Supplementary Table 2

Sequence Coverage Spectral Count
Accession# Description Whole Cita Whole Cita Ratio Classification | Reference
Cells Cells
waN‘”FlR 14 kDa phosphohistidine phosphatase 0.00% 11.90% | 0.00 300 | HIGH New N/A
t7r|F15367|F 1836 | 4 hydroxyphenylpyruvate dioxygenase 0.00% 2.17% 0.00 033 | HIGH New N/A
P80387 5'-AMP-activated protein kinase subunit beta-1 0.00% 11.10% 0.00 3.00 HIGH New 1 N/A
p
Zr|5F1RL45|F1RL 5'-AMP-activated protein kinase subunit beta-1 0.00% 24.60% 0.00 3.00 HIGH New 1 N/A
Q09138 2 ;r‘;“lrl\g'lacnvated protein kinase subunit 0.00% 6.10% 0.00 1.00 | HIGH New N/A
P49666 60S ribosomal protein .21 0.00% 17.70% 0.00 2.50 HIGH Known 1
Q29187 60S ribosomal protein L4 (Fragment) 0.00% 10.90% 0.00 0.50 HIGH Known 2
Q2HYU2 6-phosphofructokinase, muscle type 0.00% 1.50% 0.00 2.50 HIGH Known 1 3
TFLCAI BLC 6-phosphofructokinase, muscle type 0.00% 1.20% 0.00 2.50 HIGH Known 1 3
tr|F1SKQOIF1S Actin-related protein 2/3 complex subunit 5 0.00% 36.60% 0.00 3.00 HIGH Known 4
KQ9 P
P58780 Adenosine deaminase CECR1 0.00% 5.30% 0.00 0.50 HIGH New N/A
i ﬁgf;‘t'i’lf;ﬁf&g;ff‘:tor'hke protein 6- 0.00% 9.35% 000 | 500 | HIGH New N/A
wHOLOETIOLOE | A 1dehyde dehydrogenase 0.00% 4.00% 000 | 3600 | HIGH New N/A
tZerGZ”'WG Aldehyde dehydrogenase 0.00% 2.40% 000 | 3150 | HIGH New N/A




tr[F1SDC4|F1SD

Ca Aldehyde dehydrogenase (Fragment) 0.00% 2.50% 0.00 0.50 HIGH New 1 N/A
VIELSMITIFLS | Alkaline phosphatase 0.00% 4.90% 000 | 050 | HIGH New I 5
WIBLBSGISEBS | A kaline phosphatase 0.00% 6.45% 000 | 7950 | HIGH New} 5
P50447 Alpha-1-antitrypsin 0.00% 3.10% 0.00 12.00 HIGH New 1 N/A
tFr(I)FISCFOIFISC Alpha-1-antitrypsin 0.00% 3 10% 0.00 12.00 | HIGH New 1 N/A
Q8MJ76 Alpha-fetoprotein 0.00% 1.30% 0.00 13.00 HIGH New N/A
P15145 Aminopeptidase N 8.25% 15.77% 8.50 62.00 7.29 New 1,* 6
UIFISKO3IFISK | Aminopeptidase N 825% | 1680% | 850 | 6267 | 7.37 New I N/A
gf{llSGY”FIS Anoctamin 0.45% 0.60% 3.00 6.33 2.11 Known 7,8
F1SPMS AP2-associated protein kinase 1 0.00% 1.05% 0.00 5.50 HIGH Known 1 4
‘g|I3L548|I3L54 AP2-associated protein kinase 1 0.00% 1.05% 0.00 5.50 HIGH Known 1 4
Q2LE37 Apolipoprotein M 0.00% 4.00% 0.00 2.00 HIGH New 1 N/A
g'LA65D9L6|A5D Apolipoprotein M 0.00% 6.45% 0.00 200 | HIGH New I N/A
HIBODZIIBOD | AppLa 0.00% 1.30% 000 | 033 | HIGH New N/A
Q35915 ATP synthase subunit a 0.00% 6.20% 0.00 1.00 HIGH Known 9
g'SAISGFS HASG | A Tpase, Class 11, type 9A 0.00% 2.00% 0.00 100 | HIGH New N/A
tr|K7GT44[K7G ATPase, Cut+ transporting, alpha polypeptide 0.00% 0.57% 0.00 0.33 HIGH New N/A

