Supplementary tables

Table S1. Raw data of all identified proteins provided by the Schirmer strip extract of the 3 batches (W+B+R).



Number of peptides Specific unique peptides MS/MS count
Sample 1[8] 2[R] 3[w] 1[8] 2[R] 3[w] 1[8] 2[R] 3[w]
Number | Number | Specific
Protein names Gene names of protein of Unique B1|82 (B3 |R1|[R2|R3|W1|W-2|W3|8B1|B2)|B3)|R1|R2|R3 |W1|W2|W3)|B1|[B2]|B3]|R1|R2]|R3|W1|[W2]W3
isoforms | Peptides | peptides
Prolactin-inducible protein PIP 1 16 16 4 14 13 14 15 15 14 15 15 12 14 13 14 15 15 14 15 15 95 | 104 | 125 | 122 | 119 | 124 | 129 | 141 | 157
Endorepellin HSPG2 1 161 161 54 49 48 [ 103 [ 98 [ 104 [ 94 80 92 54 49 48 | 103 | 98 | 104 | 94 80 92 62 54 53 | 124 | 125 | 122 | 119 | 108 | 113
Lysozyme C LYZ 1 29 29 23 22 21 23 23 21 22 19 21 23 22 21 23 23 21 22 19 21 | 109 | 100 | 103 | 109 | 103 [ 114 | 104 | 113 | 117
Igalpha-1 chain Cregion IGHAL 1 26 17 20 17 19 22 21 20 20 20 21 15 14 14 16 15 14 14 14 15 58 64 63 77 69 76 [ 110 | 105 | 106
Serum albumin ALB 2 95 88 76 | 70 | 73 | 46 | 44 | 45 | 51 [ 50 [ 50 | 70 | 65 | 67 | 42 | 40 | 41 | 47 | 46 | 46 | 209 | 195|209 | 71 | 63 [ 67 [ 101 [ 104 | 100
Lactotransferrin LTF 1 85 83 68 | 68 | 70 | 67 | 67 | 68 | 63 | 61 [ 60 | 66 | 66 | 68 | 66 | 66 | 67 | 61 | 59 | 58 | 138 | 124 | 129 | 98 | 105 | 102 | 107 [ 101 | 94
Polymeric immunoglobulin receptor PIGR 1 55 55 4 32 | 31 | 39| 41 | 39|39 [ 39 [ 40 3432313941 |[39]39)]39] 40| 71 | 55 | 54| 8 | 79 | 84 [104] 99| 93
Cystatin-S CST4 2 17 14 13 | 14 | 14 [ 13 ) 14 [ 14 [ 16 | 15 | 16 | 10 | 11 [ 11 | 10 | 11 [ 11 | 13 | 12 [ 13 | 43 | 39 | 46 | 78 | 71 [ 81 | 90 | 87 | 96
Complement C3 a3 1 114 107 57 [ 57 | 56 | 54 | 55 | 54 | 58 [ 58 | 58 | 54 | 54 | 52 [ 51 | 52 | 50 [ 54 | 55 | 52| 71 | 68 | 70 [ 62 | 65 | 61 [ 74 | 69 | 75
Proline-rich protein 4 PRR4 1 8 8 4 6 6 6 6 6 7 7 7 6 6 6 6 6 6 7 7 7 26 [ 23 |32 |42 |48 |54 |2 [ |71
Ceruloplasmin cp 2 53 53 36 [ 33 | 34 | 39| 39| 37 | 36 [ 36 | 37| 36 | 33| 34|39 39|37 [36 |36 | 37| 44| 45| 41 |51 ) 52| 48 [ 53] 53] 55
Deleted in malignant brain tumors 1 protein DMBT1 1 39 39 29 | 29 ) 29 [ 31 | 31 | 31 [ 31 )33 [ 28|29 ] 29|29 ] 31 [ 31 ] 31 ] 31 [33] 28] 50| 48 | 46 [ 54 | 55 | 54 | 53 | 53 | 46
Extracellular glycoprotein lacritin LACRT 1 12 12 6 9 7 11 [ 11 ] 11 | 10 | 11 9 6 9 7 11 [ 11 )11 | 10| 11 9 14 | 22 | 16 | 31 | 31 | 26 | 43 | 48 | 58
Lipocalin-1 LCN1 2 27 27 24 21 24 19 20 19 22 18 19 24 21 24 19 20 19 22 18 19 54 49 47 38 38 34 47 46 43
Mammaglobin-B SCGB2A1 1 12 12 4 7 6 3 4 4 7 7 7 7 7 6 3 4 4 7 7 7 17 19 18 5 7 7 35 35 36
Retinal dehydrogenase 1 ALDH1A1 1 40 37 33 28 29 22 21 20 26 27 25 31 27 27 21 20 18 25 26 24 50 42 46 27 24 23 37 36 33
Ig kappa chain Cregion 1GKC 1 9 9 8 8 9 7 8 7 8 8 8 8 8 9 7 8 7 8 8 8 17 21 16 13 18 16 30 33 34
Alpha-enolase ENO1 1 41 38 33 28 34 23 22 23 24 23 22 30 25 31 21 19 20 22 21 20 56 47 53 27 27 28 32 30 32
Immunoglobulin J chain 1GJ 1 18 18 13 13 11 15 13 14 13 12 13 13 13 11 15 13 14 13 12 13 19 22 22 29 28 26 27 33 32
Alpha-actinin-4 ACTN4 4 56 40 10 12 9 27 28 24 27 23 27 6 7 6 17 17 17 20 17 19 11 13 9 28 30 26 32 28 32
Clusterin CLU 1 28 28 14 15 16 13 16 13 16 17 18 14 15 16 13 16 13 16 17 18 17 18 19 20 23 19 28 26 30
Heat shock 70 kDa protein 1B HSPALB/A 2 36 25 31 26 30 22 22 25 23 24 25 21 17 20 15 14 17 15 15 17 39 33 35 27 26 29 26 29 29
Myosin-9 MYH9 9 80 69 13 14 11 39 37 39 28 28 28 11 11 8 32 32 33 23 22 23 12 13 11 39 39 40 27 28 28
Pyruvate kinase PKM PKM 2 41 41 29 31 31 14 15 16 23 26 20 29 31 31 14 15 16 23 26 20 43 41 41 16 16 18 28 31 23
Actin, cytoplasmic 2 ACTG1 1 31 1 17 15 17 16 15 14 16 18 17 1 1 1 1 1 1 1 1 1 26 25 26 26 24 22 23 30 29
Nucleobindin-2 NUCB2 1 26 26 4 12 14 13 14 14 17 15 16 15 12 14 13 14 14 17 15 16 25 18 20 18 23 21 29 24 27
Myosin-14 MYH14 1 91 84 4 30 29 8 10 8 26 25 23 28 27 26 4 7 5 22 21 20 33 33 30 9 11 8 27 28 24
Nucleobindin-1 NUCB1 1 32 32 4 15 17 23 20 18 23 23 22 15 15 17 23 20 18 23 23 22 18 17 21 27 23 22 26 25 28
Mesothelin MSLN 1 26 26 17 18 14 20 21 23 21 20 20 17 18 14 20 21 23 21 20 20 20 22 17 23 27 26 24 27 25
Keratin, type Il cytoskeletal 1 KRT1 1 50 4 20 | 17 [ 20 [ 40 | 41 | 43 [ 23 [ 20 [ 22 0 0 0 3 4 3 0 1 0 22 | 18 | 22 | 58 | 56 | 64 | 26 [ 25 | 25
Serotransferrin TF 1 57 56 4 47 | 42 | 24 | 28 | 27 | 24 | 22 | 26 | 44 | 46 | 41 | 24 | 28 | 27 | 24 | 22 | 26 | 63 | 59 | 55 | 25 | 28 | 27 | 24 [ 22 | 28
Phosphoglycerate kinase 1 PGK1 1 27 24 4 26 [ 21 ) 15 | 11 | 16 | 17 | 18 | 18 | 20 [ 23 | 18 | 13 9 14 | 15 [ 16 | 16 | 36 [ 38 | 33 | 22 | 18 | 22 | 25 [ 24 | 24
Lactoperoxidase LPO 1 42 42 15 | 15 | 16 [ 25 ) 24 [ 21 [ 21 ) 21 | 22 | 15 | 15 [ 16 | 25 | 24 [ 21 | 21 | 21 [ 22 | 19 | 18 | 17 | 32 | 30 [ 26 | 24 | 24 | 24
Ig mu chain C region IGHM 1 27 27 14 11 12 15 13 11 19 19 16 14 11 12 15 13 11 19 19 16 18 14 16 18 14 12 23 26 18
Annexin Al ANXAL 1 31 31 19 21 21 16 17 16 17 19 18 19 21 21 16 17 16 17 19 18 24 25 25 17 19 18 22 23 22
Heat shock protein HSP 90-alpha HSP90AAL 4 43 29 10 5 9 25 21 24 21 24 19 8 4 7 15 11 14 14 16 14 10 5 9 26 23 24 22 24 21
Gelsolin GSN 1 34 16 20 20 21 16 15 13 18 19 17 10 12 12 9 8 5 10 12 10 27 22 28 19 19 18 23 23 20
Glycogen phosphorylase, liver form PYGL 1 41 33 4 20 | 23 3 3 2 18 [ 19 ) 20 | 18 | 17 | 19 2 2 2 14 | 16 | 16 | 22 | 22 | 26 3 3 2 21 ) 19 | 23
Ig alpha-2 chain Cregion IGHA2 1 16 7 11 9 10 10 10 11 12 11 11 6 6 5 4 4 5 6 5 5 14 14 12 15 12 14 23 18 22
SPARC-like protein 1 SPARCL1 1 22 22 4 14 12 16 18 16 17 18 17 13 14 12 16 18 16 17 18 17 15 17 14 19 22 20 19 21 22
Ezrin EZR 1 41 31 27 22 21 17 13 13 18 18 16 20 16 17 11 9 10 14 13 12 34 28 28 18 15 13 22 20 19
Heat shock cognate 71 kDa protein HSPA8 2 37 33 27 26 27 20 21 19 17 16 16 24 23 23 17 18 16 14 13 13 36 33 36 25 26 24 22 20 17




Cathepsin D CTsD 1 20 0 Juln]9 [s]B[w]16]155]uu]n]9 [15]13]w4]16]15] 151718142/ 19]19]19]18]20
Protein 5100-A9 510049 1 14 1 4 9o |wlw] 98 [w] o o] 9[w|[w]osw]o9o 9|3t |s]alalslw|n]w
:”’te'"'g'”“m'”eEamma'g'“tamvlt'a”Sferase T6M2 1 36 36 s oo |o |7 |l |l s ule 7| v sy fm]|%] 6|6l |s|n0l6]
Cathepsin B CTsB 1 20 20 |u|v|lu|luw|s|v|lo|o|o|w|B|u|u|w|u|w| 6| n|alw|o]0]s]3]20]0]s
ldehyde dehydrogenase family 1 member A3 ALDH1A3 2 27 6 | 1818 205 |8 |8 1617|1478 19] a8 |7 |16 1716|242 25]4 ] 8] 7 15|21
Haptoglobin Hp 1 2 0 |s|u|luw|s|o|s|o|w|w|s |87 768|777 18] mw|u|wn|w|w6]|8]n
Ubi quitin-like modifier-activating enzyme 1 UBAL 1 38 38 4 | 7 s o0 7 [ w6577 5|9 w07 16]16]5]88 |6 0|u|s|18]w]|n
Complement factor B CrB 2 33 33 ||| |||l s|ols|s|s]o]a3[0]uw|e|s]u|s]|u
Elongation factor 2 EEF2 1 37 37 || u|7 |2 w819 6|0 1] 7 |22 |67 ]23]2]1.8]w]20]|s
Galectin-3-binding protein LGALS38P 1 2 % |10 w6185 1514013101617 181515 14|13 161221 2] 2]18]18]1
Glutathione S-transferase P G5TP1 1 1 6 |u|u|w]|s |77 |w|w|w|uw|uw|w|s]|7]7 w0]w|w0]220]20]20]u]s |w0]|w]1]is
ggbmax'”ary gland androgen-regulated protein SMR3B 1 2 2 slafafafaf 2|2 o222 af2af2|2f2fw|n s 6 57|,
CystatinsN csT1 1 3 10 | w|wlw|ulw|ululul77 777888109 s ]9 0] [15]16]ts
Heat shock protein beta-1 HSPBL 1 16 5 |w|o ol |7 s |ulolw|le|loluls| 7| uln|lw|l2|u|B8]w0]s |w0|w]6]|w
Peroxiredoxin-1 PRDXL 1 n 19 4 |18 | |w || 9 [u|u|w|w|we|5] 8|9 |7 |9 |02 |24]24]13]1w]|10]16]15]1
Glyceraldehyde-3-phosphate dehydrogenase GAPDH 1 n 2 | vluls|slaululslelolvle|sslululs|oluls|a]e]6s| sl u]s
Calumenin CALU 1 19 19 s Jw|w ||| slulols|w|w|s|le|ls|s|la|lov|lo|lo|lolu]s]| ]85/
Fructose bisphosphate aldolase A ALDOA 1 2 B | 8233416115209 2101281411233 ]38]15]|w|n|]s]|y
Proline-rich protein 1 PROLL 1 8 8 s |6 |6 |77 16717716 l6 6|7 |76 7|7 | 7lulsluls|lv|lulo|ls]|o
Tubulin beta-48 chain TUBBAB 1 2 1 4 |6 |sJwlo nlw| lultltlolololtlrlt1lslslelulolnlululy
Transcobalamin-1 TONL 1 1 1 s ool 9 s|w]o 99 w398 101513162/ 116w
Leukocyte elastase inhibitor SERPINBL 2 2 25 | 1919|195 0] 9 |25 121818 18] 4|9 |8 | 11| 1a]1e|22525]5 |11]10]wa]18]ts
Tripeptidyl-peptidase 1 TPPL 1 14 1 s e ls|ululw|lulnlslseles s ululwlulnlsls o lulns|s[ulw|]|un
Protein S100-A8 510048 1 17 17 s | |ul|8|ulw|w|s B8l o|u|s||ulw|w0] 9 |220]220]25]20]2]56]156]s
DnaJ homolog subfamily C member 3 DNAIC3 1 21 21 1l 1ol ] |uluw|lsl 1t 1lolw]lulo w11 ]olw|[n]w0]we]w]u
6-phosphogluconate dehydrogenase, PGD 1 2 2 s {wlw6|s | 6|7 |ww|u|lw|lo|w|w|s|e|7|w|u|w|ls|w|w6|e|7]7]|15]u

