPN 24.076 26.630 0.000529 2.554




MYH1

P35580 Myosin-10 0 24.302 26787 | 0.001821 | 2.484
P35579 Myosin-9 MYH9 31.334 32760 | 0.005282 | 1.425
Myosin regulatory light chain MYL12
P19105;014950 | 12A;Myosin regulatory light | ™ ¢ 28.084 30293 | 0.000632 | 2.209
chain 12B
P60660 Myosin light polypeptide 6 | MYL6 28.219 30434 | 0.000658 | 2.215
. . MYOL
000159 Unconventional myosin-Ic C 23.510 26.764 0.000635 | 3.254
QINZM1 Myoferlin MYOF 22.622 28.898 | 0.000235 | 6.276
P43490 Nicotinamide NAMP 24.633 28.443 | 0.000614 | 3.810
phosphoribosyltransferase T
099733 NUC'eosomi_?f;eeTb'y protein NAle 23.576 25104 | 0.004374 | 1.527
P54920 A'pha'so'“b;fo':'esnf attachment |\ \pa 21.071 25978 | 0.000000 | 4.907
043776 Asparagine--{RNA ligase, | \ \po 24.293 26.044 | 0002104 | 1.751
cytoplasmic
P13591 Neural cell adhlesmn molecule NCiAM 24 593 29 995 0.000607 | -2.367
Q92542 Nicastrin NCSTN 0.000 24.915 | 0.000636 | 24.915
NADH dehydrogenase NDUFE
P51970 [ubiguinone] 1 alpha AS 0.000 26.220 | 0.000000 | 26.220
subcomplex subunit 8
NADH dehydrogenase
[ubiquinone] 1 alpha NDUF
Q16795 subcomplex subunit o, A 18.508 26.825 | 0.000000 | 8.317
mitochondrial
NADH-ubiquinone NDUFS
P28331 oxidoreductase 75 kDa 1 22.318 27.978 0.000000 | 5.660
subunit, mitochondrial
NADH dehydrogenase NDUES
075306 [ubiquinone] iron-sulfur 5 0.000 25.874 0.000437 | 25.874
protein 2, mitochondrial
P48681 Nestin NES 0.000 26.036 | 0.000470 | 26.036
P14543 Nidogen-1 NID1 24.308 21.999 | 0.000634 | -2.310
P15531 Nucleoside d'pXOSphate kinase | \\Eq 26.074 29.037 | 0.000451 | 2.962
Nucleoside diphosphate kinase
P22392;060361 B:Putative nucleoside NME2 23.403 27.649 | 0.000597 | 4.247
diphosphate kinase
P40261 Nicotinamide N- NNMT 21.881 24.823 | 0.000573 | 2.942
methyltransferase
P69849;Q5)pE7 | Nodal modulator 3;Nodal | NOMO 22.491 28.324 | 0.000000 | 5.832
modulator 2 3
Q15233 Non-POU domain-containing | \iono | 23.139 26346 | 0.000385 | 3.207
octamer-binding protein
P61916 Epididymal secretory protein | npcz 20.163 27266 | 0.000000 | 7.103
P55786 Puromycin-sensitive NPEPP 24001 25987 | 0.003104 | 1.986
aminopeptidase S
QIY639 Neuroplastin NPTN 22.031 25386 | 0.000587 | 3.355
P15559 NAD(P)H dehydrogenase | 51 22.692 24279 | 0.006003 | 1588
[quinone] 1
043809 | Cleavage and polyadenylation | NUDT2| 4 g 23486 | 0.003453 | 23.486
specificity factor subunit 5 1




Diphosphoinositol

Q9INZJ9 polyphosphate NUDT4 20.553 23.571 0.000509 | 3.018
phosphohydrolase 2
QI9UKKY9 ADP-sugar pyrophosphatase | NUDT5 22.141 25.088 0.000354 | 2.947
Q8N1F7 Nuclear porﬁsggngp'ex Protein | \upg3 25.446 22968 | 0.000664 | -2.478
P61970 Nuclear transport factor 2 NUTF2 25.996 27.410 0.004821 1414
Q56VL3 OCIA domain-containing | OCIAD | ;g g7, 26975 | 0.000000 | 8.102
protein 2 2
Qozo1g | 2-OXoglutarate dehydrogenase, | (o 0.000 26105 | 0.000518 | 26.105
mitochondrial
P20774 Mimecan OGN 25.585 22.141 0.000358 | -3.444
QINTKS Obg-like ATPase 1 OLAl 23.596 25.515 0.001617 1.919
Q96FW1 Ubiquitin thioesterase OTUB1 | OTUBL1 23.198 26.047 0.000674 2.849
p13e7a | oMl 4'hy£g;]’;3_"lase SUbUNIt | pgpia1 | 18.466 27.661 | 0.000000 | 9.195
osae0 | ProW! 4'hy£g;]’;3_"zase SUbUNIt | pgriaz | 18.428 27.438 | 0.000000 | 9.010
P07237 Protein disulfide-isomerase PAHB 27.854 33.326 0.000000 | 5.472
QOUQ80 Pro"fera“o“'gséjc'ated Protein| bA2Ga | 24.907 27689 | 0000392 | 2.782
P11940 Po'yade“y'ate'lb'”d'”g protein PAE’PC 24.998 26.854 | 0.001918 | 1.856
Protein kinase C and casein PACSI
Q9UNFO kinase substrate in neurons N2 21.910 24.083 0.001540 | 2.173
protein 2
Platelet-activating factor PAFAH
P63005;P43034 acetylhydrolase IB subunit 1B1 22.660 24.499 0.002615 | 1.840
alpha
Platelet-activating factor PAFAH
P68402 acetylhydrolase IB subunit 1B2 24.079 26.068 0.001926 | 1.990
beta
Multifunctional protein
ADE2;Phosphoribosylaminoi
P22234 midazole-succinocarboxamide | PAICS 24.020 26.267 0.002013 | 2.248
synthase;Phosphoribosylamino
imidazole carboxylase
Q99497 Protein DJ-1 PARKY 24.396 27.383 0.000466 2.987
QOUKK3 | "o [ADP'“b‘fe] polymerase | p\ppa | 22,601 21112 | 0.005152 | -1.489
QINVD7? Alpha-parvin PRV 2013 23772 | 0.000688 | 3.641
Q9HBI1 Beta-parvin PABRV 25 366 23625 | 0.003640 | -1.741
Q15365 Poly(rC)-binding protein 1 PCBP1 25.549 27.342 0.003452 | 1.793
. Poly(rC)-binding protein
Q15366;P57721 2:Poly(rC)-binding protein 3 PCBP2 23.811 26.389 0.000401 2.578
Q08174 Protocadherin-1 PCDH1 20.932 23.599 0.000387 2.666
QINPG4;01491 Protocadherin- PCDH1 i
7 12-Protocadherin-17 5 22.685 0.000 0.008584 | -22.685