T44




Q8MIB3 ATP-binding cassette sub-family G member 2 0.00% 1.83% 0.00 3.00 HIGH New 1 10
g
WERWSIFIR | ATP-binding cassctte sub-family G member 2 | 0.00% 1.83% 000 | 300 | HIGH New 10
wlK7GLY4KTG | 4 1p_pinding cassette sub-family G member2 | 0.00% 6.30% 000 | 450 | HIGH New 10
LY4 &
gﬁ?GPm 7G| ATP-binding cassette sub-family G member 2 | 0.00% 6.80% 000 | 450 | HIGH New 10
g'gg GQESIKTG | A Tp_binding cassette sub-family G member 2 | 0.00% 5.75% 000 | 500 | HIGH New 10
t5r|FISIS SIF1SIS ?jﬁ;;illl"i‘;‘ggfoztgﬁef and W2 domain- 0.00% 6.30% 0.00 200 | HIGH New N/A
g|2%7XP20|A7X B-cell CLL/lymphoma 10 0.00% 1420% | 000 | 050 | HIGH New N/A
AS5A769 ?;fng;‘;isfS‘;iﬁi‘f;’me'relawd organelles 0.00% 8.00% 0.00 0.50 HIGH New N/A
t6r|FISIl6|F1 SI1 ?Bolil/[ep rﬁg;'phogenetlc protein type II receptor 0.00% 430% 0.00 250 HIGH Known 11
;[\rI|S7JFN4|Q7JF ﬁﬁlﬁﬁ%ﬁgﬁi{l}g-demndent protein kinase 1.85% 2.50% 0.50 267 533 New N/A
tr|Q7JFN3|Q7JF Cglcium/calmodulin-depeqdeqt protein kinase 1.90% 2.63% 0.50 267 533 New N/A
N3 Il isoform gamma-C protein kinase 11
;[\r1|§27JFN2|Q7JF ﬁﬁlﬁﬁ%ﬁgﬁiﬁ-demndent protein kinase 1.75% 2 43% 0.50 267 533 New N/A
g'f,lgSUW'Fls Caspase 0.00% 5.70% 000 | 050 | HIGH | Knownt 12
gr|I3L9A3|I3L9A Caspase 0.00% 6.00% 0.00 0.50 HIGH Known 12
Q29288 C-C motif chemokine 5 0.00% 8.00% 0.00 1.33 HIGH Known 1 13
HIRTOLLEIRTG | ¢ motif chemokine 5 0.00% 4.87% 0.00 133 | HIGH | Knownt 13
WQ2ENSIIQ2E | - motif chemokine 5 0.00% 4.40% 0.00 133 | HIGH | Knownt 13

N89




Q8WMQ3 CD?9 antigen 0.00% 7.10% 0.00 1.00 HIGH Known 1,* 2,14
gr|I3LPR3|I3LPR CD?9 antigen 0.00% 18.60% 0.00 18.50 HIGH Known 1 2

. (1]
tr[K7GMI9K7G . .
MI9 CD9 antigen 0.00% 30.40% 0.00 18.50 HIGH Known 1 2
E'Ig GLH2IKTG | 11 division control protein 42 homolog 2440% | 3257% | 2.00 500 | 2.50 Known 15
té'ﬁ;(ngm Cell division control protein 42 homolog 18.60% | 24.83% | 2.00 500 | 2.50 Known 15
g'gGRgS IK7G | el division control protein 42 homolog 2680% | 35.77% | 2.00 500 | 2.50 Known 15
F1S584 Choline transporter-like protein 2 0.00% 1.50% 0.00 9.00 HIGH New N/A
‘[2r|I3L6H2|I3L6H Citrate synthase, mitochondrial 0.00% 10.70% 0.00 3.00 HIGH New N/A
‘g|F2ZS40|F2ZS4 C-Jun activation domain binding protein-1 0.00% 2.85% 0.00 2.00 HIGH New N/A
VICSYMEOICV Claudin 0.00% 190% | 000 | 033 | HIGH | KnownL* | 16,17
VeV W3 Claudin 0.00% 760% | 000 | 100 | HIGH | Knownl 16
WISLHEIIBEE | Claugin 545% | 1753% | 400 | 967 | 242 | Knownl 16
tr|ASGFW3|AS | Cleavage stimulation factor, 3' pre-RNA, o 0
GFW3 subunit 1, 50kDa 0.00% 2.80% 0.00 0.50 HIGH New N/A
QI9GLP1 Coagulation factor V 0.00% 0.30% 0.00 2.50 HIGH New 1 N/A
‘;r|\§]12RPW2|F1R Coagulation factor V 0.00% 0.30% 0.00 2.50 HIGH New 1 N/A
P01025 Complement C3 0.00% 1.65% 0.00 17.50 HIGH New N/A
tlFISMEL[F1S Complement C5a anaphylatoxin 0.00% 0.27% 0.00 2.00 HIGH New N/A
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QI9TUQ3 Complement component C7 0.00% 1.95% 0.00 42.50 HIGH New 1 N/A
g';ll SMIIFLS | - lement component C7 0.00% 1.17% 0.00 300 | HIGH New N/A
g'BwXO'BwX Coronin 0.00% 2.70% 0.00 300 | HIGH | Knownt 18

g'f LHE4ISLH o onin 0.00% 2.50% 0.00 300 | HIGH | Knownt 18

$§3LQY3 BLQ | Coronin 0.00% 2.50% 0.00 300 | HIGH | Knownt 18

Q29594 Creatine kinase B-type (Fragment) 0.00% 15.70% 0.00 0.50 HIGH New N/A
079876 Cytochrome ¢ oxidase subunit 1 0.00% 6.60% 0.00 0.50 HIGH New N/A
Q35916 Cytochrome c oxidase subunit 3 0.00% 5.40% 0.00 1.50 HIGH New N/A
g'FlRm'FIRH gﬁgggi‘;ﬁ oxidase subunit 64, 0.00% 9.65% 000 | 450 | HIGH New N/A
g'FlSIE9|FISIE Cytochrome P450 0.00% 0.70% 000 | 033 | HIGH New N/A
P00371 D-amino-acid oxidase 0.00% 2.47% 0.00 1.00 HIGH New N/A
g'SFlRPBﬂFlRp DCN 1-like protein 0.00% 7.60% 000 | 050 | HIGH New N/A
ELFISSEQF 158 1 Deoxyhypusine hydroxylase 0.00% 7.60% 0.00 1.00 | HIGH New N/A
tr[I3LTI5|I3LTIS | Deoxyribonuclease (Fragment) 0.00% 5.90% 0.00 4.50 HIGH New N/A
Q2QDF0 Deoxyribonuclease-1-like 1 0.00% 8.75% 0.00 5.50 HIGH New N/A
3“3””'13”1 Dipeptidase 0.00% 10.65% | 000 | 33.00 | HIGH Known 19