decarboxylating 16
Alpha-amylase L AMYIA/B/2A 4 17 17 6§ |5 o w|s |9 |n|B]nule]s|o]w]ls]|o|n]nnlse|s|w0]1w]w0|w0]|s]1w]|u
Golgi membrane protein 1 GOLML 1 21 A |w sl s|s|s|e|le|ln||ulw|lwls|s|uls||y
Fructose-1,6-bisphosphatase 1 FBP1 1 22 21 18 | 17 | 17 7 7 6 12| 11 ] 1317 ] 16 [ 16 7 7 6 11| 10 | 12| 26 | 24 | 25 7 7 6 15 | 14 | 15
Putative elongation factor L-alpha-like 3 EEFIALPSEEFIAL | 2 17 9 8 | 9| 9|99 |9 9 es|wlse]| 7 676|776 7 |w|lululB|s|s|ns]|B]is
Selenium-binding protein 1 SELENBPL 1 37 37 4 |5 277 8|7 16|l oe] 25277 87 |16 a2 3347 8|7 6|n]|ts
Chloride intracellular channel protein 1 cuct 1 20 20 || |59 |8 |6 | ||| 8| 5]9 |8 |6 ||| B|19|1.|w]9]|8]|6|wu|n]|is
Phosphatidylethanolamine-binding protein 1 PEBPL 1 15 15 s [ luls 8|7 [wlw|lwluwln{uls [ s|7 w0021 ]20[w0]9]8|n|5]1
Triosephosphate isomerase i1 1 23 3 s |u|uvlu|s|slolulule|v|lvlu|ls|s|le|lo|lula|2B3]6|v|6|s|u|s
Prosaposin PSAP 1 20 19 s lnlols|u|lu|plulolelo|ols|lu|lulo| e v|lu|lv|le|lu|lo|lu|luls]|s
Serpin B SERPINBS 1 2 2% s o Jul|s|slulo|olwls|ulss|slulo[olw|lw|uolue|s|uls|]s
Ribonuclease inhibitor RNHL 1 29 29 4 | 1416|1315 16| B38| B3| 3|17 |18 ]|16] 3|15 16] 13| 13| 13|19 w]|9]13|15]|16]|14]|13]|un
Complement factor H CFH 2 45 s |4 |9 |18 ||| B B1s] 216w B]B]5]a|w|lulululs|s]s
Protein disulfide-isomerase P4HB 1 30 30 s s ||| s3|olololw]|s | w]|s|2|z3|e|o| ol s |uls8]s5]6|u|u|s
Ras GTPase-activating-like protein 1QGAPL 10GAPL 1 50 49 c 11w sl ltluls]s(sslul2]i]1 sl ]n
Rab GDP dissociation inhibitor beta 6DI2 1 25 7 9 | 88|66 |6 |ulw|ule|s 65568789 s|sls|es]6|lulnls
Neutrophil gelatinase-associated lipocalin LCN2 1 11 11 7 7 8 10 | 10 | 10 9 9 9 7 7 8 10 | 10 | 10 9 9 9 8 7 9 1| 1] 1unf13)12] 14
14-3-3 protein zeta/delta YWHAZ 1 n 18 slulo|s|s|s|olulole|s|lululo|lolul | v|lu|s|s|le|lo|s|lu|lo|s
Procollagen-lysine 2-orolutarate 5- PLODL 1 2 2 s |7 o |w|l||u|lulel7]7]e|lw|lnl|lula|lelr7]7]9]|w|s|s]|n]3

dioxygenase 1 14
Cytosol aminopeptidase LAP3 1 31 3t |alalals |4 |2 ululolalalals s 2uln|nl0[n2n]3 4] n|]|s
Keratin, type | cytoskeletal 19 KRT19 1 40 1 0| B l6]5s s s ulwlwlololololololololola|lnlw.]s]|s]|as|lululs
Transgelin-2 TAGLN2 1 n 21 4 |16 |87 8|7 | s|lululs|s|ul7 8|7 |w|wo|ulw|w|2]7]9]7 6|uln
Hemopexin HPX 1 n 2 |55 1586 |7 | n|ululns|s|5]8 6|7 12|27y |Blels
Ig lambda-6 chain C region IGLC6 4 10 3 4 6 6 7 7 5 4 4 4 1 2 2 2 2 2 1 2 2 7 14 [ 13 [ 13[15([9 15[ 14 ] 9
WD repeat-containing protein 1 WDR1 1 24 24 4 201 20 [ 12 ] 11 ) 13 (13 )10 (13|20 20|20 ] 12| 11|13 )13 [10 |13 252925 |12]13]15([13]1 14




Zinc-alpha-2-glycoprotein AZGP1 1 20 20 11 | 10 | 12 13 [ 13115 10| 11 9 11 [ 10 | 12 | 13 | 13 15 [ 10 | 11 9 16 | 13 14 | 15 | 16 | 18 | 13 14 11
Annexin A2 ANXA2,ANXA2P2 2 33 33 26 29 27 20 23 21 11 11 14 26 29 27 20 23 21 11 11 14 33 40 37 24 26 25 12 12 14
Aldehyde dehydrogenase, dimeric NADP- ALDH3AL 2 2 2 w| w786 |w|ululwo|w|w|7|8|6|w|w|un|lw|a|2|7|s|s6]|n]s

preferring 12
Filamin-B FLNB 1 55 53 23 16 22 19 17 16 11 14 12 21 14 20 18 16 15 10 13 11 23 16 22 21 18 17 11 14 12
78 kDa glucose-regulated protein HSPAS 1 33 32 17 | 14 ) 16 [ 28 | 27 | 25 | 14 | 13 11 16 [ 14 | 15 | 27 [ 26 | 25 [ 14 | 13 ) 10 | 18 | 17 | 18 [ 35 | 31 [ 33 | 14 | 13 10
Argininosuccinate synthase ASS1 1 29 29 17 16 16 4 2 3 9 11 10 17 16 16 4 2 3 9 11 10 20 18 20 4 2 3 12 12 12
f:;‘::"' dehydrogenase class 4 mu/sigma ADH7 1 27 v |ufw|Ble|3 |3 |nl0|wl2|wl 3|43 |3 |20lw0|B]B6]|3]3 |60l
45 kDa calcium-binding protein SDF4 1 17 17 4 6 7 9 8 9 12 10 11 4 6 7 9 8 9 12 10 11 5 7 8 9 9 9 13 11 12
Sulfhydryl oxidase 1 QSOX1 1 18 18 4 1 1 10 [ 10 ] 11 | 10 [ 12 | 11 1 1 1 10 10) 11 (1 f12] 11 1 1 1 10 | 10 | 11 [ 11 | 13 12
Tubulin alpha-1B chain TUBA1B 3 20 0 7 7 6 12 13 11 11 9 11 0 0 0 0 0 0 0 0 0 7 7 6 14 15 14 12 11 13
Annexin A3 ANXA3 1 22 22 15 [ 19 | 16 4 2 5 10 [ 10 | 11 15 | 19 | 16 4 2 5 1010 11| 17 | 22 18 4 2 5 11 | 12 12
Peroxiredoxin-6 PRDX6 1 19 19 4 6 7 5 7 5 10 10 9 7 6 7 5 7 5 10 10 9 7 6 7 6 8 6 12 12 11
Plastin-3 PLS3 1 22 16 4 0 0 8 6 9 11 [ 11 ] 10 1 0 0 4 3 5 6 7 6 1 0 0 8 6 9 12 12 11
Neutral alpha-glucosidase AB GANAB 1 24 24 4 4 5 8 7 6 10 10 12 4 4 5 8 7 6 10 10 12 5 5 6 9 7 8 11 11 13
Annexin A5 ANXAS 1 24 24 19 17 20 6 4 6 11 11 10 19 17 20 6 4 6 11 11 10 20 18 21 6 4 6 11 11 10
Apolipoprotein A-l APOAL 1 32 32 14 | 10 | 10 7 6 4 11 [ 11 ) 10 | 14 [ 10 | 10 7 6 4 11 [ 11 ) 10| 14 ] 10 | 10 7 6 4 11 | 11 10
Cystatin-C CST3 1 8 8 6 6 5 6 7 6 7 7 7 6 6 5 6 7 6 7 7 7 9 10 8 9 10 7 11 11 10
Adenylyl cyclase-associated protein 1 CAP1 2 26 26 4 6 6 7 10 8 12 | 10 9 4 6 6 7 10 8 12 | 10 9 4 6 6 8 10 8 12 ] 10 | 10
Soluble calcium-activated nucleotidase 1 CANT1 1 13 13 3 3 5 9 10 9 10 10 11 3 3 5 9 10 9 10 10 11 3 3 5 9 10 9 10 11 11
Transitional endoplasmic reticulum ATPase VCP 1 41 41 4 8 8 18 [ 13 | 16 9 13 8 11 8 8 18 | 13 | 16 9 13 8 11 9 8 19 | 13 ) 16 [ 10 | 14 8
Fatty acid-binding protein, epidermal FABPS 2 17 17 10 11 11 13 12 14 8 9 8 10 11 11 13 12 14 8 9 8 15 17 16 21 19 21 10 13 9
Mucin-5AC MUC5AC 1 72 68 4 44 51 0 0 0 11 10 9 45 41 49 0 0 0 11 10 9 56 50 57 0 0 0 11 10 10
Ribonuclease T2 RNASET2 1 10 10 4 3 5 6 7 7 6 6 7 7 3 5 6 7 7 6 6 7 8 3 6 8 12 9 10 | 10 11
Alcohol dehydrogenase [NADP(+)] AKR1AL 1 18 18 16 14 15 10 8 7 10 8 9 16 14 15 10 8 7 10 8 9 18 17 15 10 8 8 11 9 10
Calpain-1 catalytic subunit CAPN1 1 24 24 1 1 1 7 4 5 10 | 10 9 1 1 1 7 4 5 10 | 10 9 1 1 1 7 4 5 10 | 10 9
Interleukin-1 receptor antagonist protein ILIRN 1 10 10 9 8 9 5 4 4 5 7 7 9 8 9 5 4 4 5 7 7 14 | 11 ] 12 8 7 6 8 10 | 11
Heat shock protein HSP 90-beta HSP90ABL 2 37 21 5 3 4 18 [ 23 | 19 | 18 [ 15 | 15 2 2 2 6 11 7 9 5 8 3 2 2 11114 ] 10| 11 7 11
L-lactate dehydrogenase A chain LDHA 3 30 28 20 23 21 12 13 13 9 10 8 18 21 19 11 12 12 8 9 7 24 29 27 13 13 13 10 11 8
Z::‘Z’;'a“d'ffe'e"t'at'°”‘a55°c'ated protein AHNAK 1 me | me |28 |30 | 31|47 |38 e |10 | 7 |2l |30 |3 |47 |8 a0 7 | 12|30|30 2|5 alws| 0|7 |
Glutathione reductase, mitochondrial GSR 1 19 19 121 11) 12 0 1 2 8 9 9 122 11] 12 0 1 2 8 9 9 14 | 16 | 15 0 1 2 9 10 9
Peroxiredoxin-5, mitochondrial PRDX5 1 15 15 4 12 | 12 9 10 6 8 8 9 13112 12 9 10 6 8 8 9 18 | 16 | 16 9 11 6 10 8 10
Histone H1.4 HIST1H1E 3 10 3 7 3 6 6 7 7 5 4 5 3 2 2 2 3 2 2 2 3 9 6 9 9 10 10 10 9 9
Granulins GRN 1 17 17 11 9 7 10 | 10 9 7 9 7 11 9 7 10 | 10 9 7 9 7 13 11 7 1012 ) 11 9 10 9
Chitinase-3-like protein 2 CHI3L2 1 13 13 4 5 4 11 10 9 9 12 7 4 5 4 11 10 9 9 12 7 4 5 4 13 11 10 9 12 7
Protein disulfide-isomerase A3 PDIA3 1 31 31 4 20 17 15 17 15 9 9 10 20 20 17 15 17 15 9 9 10 20 21 18 15 17 15 9 9 10
UMP-CMP kinase CMPK1 1 12 12 8 9 10 3 4 4 6 7 6 8 9 10 3 4 4 6 7 6 12 | 12 14 3 4 4 9 10 8
Thymosin beta-4 TMSB4X 1 7 7 4 5 6 4 4 3 4 3 4 6 5 6 4 4 3 4 3 4 17 16 16 6 5 4 9 7 11
Programmed cell death 6-interacting protein PDCD6IP 1 29 29 4 2 3 4 4 7 9 9 9 3 2 3 4 4 7 9 9 9 3 2 3 4 4 7 9 9 9
Peptidyl-prolyl cis-trans isomerase A PPIA 7 12 12 11 10 12 8 6 6 8 7 9 11 10 | 12 8 6 6 8 7 9 21 | 20 17 10 7 8 9 8 10
Isocitrate dehydrogenase [NADP] cytoplasmic IDH1 1 16 16 10 8 9 4 1 4 7 7 7 10 8 9 4 1 4 7 7 7 12 9 11 4 1 4 8 9 9
Monocyte differentiation antigen CD14 (D14 1 11 11 1 1 1 5 5 3 7 7 7 1 1 1 5 5 3 7 7 7 1 1 1 5 6 3 8 9 9
Cofilin-1 CFLL 1 16 13 11 | 10 | 13 7 7 9 11 5 6 8 8 11 5 5 6 8 3 3 16 | 13 17 8 7 11 | 13 6 7
Nicotinate phosphoribosyltransferase NAPRT 1 28 28 4 18 | 15 2 3 1 9 8 8 15 | 18 [ 15 2 3 1 9 8 8 16 | 21 | 17 2 3 1 9 8 8
Alpha-2-HS-glycoprotein AHSG 2 11 11 7 7 7 3 4 3 7 6 6 7 7 7 3 4 3 7 6 6 8 8 11 4 4 4 9 8 8
Thioredoxin TXN 1 9 9 4 6 6 4 6 5 4 4 4 7 6 6 4 6 5 4 4 4 11 8 10 4 7 5 9 8 8
Hypoxia up-regulated protein 1 HYOU1 1 14 14 1 1 1 6 7 6 8 8 9 1 1 1 6 7 6 8 8 9 1 1 1 6 7 6 8 8 9
Phosphatidylethanolamine-binding protein 4 PEBP4 1 8 8 4 6 5 7 5 6 7 7 7 6 6 5 7 5 6 7 7 7 8 7 5 10 6 7 9 8 8
Secreted frizzled-related protein 1 SFRP1 1 10 10 4 6 5 5 8 6 5 7 6 3 6 5 5 8 6 5 7 6 4 9 7 8 10 7 8 8 9
Ei:';"de'm microtubule-associated protein- EML2 4 20 0 el 21| s e 6|32 |s 86 |jaflse]1f2]1|s]sf
Antithrombin-I1I SERPINC1 2 21 21 12 14 11 1 1 2 8 7 6 12 14 11 1 1 2 8 7 6 16 17 16 1 1 2 9 9 6