Protein-L-isoaspartate(D-

P22061;P15246 PCMT1 21.508 26.134 0.000218 4.625
aspartate) O-methyltransferase
Q9DEA3;P1200 Prollferatlng cell nuclear PCNA 99 477 26.161 0.000647 | 3.684
4 antigen
. . PCYO
Q9UHGS3 Prenylcysteine oxidase 1 X1 20.277 27.226 0.000000 | 6.950
Q8NBMS | Prenylcysteine oxidase-like | Py 0.000 23942 | 0.001974 | 23.942
P30101 Protein disulfide-isomerase A3 | PDIA3 27.795 33.169 0.000000 | 5.373
P13667 Protein disulfide-isomerase A4 | PDIA4 21.921 32.007 0.000000 | 10.086
Q14554 Protein disulfide-isomerase A5 | PDIA5S 21.068 27.449 0.000000 | 6.381
Q15084 Protein disulfide-isomerase A6 | PDIA6 25411 31.874 0.000000 | 6.463
ooogsy | PP#end LIM domain protein | PRLIM | 55 305 24.944 | 0005829 | 1.638
QosHca | PDZand LM domainprotein | POVIMI 91 339 26.089 | 0.000767 | 4.758
QoNRi2 | PDZandLIM ;"’ma'” protein | PRUIM'| 0,000 24205 | 0.000665 | 24.205
Phosphatidylethanolamine-
P30086 binding protein 1;Hippocampal | - 24.102 27.652 | 0.000427 | 3.550
cholinergic neurostimulating
peptide
P16284 Platelet endothelial cell | PECA | 57 945 30595 | 0.000346 | 2.692
adhesion molecule M1
Protein dopey homolog PFC024 i
097239 PEC0245¢ 5c 25.159 23.537 0.004380 1.622
Q99471 Prefoldin subunit 5 PFDN5 0.000 24.607 0.000512 | 24.607
PO7737 Profilin-1 PFN1 27.835 30.480 0.000633 | 2.645
P35080 Profilin-2 PFN2 22.115 23.540 0.006018 1.425
P18669 Phosphoglycerate mutase 1 | ©op ' | 27.219 20022 | 0002206 | 1.803
6-phosphogluconate
P52209 dehydrogenase, PGD 26.300 28.384 0.000852 | 2.083
decarboxylating
ASAGKQ PO0SS | pposphoglycerate kinase 1 | PGK1 28.238 30075 | 0.001788 | 1.837
095336 6-phosphogluconolactonase PGLS 0.000 25.859 0.000702 | 25.859
P36871 Phosphoglucomutase-1 PGM1 23.860 22.025 0.002061 | -1.835
Membrane-associated PGRM
000264 progesterone receptor c1 0.000 26.445 0.000480 | 26.445
component 1
Membrane-associated PGRM
015173 progesterone receptor C2 0.000 26.501 0.000502 | 26.501
component 2
P35232 Prohibitin PHB 20.776 30.166 0.000000 | 9.391
Q99623;035129 Prohibitin-2 PHB2 18.324 29.725 0.000000 | 11.401
000625 Pirin PIR 21.188 24.080 0.000396 | 2.892
Q5JRX3 Presequence protease, | PITRM 0.000 28482 | 0.000000 | 28.482
mitochondrial 1
P52480 Pyruvate kinase PKM PKM 26.176 22.673 0.000644 | -3.503
Tissue-type plasminogen
activator; Tissue-type
P00750 plasminogen activator chain PLAT 22.662 20.587 0.001961 | -2.075