P22412 Dipeptidase 1 0.00% 13.10% | 000 | 47.50 | HIGH Known 19




P22411 Dipeptidyl peptidase 4 4.50% 7.10% 350 | 2167 | 6.19 New N/A
tZrEiRZH‘”FIR gﬁt‘;ﬁ%:g“pﬁfeﬁeﬁl1°pr°temase domain- 0.00% 11.30% 0.00 150 | HIGH | Known* 4.20
A5GFZ5 51 ‘;};‘I’lliltoll'phosl’hate mannosyltransferase 0.00% 4.60% 0.00 100 | HIGH New N/A
gB9U8D”D9U Dynein, light chain, LC8-type 1 0.00% 2130% | 000 | 1400 | HIGH New 21
Q5GN48 Dystrophin 0.00% 7.80% 0.00 250 | HIGH | Knowni 22
ystrop
rlBLPHSIISLP | b i rophin 0.00% 7.00% 0.00 150 | HIGH | Knownt 22
1R ystrop
g'g ISPUTIFISP | by irophin (Fragment) 0.00% 1.40% 000 | 250 | HIGH | Knownt 22
ﬂg;SM”'FlS E3 ubiquitin-protein ligase 0.00% 1.95% 0.00 6.00 | HIGH New N/A
‘([)r|I3LV30|I3LV3 F;r ;l;rln(gﬁgn-pmtem ligase RNF114 0.00% 13.80% 0.00 0.50 HIGH New N/A
gLFlRLPA"FlRL EFNB2 0.00% 8.10% 0.00 250 | HIGH New N/A
P37176 Endoglin 0.00% 1.63% 0.00 033 | HIGH New I N/A
g|3F1RSO3|F1RS Endoglin 0.00% 1.63% 000 | 033 | HIGH New N/A
g'gGQFzWG Endoglin 0.00% 1.73% 000 | 033 | HIGH New N/A
P35463 Endothelin B receptor 0.00% 3.40% 0.00 0.50 HIGH New 23
;'?;KS KOID3K | bpiy receptor B3 0.00% 1.60% 0.00 | 11.00 | HIGH New N/A
P20460 fﬁ‘jﬁ?fg:giﬁgﬂ initiation factor 2 0.00% 18.60% 0.00 100 | HIGH New N/A
tr|F1ISGRO|F1SG | Eukaryotic translation initiation factor 3 0.00% 13.10% 0.00 3.00 HIGH New N/A
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tr|B2Z135|B2Z13

5 F11 receptor 0.00% 4.20% 0.00 24.00 HIGH New N/A
Q767L6 Flotillin-1 3.75% 3.80% 1.00 7.00 7.00 Known £,* 24,25
WISTGPIIKTG | Flotitin-1 5.25% 5.33% 100 | 700 | 7.00 Known I 24
g|F85319|F 8531 | Gag protein 0.00% 1.15% 000 | 800 | HIGH New N/A
g|F85326|F 8532 | Gag protein 0.00% 3.80% 000 | 1500 | HIGH New N/A
Q29043 Galactoside 2-alpha-L-fucosyltransferase 1 0.00% 1.57% 0.00 0.33 HIGH New 1 N/A
g|8FlRIQ8|F1RI Galactoside 2-alpha-L-fucosyltransferase 1 0.00% 1.57% 0.00 0.33 HIGH New 1 N/A
tr{I3L8J2|I3L8J2 | Galectin 0.00% 12.80% 0.00 1.00 HIGH New 1 N/A
gIBLIVOIBLIV Galectin (Fragment) 0.00% 12.80% 0.00 1.00 HIGH New | 26
E'é(; GRZ5K7G Gamma-glutamyltranspeptidase 1 0.00% 8.40% 0.00 2.00 HIGH Known 1 27
g|§gGQA6|K7G Gamma-glutamyltranspeptidase 1 0.00% 8.95% 0.00 2.00 HIGH Known 1 27
‘8|II§97GQU9|K7G Gamma-glutamyltranspeptidase 1 0.00% 9.40% 0.00 3.00 HIGH Known 1 27
g'IEZGRH”KK} Gamma-glutamyltranspeptidase 1 0.00% 9.00% 0.00 4.50 HIGH Known 1 27
g§)7GSRO|K7G Gamma-glutamyltranspeptidase 1 0.00% 8.85% 0.00 2.00 HIGH Known 1 27
WIFISI3SIFISTS | Glutamyl aminopeptidase 540% | 843% | 400 | 933 | 233 New 1 N/A
VIS TOMSHKTG | Glutamyl aminopeptidase 0.00% | 1640% | 000 | 2550 | HIGH New 1 N/A
tK7GQE4KTG | 1 tamyl aminopeptidase 15.60% 20.80% 1.50 4.00 2.67 New I N/A
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trK7GT33[K7G

T33 Glutamyl aminopeptidase 4.95% 8.83% 1.00 4.33 4.33 New 1 N/A
Q8MJ14 Glutathione peroxidase 1 0.00% 5.35% 0.00 7.00 HIGH New N/A
P51781 Glutathione S-transferase alpha M14 0.00% 4.07% 0.00 0.33 HIGH New N/A
g'f;KDL&ASK Glypican 6 (Fragment) 0.00% 1810% | 000 | 250 | HIGH New# 28

g'&s GFUBIASG | GNAS complex Tocus 0.00% 2130% | 0.00 1.00 | HIGH New N/A
B2ZHY?2 G-protein coupled receptor 39 0.00% 2.00% 0.00 0.50 HIGH Known 1 29

gg 61 RY26|FIR G-protein-coupled receptor 39 0.00% 3.00% 0.00 0.50 HIGH Known 1 29