14-3-3 protein epsilon YWHAE 1 20 18 4 7 8 5 5 6 8 7 8 8 6 7 3 4 5 7 6 7 9 6 8 3 4 6 9 7 8
Metalloproteinase inhibitor 1 TIMP1 1 8 8 4 6 7 6 7 7 6 6 5 7 6 7 6 7 7 6 6 5 10 | 9 10 | 8 101119 8 7
Protein $100-P $100P 1 11 11 4 8 9 0 0 1 5 7 5 6 8 9 0 0 1 5 7 5 8 11 12 0 0 1 7 9 7
Glutamine-fructose6-phosphate GFPTL 2 2 0 |1 lololl2lrle]lelels]olols|l2l1lslolsefa]o]o]ls]2]|1]|s8]s9

aminotransferase 1 6
Galectin-3 LGALS3 1 10 10 7 7 7 5 4 5 5 4 5 7 7 7 5 4 5 5 4 5 12 [ 12 [ 12 7 6 7 8 7 8
Phosphoglycerate mutase 1 PGAM1 3 17 17 10 10 12 7 7 7 7 6 7 10 | 10 | 12 7 7 7 7 6 7 11 12 13 8 8 8 9 6 8
Beta-hexosaminidase subunit beta HEXB 1 14 14 4 4 5 5 7 8 7 7 7 4 4 5 5 7 8 7 7 7 5 5 5 6 8 10 | 7 9 7
Rho GDP-dissociation inhibitor 2 ARHGDIB 1 16 16 10 7 9 2 1 2 7 8 7 10 7 9 2 1 2 7 8 7 10 7 9 2 1 2 7 8 7
Phospholipid transfer protein PLTP 1 16 16 4 2 2 3 3 3 9 6 5 2 2 2 3 3 3 9 6 5 2 2 2 3 3 3 9 7 6
PDZ and LIM domain protein 1 PDLIM1 1 18 18 4 12 | 15 4 4 3 8 7 7 14 | 12 [ 15 | 4 4 3 8 7 7 16 [ 13 [ 17| 4 4 3 8 7 7
Vitamin D-binding protein GC 3 26 26 17 17 17 6 7 6 9 8 5 17 17 17 6 7 6 9 8 5 20 1 20 | 23 6 7 6 9 8 5
Myosin light polypeptide 6 MYL6 2 12 11 7 7 7 5 6 6 5 6 6 7 7 7 5 6 6 5 6 6 10 [ 11 9 7 8 7 6 8 8
Tropomyosin alpha-4 chain TPM4 3 19 14 17 | 12 | 14 7 8 7 5 7 7 13 1 10 [ 10 4 5 4 3 4 5 20 [ 13 ] 15 8 9 7 6 8 8
Calmodulin-3 CALM-3 3 10 10 7 7 7 7 5 6 4 4 5 7 7 7 7 5 6 4 4 5 10 11 11 10 8 9 8 7 7
Lipolysis-stimulated lipoprotein receptor LSR 1 14 14 4 3 4 8 8 1] 9 6 7 4 3 4 8 8 1 [ 9 6 7 4 3 4 8 8 11 | 9 6 7
Ig gamma-1 chain C region IGHG1 1 10 5 9 9 8 9 10 | 10 7 6 8 5 5 4 5 5 5 3 4 5 11 11 9 12 11 12 7 8 7
Calmodulin-like protein 5 CALMLS 1 14 14 9 8 9 11 [ 12 | 12 7 7 7 9 8 9 11 [ 12 | 12 7 7 7 11 [ 10 [ 12 [ 16 [ 20 [ 19 [ 8 7 7
Alcohol dehydrogenase 1C ADH1C/A 3 15 8 10 7 10 0 0 0 5 7 8 6 5 6 0 0 0 4 5 6 13 10 13 0 0 0 6 7 8
Actin-related protein 2/3 complex subunit 18 ARPC1B 1 14 13 6 5 8 3 2 1 7 7 7 5 4 7 3 2 1 6 6 6 6 5 8 3 2 1 7 7 7
Proteasome activator complex subunit 1 PSME1L 1 10 10 4 1 1 2 3 3 6 7 6 1 1 1 2 3 3 6 7 6 1 1 1 2 3 3 7 8 6
Cytosolic non-specific dipeptidase CNDP2 1 26 26 1| 1 9 2 4 3 7 8 6 11 | 11 9 2 4 3 7 8 6 12 | 12 ] 10 2 4 3 7 8 6
Perilipin-3 PLIN3 1 19 19 4 5 5 6 4 4 7 8 6 7 5 5 6 4 4 7 8 6 7 5 5 6 4 4 7 8 6
F-actin-capping protein subunit alpha-1 CAPZA1 1 13 12 4 7 8 6 4 5 6 7 5 4 6 7 6 4 5 6 7 5 5 7 9 6 4 5 7 8 6
Ig-like domain-containing protein IGHV30R16-9 1 4 1 2 2 3 2 2 2 2 2 2 1 1 1 1 1 1 1 1 1 5 4 3 5 7 4 8 7 6
Profilin-1 PEN1 2 13 13 11 7 7 6 6 7 6 5 6 11 7 7 6 6 7 6 5 6 16 10 11 6 7 7 7 6 8
Serine protease HTRAL HTRAL 1 14 14 0 0 1 7 8 5 8 7 6 0 0 1 7 8 5 8 7 6 0 0 1 7 8 5 8 7 6
Clathrin heavy chain 1 CLTC 2 43 43 0 1 0 8 8 8 7 7 6 0 1 0 8 8 8 7 7 6 0 1 0 9 8 8 7 8 6
Fibrinogen beta chain FGB 2 25 25 5 3 5 15 | 18 | 14 7 6 8 5 3 5 15 | 18 | 14 7 6 8 5 3 5 16 | 19 | 15 7 6 8
Anterior gradient protein 2 homolog AGR2 1 12 11 10 | 10 9 0 0 0 6 5 6 9 9 8 0 0 0 5 4 5 16 | 14 | 13 0 0 0 7 6 7
Dipeptidyl peptidase 3 DPP3 1 20 20 13 14 14 4 4 3 7 7 5 13 14 | 14 4 4 3 7 7 5 16 14 15 5 4 3 8 7 5
Puromycin-sensitive aminopeptidase NPEPPS 2 22 22 11 | 13 ] 13 6 6 8 7 6 7 11 | 13 | 13 6 6 8 7 6 7 12 [ 13 ] 14 6 6 8 7 6 7
14-3-3 protein sigma SEN 1 23 21 4 9 11 16 | 15 14 7 6 6 14 8 10 14 14 13 6 5 5 16 10 12 17 19 18 8 6 6
Bifunctional purine biosynthesis protein PURH ATIC 1 32 32 28 | 21 ) 17 0 1 1 7 4 7 2121 ) 17 0 1 1 7 4 7 35 1 26 | 21 0 1 1 7 4 8
Aldo-keto reductase family 1 member C1 AKR1C1 1 23 2 18 14 15 2 2 2 5 6 5 2 2 1 0 0 0 1 1 1 26 18 | 21 2 2 2 6 7 6
Sorbitol dehydrogenase SORD 1 18 18 4 9 9 3 2 1 6 7 6 11 9 9 3 2 1 6 7 6 11 ] 9 9 3 2 1 6 7 6
Leukotriene A-4 hydrolase LTA4H 1 25 25 19 | 17 [ 17 ] 2 2 3 4 7 4 19 [ 17 | 17 2 2 3 4 7 4 2 119 )20 ] 2 2 3 5 9 5
Alpha-1-antitrypsin SERPINAL 1 23 23 4 10 12 3 4 4 6 5 6 12 10 | 12 3 4 4 6 5 6 13 12 13 3 4 4 6 6 7
Proteasome subunit alpha type-7 PSMA7 2 13 13 9 9 10 5 5 5 5 6 7 9 9 10 5 5 5 5 6 7 10 [ 10 | 13 5 5 5 5 6 8
Macrophage-capping protein CAPG 1 15 15 3 4 2 5 5 5 5 7 7 3 4 2 5 5 5 5 7 7 3 4 2 5 5 5 5 7 7
Glucose-6-phosphate isomerase GPI 1 23 17 16 | 16 | 17 7 5 6 7 6 5 12 | 12 ] 13 4 4 4 5 4 4 23 1 20 | 18 7 5 6 7 7 5
Reticulocalbin-1 RCN1 1 12 12 4 5 4 5 4 5 5 5 5 4 5 4 5 4 5 5 5 5 5 8 6 7 6 6 6 6 7
Retinoic acid receptor responder protein 1 RARRES1 1 8 8 4 1 0 7 6 7 6 5 6 1 1 0 7 6 7 6 5 6 1 1 0 8 6 8 7 6 6
Glutathione peroxidase 1 GPX1 1 13 13 6 8 7 0 0 0 6 4 6 6 8 7 0 0 0 6 4 6 7 10 [10f 0 0 0 7 4 7
GDP-mannose 4,6 dehydratase GMDS 1 13 13 6 8 6 1 0 1 6 5 7 6 8 6 1 0 1 6 5 7 6 9 6 1 0 1 6 5 7
Plasma protease C1 inhibitor SERPING1 1 13 13 4 8 11 1 2 2 5 5 8 8 8 11 1 2 2 5 5 8 9 9 11 1 2 2 5 5 8
Prostasin PRSS8 1 5 5 4 2 1 2 2 2 5 4 4 1 2 1 2 2 2 5 4 4 1 3 2 3 3 4 7 6 5
Transketolase TKT 1 27 27 4 131141 4 3 3 7 6 4 19 | 1314 4 3 3 7 6 4 2 11616 | 5 4 4 8 6 4
Involucrin IVL 1 19 19 4 4 1 17 16 16 5 7 6 4 4 1 17 16 16 5 7 6 4 4 1 23 19 19 5 7 6
Protein $100-A6 S100A6 1 13 13 4 8 7 2 1 3 6 6 4 5 8 7 2 1 3 6 6 4 6 9 9 2 1 3 6 7 4
Proteasome activator complex subunit 2 PSME2 1 12 12 4 1 0 4 2 4 4 6 5 0 1 0 4 2 4 4 6 5 0 1 0 4 2 4 5 6 6