A;Tissue-type plasminogen
activator chain B




Urokinase plasminogen

Q03405 . PLAUR 23.332 24706 | 0.008493 | 1.374
activator surface receptor
Putative phospholipase B-like
2;Putative phospholipase B-
Q8NHP8 like 2 32 kDa form:Putative | PLBD2 19.005 25.699 | 0.000000 | 6.693
phospholipase B-like 2 45 kDa
form
Q15149:P30427 Plectin PLEC 23.939 20.152 | 0.000000 | 5.214
P08567 Pleckstrin PLEK 25.885 22.928 | 0.000473 | -2.957
Q02809 Frocollagen-lysine,2- PLOD1| 25541 20863 | 0.000226 | 4.322
oxoglutarate 5-dioxygenase 1
000469 Procollagen-lysine,2- PLOD2 |  21.572 29.145 | 0.000000 | 7.574
oxoglutarate 5-dioxygenase 2
P13797 Plastin-3 PLS3 27.075 30.004 | 0.000389 | 2.929
Q6UX71 Plexin domain-containing | PLXDC| 4 o5 19672 | 0.000419 | -3.862
protein 2 2
. PLXN
Q9Y4D7 Plexin-D1 o1 23.149 26.370 | 0.000384 | 3.221
015305 Phosphomannomutase 2 PMM2 21.203 22673 | 0.004797 | 1.470
P00491 Purine nucleoside PNP 25.625 28.861 | 0.000567 | 3.236
phosphorylase
. PODX
000592 Podocalyxin 3 23.489 26.111 | 0.001537 | 2.622
P27170:P27169: Serum
Q91090;Q90952 | paraoxonase/arylesterase 1 PON1 25.129 22.796 0.000742 | -2.333
Q15165 Serum PON2 0.000 28.683 | 0.000000 | 28.683
paraoxonase/arylesterase 2
Q15181 Inorganic pyrophosphatase PPAl 20.869 27.319 0.000000 | 6.450
Peptidyl-prolyl cis-trans
P62937 isomerase A;Peptidyl-prolyl | o, A 28.834 31.178 | 0.000617 | 2.344
cis-trans isomerase A, N-
terminally processed
P23284 Peptidyl-prolyl cis-trans PPIB 25.821 31.228 | 0.000000 | 5.407
isomerase B
P49593 Protein phosphatase 1F PPM1F 22.422 26.207 0.000475 | 3.786
Serine/threonine-protein
P30153 phosphatase 2A 65 kDa | PPP2R | ¢ £gg 28200 | 0.003456 | 1.601
regulatory subunit A alpha 1A
isoform
P50897 Pa'm"oy"pmti'” thioesterase | ppry 19.276 26.082 | 0.000000 | 6.806
060831 PRA1 family protein 2 PRAF2 20.020 24724 | 0.000000 | 4.703
P42785 Lysosomal Pro-X PRCP 25.736 20.483 | 0.000617 | 3.747
carboxypeptidase
Q06830 Peroxiredoxin-1 PRDX1 28.407 30.709 | 0.000649 | 2.302
P32119 Peroxiredoxin-2 PRDX2 25.626 27.778 0.000613 2.153
Thioredoxin-dependent
P30048 peroxide reductase, PRDX3 18.752 28.860 | 0.000000 | 10.108
mitochondrial
Q13162008807 Peroxiredoxin-4 PRDX4 19.924 29.789 | 0.000000 | 9.866
P30044 Peroxiredoxin-5, PRDX5 19.625 27.080 | 0.000000 | 7.455
mitochondrial
P30041 Peroxiredoxin-6 PRDX6 26.064 27.863 0.002023 1.800
QoiMgg | Proteoglycan 4;Proteoglycan 4 | o 25332 23290 | 0.002016 | -2.042
C-terminal part
P10644 _CAMP-dependent protein | PRKA 23.076 25197 | 0.001036 | 2.120
kinase type I-alpha regulatory | R1A




subunit;cAMP-dependent

protein kinase type I-alpha
regulatory subunit, N-
terminally processed

CAMP-dependent protein

PRKA

P13861 kinase type Il-alpha regulatory ROA 22.393 25.146 0.000345 | 2.753
subunit
. . PRKCS
P14314 Glucosidase 2 subunit beta H 20.380 30.226 0.000000 9.846
Q9UNNS Endothelial protein C receptor | PROCR 21.667 23.562 0.003008 | 1.894
095084 Serine protease 23 PRESZ 29.006 26,606 | 0.001016 | -2.400
Prosaposin;Saposin-

P07602 A;Saposin-B-Val;Saposin- PSAP 22.259 28.762 0.000000 | 6.503

B;Saposin-C;Saposin-D
075832;Q922X | 26S proteasome non-ATPase PSMD1 29 589 24526 0001901 | 1.938

2 regulatory subunit 10 0
26S proteasome non-ATPase

P55036 requlatory subunit 4 PSMD4 23.433 25.394 0.002698 | 1.960
Q06323 Pmteasomgufj:]‘ﬁ‘tfr complex | popmEr | 22784 25861 | 0.000376 | 3.077
Q9UL46 Pmteasomgufj:]‘ﬁ‘tzor complex | pspme2 | 22.846 25887 | 0.000401 | 3.041
P26599 Po'ypy”m;?é’;gi;riCt'b'”d'”g PTBP1 22.980 27.720 | 0.000229 | 4.739

. Prostaglandin E synthase
Q9NO,§A%,Q9H7 2;Prostaglandin E synthase 2 PT?ES 0.000 24.390 0.000646 | 24.390

truncated form

P20962 Parathymosin PTMS 21.370 25.053 0.000606 3.682
P26022 Pentraxin elated protein | prx3 | 28.974 25916 | 0.000477 | -3.058
P15151 Poliovirus receptor PVR 22.284 23.970 0.004000 | 1.686
P49024,P49023 Paxillin PXN 21.688 23.422 0.004105 1.733
po7a7 | Glyeogenphosphorylase, Iver | pygy | 97106 25605 | 0.004392 | -1.500
P47897 Glutamine--tRNA ligase QARS 23.350 25.174 0.003651 | 1.825
000391 Sulfhydryl oxidase 1 QSOX1 24.425 21.941 0.000519 | -2.484
P62820 Ras-related protein Rab-1A | RAB1A 24.115 26.053 0.001809 1.937
P61019 Ras-related protein Rab-2A | RAB2A 23.779 25.627 0.002098 | 1.849
P51148 Ras-related protein Rab-5C | RAB5C 25.145 26.880 0.002759 1.735

P20340;Q9NR Ras-related protein Rab-
W1 6A;Ras-related protein Rab-68 RABGA 24.366 25.799 0.005995 1.433

UV excision repair protein RAD23
P54727 RAD23 homolog B B 21.808 24.658 0.000362 2.850
P11233 Ras-related protein Ral-A RALA 26.321 28.114 0.002019 | 1.793
P11234 Ras-related protein Ral-B RALB 22.094 24.352 0.000651 2.258
P43487 Ran-specific GTPase- | RANB 0.000 25.607 | 0.000605 | 25.607
activating protein P1
pagos0 | R GTPase'a‘i“"a“”g protein R:;\'f 21.840 25283 | 0.000465 | 3.443
P61225 Ras-related protein Rap-2b | RAP2B 22.878 24.287 0.006542 | 1.410
Q5U651 Ras-interacting protein 1 RAls'P 23.412 24841 | 0005103 | 1.429
Q09028 H'Sm”e'sggg‘f protein | peBP4 | 0.000 26470 | 0.000452 | 26.470
A5A6M3;P3815 | RNA-binding rnonf prgtel_n, X RBMX 21,681 25 809 0.000742 4128
9 chromosome;RNA-binding