Q52N1J3 GTP-binding protein SAR1a 0.00% 8.60% 0.00 2.50 HIGH New N/A
HITGESSITGRY. | Guanine nucleotide binding protein-like 1 0.00% 3.00% 000 | 050 | HIGH New N/A
HIAAL2ZHAL2 | Guanine nucleotide-binding protein alpha 14 0.00% 4.80% 000 | 31.00 | HIGH New N/A
r|JOJIL1[JOJIL1 Sl‘ﬁﬁieaf;“lgeOtide'binding protein G(q) 0.00% 9.95% 0.00 | 11.00 | HIGH New N/A
r{[3LI42|I3LI42 (g};rige nucleotide-binding protein subunit 0.00% 33.00% 0.00 | 1050 | HIGH New N/A
P31006 Guanylate kinase 0.00% 11.10% 0.00 0.50 HIGH New N/A
355A4L7|A5A H+ coupled di/tri-peptide cotransporter 2 0.00% 1.90% 0.00 0.50 HIGH New N/A
P01965 Hemoglobin subunit alpha 7.80% 8.27% 3.00 14.00 4.67 New N/A
P02067 Hemoglobin subunit beta 0.00% 7.15% 0.00 545.00 HIGH New 1 N/A
tr[FIRII7|F1RII7 | Hemoglobin subunit beta 0.00% 7.15% 0.00 545.00 HIGH New 1 N/A




P02101 Hemoglobin subunit epsilon 0.00% 3.05% 0.00 5.00 HIGH New 1 N/A
tr|F1RII6|F1RII6 | Hemoglobin subunit epsilon 0.00% 3.05% 0.00 5.00 HIGH New 1 N/A
P04246 Hemoglobin subunit theta 0.00% 3.10% 0.00 5.00 HIGH New N/A
Q2QLEO0 Hepatocyte growth factor receptor 0.00% 1.50% 0.00 1.00 HIGH Known 30
Q8WNRO High affinity copper uptake protein 1 0.00% 5.05% 0.00 2.50 HIGH New 1 N/A
g'BLH68|BLH6 High affinity copper uptake protein 1 0.00% 5.05% 000 | 250 | HIGH New N/A
t}rI'g;RHCS FIR | fistone H2A 0.00% 8.90% 0.00 150 | HIGH | Knownf 31
tTrg;RTQ”FIR Histone H2A 0.00% 7.25% 000 | 1650 | HIGH | Knownt 31
g'FzZS 87IF2Z38 | Histone H2A 0.00% 7.30% 0.00 650 | HIGH | Knownt 31
ELFzZSM'Fzzs Histone H2A 0.00% 7.30% 000 | 1650 | HIGH | Knownt 31
g'BUmBUT Histone H2A 0.00% 6.65% 000 | 1650 | HIGH | Knownt 31
g'BLIN&BLIN Histone H2A 0.00% 9.00% 0.00 150 | HIGH | Knownf 31
g'szSPl IF225 1 Histone H2A (Fragment) 0.00% 2280% | 000 | 450 | HIGH | Knownt 31
Reverse_sp|E2l i ini in 1 0 10° 000 | 050 | HIGH New N/A
UK4[HORMI HORMA domain-containing protein 0.00% 5.10% . 5 ew

Reverse tr|F1SS . .. ) 0 10° HIGH New § N/A
82|F1SS82 HORMA domain-containing protein 1 0.00% 5.10% 0.00 0.50 ew

KI'SF ISPNBIFISP | 110 aluronidase 0.00% 4.40% 000 | 050 | HIGH New 32
wAYQWEIAIQ | 1prryp 10.50% | 22.60% | 1.00 | 233 2.33 New 33
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trF1SVO3|FISV

03 Importin subunit alpha 0.00% 3.25% 0.00 7.50 HIGH New N/A
t7r|BL9F7|I3 L9F 1 Importin subunit alpha 0.00% 3.50% 0.00 500 | HIGH New N/A
t;'g ;RTUS FIR | portin subunit alpha (Fragment) 0.00% 1.30% 000 | 450 | HIGH New N/A
P24853 Insulin-like growth factor-binding protein 2 0.00% 6.65% 0.00 8.50 HIGH Known 34
Q52N47 Integral membrane protein 2B 0.00% 7 10% 0.00 5.00 HIGH New 1 N/A
. 0
alFIRKI2IFIR | 1 coral membrane protein 2B 0.00% 0.00 500 | HIGH New N/A
K12 27.10%
$516RVY6|F1R Integrin beta 0.70% 1.10% 1.00 5.67 5.67 New N/A
g'B LE22IBLEZ 1 corin beta 0.00% 6.10% 000 | 1500 | HIGH New N/A
g|61§7GP66|K7G Integrin beta 0.70% 1.13% 1.00 5.67 5.67 New N/A
357GPD4|K7G Integrin beta 0.70% 1.13% 1.00 5.67 5.67 New N/A
g'flRPR”FlRP Integrin beta (Fragment) 0.00% 8.20% 0.00 150 | HIGH New N/A
;?5; GNY7IKTG | 11 corin beta-1 0.00% 9.70% 0.00 9.50 | HIGH Known 35
QIRPR6 Integrin beta-6 0.00% 5.10% 0.00 3.50 HIGH New N/A
Q684M4 Kelch-like ECH-associated protein 1 0.00% 6.40% 0.00 14.00 HIGH New N/A
Reverse_sp|Q9 i 0 1.27% 000 | 033 | HIGH N N/A
MZS9KMO Kynurenine 3-monooxygenase 0.00% 27% . . ew
P79385 Lactadherin 1.85% 8.47% 3.00 8.00 2.67 Known 1 36
P79385 Lactadherin 0.00% 1420% | 000 | 7450 | HIGH | Knownt 36