F-actin-capping protein subunit beta CAPZB 1 15 14 5 4 4 4 3 4 7 5 5 5 4 4 4 3 4 7 5 5 6 4 4 4 3 4 7 5 5
Drebrin-like protein DBNL 1 11 11 9 9 7 4 4 4 4 5 6 9 9 7 4 4 4 4 5 6 10 9 8 4 4 4 5 6 6
:;’f)/ H(+) exchange regulatory cofactor NHE- SLCIA3RL 1 15 15 ajwfna s a7 s st fals 3|7 |s|s|njufslefls]s|7]s5|,
Antileukoproteinase SLPI 1 7 7 4 3 4 2 4 4 4 3 3 5 3 4 2 4 4 4 3 3 5 3 5 2 5 6 7 4 6
Heat shock 70 kDa protein 4 HSPA4 1 21 20 13 | 11 9 5 5 4 6 5 6 12 | 10 8 5 5 4 6 5 5 13 11 9 5 5 4 6 5 6
Beta-2-microglobulin B2M 1 8 8 4 3 4 5 6 5 4 5 4 4 3 4 5 6 5 4 5 4 5 3 6 5 6 6 5 6 6
Glutamine synthetase GLUL 1 13 13 9 7 8 6 8 9 6 6 5 9 7 8 6 8 9 6 6 5 9 7 8 7 9 10 6 6 5
Fibrinogen gamma chain FGG 1 17 17 3 5 6 12 11 12 3 4 7 3 5 6 12 11 12 3 4 7 3 5 6 14 14 15 4 5 8
Glycogen phosphorylase, brain form PYGB 1 26 19 4 7 8 1 1 0 8 7 8 6 5 5 0 0 0 4 4 4 6 5 6 0 0 0 5 6 5
Alpha/beta hydrolase domain-containing ABHD148 1 7 7 213 ]ololols|s|alals]3]ololols]|s|a]l2ale]3]o]o|lof|s]6s

protein 148 5
Proteasome subunit alpha type-2 PSMA2 1 9 9 4 7 5 1 1 2 4 4 5 6 7 5 1 1 2 4 4 5 9 9 8 1 1 2 5 5 6
Transthyretin TIR 1 9 9 4 5 7 2 2 1 5 5 5 3 5 7 2 2 1 5 5 5 3 5 7 2 2 1 5 6 5
Tissue alpha-L-fucosidase FUCAL 1 10 10 4 3 2 2 3 4 3 5 4 4 3 2 2 3 4 3 5 4 4 3 2 2 3 4 5 6 5
GDP-L-fucose synthase TSTA3 1 16 16 4 9 8 3 4 3 6 5 5 10 9 8 3 4 3 6 5 5 10 | 10 9 3 4 3 6 5 5
Heme-binding protein 2 HEBP2 1 11 11 6 8 6 3 4 3 6 5 5 6 8 6 3 4 3 6 5 5 7 9 7 3 4 3 6 5 5
Phospholipase A2, membrane associated PLA2G2A 1 6 6 4 3 3 3 2 3 4 3 3 5 3 3 3 2 3 4 3 3 7 6 5 4 3 4 6 5 5
Golgi apparatus protein 1 GLG1 1 12 12 2 1 2 4 5 3 6 5 5 2 1 2 4 5 3 6 5 5 2 1 2 4 5 3 6 5 5
Actin-related protein 3 ACTR3 3 18 18 10 8 9 3 6 4 5 6 5 10 8 9 3 6 4 5 6 5 11 8 11 3 6 4 5 6 5
Peroxiredoxin-2 PRDX2 1 13 12 4 6 8 7 3 6 6 5 7 6 5 7 6 2 5 5 5 6 6 6 7 7 2 5 5 5 6
Beta-mannosidase MANBA 1 11 11 4 3 3 4 4 6 5 5 6 4 3 3 4 4 6 5 5 6 4 3 3 4 4 6 5 5 6
Nucleoside diphosphate kinase B NME2;NME2P1 2 10 6 9 6 7 4 5 3 5 4 4 6 3 4 2 2 1 2 2 2 14 11 12 5 6 4 6 5 5
Carbonyl reductase [NADPH] 1 CBR1 1 14 12 9 10 | 10 6 4 5 4 7 5 7 8 8 4 2 3 2 5 3 10 | 12 | 11 6 4 5 4 7 5
Vinculin VCL 1 19 19 4 1 0 5 6 5 6 5 5 1 1 0 5 6 5 6 5 5 1 1 0 5 6 5 6 5 5
Peptidyl-glycine alpha-amidating PAM 1 10 w [ a3 |26 |a|7 s s |el3|3]2]6]|a|7]|s|s|e6|3|3]2]s6]al|lr]|s5]s

monooxygenase 6
Malate dehydrogenase, cytoplasmic MDH1 1 14 14 7 8 9 6 6 6 5 5 6 7 8 9 6 6 6 5 5 6 9 11 | 12 7 7 7 5 5 6
Alpha-2-macroglobulin A2M 2 71 65 15 12 16 7 7 9 4 7 5 14 11 15 6 6 9 4 6 4 17 13 17 7 7 9 4 7 5
zc"ypep“de N-acetylgalactosaminyltransferase GALNTS 1 10 9 ofrof 7 e 7| efefsfofololel7 e |3 s fo|1fols]sfslals|
Ig gamma-3 chain C region IGHG3 1 12 7 7 7 7 8 8 8 5 2 3 3 3 3 4 3 3 1 0 0 10 9 10 (13]12]10 7 4 5
Protein S100-A7 S100A7 1 13 9 4 4 4 11 (12 ] 11 4 5 7 3 2 2 8 8 7 2 2 4 5 4 4 14 1 19 | 18 4 5 7
Tryptophan--tRNA ligase, cytoplasmic WARS 1 10 10 4 2 2 0 0 0 4 4 4 3 2 2 0 0 0 4 4 4 4 3 3 0 0 0 5 5 5
UTP--glucose-1-phosphate uridylyltransferase UGP2 1 16 16 4 0 0 0 0 0 5 5 4 1 0 0 0 0 0 5 5 4 1 0 0 0 0 0 5 5 5
Calpain-2 catalytic subunit CAPN2 1 23 23 0 0 0 0 0 0 5 5 5 0 0 0 0 0 0 5 5 5 0 0 0 0 0 0 5 5 5
Inorganic pyrophosphatase PPAL 1 16 16 4 7 5 0 1 2 5 4 6 9 7 5 0 1 2 5 4 6 9 7 5 0 1 2 5 4 6
Aminopeptidase B RNPEP 1 24 24 4 17 17 1 1 2 6 4 4 16 17 17 1 1 2 6 4 4 16 18 17 1 1 2 6 4 5
Catechol O-methyltransferase COMT 1 15 15 8 9 8 1 1 2 4 4 5 8 9 8 1 1 2 4 4 5 11 | 11 11 1 1 2 5 5 5
Kininogen-1 KNG1 4 23 23 13 15 13 2 4 2 5 5 5 13 15 13 2 4 2 5 5 5 13 17 14 2 4 2 5 5 5
Alcohol dehydrogenase class-3 ADH5 1 11 11 8 7 8 3 2 2 4 4 4 8 7 8 3 2 2 4 4 4 10 9 9 4 2 2 5 5 5
Sialidase-1 NEU1 1 8 8 4 0 0 1 2 3 3 4 5 0 0 0 1 2 3 3 4 5 0 0 0 1 3 4 4 5 6
N-acetylglucosamine-1-phosphotransferase GNPTG 1 6 6 12t |alalslel|als a2l al2l3]ls]als|ala]1]|a]l2|3]|6]a

subunit gamma 5
Ig kappa chain V-1l region B6 1GKV3-20 1 5 3 4 4 3 3 3 4 4 4 4 2 2 1 2 2 2 2 2 2 4 4 3 3 3 4 5 5 5
Slit homolog 3 protein SUT3 1 9 9 4 0 0 4 3 3 4 4 7 0 0 0 4 3 3 4 4 7 0 0 0 4 3 3 4 4 7
Prominin-1 PROM1 1 12 12 4 1 1 4 3 3 5 5 5 5 1 1 4 3 3 5 5 5 5 1 1 5 3 3 5 5 5
14-3-3 protein beta/alpha YWHAB 1 16 11 4 7 7 6 5 5 5 7 7 6 5 6 4 4 4 4 5 4 7 6 6 4 4 4 5 5 5
WAP four-disulfide core domain protein 2 WFDC2 1 5 5 4 4 5 3 4 3 4 4 4 5 4 5 3 4 3 4 4 4 5 4 6 3 5 4 5 4 6
Di-N-acetylchitobiase CTBS 1 9 9 5 4 5 5 3 4 4 5 6 5 4 5 5 3 4 4 5 6 5 4 5 5 3 4 4 5 6
Ig lambda-1 chain C regions IGLC1/L5 2 8 1 4 5 5 6 6 4 4 3 3 1 1 1 1 1 1 1 1 1 3 3 2 4 3 6 6 5 4
Collagen alpha-1(Vl) chain COL6AL 1 13 13 1 1 1 4 5 6 5 4 5 1 1 1 4 5 6 5 4 5 1 1 1 4 6 6 6 4 5
Glucosidase 2 subunit beta PRKCSH 1 12 12 4 6 5 6 7 5 6 4 5 5 6 5 6 7 5 6 4 5 5 6 5 6 7 5 6 4 5
Nicotinamide phosphoribosyltransferase NAMPT 1 15 15 4 2 0 8 7 5 5 4 5 1 2 0 8 7 5 5 4 5 1 2 0 8 8 5 6 4 5
Kynureninase KYNU 1 13 13 8 7 9 0 0 0 5 4 4 8 7 9 0 0 0 5 4 4 12 | 11 12 0 0 0 5 5 4