motif protein, X chromosome,
N-terminally processed

Retinol-binding protein
4;Plasma retinol-binding
protein(1-182);Plasma retinol-

P02753 binding protein(1-181);Plasma | RBP4 26.961 25.229 0.003506 | -1.732
retinol-binding protein(1-
179);Plasma retinol-binding
protein(1-176)
P18754 Regulator of chromosome | -y 22.970 24.885 | 0.001905 | 1.915
condensation
Q15293 Reticulocalbin-1 RCN1 20.213 30.942 0.000000 | 10.729
Q96D15 Reticulocalbin-3 RCN3 22.524 28.546 0.000000 6.022
P35241 Radixin RDX 21.797 23.373 0.005075 1.576
P46063 ATP'depe”degtlDNA helicase | pecoL | 23258 25370 | 0.001824 | 2.112
Q62159;P08134; Rho-related GTP-binding
Q6DHES protein RhoC RHOC 26.240 27.750 0.004386 1.509
P134895Q8HZP Ribonuclease inhibitor | RNH1 | 22.743 28100 | 0.000237 | 5.357
P30050 60S ribosomal protein L12 RPL12 26.559 28.302 0.002693 | 1.744
P35268;Q98TF8 | 60S ribosomal protein L22 RPL22 25.994 28.056 0.003003 | 2.062
P62829 60S ribosomal protein L23 RPL23 25.682 27.179 0.007256 1.497
P62750 60S ribosomal protein L23a RP'I&Z?’ 23.460 26.868 0.000522 3.408
P62899 60S ribosomal protein L31 RPL31 22.086 26.650 0.000216 | 4.564
Q98TF7,P42766 60S ribosomal protein L35 RPL35 23.427 27.177 0.000620 3.751
P61513 60S ribosomal protein L37a RP'I&?’? 23.019 25.495 0.000673 2.475
Q8HXB39;P6317 60S ribosomal protein L38 RPL38 24.693 26.888 0.000615 2.195
. .| 60S acidic ribosomal protein
P05388,P14869; P0;60S acidic ribosomal RPLPO 26.665 28.329 0.003448 1.664
Q8NHWS5 ; '
protein PO-like
P05386 60S acidic “tl’polsoma' protein | pp| py 27.232 28.789 | 0.003876 | 1.557
P05387 60S acidic “k;,ozsoma' Protein | ppipo | 27.713 20646 | 0.001910 | 1.934
Dolichyl-
P04843 diphosphooligosaccharide-- | gy 20.852 30594 | 0.000000 | 9.742
protein glycosyltransferase
subunit 1
Dolichyl-
P04844 diphosphooligosaccharide-- | pp\ 20.858 30597 | 0.000000 | 9.739
protein glycosyltransferase
subunit 2
P46783 40S ribosomal protein S10 RPS10 25.582 27.133 0.004465 | 1.551
P25398 40S ribosomal protein S12 RPS12 26.575 28.622 0.002054 2.047
P62844;P62841 40S ribosomal protein S15 RPS15 24.858 26.542 0.005254 | 1.684
P39019 40S ribosomal protein S19 RPS19 26.537 28.095 0.003715 1.558
P63220 40S ribosomal protein S21 RPS21 23.896 26.346 0.003667 2.450
P62857 40S ribosomal protein S28 RPS28 23.270 25.746 0.002689 | 2.476
P62081 40S ribosomal protein S7 RPS7 26.871 28.306 0.006718 1.435
095197,QIES9 Reticulon-3 RTN3 24.016 26.841 0.000350 2.826

7




QINQC3;Q99P

o Reticulon-4 RTN4 25.901 28521 | 0.000371 | 2.620
Protein S100-A11;Protein S100A1
P31949 S100-A11, N-terminally ) 27.794 29.766 | 0.001980 | 1.972
processed
Q99584 Protein $100-A13 SIOALT 22306 25375 | 0.000400 | 2.979
QI6FQ6 Protein S100-A16 SlOgAl 23.340 25350 | 0.001911 | 2.011
P06703;P14069 Protein S100-A6 S100A6|  27.352 29.268 | 0.004213 | 1.916
SUMO-activating enzyme
Q9UBEO;Q9R1 | subunit 1;SUMO-_act|vat|ng SAE1 20.746 24,741 0.000626 | 3.996
T2 enzyme subunit 1, N-
terminally processed
Sorting and assembly SAMM
Q9Y512 machinery component 50 50 24.328 22.461 0.002870 | -1.867
homolog
. GTP-binding protein SAR1A
QgNRg’lﬁ'QgYG SAR1a:GTP-binding protein | :SAR1 24.068 25633 | 0.005082 | 1.565
SARLb B
. |SCARB
Q14108 Lysosome membrane protein 2 2 24.990 28.691 0.000374 | 3.701
P22307 NO”'SpeC'g:gt';f’n'd'"a”Sfer SCP2 0.000 27.304 | 0.000691 | 27.304
QIBRKS5 45 kDa Csr'g;gm'b'”d'”g SDF4 21.977 24461 | 0.000740 | 2.485
Succinate dehydrogenase
P31040;P31039 | [ubiquinone] flavoprotein | SDHA 17.126 28221 | 0.000000 | 11.095
subunit, mitochondrial
Signal peptidase complex SEC11
P67812 ontalytie aubunt SECI1A p 18.636 26.105 | 0.000000 | 7.469
P55735 Protein SEC13 homolog | SEC13 23.927 25552 | 0.004398 | 1.625
Protein transport protein SEC23
Q15436 vt X 24.011 25.489 | 0.008114 | 1.479
P53992 Protein transport protein | SEC24 | 5 a5 23758 | 0.000526 | 3.408
Sec24C C
094855 Protein transport protein | SEC24 1 57 76 23792 | 0.001429 | 2.033
Sec24D D
094979 Protein transport protein | SEC31 | 55 379 26.089 | 0.000570 | 2.710
Sec31A A
Q9UGPS Translocation protein SEC63 | ¢p g 0.000 25022 | 0.000559 | 25.022
homolog
QINVA2 Septin-11 SEPTL| 25306 26718 | 0.006274 | 1372
Q15019 Septin-2 SEPT2 26.193 27535 | 0.007886 | 1.342
Plasminogen activator SERBP
Q8NC51 inhibitor 1 RNA-binding ) 21.809 25.030 | 0.000429 | 3.220
protein
. SERPI
P35237 Serpin B6 B 0.000 25601 | 0.000592 | 25.601
. SERPI
P50453 Serpin B9 5o 22.170 26.934 | 0.000222 | 4.764
Plasminogen activator SERPI
PO5121 ey E1 30.151 28.760 | 0.006281 | -1.391
P50454 Serpin H1 SNEﬁE' 27317 32166 | 0.000000 | 4.848
QOMOSSPODME Protein SET:Protein SETSIP | SET 25948 27651 | 0.005417 | 1.704
Q15637;064213 Splicing factor 1 SF1:Sfl| 19523 23541 | 0.000595 | 4.018