tr[B2CZF8|B2C

7F8 Lactadherin 1.75% 8.03% 3.00 8.00 2.67 Known 1 36
‘;ES;CZF&BZC Lactadherin 0.00% 13.45% 0.00 74.50 HIGH Known 1 36
ASDIM6 Large proline-rich protein BAG6 0.00% 0.80% 0.00 1.00 HIGH New 1 N/A
g'gRQX&FlR Large proline-rich protein BAG6 0.00% 0.80% 0.00 1.00 | HIGH New N/A
E'II)(37GLD3|K7G Large proline-rich protein BAG6 0.00% 3.80% 0.00 1.00 | HIGH New N/A
E'éfg GLGSIKTG | | 4ree proline-rich protein BAG6 0.00% 5.00% 0.00 1.00 | HIGH New N/A
E'II{<67GLR6|K7G Large proline-rich protein BAG6 0.00% 3.40% 0.00 1.00 | HIGH New N/A
E'gf GLUIKTG | | 4 oc proline-rich protein BAG6 0.00% 1.20% 0.00 1.00 | HIGH New N/A
té'ﬁ;(gMR%m Large proline-rich protein BAG6 0.00% 2.10% 0.00 1.00 | HIGH New N/A
QI9GKES Leukocyte surface antigen CD47 0.00% 2.30% 0.00 43.50 HIGH Known 37
gr|7FISL37|F ISL 1 [ eukocyte surface antigen CD47 0.00% 2.45% 000 | 4350 | HIGH | Knownt 37
Q5PXT2 LIM and cysteine-rich domains protein 1 0.00% 3.00% 0.00 0.50 HIGH New 1 N/A
y
E'g ISFKOIIFISE | 1 11 and cysteine-rich domains protein 1 0.00% 3.20% 000 | 050 | HIGH New 1 N/A
uPISCYAIFISC | Lipase 0.00% 6.30% 000 | 050 | HIGH know 38
P12067 Lysozyme C-1 0.00% 3.13% 0.00 1.00 | HIGH New N/A
P12068 Lysozyme C-2 0.00% 2.73% 0.00 1.00 | HIGH New N/A
P12069 Lysozyme C-3 0.00% 2.70% 0.00 1.00 | HIGH New N/A
ysozy
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P49927 Major prion protein 0.00% 4.70% 0.00 2.00 HIGH New N/A
Q95313 Male-enhanced antigen 1 0.00% 9.80% 0.00 0.50 HIGH New N/A
I3LUPI Mannose-1-phosphate guanyltransferase alpha 0.00% 5.70% 0.00 1.00 HIGH New N/A
POCsI2 Mannose-1-phosphate guanyltransferase beta 0.00% 5.15% 0.00 4.00 HIGH New 1 N/A
gEISPR‘HFlSP Mannose-1-phosphate guanyltransferase beta 0.00% 5.15% 0.00 4.00 HIGH New 1 N/A
002839 Membrane cofactor protein 0.00% 16.30% 0.00 13.00 HIGH New N/A
ﬂ%%l\gHU("Qg MHC class I antigen 0.00% 233% 0.00 1.00 | HIGH New* 39
g'@iszw‘”QgS MHC class IT antigen 0.00% 9.10% 0.00 850 | HIGH | Knowni* | 39,40
ﬂ%%mp%g MHC class IT antigen 0.00% 8.80% 0.00 100 | HIGH | Knownf 40
g&zglzsws HA2S | Monocyte differentiation antigen CD14 0.00% 8.30% 000 | 050 | HIGH New N/A
P84024 Mothers against decapentaplegic homolog 3 0.00% 6.40% 0.00 0.50 HIGH New N/A
wlE I NWVARES vy s 0.00% 220% | 000 | 033 | HIGH New 41
ulf IRGESIFIR i@giﬁf’;ygigﬁi?f;e [ubiquinone] I alpha 000% | 11.10% | 000 | 050 | HIGH New 1 N/A
HIBLSIOIBLS] i@giﬁf’;ygigﬁi?f;e [ubiquinone] 1 alpha 0.00% | 1120% | 000 | 050 | HIGH New I N/A
EFISRGAIFISR i@giﬁf’;ygigﬁi?fze [ubiquinone] 1 alpha 0.00% | 1170% | 000 | 050 | HIGH New N/A
QI9TDRI1 NADH-ubiquinone oxidoreductase chain 5 0.00% 2.00% 0.00 0.50 HIGH New N/A
Reverse tr|[F1R L . 0