Pyridoxal kinase PDXK 1 11 11 4 6 8 0 0 0 4 5 5 8 6 8 0 0 0 4 5 5 9 6 8 0 0 0 4 5 5
Talin-1 TIN1 1 33 30 4 0 0 2 0 1 5 5 4 0 0 0 2 0 1 4 5 4 0 0 0 2 0 1 5 5 4
Glyoxalase domain-containing protein 4 GLOD4 1 14 14 9 5 5 2 1 1 4 5 5 9 5 5 2 1 1 4 5 5 11 7 7 2 1 1 4 5 5
Proteasome subunit beta type-1 PSMB1 1 9 9 4 7 6 3 3 3 5 4 2 7 7 6 3 3 3 5 4 2 8 10 8 3 3 3 6 5 3
Ig heavy chain V-IIl region JON IGHV3-21 6 7 3 2 2 4 4 1 3 3 4 4 0 0 1 2 0 1 1 2 2 3 2 5 5 2 3 4 5 5
Prothrombin F2 2 19 19 12 | 11 ] 10 5 3 3 6 3 5 12 | 11 [ 10 5 3 3 6 3 5 14 | 12 [ 10 5 3 3 6 3 5
Beta-2-glycoprotein 1 APOH 2 12 12 8 7 6 5 3 5 5 4 4 8 7 6 5 3 5 5 4 4 11 7 7 5 3 5 5 4 5
14-3-3 protein theta YWHAQ 1 13 10 4 4 4 7 5 5 5 5 5 3 3 3 5 4 4 4 4 4 3 3 3 5 4 4 5 5 4
60S acidic ribosomal protein P2 RPLP2 1 7 6 4 5 5 7 6 7 4 3 3 4 5 5 6 6 6 4 3 3 6 8 6 9 9 10 7 4 3
Complement C4-A C4A 3 60 2 7 7 9 15 13 16 5 4 5 1 0 1 1 1 1 0 0 0 7 7 9 15 14 16 5 4 5
Caspase-14 CASP14 1 18 18 3 4 2 14 11 14 3 4 4 3 4 2 14 11 14 3 4 4 3 4 2 16 13 17 4 5 5
Glycerol-3-phosphate dehydrogenase 1-like GPDIL 1 13 ") 1)1t 3fololo|ls 3]sl f3]ololols]|3]|s5]t|1]3]o|loflo]s]s3s

protein 5
Glutathione synthetase GSS 1 21 21 12 10 11 1 0 0 5 3 5 12 10 11 1 0 0 5 3 5 12 10 11 1 0 0 5 3 5
Niban-like protein 1 FAM129B 1 14 14 2 2 2 0 1 1 4 4 5 2 2 2 0 1 1 4 4 5 2 2 3 0 1 1 4 4 5
High mobility group protein B1 HMGB1/P1 3 12 9 11 8 9 1 2 2 3 4 4 8 6 6 1 2 2 3 3 3 12 9 10 1 2 2 4 5 4
Glutathione peroxidase 3 GPX3 1 5 5 1 1 2 1 3 2 5 4 4 1 1 2 1 3 2 5 4 4 1 1 2 1 3 2 5 4 4
Proteasome subunit alpha type-6 PSMA6 1 14 14 4 11 11 3 2 2 5 4 4 11 11 11 3 2 2 5 4 4 12 15 15 3 2 2 5 4 4
Adipogenesis regulatory factor ADIRF 1 6 6 5 5 4 2 3 4 4 4 5 5 5 4 2 3 4 4 4 5 6 6 6 2 3 4 4 4 5
Ig kappa chain V-l region HK102 1GKV1-5 1 4 4 2 2 1 3 3 3 3 3 4 2 2 1 3 3 3 3 3 4 2 2 1 3 3 3 3 4 6
Transaldolase TALDO1 1 13 13 4 7 6 2 3 3 2 5 4 5 7 6 2 3 3 2 5 4 6 8 7 3 3 4 3 6 4
Angiogenin ANG 1 6 6 3 4 2 3 2 4 3 3 4 3 4 2 3 2 4 3 3 4 4 5 3 3 2 5 5 4 4
Carboxypeptidase Q CPQ 1 5 5 0 0 0 3 3 4 3 5 5 0 0 0 3 3 4 3 5 5 0 0 0 3 3 4 3 5 5
Protein deglycase DJ-1 PARK7 1 12 12 4 8 7 4 4 2 3 3 4 8 8 7 4 4 2 3 3 4 11 | 12 [ 11 5 5 3 4 4 5
Thrombospondin-1 THBS1 3 11 11 0 0 0 3 2 5 3 3 4 0 0 0 3 2 5 3 3 4 0 0 0 4 2 7 4 4 5
Zymogen granule protein 16 homolog B 2G16B 1 8 8 4 4 4 4 5 4 2 4 3 3 4 4 4 5 4 2 4 3 5 5 5 5 6 5 3 5 5
Thymidine phosphorylase TYMP 1 19 19 4 0 1 13 11 11 5 3 5 0 0 1 13 11 11 5 3 5 0 0 1 15 13 13 5 3 5
Protein Niban FAM129A 1 16 16 0 0 0 0 0 0 4 4 4 0 0 0 0 0 0 4 4 4 0 0 0 0 0 0 4 4 4
Angiopoietin-related protein 1 ANGPTL1 2 8 8 0 0 0 0 1 1 3 3 4 0 0 0 0 1 1 3 3 4 0 0 0 0 1 1 4 3 5
Nucleosome assembly protein 1-like 4 NAP1L4 1 9 7 4 6 5 1 1 3 4 5 3 4 4 5 1 1 3 2 3 1 4 7 5 1 1 3 4 5 3
Eukaryotic translation initiation factor 5A-1 EIFSAEIF5ALLEIFSA2 3 10 10 7 6 6 2 2 2 4 5 3 7 6 6 2 2 2 4 5 3 8 8 7 2 2 2 4 5 3
Rho GDP-dissociation inhibitor 1 ARHGDIA 1 13 13 8 3 6 2 2 2 3 5 4 8 3 6 2 2 2 3 5 4 9 3 7 2 2 2 3 5 4
Stress-induced-phosphoprotein 1 STIP1 1 21 21 4 13 11 3 4 4 4 5 3 11 13 11 3 4 4 4 5 3 12 14 14 3 4 4 4 5 3
::;:Tge”ec’“s nuclear ribonucleoproteins HNRNPA2BL 1 17 17 s |76 a s 3|3 |s|a|8|7|e|4fs|3|3]|sa]|s|s]|7)a]|s]3]3]s5]|,
Proteasome subunit alpha type-5 PSMAS5 1 8 8 4 6 6 3 2 4 2 5 2 5 6 6 3 2 4 2 5 2 6 7 8 4 3 5 3 6 3
Attractin ATRN 1 8 8 1 2 2 3 3 4 3 4 2 1 2 2 3 3 4 3 4 2 1 3 3 4 3 5 4 5 3
Biotinidase BTD 1 5 5 2 1 1 3 3 3 4 3 2 2 1 1 3 3 3 4 3 2 3 1 1 4 4 4 5 4 3
Prolyl endopeptidase PREP 1 23 23 4 14 | 15 5 4 5 4 4 4 19 | 14 [ 15 5 4 5 4 4 4 20 | 15 | 16 5 4 5 4 4 4
GTP-binding nuclear protein Ran RAN 1 9 9 4 4 3 5 3 4 3 3 3 3 4 3 5 3 4 3 3 3 4 4 3 6 4 5 4 4 4
Cellular retinoic acid-binding protein 2 CRABP2 1 7 7 4 4 3 5 5 7 3 3 3 4 4 3 5 5 7 3 3 3 5 5 4 7 7 9 4 4 4
Guanine nucleofide-binding protein subunit GNB2L1 1 15 15 B || s | s|ofla|a|a||u|luls|s|o]|as]|s]|as|w|w||o]|s]|s]|a4s]s

beta-2-like 1 4
Serine hydroxymethyltransferase, cytosolic SHMT1 1 14 13 4 7 10 0 0 0 4 3 4 7 6 9 0 0 0 4 3 4 7 7 10 0 0 0 4 3 4
Cysteine-rich protein 2 CRIP2 1 4 4 4 4 4 0 0 0 3 4 4 4 4 4 0 0 0 3 4 4 5 4 4 0 0 0 3 4 4
Phosphoglucomutase-1 PGM1 1 10 10 4 1 2 0 0 0 4 4 3 2 1 2 0 0 0 4 4 3 2 1 2 0 0 0 4 4 3
Glutathione S-transferase theta-1 GSTT1 1 10 10 0 0 0 0 0 0 3 3 5 0 0 0 0 0 0 3 3 5 0 0 0 0 0 0 3 3 5
EF-hand domain-containing protein D2 EFHD2 2 16 16 9 8 6 0 1 1 4 4 3 9 8 6 0 1 1 4 4 3 9 8 6 0 1 1 4 4 3
Protein ERGIC-53 LMAN1 1 8 8 0 0 0 1 1 1 3 2 5 0 0 0 1 1 1 3 2 5 0 0 0 1 1 1 3 2 6
V-type proton ATPase catalytic subunit A ATP6VIA 1 17 17 2 3 3 1 1 2 4 3 4 2 3 3 1 1 2 4 3 4 2 3 3 1 1 2 4 3 4
Protein $100-A12 S100A12 1 6 6 4 3 3 2 2 2 2 2 2 5 3 3 2 2 2 2 2 2 8 6 7 2 2 3 4 3 4
T-complex protein 1 subunit beta CCT2 1 22 22 1 0 0 3 2 4 4 3 4 1 0 0 3 2 4 4 3 4 1 0 0 3 2 4 4 3 4
Myosin regulatory light chain 12A MYL12A/B 3 7 7 7 7 6 4 3 4 4 3 4 7 7 6 4 3 4 4 3 4 7 7 6 4 3 4 4 3 4




|Pr0tein NDRG2 NDRG2 1 10 9 4 5 5 5 3 4 3 3 5 3 5 5 5 3 4 3 3 5 3 5 5 5 3 4 3 3 5
Ribonuclease 4 RNASE4 1 7 7 4 2 3 3 3 3 2 2 3 2 2 3 3 3 3 2 2 3 3 3 4 4 4 4 3 3 5
Dipeptidyl peptidase 1 CTSC 1 9 9 4 5 5 5 5 4 3 2 4 4 5 5 5 5 4 3 2 4 4 5 5 6 5 4 4 2 5
T-complex protein 1 subunit theta CCT8 1 18 17 0 0 0 6 5 7 4 3 4 0 0 0 6 5 7 4 3 4 0 0 0 6 5 7 4 3 4
Filaggrin FLG 2 15 15 3 4 3 10 8 9 2 2 4 3 4 3 10 8 9 2 2 4 4 5 4 13 10 11 3 3 5
Adenylate kinase isoenzyme 1 AK1 1 7 7 2 2 2 0 0 0 3 3 3 2 2 2 0 0 0 3 3 3 3 3 2 0 0 0 3 3 4
:T;depe”de”t 6-phosphofructokinase,liver PFKL 1 19 17 afofrfofofolsfsj2afofofofofolofal2afalofolrfo]ofo]s|3],
Adseverin SCIN 1 27 27 4 0 1 0 0 0 3 2 5 0 0 1 0 0 0 3 2 5 0 0 1 0 0 0 3 2 5
Thymosin beta-10 TMSB10 2 5 5 5 4 5 0 1 1 3 2 3 5 4 5 0 1 1 3 2 3 10 8 8 0 1 1 4 2 4
Beta-1,3-N-acetylglucosaminyltransferase LFNG 1 6 6 11|t tjo 23|33 ]ol2a33]|3] 1|11 |o]2]3]3

lunatic fringe 4
Myotrophin MTPN 1 9 9 7 7 8 2 1 1 4 3 3 7 7 8 2 1 1 4 3 3 9 7 9 2 1 1 4 3 3
Calpastatin CAST 1 15 15 8 8 7 2 2 0 4 3 3 8 8 7 2 2 0 4 3 3 8 8 7 2 2 0 4 3 3
F-actin-capping protein subunit alpha-2 CAPZA2 1 8 7 1 3 4 1 1 2 3 3 3 1 2 3 1 1 2 3 3 3 1 2 3 1 1 2 3 3 4
Complement factor | CFl 2 11 11 6 5 6 1 2 2 4 3 3 6 5 6 1 2 2 4 3 3 6 5 6 1 2 2 4 3 3
Specifically androgen-regulated gene protein SARG 1 10 10 4 6 7 2 2 2 3 3 4 7 6 7 2 2 2 3 3 4 7 6 7 2 2 2 3 3 4
Adenine phosphoribosyltransferase APRT 1 13 13 7 6 6 2 2 2 4 4 2 7 6 6 2 2 2 4 4 2 7 6 6 2 2 2 4 4 2
Calcium-regulated heat stable protein 1 CARHSP1 1 4 4 4 3 2 1 1 1 3 2 2 4 3 2 1 1 1 3 2 2 5 4 3 2 2 2 4 3 3
Lactadherin MFGE8 1 7 7 0 0 0 1 1 4 3 3 4 0 0 0 1 1 4 3 3 4 0 0 0 1 1 4 3 3 4
Glyoxylate reductase/hydroxypyruvate GRHPR 1 9 9 7166|3223 s3|afl7|e|6|3|2]23|3|a]l7]|6|6]|3]|2]|2]3]:

reductase 4
Platelet-activating factor acetylhydrolase IB PAFAH1B1 1 13 13 slw| 7233 |33 |alofw| 7233 ]3]|3|alw|luls]|2]|3]|3]3]:

subunit alpha 4
serine/threonine-protein phosphatase PP1- PPP1CB 1 7 4 a7 el 2333 |3|alals|2]a|a]2]c]2]2ls]7]6]2]3]3]3]:3

beta catalytic subunit 4
Latexin LXN 1 4 4 2 2 2 2 2 2 2 3 2 2 2 2 2 2 2 2 3 2 3 3 2 2 3 3 3 4 3
Dystroglycan DAG1 1 5 5 1 2 2 2 3 3 3 3 4 1 2 2 2 3 3 3 3 4 1 2 2 2 3 3 3 3 4
Protein FAM3D FAM3D 1 6 6 1 1 1 4 2 2 2 3 4 1 1 1 4 2 2 2 3 4 1 1 1 4 2 2 3 3 4
Adenosylhomocysteinase AHCY 1 13 13 10 9 10 3 3 3 4 3 3 10 9 10 3 3 3 4 3 3 11 10 11 3 3 3 4 3 3
Immunoglobulin kappa variable 1-6 1GKV1-6 1 3 0 2 2 2 2 2 3 2 2 3 0 0 0 0 0 0 0 0 0 3 3 4 3 3 4 3 3 4
Eukaryotic initiation factor 4A-l EIF4A1 1 12 7 0 0 0 4 4 3 2 3 4 0 0 0 1 1 1 0 0 2 0 0 0 5 5 3 2 3 5
Zinc finger protein 185 ZNF185 1 17 17 4 7 7 4 4 6 3 4 3 6 7 7 4 4 6 3 4 3 7 7 7 4 4 6 3 4 3
Glucosamine-6-phosphate isomerase 1 GNPDA1 1 12 7 10 7 9 0 0 0 4 2 3 5 2 4 0 0 0 3 1 2 11 9 10 0 0 0 4 2 3
Calcyphosin CAPS 1 14 14 10 9 7 0 0 0 2 1 3 10 9 7 0 0 0 2 1 3 11 10 8 0 0 0 3 2 4
Quinone oxidoreductase CRYZ 1 10 10 9 7 6 0 0 0 2 3 3 9 7 6 0 0 0 2 3 3 9 8 6 0 0 0 3 3 3
Coronin-1B CORO1B 1 12 12 4 4 6 0 0 0 3 3 3 4 4 6 0 0 0 3 3 3 4 4 6 0 0 0 3 3 3
Protein phosphatase 1 regulatory subunit 7 PPP1R7 1 11 11 4 4 4 0 0 0 4 3 2 3 4 4 0 0 0 4 3 2 3 4 4 0 0 0 4 3 2
Proteasome subunit beta type-8 PSMB8 1 10 10 4 8 9 1 0 1 3 3 3 7 8 9 1 0 1 3 3 3 7 8 9 1 0 1 3 3 3
Ras-related protein Rap-1b RAP1B 2 10 2 2 1 1 0 1 1 4 2 3 1 1 1 0 1 1 1 0 1 2 1 1 0 1 1 4 2 3
Ig heavy chain V-I| region NEWM IGHV4-61 11 3 3 1 1 2 1 1 1 1 1 1 1 1 2 1 1 1 1 1 1 1 1 2 1 1 1 3 3 3
Calpain small subunit 1 CAPNS1 1 16 15 1 1 1 1 0 2 3 3 3 1 1 1 1 0 2 3 3 3 1 1 1 1 0 2 3 3 3
HLAclass | histocompatibility antigen, Cw-17 HLAC 1 9 6 222t el 2 33| 3lolololoflo|lr|l2al2al2l2221|1|2]3]3:

alpha chain 3
Proteasome subunit alpha type-3 PSMA3 1 10 10 4 8 9 2 1 2 4 3 2 6 8 9 2 1 2 4 3 2 6 8 10 2 1 2 4 3 2
Twinfilin-1 TWF1 1 13 12 4 2 3 3 1 1 3 3 3 1 1 2 3 1 1 2 3 2 2 2 3 3 1 1 3 3 3
4-trimethylaminobutyraldehyde dehydrogenase ALDH9A1L 1 14 14 1 9 11 2 2 2 4 2 3 11 9 11 2 2 2 4 2 3 12 9 12 2 2 2 4 2 3
Thioredoxin-like protein 1 TXNLL 1 7 7 4 4 3 2 2 2 3 3 3 5 4 3 2 2 2 3 3 3 6 5 4 2 2 2 3 3 3
Thioredoxin domain-containing protein 17 TXNDC17 1 7 7 4 4 4 2 2 2 3 3 3 3 4 4 2 2 2 3 3 3 4 5 5 2 2 2 3 3 3
Peptidyl-prolyl cis-trans isomerase B PPIB 1 12 12 4 2 3 2 1 1 3 3 3 2 2 3 2 1 1 3 3 3 2 2 3 2 2 2 3 3 3
Histidine triad nucleotide-binding protein 1 HINT1 1 10 10 7 7 6 2 2 3 3 2 2 7 7 6 2 2 3 3 2 2 8 7 8 2 2 3 3 3 3
Ubiquitin thioesterase OTUB1 OTUB1 1 8 8 4 2 4 3 3 1 4 3 2 2 2 4 3 3 1 4 3 2 2 2 4 3 3 1 4 3 2
T-complex protein 1 subunit alpha TCP1 1 20 20 4 0 0 2 3 2 4 2 3 0 0 0 2 3 2 4 2 3 0 0 0 2 3 2 4 2 3
Superoxide dismutase [Cu-Zn] SOD1 1 8 8 4 5 7 3 2 3 4 3 2 5 5 7 3 2 3 4 3 2 5 6 7 3 2 3 4 3 2
Ig kappa chain V-IIl region POM 1GKV3-15 1 2 0 4 2 2 2 2 2 2 2 2 0 0 0 0 0 0 0 0 0 2 3 3 3 3 3 2 3 4
Fructose-bisphosphate aldolase C ALDOC 1 7 4 7 5 5 4 4 5 3 4 4 4 2 2 2 2 2 1 1 1 9 6 6 3 3 4 3 3 3




Glutaredoxin-1 GLRX 1 6 6 3 4 4 3 4 3 4 3 2 3 4 4 3 4 3 4 3 2 3 4 4 3 4 3 4 3 2
Ig kappa chain V-V region 1GKV4-1 1 4 4 2 3 2 2 4 4 3 2 3 2 3 2 2 4 4 3 2 3 2 3 2 2 4 4 3 2 4
Cystatin-B CSTB 1 4 4 4 4 3 3 2 3 2 2 2 4 4 3 3 2 3 2 2 2 6 6 5 4 3 4 3 3 3
Omega-amidase NIT2 NIT2 1 13 13 4 7 11 4 5 5 3 4 2 11 7 11 4 5 5 3 4 2 13 9 14 4 5 5 3 4 2
Alpha-N-acetylglucosaminidase NAGLU 1 9 9 4 4 2 7 2 5 2 3 4 3 4 2 7 2 5 2 3 4 3 4 2 7 2 5 2 3 4
40S ribosomal protein SA RPSA 1 10 10 4 7 5 6 6 4 4 2 3 7 7 5 6 6 4 4 2 3 7 7 6 6 6 4 4 2 3
Eukaryotic translation initiation factor 6 EIF6 1 8 8 4 3 2 5 4 5 4 3 2 4 3 2 5 4 5 4 3 2 4 3 2 6 5 6 4 3 2
Heterogeneous nuclear ribonucleoprotein Al HNRNPAL/L2 3 9 9 5 6 6 6 5 6 3 3 3 5 6 6 6 5 6 3 3 3 5 6 6 7 6 6 3 3 3
Calreticulin CALR 1 13 13 7 8 9 7 7 5 3 3 2 7 8 9 7 7 5 3 3 2 8 9 10 9 8 6 4 3 2
Periplakin PPL 1 66 66 4 7 13 38 | 34 | 41 2 3 4 10 7 13 38 34 | 41 2 3 4 10 7 13 | 42 36 | 44 2 3 4
Cytosolic 10-formyltetrahydrofolate ALDH1LL 2 7 7 |||l ololol2s|s|u|wluw|lo|lo|lol|l2]3]|3|w|w|s|ololol2]s

dehydrogenase 3
Apolipoprotein A-IV APOA4 2 31 31 4 4 3 0 0 0 3 3 2 4 4 3 0 0 0 3 3 2 4 4 3 0 0 0 3 3 2
Kinesin-like protein KIF21A KIF21A 4 22 22 3 1 2 0 0 0 2 3 2 3 1 2 0 0 0 2 3 2 3 1 2 0 0 0 2 4 2
Sialic acid synthase NANS 1 12 12 4 3 6 1 1 0 2 3 3 4 3 6 1 1 0 2 3 3 4 6 8 1 1 0 2 3 3
Peptidyl-prolyl cis-trans isomerase FKBP1A FKBP1A 2 6 6 3 4 4 1 0 1 2 3 2 3 4 4 1 0 1 2 3 2 3 5 4 1 0 1 2 4 2
Cysteine-rich protein 1 CRIP1 1 3 3 3 3 3 0 1 1 3 2 2 3 3 3 0 1 1 3 2 2 4 4 4 0 1 1 4 2 2
Complement component C7 C7 2 13 13 3 2 2 1 1 0 3 2 3 3 2 2 1 1 0 3 2 3 3 3 2 1 1 0 3 2 3
Collagen alpha-3(IX) chain COL9A3 1 3 3 0 0 0 1 0 1 3 2 3 0 0 0 1 0 1 3 2 3 0 0 0 1 0 1 3 2 3
Ubiquitin carboxyl-terminal hydrolase 5 USP5 1 19 19 4 0 0 1 1 1 3 3 2 1 0 0 1 1 1 3 3 2 1 0 0 1 1 1 3 3 2
Palmitoyl-protein thioesterase 1 PPT1 1 3 3 4 0 0 1 1 1 3 2 3 0 0 0 1 1 1 3 2 3 0 0 0 1 1 1 3 2 3
Alkaline phosphatase, tissue-nonspecific ALPL 1 6 6 A R R

isozyme 3
Renin receptor ATP6AP2 1 4 4 0 0 0 1 1 2 2 3 3 0 0 0 1 1 2 2 3 3 0 0 0 1 1 2 2 3 3
Glucose-6-phosphate 1-dehydrogenase G6PD 1 17 17 8 6 6 2 2 1 3 2 3 8 6 6 2 2 1 3 2 3 8 6 6 2 2 1 3 2 3
Immunoglobulin heavy variable 3-72 IGHV3-72 1 6 2 2 2 0 1 2 2 2 3 3 1 2 0 1 1 1 1 1 1 2 2 0 1 2 2 2 3 3
Secretoglobin family 10 member 1 SCGB1D1 1 5 5 4 3 4 2 1 3 1 3 3 3 3 4 2 1 3 1 3 3 3 3 4 2 1 3 2 3 3
Cathepsin F CTSF 1 6 6 0 0 0 2 3 1 3 2 3 0 0 0 2 3 1 3 2 3 0 0 0 2 3 1 3 2 3
Poly(rC)-binding protein 1 PCBP1 1 10 8 4 4 2 2 3 2 2 3 3 2 3 2 2 2 2 2 2 2 3 4 2 2 3 2 2 3 3
Tumor necrosis factor ligand superfarily TNFSF13 1 6 6 a3 323|233 213|3|3|23|2|3|3l23|lsls]l2]3]2]3]:

member 13 2
(D59 glycoprotein CD59 1 5 5 2 1 2 1 1 2 2 2 1 2 1 2 1 1 2 2 2 1 3 2 2 2 2 3 3 3 2
Actin-related protein 2/3 complex subunit 4 ARPC4 1 7 7 3 3 4 2 3 3 3 3 2 3 3 4 2 3 3 3 3 2 3 3 4 2 3 3 3 3 2
Ras-related protein Rab-1A RAB1A 3 8 4 1 1 1 3 3 2 3 2 3 0 0 0 0 1 0 1 0 1 1 1 1 3 3 2 3 2 3
Serine/threonine-protein phosphatase 2A 65 PPP2RIA 1 n 8 slololz2]2a]2]3]3]ololols|s|2ols|l2)loloflol2|2]al]2]s3:

kDa regulatory subunit Aalpha isoform 3
YEATS domain-containing protein 2 YEATS2 1 1 1 4 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 2 4 3 3 3 3 3 3 2
Epididymal secretory protein E1 NPC2 1 4 4 4 2 2 3 3 2 2 3 3 3 2 2 3 3 2 2 3 3 3 2 2 3 4 2 2 3 3
Dynactin subunit 2 DCTN2 1 10 10 5 5 6 5 4 2 3 2 3 5 5 6 5 4 2 3 2 3 5 5 6 5 4 2 3 2 3
Proline-rich protein 27 PRR27 1 3 3 4 2 2 3 3 3 1 3 1 0 2 2 3 3 3 1 3 1 0 2 2 4 5 4 2 5 1
Dynein light chain 1, cytoplasmic DYNLL1 1 4 1 0 1 2 4 3 3 2 3 2 0 0 1 1 1 1 0 1 1 0 1 2 5 4 4 3 3 2
Elafin PI3 1 6 6 4 3 2 5 3 4 2 2 2 2 3 2 5 3 4 2 2 2 2 3 2 6 4 5 3 2 3
Endoplasmin HSP90B1 2 23 21 1 0 1 8 6 9 5 4 5 0 0 1 6 4 7 3 2 3 0 0 1 6 4 7 3 2 3
Apolipoprotein D APOD 1 6 6 2 2 2 6 6 6 3 2 3 2 2 2 6 6 6 3 2 3 2 2 2 6 6 6 3 2 3
Malate dehydrogenase, mitochondrial MDH2 1 15 15 11 8 8 8 8 9 2 3 3 11 8 8 8 8 9 2 3 3 13 9 9 9 9 10 2 3 3
Vimentin VIM 2 32 28 16 17 16 10 10 9 2 3 3 15 14 13 9 8 8 2 3 3 18 19 19 11 10 10 2 3 3
Prelamin-A/C LMNA 1 31 31 4 2 3 23 23 20 2 3 3 4 2 3 23 23 20 2 3 3 4 2 3 30 | 30 25 2 3 3
1,4-alpha-glucan-branching enzyme GBE1 1 11 11 7 5 5 0 0 0 3 2 2 7 5 5 0 0 0 3 2 2 8 6 6 0 0 0 3 2 2
S-methyl-5-thioadenosine phosphorylase MTAP 1 7 7 4 3 3 0 0 0 2 2 2 4 3 3 0 0 0 2 2 2 4 3 3 0 0 0 3 2 2
L-lactate dehydrogenase B chain LDHB 1 14 12 6 3 5 1 1 1 3 4 3 4 1 3 0 0 0 2 3 2 4 1 3 0 0 0 2 3 2
Hepatoma-derived growth factor HDGF 3 6 5 4 4 4 0 0 1 1 2 1 4 4 4 0 0 1 1 2 1 4 5 5 0 0 1 2 3 2
Proteasome subunit beta type-3 PSMB3 1 7 7 4 3 5 1 0 0 1 2 1 4 3 5 1 0 0 1 2 1 5 4 5 1 0 0 2 3 2
EGF-CPnta|n|ng fibulin-like extracellular matrix EFEMP1 1 6 6 1 1 0 0 1 0 5 5 3 1 1 0 0 1 0 5 5 3 1 1 0 0 1 0 5 5

protein 1 3
Heterogeneous nuclear ribonucleoprotein DO HNRNPD 1 11 11 4 2 3 1 1 0 2 2 3 4 2 3 1 1 0 2 2 3 5 3 3 1 1 0 2 2 3




Neutrophil defensin 3 DEFA3/AL 2 4 4 2 3 3 1 0 1 3 2 2 2 3 3 1 0 1 3 2 2 2 3 3 1 0 1 3 2 2
Vesicle-fusing ATPase NSF 1 20 19 4 0 0 1 1 0 3 1 3 1 0 0 1 1 0 3 1 3 1 0 0 1 1 0 3 1 3
Proteasome subunit alpha type-1 PSMAL 1 13 13 4 7 8 1 1 1 2 2 3 8 7 8 1 1 1 2 2 3 8 7 9 1 1 1 2 2 3
Inter-alpha-trypsin inhibitor heavy chain H2 ITIH2 2 19 19 5 4 4 1 2 0 2 2 3 5 4 4 1 2 0 2 2 3 5 4 4 1 2 0 2 2 3
Cadherin-1 CDH1 1 9 9 2 3 2 1 1 1 2 2 3 2 3 2 1 1 1 2 2 3 2 3 2 1 1 1 2 2 3
Cullin-associated NEDD8-dissociated protein 1 CAND1 1 12 12 1 1 0 1 1 1 3 1 3 1 1 0 1 1 1 3 1 3 1 1 0 1 1 1 3 1 3
Vacuolar protein sorting-associated protein 4B VPS4B 2 9 8 0 0 0 1 1 1 2 3 2 0 0 0 1 1 1 2 3 2 0 0 0 1 1 1 2 3 )
Beta-1,4-galactosyltransferase 1 B4GALT1 1 4 4 0 0 0 1 1 1 2 2 2 0 0 0 1 1 1 2 2 2 0 0 0 1 1 1 2 3 2
T-complex protein 1 subunit delta CCT4 1 14 14 0 0 0 0 2 1 3 3 1 0 0 0 0 2 1 3 3 1 0 0 0 0 2 1 3 3 1
N(G)N(G)-dimethylarinine DDAH2 1 8 8 3 lala| v o233t 3|alala|al2als]3|1]3|a]lalr]|1]|2]3]:

dimethylaminohydrolase 2 1
Immunoglobulin kappa variable 1-8 1GKV1-8/-9 2 4 3 1 1 1 1 1 1 2 1 2 0 0 0 0 0 0 1 0 1 2 2 2 2 1 1 3 1 3
Protein CREG1 CREG1 1 1 1 0 1 1 1 1 0 1 1 1 0 1 1 1 1 0 1 1 1 0 1 1 2 2 0 3 2 2
Inosine triphosphate pyrophosphatase ITPA 1 5 5 0 0 0 1 2 1 2 2 3 0 0 0 1 2 1 2 2 3 0 0 0 1 2 1 2 2 3
Beta-1,3-galactosyl-O-glycosyl-glycoprotein GONT3 1 6 6 ofoflolr |22 z2l3l2]ololoflel2|2]2]3]2]oflolo]|t]2]2]2]3

beta-1,6-N-acetylglucosaminyltransferase 3 2
Beta-galactoside alpha-2,6-sialyltransferase 1 ST6GALL 1 6 6 4 0 0 3 1 1 1 3 3 0 0 0 3 1 1 1 3 3 0 0 0 3 1 1 1 3 3
Protein $100-A4 S100A4 1 7 7 4 3 3 2 2 2 2 2 3 4 3 3 2 2 2 2 2 3 6 3 4 2 2 2 2 2 3
UV excision repair protein RAD23 homolog B RAD23B 1 7 7 4 3 2 2 2 2 3 2 2 4 3 2 2 2 2 3 2 2 4 3 2 2 2 2 3 2 2
Protein SEC13 homolog SEC13 1 5 5 4 3 3 1 2 3 3 2 2 2 3 3 1 2 3 3 2 2 2 3 3 1 2 3 3 2 2
Cathepsin L1 CTSL 1 6 6 3 2 2 2 2 2 2 3 2 3 2 2 2 2 2 2 3 2 3 2 2 2 2 2 2 3 2
Bone morphogenetic protein receptor type-2 BMPR2 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 2 2 1 2 2 2 2 3 2
Coagulation factor XII F12 1 7 7 4 6 5 2 3 2 1 3 3 4 6 5 2 3 2 1 3 3 4 6 5 2 3 2 1 3 3
Dermcidin DCD 1 6 6 2 1 2 2 2 3 2 2 3 2 1 2 2 2 3 2 2 3 2 1 2 2 2 3 2 2 3
Hsc70-interacting protein ST13,5T13P5/P4 3 9 9 6 5 5 3 2 3 3 2 2 6 5 5 3 2 3 3 2 2 6 5 6 3 2 3 3 2 2
Actin-related protein 2/3 complex subunit 2 ARPC2 1 12 12 3 4 1 2 3 3 2 1 3 3 4 1 2 3 3 2 1 3 3 4 2 2 3 3 3 1 3
Actin-related protein 2 ACTR2 1 11 11 3 2 3 3 2 3 1 2 4 3 2 3 3 2 3 1 2 4 3 2 3 3 2 3 1 2 4
Protein 5100-A11 S100A11 1 8 8 4 2 4 3 3 3 2 3 2 4 2 4 3 3 3 2 3 2 7 4 6 3 3 3 2 3 2
Astrocytic phosphoprotein PEA-15 PEALS 1 4 4 4 3 2 2 2 2 2 2 2 3 3 2 2 2 2 2 2 2 4 4 3 3 3 3 2 2 3
Homeodomain-only protein HOPX 1 2 2 2 2 2 2 2 2 2 2 2 2 2 2 2 2 2 2 2 2 3 3 4 3 3 3 3 2 2
14-3-3 protein gamma YWHAG 1 12 9 4 5 5 5 4 4 4 3 4 2 3 4 3 3 3 3 2 2 2 3 4 3 3 3 3 2 2
CathepsinZ CTSZ 1 7 7 2 3 2 3 3 3 2 2 3 2 3 2 3 3 3 2 2 3 2 3 2 3 3 3 2 2 3
40S ribosomal protein $12 RPS12 1 7 7 4 3 3 2 3 2 1 2 4 2 3 3 2 3 2 1 2 4 2 3 3 3 4 3 1 2 4
Rho-related GTP-binding protein RhoC RHOC 2 7 1 1 1 1 3 4 3 2 3 1 0 0 0 0 0 0 0 0 0 1 1 1 3 4 3 2 4 1
Elongation factor 1-beta EEF1B2 1 5 5 3 4 4 3 4 5 3 2 2 3 4 4 3 4 5 3 2 2 3 4 4 3 4 5 3 2 2
Pigment epithelium-derived factor SERPINF1 2 15 15 7 8 6 5 3 5 3 2 2 7 8 6 5 3 5 3 2 2 7 9 6 5 3 5 3 2 2
Proliferation-associated protein 2G4 PA2G4 1 14 14 4 7 11 | 6 6 5 3 1 3 8 7 11 | 6 6 5 3 1 3 8 7 11 | 6 6 5 3 1 3
Cornifin-B SPRR1B 1 6 4 4 3 2 4 4 5 2 1 2 1 2 1 3 3 3 1 0 1 2 3 4 5 6 7 3 2 2
Desmoglein-1 DSG1 1 11 11 0 0 0 8 8 1 | 3 2 2 0 0 0 8 8 1 | 3 2 2 0 0 0 10 | 10 | 14 ] 3 2 2
Galectin-7 LGALS7 1 12 12 0 0 0 10 12 11 2 3 2 0 0 0 10 12 11 2 3 2 0 0 0 16 16 14 2 3 2
Myeloperoxidase MPO 2 22 22 12 |11 ]13]0 0 0 2 2 2 12 {11 [13[0 0 0 2 2 2 12 {11 [13[0 0 0 2 2 2
Proteasome subunit beta type-9 PSMB9 1 6 6 4 5 5 0 0 0 2 1 2 5 5 5 0 0 0 2 1 2 6 6 6 0 0 0 2 2 2
Angiotensinogen AGT 1 7 7 5 5 4 0 0 0 2 2 2 5 5 4 0 0 0 2 2 2 5 5 4 0 0 0 2 2 2
NAD(P)H dehydrogenase [quinone] 1 NQO1 1 9 9 4 4 4 0 0 0 2 2 2 5 4 4 0 0 0 2 2 2 6 4 4 0 0 0 2 2 2
Solute carrier family 12 member 2 SLC12A2 1 12 12 4 2 2 0 0 0 2 2 2 5 2 2 0 0 0 2 2 2 5 2 2 0 0 0 2 2 2
Lumican LUM 1 4 4 1 2 2 0 0 0 2 2 2 1 2 2 0 0 0 2 2 2 1 2 2 0 0 0 2 2 2
Casein kinase | isoform gamma-3 CSNK1G3 1 1 1 1 0 1 0 0 0 1 1 1 1 0 1 0 0 0 1 1 1 2 0 2 0 0 0 2 2 2
Cornulin CRNN 1 3 3 0 0 0 0 0 0 2 3 1 0 0 0 0 0 0 2 3 1 0 0 0 0 0 0 2 3 1
Mannosyl-oligosaccharide 1,2-alpha- MANLAL 1 2 2 olololofolol2|2l2lofololololo]|2]2|2lo0o]o]o]loflofo]2]2

mannosidase |A 2
Proteasome subunit beta type-4 PSMB4 1 8 8 4 5 5 0 1 0 3 2 1 6 5 5 0 1 0 3 2 1 8 6 5 0 1 0 3 2 1
Aldo-keto reductase family 1 member C2 AKR1C2 1 21 4 16 | 11 | 13 2 3 2 6 6 5 3 3 3 0 1 0 2 2 2 4 4 5 0 1 0 2 2 2
Trefoil factor 1 TFF1 1 4 4 4 3 2 1 0 0 2 2 2 3 3 2 1 0 0 2 2 2 3 3 3 1 0 0 2 2 2