Q12874 Splicing factor 3A subunit 3 | SF3A3 22.574 24.443 0.003381 | 1.869
P31947 14-3-3 protein sigma SFN 24.647 26.696 0.001611 2.049
P23246 Splicing factor, proline-and | g-py | 55 159 27.038 | 0.002755 | 1.879
glutamine-rich
Q9HI9B4 Sideroflexin-1 SFXN1 0.000 27.767 0.000000 | 27.767
Q9H299;Q91V | SH3 domain-binding glutamic | SH3BG
W3 acid-rich-like protein 3 RL3 21.980 25415 0.000491 | 3.435
Serine
P34897 hydroxymethyltransferase, | SHMT2 21.246 271.722 0.000000 | 6.476
mitochondrial
P63208 S-phase kinase-associated | g\ b, 21.590 24.483 | 0.000379 | 2.893
protein 1
P53985 Monocarboxylate transporter 1 SI:ACll6 22.951 25.027 0.001614 | 2.076
015427 Monocarboxylate transporter 4 8%16 22.517 24.401 0.003779 1.885
Qis7sg | Neutral am'”g?g)'d transporter SLglA 22,503 23.947 | 0.008501 | 1.443
Q00325:P12234 |  Fhosphate carrier protein, | SLC25 |, 45, 30.037 | 0.000000 | 9.615
mitochondrial A3
ADP/ATP translocase SLC25
P51881;P05141 | 2;ADP/ATP translocase 2, N- A5 20.003 29.565 0.000000 | 9.562
terminally processed
ADP/ATP translocase SLC25
P12236 3;ADP/ATP translocase 3, N- A 25.878 31.514 0.000000 | 5.636
terminally processed
099808 Equilibrative nucleoside | SLC29 22.967 24623 | 0.005181 | 1.656
transporter 1 Al
P08195 ar2 Ce”'surfgﬁgiz“t'ge” heavy SLS3A 25.609 27567 | 0.002867 | 1.959
SRA stem-loop-interacting
Q9GZT3 RNA-binding protein, SLIRP 0.000 23.563 0.000413 | 23.563
mitochondrial
000161 Synaptosomal-associated | SNAPZ| ) ;g4 24231 | 0.001968 | 2.038
protein 23 3
Q7KZF4,Q66X9 | Staphylococcal nuclease | o, 24,557 26928 | 0.000743 | 2.370
3 domain-containing protein 1
U1 small nuclear
P09012;P08579 | ribonucleoprotein A;U2 small | SNRPA 22.804 25.042 0.000582 | 2.238
nuclear ribonucleoprotein B
QoUNH7 | Sorting nexin-6;Sorting nexin- | gy 21751 23175 | 0.005410 | 1.424
6, N-terminally processed
Q13813;p07751 | SPectrinalphachain, non- | SPTAN | 5, g3 20075 | 0.000250 | 6.271
erythrocytic 1 1
Q01082 Spectrin beta chain, non- | SPTBN |, 74 28563 | 0.000548 | 3.773
erythrocytic 1 1
P37108 Signal recognition particle 14 | oo, 4 22.788 25373 | 0.000395 | 2.585
kDa protein
P49458 Signal recognition particle 9| gppq 21.050 24132 | 0.000441 | 3.081
kDa protein
Serine/arginine-rich splicing
. factor 1;Serine/arginine-rich
Q07955'Q6NY splicing factor SRSF1 27.568 25.842 0.005183 | -1.726
A0;Q7SXP4 o autor
1B;Serine/arginine-rich
splicing factor 1A
Q16629 Serine/ arg'fg'cr;g;”?‘:h splicing | gpgry 25557 23.765 | 0.003784 | -1.792
P05455 Lupus La protein SSB 23.796 26.748 0.000612 2.953