Neurogenic differentiation factor 0.00% 2.80% 0.00 0.50 HIGH New 1 N/A

YP1|FIRYP1
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Reverse tr|F1SR

Neurogenic differentiation factor

0.00%

3.00%

0.00

0.50

HIGH

New 1

N/A

46[F1SR46
gr|FISSJ3|FISSJ Nitric oxide synthase 0.00% 0.90% 0.00 3.00 HIGH Known 42
Q28969 Nitric oxide synthase, endothelial 0.00% 0.85% 0.00 2.50 HIGH Known 42
Z'BLLM'BLLS Nuclear factor 1 0.00% 2.70% 0.00 1.00 | HIGH New N/A
g'iéSDA("FIS Nuclear factor 1 (Fragment) 0.00% 2.60% 0.00 1.00 | HIGH New N/A
HIASGERIIASG | 6115USP00000000835 0.00% 0.57% 000 | 033 | HIGH New N/A
WS RMIIFIR | Oxysterol-binding protein 0.00% 2.00% 0.00 100 | HIGH New 1 N/A
FIRPEOIFIRE | Oxysterol-binding protein 0.00% 1.70% 0.00 100 | HIGH New 1 N/A
té'f LAGAISLA | b, i mitoyliransferase (Fragment) 0.00% 4.70% 0.00 150 | HIGH New N/A
Q6QA76 PDZ domain-containing protein 11 0.00% 18.60% 0.00 0.50 HIGH New 1 N/A
;ﬂg GNXIIKTG | pp7 domain-containing protein 11 0.00% 19.10% | 000 | 050 | HIGH New N/A
g'gZGRD‘”mG PDZ domain-containing protein 11 0.00% 2150% | 000 | 050 | HIGH New N/A
tsrgi7GSP4|K7G PDZ domain-containing protein 11 0.00% 2430% | 000 | 050 | HIGH New N/A
‘;r|F ISE9S[FISE Peptidyl-prolyl cis-trans isomerase 0.00% 15.30% 0.00 0.50 HIGH New 1 N/A
tr/I3L6I7|I3L617 | Peptidyl-prolyl cis-trans isomerase 0.00% 14.40% 0.00 0.50 HIGH New 1 N/A
g'?LRQS'BLR Phosphatase and actin regulator 0.00% 5.80% 0.00 2.00 HIGH New N/A
Q767M0 Phostensin 0.00% 1.95% 0.00 2.00 HIGH Known 4
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trA2TEQ2|A2T

EQ2 Poliovirus receptor related 2 0.00% 9.60% 0.00 4.00 HIGH New N/A
ﬂ)B;TFD9|B3T 1;:11;;)V1ms receptor-related 2 transcript variant 0.00% 17.10% 0.00 6.00 HIGH New N/A
tr[F1S8H4|F1S8 | Probable tRNA N6-adenosine 0.00% R.30% 0.00 150 HIGH New N/A
H4 threonylcarbamoyltransferase

gégRKG5|A3R ?;gg;ls\;[[eécz)gle receptor membrane component 2 0.00% 8.50% 0.00 050 HIGH New | N/A
i[\r/|11819LM01 |A9L ?;gg;ls\;[[eécz)gle receptor membrane component 2 0.00% 15.2% 0.00 1.00 HIGH New | N/A
P SRNXAIFIR | programmed cell death protein s 0.00% 8.80% 000 | 200 | HIGH New# 14
QO6JTAS Prolactin receptor 0.00% 3.00% 0.00 0.50 HIGH New N/A
;2'527 GRV2IKTG | pyotactin receptor (Fragment) 0.00% 3.00% 000 | 050 | HIGH New N/A
Q29095 Prostaglandin-H2 D-isomerase 0.00% 9.50% 0.00 1.00 HIGH New N/A
tr]ASD9JOJASD9 | Proteasome (Prosome, macropain) subunit, o o

JO beta type, 9 (Large multifunctional protease 2) 0.00% 44.00% 0.00 2.50 HIGH New N/A
t\r}sFlRFvs IFIRF | b o teasome subunit beta type 0.00% 1620% | 000 | 200 | HIGH New N/A
‘;r{|1\(/)£PYM7|Q2P Proteasome subunit beta type 0.00% 20.10% 0.00 2.50 HIGH New 1 N/A
t5r|I3LR85|I3LR8 Protein kinase C delta type 0.00% 1.10% 000 | 250 | HIGH New 43
Zr|9Q00P49|QOOP Protein O-fucosyltransferase 1 0.00% 4.10% 0.00 0.50 HIGH New 44
ggf GFQIIASG g;‘;tg)m Phosphatase 2, regulatory subunit B 0.00% 200% | 000 | 050 | HIGH New N/A
g'FlRm'FIRU Protein tweety homolog 0.00% 4.20% 000 | 2150 | HIGH New N/A
t\r]|;F01 RVSOIFIR | b/ tein tweety homolog 0.00% 2.73% 000 | 267 | HIGH New N/A
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Q19AZ8 Prothrombin 0.00% 2.50% 0.00 6.00 HIGH New 1 N/A
wIFISIBIIFISIB | pothrombin 0.00% 250% | 000 | 600 | HIGH New I N/A
Q4LES85 Ras-related protein Rab-27A 0.00% 5.90% 0.00 1.00 HIGH New 45
QO6AUS Ras-related protein Rab-32 0.00% 9.30% 0.00 1.50 HIGH New 1 45
t7r|F15747|F IS74 | Ras-related protein Rab-32 0.00% 9.30% 0.00 150 | HIGH New 45
QO06AU4 Ras-related protein Rab-34 0.00% 3.85% 0.00 2.50 HIGH New N/A
QO06AU2 Ras-related protein Rap-2a 0.00% 7.10% 0.00 16.00 HIGH New 1 N/A
‘[9r|F22519|F2ZSI Ras-related protein Rap-2a 0.00% 19.50% 0.00 11.50 HIGH New 1 N/A
i'f ISBA4IFIS8 Receptor-type tyrosine-protein phosphatase-A 0.00% 0.93% 0.00 3.00 HIGH New 46
g'IZ‘SDKAHFIS Receptor-type tyrosine-protein phosphatase-E 0.00% 1.53% 0.00 2.67 HIGH Known 46
t9r|3LGE9|I3LGE ée;}e)%‘[g;-type tyrosine-protein phosphatase-S 0.00% 3.30% 0.00 6.00 HIGH Known 46
WIQOOATSIQO | reoB 0.00% | 1275% | 000 | 1150 | HIGH New 47
WIQUOATTIQU6 | ReoF 0.00% | 1560% | 000 | 100 | HIGH New 48
A2BDO05 Serine/threonine-protein kinase Nek6 0.00% 3.85% 0.00 2.00 HIGH New N/A
g'géRRBaFIR Serine/threonine-protein kinase OSR1 0.00% 13.90% | 0.00 1.00 | HIGH Known 49
yISLEYBIBLE Eg;ﬂj;ﬁi?g;‘;‘gﬁﬁ%phoSphatase 2455 0.00% 320% | 000 | 050 | HIGH New N/A
Q6PQDS5 Serine-protein kinase ATM 0.25% 0.33% 0.50 1.00 2.00 New 1 N/A
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tr|I3LSF1I3LSF

1 Serine-protein kinase ATM 0.35% 0.40% 0.50 1.00 2.00 New 1 N/A
E'O'? CLOGIB3C 1 gerotransferrin 0.00% 2.50% 000 | 050 | HIGH New 1 N/A
P09571 Serotransferrin 0.00% 2.60% 0.00 0.50 HIGH New 1 N/A
P15982 Egﬁo‘;f: giﬁ;‘fﬁgﬁaﬁbﬂiw antigen, DQ 0.00% 8.80% 0.00 1.00 | HIGH New N/A
P15983 Egﬁo‘;f:gg;i:’gﬁ;?lfaﬁbi“ty antigen, DQ 0.00% 8.90% 0.00 1.00 | HIGH New N/A
A1XQR9 Small nuclear ribonucleoprotein E 0.00% 17.40% 0.00 1.50 HIGH New 1 N/A
g\LI;LDW%BLD Small nuclear ribonucleoprotein E 0.00% 17.40% | 0.00 150 | HIGH New N/A
P26429 Sodium/glucose cotransporter 1 0.00% 3.95% 0.00 11.50 HIGH New 1 N/A
EE%RLVI [FIR Sodium/glucose cotransporter 1 0.00% 3.65% 0.00 11.50 HIGH New 1 N/A
t1r|9FISB19|F18B Sodium/glucose cotransporter 5 0.00% 4.60% 0.00 1.50 HIGH New N/A
rPISTHAFIST | odium/hydrogen exchanger 0.00% 0.70% 000 | 033 | HIGH New N/A
t\r,%RVXO'FlR ?&t‘iggﬁyﬂiﬁz 5 fr’a‘;’:}f;lr’t‘z 56) 0.00% 1.70% 0.00 150 | HIGH New N/A
P20303 tsr‘;;‘“:;o‘;i‘gif;eﬁf;ylz’ facilitated glucose 0.00% 2.65% 0.00 7.00 | HIGH New T N/A
EELGBS IBLG tsr‘;;‘“:;o‘;i‘gif;eﬁf;ylz’ facilitated glucose 0.00% 5.80% 0.00 1.00 | HIGH New 1 N/A
‘;{|§3LNT8|I3LN EZLiﬁoﬁgigei?;yzzj facilitated glucose 0.00% 2.40% 0.00 9.00 HIGH New N/A
Q863T6 Solute carrier family 22 member 1 0.00% 2.20% 0.00 1.50 HIGH New 1 N/A
%FISBm'FlSB Solute carrier family 22 member 1 0.00% 2.20% 0.00 150 | HIGH New N/A
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tr[B6V6V4|B6V

6Va Solute carrier family 30 member 7 0.00% 8.20% 0.00 1.50 HIGH New N/A
glFlSADIFISAI zziitgo‘;?g;eg:nrfggj (Glucose-6-phosphate | 50, 3.60% 0.00 3.00 | HIGH New N/A
Q863Y7 rsn‘élr‘l‘fge‘;afier family 52, riboflavin transporter, | ) 50, 13.70% 0.00 950 | HIGH New 1 N/A
;[\rI|§1RSN6|F1RS rSn(élrlggeia;rier family 52, riboflavin transporter, 0.00% 13.70% 0.00 9.50 HIGH New | N/A
HIRTOTSTIRIG | Spliceosome RNA helicase DDX39B 000% | 38% | 000 | 1550 | HIGH New N/A
Al NZAFIC | STEAP family member 4 0.00% 2.80% 0.00 1.00 | HIGH New N/A
té'?? DCZ7|B2D Stromal membrane-associated protein 1-like 0.00% 3.00% 0.00 1.50 HIGH New N/A
ZT|7F ISHATIFISH Sucrase-isomaltase, intestinal 0.00% 3.10% 0.00 2.50 HIGH New N/A
g'FLUDl BLU | superoxide dismutase [Cu-Zn] 0.00% 14.80% 0.00 250 | HIGH New 50

E'lFISTLl FIST 1 gy ndecan 0.00% 2.60% 0.00 400 | HIGH New 1,* 51

EEISCU‘”“SC Syndecan (Fragment) 0.00% 2.25% 000 | 1550 | HIGH New N/A
tFr|Slz)5GFS9|ASG Syntaxin 16 0.00% 5.90% 0.00 150 | HIGH New 1 N/A
tFr|{§()5GFT0|A5G Syntaxin 16 0.00% 5.80% 0.00 150 | HIGH New 1 N/A
HASGFTHASG | yntaxin 16 0.00% 5.50% 0.00 1,50 | HIGH New I N/A
HASGFTAASE | yntaxin 16 0.00% 5.60% 0.00 1,50 | HIGH New I N/A
HFISMIBIFISM | renagein 0.00% 0.60% 000 | 033 | HIGH | Knownt 52

WISLDROIBLD | renasein 0.00% 0.67% 000 | 033 | HIGH | Knownt 52
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tr{I3LJU9|I3LJU