Single-stranded DNA-binding

Q04837 R . SSBP1 24.834 26.956 0.000803 | 2.122
protein, mitochondrial
p43se7 | 1ranslocon-associated protein | ggp, 19.708 27.761 | 0.000000 | 8.054
subunit alpha
psis71 | |ranslocon-associated protein | gop, 19.099 28.180 | 0.000000 | 9.081
subunit delta
Hsc70-interacting
P50502;Q81ZP2; protein;Putative protein
Q8NFI4 FAM10A4:Putative protein ST13 25.206 26.461 0.009120 1.255
FAM10A5
QINY15 Stabilin-1 STAB1 0.000 25.315 0.000221 | 25.315
Q13586 Stromal interaction molecule 1 | STIM1 28.932 26.816 0.000583 | -2.116
P31948 S“ess"”d”"ed'lphOSph‘)prOte'” STIPL 20.524 27.928 | 0.000000 | 7.404
Q9Y3F4 Serine-threonine kinase | oo p 23.345 25028 | 0.003457 | 1.684
receptor-associated protein
Dolichyl-
pago78;pagg77 | diPhosphooligosaccharide-- | orpq 21.594 28.228 | 0.000000 | 6.634
protein glycosyltransferase
subunit STT3A
ps3ggg | Activated RNA polymerase Il | o\ ;q, 23.698 25609 | 0.003686 | 1911
transcriptional coactivator p15
015260 Surfeit locus protein 4 SURF4 23.525 28.408 0.000000 4.883
QOUH65 | Switch-associated protein 70 SWOAP7 21.886 24658 | 0.000398 | 2.772
060506;,Q7TM Hgterogeneous nL_JcIear SYNC 24 244 27351 0.000343 3106
K9 ribonucleoprotein Q RIP
P37802 Transgelin-2 TQC;L 28.657 30.432 0.002875 1.776
P37837 Transaldolase T'SIED 24.960 26.872 0.001512 1912
P26639,Q9D0R | Threonine--tRNA ligase, | 15pg 20.716 26410 | 0.000000 | 5.694
2 cytoplasmic
075347 Tubulin-specific chaperone A | TBCA 22.038 25.520 0.000518 | 3.481
Q99426 Tubulin-folding cofactor B TBCB 21.218 24.014 0.000388 | 2.796
Q15370 | Transcription elongation factor | +op 21.164 24105 | 0.000392 | 2.941
B polypeptide 2
Transferrin receptor protein
P02786 1;Transferrin receptor protein | TFRC 20.805 27.038 0.000000 | 6.234
1, serum form
Q15582 Transforming growth factor- | rpp | 94 5og 22225 | 0.000594 | -2.373
beta-induced protein ig-h3
043493 | Trans-Golgi network integral | TGOL 0.000 24435 | 0.000352 | 24.435
membrane protein 2 N2
P07996 Thrombospondin-1 THBS1 34.602 32.403 0.000602 | -2.199
P35443 Thrombospondin-4 THBS4 28.010 25.204 0.000377 | -2.807
P52888 Thimet oligopeptidase THOP1 21.786 23.780 0.003847 1.994
QINQ8S8 Frucmse'zﬁgighos"hatase TIGAR | 22125 24426 | 0.000574 | 2.300
P29401 Transketolase TKT 27.152 29.690 0.000363 2.538
Q99805 Transmembrane 9 superfamily | TM9SF 20.912 27 436 0.000000 | 6524
member 2 2
Q92544 Transmembrane 9 superfamily | TM9SF 20.595 25 773 0.000000 5178
member 4 4
P49755;035587; Transmembrane emp24 TMED
63584;Q90515 | domain-containing protein 10 10 19.322 29.160 0.000000 | 9.838
Q15363 Transmembrane emp24 | TMED | ) 647 26753 | 0.001908 | 2.115
domain-containing protein 2 2




Q9Y3B3 Transmembrane emp24 | TMED | 5 91, 27891 | 0.000000 | 7.677
domain-containing protein 7 7
Q9BVC6 Transmembrane protein 109 T'\l/loEgM 24.655 26.868 0.001818 | 2.214
. TMEM
P57088 Transmembrane protein 33 33 19.662 25.503 0.000000 | 5.840
. TMEM
Q9BTV4 Transmembrane protein 43 43 19.676 28.097 0.000000 | 8.421
Thymosin beta- TMSB4
P62328 4;Hematopoietic system X 22.346 24.228 0.001994 1.882
regulatory peptide
P24821 Tenascin TNC 24.262 20.643 0.000550 | -3.620
P23510 Tumor necrosis factor ligand | TNFSF | 5 55q 26.649 | 0.001398 | 2.393
superfamily member 4 4
Q92973 Transportin-1 TNPO1 22.912 26.538 0.000541 3.626
Mitochondrial import receptor | TOMM
Q15388 subunit TOM20 homolog 20 21.583 23.595 0.001964 2.012
Mitochondrial import receptor | TOMM
QINS69 subunit TOM22 homolag 29 0.000 26.505 0.000220 | 26.505
Mitochondrial import receptor | TOMM
094826 subunit TOM70 70A 20.799 26.341 0.000000 5.542
P60175;P60174,
Q2QD07;P1775 | Triosephosphate isomerase TPIL1 27.911 30.175 0.000590 | 2.264
1
P06753 Tropomyosin alpha-3 chain TPM3 25.149 29.307 0.000737 | 4.158
P67936 Tropomyosin alpha-4 chain TPM4 26.803 30.571 0.000733 | 3.769
014773 Tripeptidyl-peptidase 1 TPP1 26.195 29.162 0.000393 2.967
P12270 Nucleoprotein TPR TPR 20.742 23.307 0.000671 | 2.566
ABA6K2;P1369 Translationally-controlled
3:P43348 tumor protein TPT1 24.518 26.736 0.000649 2.218
E3 ubiquitin/ISG15 ligase TRIM2
Q14258 TRIM25 5 22.772 24.345 0.004766 1.573
Q724G4 tRNA (guanine(10)-N2)- | TRMTL | oy 55, 23221 | 0.000746 | -4.111
methyltransferase homolog 1
P10155;008848 60 kDa SS-A/Ro ROV 50,737 24535 | 0.000520 | 3.797
ribonucleoprotein E2
Q15631 Translin TSN 21.945 23.945 0.001920 2.001
P30536 Translocator protein TSPO 18.886 27.761 0.000000 | 8.874
P68366 Tubulin alpha-4A chain TUEAA' 27.220 24,759 0.000670 | -2.461
P49411 Elongation factor Tu, TUFM | 22769 28.074 | 0.000000 | 5.305
mitochondrial
Q6IBS0O Twinfilin-2 TWF2 23.933 25.991 0.001917 2.058
P10599 Thioredoxin TXN 23.658 27.269 0.000569 | 3.611
095881 Thioredoxin domain- TXND | 5; 977 26.456 | 0.000348 | 3.478
containing protein 12 C12
Thioredoxin domain- TXND
Q9BRA2 containing protein 17 C17 21.096 25.693 0.000231 | 4.597
Q8NBSY Thioredoxin domain- TAND [ 97311 32910 | 0.000000 | 5.599
containing protein 5 C5
043396 Thioredoxin-like protein 1 TXNL1 22.501 25.138 0.000630 2.637
Q16881 Thioredoxin reductase 1, | TXNR 22177 27.951 | 0.000000 | 5.773
cytoplasmic D1
P26369;P26368 | PIICing fa‘;tjoguﬁiztAF 65kDa | yoar2 23.790 26.210 | 0.000651 | 2.419
Q16222 UDP-N-acetylhexosamine | \pq 0.000 22042 | 0.007234 | 22.042