9 Tenascin SV=1 0.00% 0.70% 0.00 0.33 HIGH New N/A
QO06AAS Tetraspanin-9 0.00% 13.80% 0.00 5.50 HIGH New# 53

{?SZEUUQB@ Toll-like receptor 3 short-type 0.00% 4.25% 000 | 900 | HIGH Known 54

E'&mmgm TR | Transferrin receptor protein 0.00% . 0.00 200 | HIGH New N/A
Q8HZV3 Transferrin receptor protein 1 (TfR1) 0.00% 5 70% 0.00 2.00 HIGH New N/A

. 0

t5r|F15025 [F1S02 | 1\ nsporter 0.00% 1.40% 0.00 350 | HIGH New N/A
P50390 Transthyretin 0.00% 15.30% 0.00 3.00 HIGH New 55

gr|I3LBJ 3I3LBJ Elzggt%l;i%ﬁf{tN\gl))-l){;‘methyltransferase non- 0.00% 430% 0.00 0.50 HIGH New N/A
g'FzZS 62IF2Z56 | Tpylin gamma chain 0.00% 2220% | 0.00 350 | HIGH Known 56

Q8SQ34 rTn‘;‘:l’;?‘;"mSlS factor receptor superfamily 0.00% 4.85% 0.00 33.50 | HIGH New 1 N/A
gg;GKQ2|K7G ;fnl::rrrlllc};re ?zcrosm factor receptor superfamily 0.00% 5.15% 0.00 3350 HIGH New § N/A
gﬁngm ;fnl::rrrlllc};g ?zcrosm factor receptor superfamily 0.00% 16.45% 0.00 31.00 HIGH New § N/A
g'gGQ”'mG ;iﬁ%g?‘;"ggi;;fgg;‘g receptor superfamily 0.00% | 4690% | 000 | 050 | HIGH New 1 N/A
077736 rTn‘;‘:l’;?‘;"mSlS factor receptor superfamily 0.00% 4.20% 0.00 1.50 | HIGH New 1 N/A
‘;?;F ISCY7|F1SC ;fnl::rrrlllc};re ?Zcrosm factor receptor superfamily 0.00% 420% 0.00 150 HIGH New N/A
tr[J9JIK9|J9JIK9 | Tyrosine-protein kinase 0.00% 0.50% 0.00 3.50 HIGH New 1 N/A
gﬁ@Mmm Tyrosine-protein kinase 0.00% 5.80% 0.00 350 | HIGH New N/A
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019064 Tyrosine-protein kinase JAK2 0.00% 0.90% 0.00 6.00 HIGH New 1 N/A
WIS TOMLTIET | Tyrosine-protein kinase JAK2 0.00% 6.00% 000 | 3.00 | HIGH New I N/A
RISTORYZIKTG | Tyrosine-protein kinase JAK2 (Fragment) 000% | 1620% | 000 | 150 | HIGH New ¥ N/A
;@FIRHB'FIRH Tyrosine-protein kinase receptor 0.00% 0.75% 0.00 2.50 HIGH New N/A
Iégﬁzrig_gg%(} gigg;ﬁsafboxyl'temmal hydrolase 0.00% 020% | 000 | 033 | HIGH New N/A
QO06AA9 Ubiquitin-conjugating enzyme E2 D2 0.00% 8.15% 0.00 5.00 HIGH New 1 N/A
SIFISIOSIFISION Upiquitin-conjugating enzyme E2 D2 0.00% 8.15% 000 | 500 | HIGH New N/A
WISLUKIIBEY | Upiquitin-conjugating enzyme E2 D2 0.00% 1045% | 000 | 500 | HIGH New N/A
P32307 Vasopressin V2 receptor 0.00% 9.20% 0.00 3.00 HIGH Known 57

Q29261 Villin-1 0.00% 1.20% 0.00 1.00 | HIGH New ¥ N/A
gl;FlSRWIFlSR Villin-1 0.00% 1.20% 0.00 1.00 HIGH New ¥ N/A
P48819 Vitronectin 0.00% L70% 0.00 5.00 HIGH New t N/A
gII3L638ll3L63 Vitronectin 0.00% > 10% 0.00 5.00 HIGH New 1 N/A
gII3L998|I3L99 Vitronectin 0.00% L70% 0.00 5.00 HIGH New 1 N/A
gII3L9F8II3L9F Vitronectin 0.00% L70% 0.00 5.00 HIGH New 1 N/A
gII3LP50ll3LP5 Vitronectin 0.00% > 10% 0.00 5.00 HIGH New 1 N/A
WIEISMNOIFS 1 v_type proton ATPase subunit F 0.00% | 715% | 000 | 450 | HIGH New N/A
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QI9TVCl1

V-type proton ATPase subunit H

0.00%

2.40%

0.00

7.00

HIGH

New 1

N/A

tr[FIRSG6|FIRS
G6

V-type proton ATPase subunit H

0.00%

2.40%

0.00

7.00

HIGH

New 1

N/A

tr[I3LQB3[13LQ
B3

V-type proton ATPase subunit H

0.00%

2.45%

0.00

7.00

HIGH

New 1

N/A

Note:
Note:

1, same proteins with different accession numbers in the Uniport database.

* protein known as an exosomal biomarker.

#, known family protein as an exosomal biomarker.

N/A, not available at the time of data analysis.

Total proteins on the table are 324 (= 211 proteins + 113 repeated proteins with different
accession numbers). Out of the 211 proteins, there are 172 newly identified proteins and 39
previously confirmed in primary cilia. Out of the 172 newly identified proteins, there are 8

proteins known as exosomal biomarkers and 3 belong to a known exosomal biomarker family.
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