pyrophosphorylase;UDP-N-




acetylgalactosamine
pyrophosphorylase;UDP-N-
acetylglucosamine
pyrophosphorylase

Ubiquitin-like modifier-

P22314;Q02053 uttin UBAL 27.684 29199 | 0.003704 | 1515
activating enzyme 1
Ubiquitin-conjugating enzyme
. .| E2 D2;Ubiquitin-conjugating
P62838:P62837; ~conjugatir
P61077-QoY2X | ENZyme E2 D3Ubiquitin- | UBE2D| ;) 45, 23965 | 0.001403 | 2.165
8:P51668 conjugatl_n_g enzyme E_2 2
' D4;Ubiquitin-conjugating
enzyme E2 D1
P63280:P63279 SUMO'CO”dlgggng enzyme | uge2l 22.315 25551 | 0.000632 | 3.235
P68037;P68036 Ub'q“'“”'cogjzuﬁgt'”g enzyme | UBEZLL 23797 26.875 | 0.000496 | 3.079
Ubiquitin-conjugating enzyme
P61088;Q9FZ48 | E2 N;Ubiquitin-conjugating
OOURG7 enzyme £2 36:Ublauttin. | UBE2N| 22381 26.374 | 0.000695 | 3.992
conjugating enzyme E2 35
Ubiquitin-conjugating enzyme
Q13404:Q15819 | E2variant LUbiquitin- - |UBE2V| ), ,)q 25642 | 0000394 | 3.413
conjugating enzyme E2 variant 1
2
P09936 Ubiquitin carboxyl-terminal |~y 4 | 96 199 20199 | 0.000500 | 3.077
hydrolase isozyme L1
QINYU2 UDP-glucose-glycoprotein | ;sry | 18317 29.845 | 0.000000 | 11.528
glucosyltransferase 1
Q91zJ5:Q16851 | UTP-glucose-1-phosphate | ~p) 23.791 25505 | 0.003709 | 1.804
uridylyltransferase
P31930 Cytochrome b-cl1 complex | UQCR |, 55, 20460 | 0.000000 | 8.239
subunit 1, mitochondrial C1l
P22695 Cytochrome b-c1 complex | UQCR | 24 20294 | 0.000000 | 8.860
subunit 2, mitochondrial C2
P06132 Uroporphyrinogen UROD 22.181 24373 | 0.000739 | 2.192
decarboxylase
P5a578:pe0051 | UPiquitin carboxylterminal | yop1, | 50 ggo 25819 | 0.000000 | 4.827
hydrolase 14
P45974 Ubiquitin carboxyl-terminal | - ;¢ 22.421 25133 | 0.000510 | 2.711
hydrolase 5
Vesicle-associated membrane VAMP
Q15836;P63027 | protein 3;Vesicle-associated 3 22.195 23.776 0.004132 | 1.581
membrane protein 2
QIPOLO Vesicle-associated membrane |\, p o 19.007 26.249 | 0.000000 | 7.242
protein-associated protein A
Synaptic vesicle membrane
Q99536 rotein VAT-1 homolog | VAT 25.735 28.087 | 0.000580 | 2.352
P61758 Prefoldin subunit 3 VBP1 0.000 25144 | 0.000585 | 25.144
P21796 Voltage-dependent anion- | VDAC | 5 5, 20522 | 0.000487 | 3.461
selective channel protein 1 1
P45880 Voltage-dependent anion- | VDAC |, gq, 28.605 | 0.000000 | 5.714
selective channel protein 2 2
P08670 Vimentin VIM 30.929 34.411 | 0.000641 | 3.483
075436 Vacuolar protein sorting- | VPS26 |, 14, 24743 | 0.000638 | 2599
associated protein 26A A
Q9UBQO:Q7ZV | Vacuolar protein sorting- | | pq-g 0.000 23717 | 0.005150 | 23.717
68 associated protein 29
Tryptophan--tRNA ligase,
P23381 cytoplasmic;T1-TrpRS;T2- | WARS 24.470 27.371 0.000386 | 2.902

TrpRS




WD repeat-containing protein

075083 WDR1 28.167 29.522 0.008594 | 1.355

. . XPNPE
QINQW?7 Xaa-Pro aminopeptidase 1 p1 22.731 25.060 0.000631 | 2.329
01498%‘380”9 Exportin-1 XPOL1 24,794 26145 | 0.007539 | 1.351

P67809 Nuclease-sensitive element- | ygyy | 94 656 26421 | 0003371 | 1.766

binding protein 1
14-3-3 protein beta/alpha;14-3- YWHA
P31946 3 protein beta/alpha, N- 26.449 28.319 0.001886 | 1.870

terminally processed

P62258 14-3-3 protein epsilon YV\I’EHA 27.860 20871 | 0001278 | 2011
14-3-3 protein gamma;14-3-3 YWHA
P61981 protein gamma, N-terminally G 26.386 28.440 0.000751 | 2.054
processed
Q04917 14-3-3 protein eta WAL 2363 26.075 | 0.000627 | 2.441
P27348 14-3-3 protein theta YV\(SHA 26.172 28373 | 0.000623 | 2.201
P63104 14-3-3 protein zeta/delta | ' V0| 27.945 20782 | 0001898 | 1.838
Q15942 Zyxin ZYX 22303 25638 | 0.000539 | 3.334

Table S1. Proteins commonly expressed by eEVs and e-EV-IL-3. Data are expressed as LFQ
intensity values that were log2 transformed, and proteins were considered significant if passed the
two sample t-test, with the following settings; SO =2 and FDR 0.01. Delta positive values represent
proteins up-regulated in eEV-IL-3 compared eEV and vice versa for negative values.



Table S2.

IL-8 signalling
. LFQ. . LFQ. Student's
Protein name Gene Intensity | intensity t-test g- Delta
names eEV eEV-IL-3 value
(log2) (log2)

Angiopoietin-2 ANGPT2 24.10771 | 26.09117 | 0.001923 | 1.98346
Cystatin-B CSTB 0 26.38522 | 0.000684 | 26.38522
Guanine nucleotide-binding protein G(i) GNAI2 26.41312 | 28.61017 | 0.001395 | 2.19705
subunit alpha-2
Guanine nucleotide-binding protein GNB1 26.49009 | 27.9145 | 0.005116 | 1.42441
G(1)/G(S)/G(T) subunit beta-1
Guanine nucleotide-binding protein GNG12 23.70675 | 26.41369 | 0.000579 | 2.70694
G(1)/G(S)/G(O) subunit gamma-12
Intercellular adhesion molecule 1 ICAM1 22.02013 | 24.9551 | 0.000368 | 2.93497
Ras GTPase-activating-like protein IQGAP1 | IQGAP1 27.57858 | 28.96766 | 0.006053 | 1.38908
Integrin alpha-V;Integrin alpha-V heavy ITGAV 27.33958 | 29.92056 | 0.000618 | 2.58098
chain;Integrin alpha-V light chain
Integrin beta-3 ITGB3 27.48788 | 28.798 0.009978 | 1.31012
LIM and SH3 domain protein 1 LASP1 22.10136 | 24.95987 | 0.000391 | 2.85851
Dual specificity mitogen-activated protein
kinase kinase 1;Dual specificity mitogen- MAP2K1 28.62046 | 26.18923 | 0.00052 -2.43123
activated protein kinase kinase 2
Mitogen-activated protein kinase 1 MAPK1 23.52009 | 25.97544 | 0.000521 | 2.45535
Ras-related protein Ral-A RALA 26.32124 | 28.11421 | 0.002019 | 1.79297
Ras-related protein Ral-B RALB 22.09353 | 24.35151 | 0.000651 | 2.25798
Ras-related protein Rap-2b RAP2B 22.87766 | 24.2872 | 0.006542 | 1.40954
Rho-related GTP-binding protein RhoC RHOC 26.24047 | 27.74979 | 0.004386 | 1.50932

Table S2. Mass spectrometry data of IL-8 pathway comparing eEV and eEV-IL-3. Data are
expressed as LFQ intensity values that were log2 transformed, and proteins were considered
significant if passed the two sample t-test, with the following settings; SO =2 and FDR 0.01. Delta
positive values represent proteins up-regulated in eEV-IL-3 compared eEV and vice versa for
negative values.



Table S3.

NF-kB Signaling

LFQ

. Gene . LFQ. intensity Student’s
Protein name intensity t-test g- Delta
Names | eevV (log2) eEV-IL-3 value
(log2)
Ras-related protein Ral-A RALA 26.32124 28.11421 0.002019 1.79297
Ras-related protein Ral-B RALB 22.09353 24.35151 0.000651 2.25798
Ras-related protein Rap-2b RAP2B 22.87766 24.2872 0.006542 1.40954
Ubiquitin-conjugating enzyme E2 N;Ubiquitin-
conjugating enzyme E2 36;Ubiquitin-conjugating | UBE2N 22.38121 26.37365 0.000695 3.99244
enzyme E2 35
Ubiquitin-conjugating enzyme E2 variant
1:Ubiguitin-conjugating enzyme E2 variant 2 UBE2V1 22.22916 25.64214 0.000394 | 3.41298

Table S3. Mass spectrometry data of NF-kB pathway comparing eEV and eEV-IL-3. Data are
expressed as LFQ intensity values that were log2 transformed, and proteins were considered
significant if passed the two sample t-test, with the following settings; SO =2 and FDR 0.01. Delta
positive values represent proteins up-regulated in eEV-IL-3 compared eEV and vice versa for

negative values.




Table S4.

LFQ LFQ
. Gene intensity | intensity | Student's t-test
Protein names names eEV eEV-IL-3 g-value Delta
(log2) (log2)
Intercellular adhesion molecule 1 ICAM1 22.02013| 24.9551 0.000368 2.93497
Acidic leucine-rich nuclear phosphoprotein
32 family member A ANP32A 21.38723| 26.84077 0.000248 5.45354
Acidic leucine-rich nuclear phosphoprotein
32 family member B ANP32B 22.69875| 24.32486 0.004121 1.62611
Complement component 1 Q
subcomponent-binding protein,
mitochondrial C1QBP 21.57465| 28.51319 0.000247 6.93854
Complement C1q tumor necrosis factor-
related protein 3 C1QTNF3 24.69608 | 21.06215 0.000508 -3.63393
Collagen alpha-1(XIl) chain COL12A1 28.64294 | 26.61961 0.003086 -2.02333
Collagen alpha-2(1) chain COL1A2 25.72285| 24.2686 0.00679 -1.45425
Collagen alpha-1(I1V) chain;Arresten COL4Al 24.32141| 26.8397 0.002909 2.51829
Collagen alpha-1(V1) chain COL6A1 28.06933 | 25.28857 0.000502 -2.78076
Collagen alpha-3(VI) chain COLBA3 25.24042 | 22.75566 0.000637 -2.48476
Gamma-interferon-inducible protein 16 IFI16 21.57489 | 25.62347 0.000552 4.04858
Interleukin enhancer-binding factor 2 ILF2 24.40302 | 28.07029 0.000608 3.66727
Interleukin enhancer-binding factor 3 ILF3 22.20524 | 26.98262 0 477738
Lysyl oxidase homolog 2 LOXL2 28.49756 | 25.74974 0.000404 -2.74782
Tumor necrosis factor ligand superfamily
member 4 TNFSF4 24.25648 | 26.64944 0.001398 2.39296

Table S4. Mass spectrometry data of inflammatory related proteins identified in eEV and eEV-
IL-3 compared with proteins identified in EV released by HUVEC in response to TNF-a (eEV-
TNF-a) [43]. Data are expressed as LFQ intensity values that were log2 transformed, and proteins
were considered significant if passed the two sample t-test, with the following settings; SO =2 and
FDR 0.01. Positive Delta positive values represent proteins up-regulated in eEV-IL-3 compared eEV

and vice versa for negative values.