Insulin-like growth factor-binding protein 6 IGFBP6 1 2 2 2 1 2 1 0 0 2 2 2 2 1 2 1 0 0 2 2 2 2 1 2 1 0 0 2 2 2
igs proteasome non-ATPase regulatory subunit PSMD10 1 6 6 sl afrjofolafaf2s et foljol2faj2|s]|tlr1]ofo]2l2]|,
Syntenin-1 SDCBP 1 6 6 4 1 1 0 0 1 3 1 2 1 1 1 0 0 1 3 1 2 1 1 1 0 0 1 3 1 2
B}funct|onal ATP-dependent'dll hydroxyacetone DAK 1 10 10 1 0 1 0 0 1 ) 1 ) 1 0 1 0 0 1 ) 1 ) 1 0 1 0 0 1 ) 1

kinase/FAD-AMP lyase (cyclizing) 3
C-X-C motif chemokine 10 CXCL10 1 2 2 0 0 0 1 0 0 2 2 2 0 0 0 1 0 0 2 2 2 0 0 0 1 0 0 2 2 2
Thuosglfate sullftljrtransfe.rase/rhodanese-llke TSTD1 1 6 6 s 5 3 1 1 0 5 9 ) 6 5 3 1 n 0 ) ) ) 6 5 3 n 1 0 ) 5

domain-containing protein 1 2
LIM and SH3 domain protein 1 LASP1 1 7 7 5 3 2 1 0 0 2 2 2 5 3 2 1 0 0 2 2 2 5 3 2 2 0 0 2 2 2
Cellular nucleic acid-binding protein CNBP 1 3 3 3 3 3 1 1 0 2 2 2 3 3 3 1 1 0 2 2 2 3 3 3 1 1 0 2 2 2
Flavin reductase (NADPH) BLVRB 1 10 10 7 6 7 2 1 0 2 2 2 7 6 7 2 1 0 2 2 2 10 12 10 2 1 0 2 2 2
Low molecular weight phosphotyrosine protein ACP1 1 3 8 6 6 6 1 1 1 1 ) 3 6 6 6 1 1 1 1 ) 3 6 6 6 1 1 1 1 )

phosphatase 3
Rab GDP dissociation inhibitor alpha GDI1 1 15 7 7 9 6 2 2 1 5 5 5 4 6 4 1 1 1 2 2 2 5 7 5 1 1 1 2 2 2
Tropomodulin-3 TMOD3 1 8 8 4 4 4 1 1 1 2 2 2 3 4 4 1 1 1 2 2 2 3 4 4 1 1 1 2 2 2
Tubulin polymerization-promoting protein TPPP3 1 4 4 sl 2121 lol22f2al2|cl2]1lo]22]2]af22]2]1]0o]2]2

family member 3 2
Ig heavy chain V-l region V35 I1GHV1-2 1 4 3 1 2 2 2 1 0 2 1 3 1 1 1 1 1 0 2 1 2 1 2 2 2 1 0 2 1 3
Sulfatase-modifying factor 2 SUMF2 1 4 4 4 2 1 1 1 1 2 2 2 2 2 1 1 1 1 2 2 2 2 2 1 1 1 1 2 2 2
Nuclease-sensitive element-binding protein 1 YBX1 2 6 3 3 1 2 1 1 2 2 2 2 2 1 1 1 1 1 2 2 2 2 1 1 1 1 1 2 2 2
Ig heavy chain V-| region EU IGHV1-69-2 2 3 2 1 1 0 1 1 1 2 2 2 0 0 0 0 0 0 1 1 1 1 1 0 1 1 1 2 2 2
E3 ubiquitin-protein ligase RNF216 RNF216 1 1 1 4 1 1 1 0 1 1 1 1 0 1 1 1 0 1 1 1 1 0 1 1 2 0 1 2 2 2
Immunoglobulin kappa variable 6-21 1GKV6-21 1 2 1 0 0 0 1 1 1 2 2 2 0 0 0 1 1 1 1 1 1 0 0 0 1 1 1 2 2 2
Obg-like ATPase 1 OLA1 1 8 8 4 0 0 1 1 1 2 2 2 0 0 0 1 1 1 2 2 2 0 0 0 1 1 1 2 2 2
CMP-N-acetylneuraminate-beta-galactosamide- ST3GALL 1 3 3 s ool 2lol2l2]2]oflolofs]2lol2l2]1]olo|lo]ls]|2]0]2]2

alpha-2,3-sialyltransferase 1 2
Prostate stem cell antigen PSCA 1 3 3 4 3 2 2 1 1 2 2 2 3 3 2 2 1 1 2 2 2 4 3 2 2 1 1 2 2 2
Macrophage migration inhibitory factor MIF 1 4 4 3 2 2 2 1 1 2 2 2 3 2 2 2 1 1 2 2 2 3 2 2 2 1 1 2 2 2
Pro-cathepsin H CTSH 1 6 6 2 1 1 0 2 2 3 1 2 2 1 1 0 2 2 3 1 2 2 1 1 0 2 2 3 1 2
Metalloproteinase inhibitor 2 TIMP2 1 8 8 4 0 2 1 1 2 2 2 1 1 0 2 1 1 2 2 2 1 1 0 2 1 1 2 3 2 1
Alpha-galactosidase A GLA 1 4 4 0 0 0 1 1 2 3 1 2 0 0 0 1 1 2 3 1 2 0 0 0 1 1 2 3 1 2
Actin, alpha cardiac muscle 1 ACTC1/A1/A2/G2 4 19 4 9 7 7 9 7 7 7 8 6 1 1 1 1 1 1 1 1 1 3 3 2 1 1 3 2 2 2
Immunoglobulin kappa variable 2-24 1GKV2-24;IGKV2D-24 2 3 3 1 2 1 2 1 2 2 2 2 1 2 1 2 1 2 2 2 2 1 2 1 2 1 2 2 2 2
Small proline-rich protein 3 SPRR3 1 6 6 4 1 1 2 1 2 2 1 3 2 1 1 2 1 2 2 1 3 2 1 1 2 1 2 2 1 3
Multifunctional protein ADE2 PAICS 1 8 8 4 0 2 3 1 1 2 2 2 0 0 2 3 1 1 2 2 2 0 0 2 3 1 1 2 2 2
Protein FAM3B FAM3B 1 6 6 0 1 0 2 2 1 2 2 2 0 1 0 2 2 1 2 2 2 0 1 0 2 2 1 2 2 2
Ubiquitin-conjugating enzyme E2 N UBE2N 2 8 8 0 0 0 2 2 1 2 1 3 0 0 0 2 2 1 2 1 3 0 0 0 2 2 1 2 1 3
Glutaminyl-peptide cyclotransferase QPCT 1 5 5 4 0 0 1 2 2 2 2 2 0 0 0 1 2 2 2 2 2 0 0 0 1 2 2 2 2 2
Tubulin-specific chaperone A TBCA 1 6 6 4 5 4 3 2 1 1 2 3 4 5 4 3 2 1 1 2 3 6 6 6 3 2 1 1 2 3
Tumor protein D52 TPD52 1 7 7 4 7 4 2 2 2 2 2 2 5 7 4 2 2 2 2 2 2 5 7 4 2 2 2 2 2 2
Actin, cytoplasmic 1 ACTB 5 31 1 17 15 17 16 15 14 16 18 17 1 1 1 1 1 1 1 1 1 2 2 2 2 2 2 2 2 2
Ig kappa chain V-Il region FR IGKV2D-28;IGKV2-40 4 5 3 2 2 2 2 2 2 2 2 2 1 1 1 1 1 1 1 1 1 2 2 2 2 2 2 2 2 2
Immunoglobulin heavy variable 5-51 IGHV5-51 2 4 4 1 2 2 2 2 2 3 1 2 1 2 2 2 2 2 3 1 2 1 2 2 2 2 2 3 1 2
Ig lambda chain V-l region HA 1GKV1-47 2 3 3 1 2 2 2 2 2 2 2 2 1 2 2 2 2 2 2 2 2 1 2 2 2 2 2 2 2 2
Collagen alpha-1(XIV) chain COL14A1 1 2 2 2 1 1 2 2 2 2 2 2 2 1 1 2 2 2 2 2 2 2 1 1 2 2 2 2 2 2
Folate receptor alpha FOLR1 1 4 4 1 0 0 2 2 2 2 2 2 1 0 0 2 2 2 2 2 2 1 0 0 2 2 2 2 2 2
Alpha-actinin-1 ACTN1 1 30 14 4 5 3 12 13 9 9 8 10 0 0 0 2 2 2 2 2 2 0 0 0 2 2 2 2 2 2
Histidine-rich glycoprotein HRG 1 15 15 9 8 6 2 2 2 1 1 1 9 8 6 2 2 2 1 1 1 10 9 7 3 2 2 2 2 2
Major vault protein MVP 1 34 34 4 6 7 2 3 2 2 2 2 9 6 7 2 3 2 2 2 2 10 6 8 2 3 2 2 2 2
6-phosphogluconolactonase PGLS 2 12 12 6 3 5 3 1 3 3 1 2 6 3 5 3 1 3 3 1 2 6 3 5 3 1 3 3 1 2
Microtubule-associated protein RP/ES family MAPREL 1 10 10 sl 2333|2222 ]al2|3|3]|3 2222142333 |2]2]:2

member 1 2
N-acetyl-D-glucosamine kinase NAGK 1 10 10 4 6 6 5 3 1 2 2 2 8 6 6 5 3 1 2 2 2 9 6 6 5 3 1 2 2 2
Sciellin SCEL 1 15 15 4 6 3 4 3 2 2 2 2 5 6 3 4 3 2 2 2 2 5 6 3 4 3 2 2 2 2
Lysosomal alpha-mannosidase MAN2B1 1 5 5 3 2 2 4 2 3 1 3 2 3 2 2 4 2 3 1 3 2 3 2 2 4 2 3 1 3 2
D-3-phosphoglycerate dehydrogenase PHGDH 1 9 9 4 0 0 4 2 3 2 2 2 0 0 0 4 2 3 2 2 2 0 0 0 4 2 3 2 2 2




Translationally-controlled tumor protein TPTL 3 7 7 4 3 4 3 2 2 2 2 2 4 3 4 3 2 2 2 2 2 4 3 4 4 3 3 2 2 2
T-complex protein 1 subunit zeta CCT6A 1 15 14 0 0 0 2 4 4 2 2 2 0 0 0 2 3 3 2 2 2 0 0 0 2 4 4 2 2 2
Desmocollin-2 DSC2 1 6 6 1 0 1 3 4 4 3 2 1 1 0 1 3 4 4 3 2 1 1 0 1 3 4 4 3 2 1
Beta-hexosaminidase subunit alpha HEXA 1 6 6 2 3 2 2 6 4 3 1 2 2 3 2 2 6 4 3 1 2 2 3 2 2 6 4 3 1 2
Prostatic acid phosphatase ACPP 1 4 4 1 1 1 4 4 3 2 2 2 1 1 1 4 4 3 2 2 2 1 1 1 5 5 3 2 2 2
Cathepsin § CTSS 1 5 5 2 4 4 5 5 4 1 2 3 2 4 4 5 5 4 1 2 3 3 4 4 5 5 4 1 2 3
Gamma-glutamylcyclotransferase GGCT 1 10 10 3 2 1 6 4 4 1 3 2 3 2 1 6 4 4 1 3 2 3 2 1 6 4 4 1 3 2
Carboxypeptidase D CPD 1 7 7 0 0 0 3 5 4 3 1 2 0 0 0 3 5 4 3 1 2 0 0 0 3 6 5 3 1 2
Elongation factor 1-delta EEF1D 1 11 11 6 3 2 5 6 6 1 2 3 6 3 2 5 6 6 1 2 3 6 3 2 5 6 6 1 2 3
Fibrinogen alpha chain FGA 2 20 20 3 2 2 6 4 6 2 1 3 3 2 2 6 4 6 2 1 3 3 2 2 6 4 7 2 1 3
Dihydropyrimidine dehydrogenase [NADP(+)] DPYD 1 18 18 11 9 10 0 0 0 2 2 1 11 9 10 0 0 0 2 2 1 13 [ 10 | 10 0 0 0 2 2 1
Chlorideintracellular channel protein 6 CLIC6 2 9 9 5 6 5 0 0 0 1 2 2 5 6 5 0 0 0 1 2 2 6 7 6 0 0 0 1 2 2
Secernin-1 SCRN1 1 8 7 4 3 5 0 0 0 3 1 1 3 3 5 0 0 0 3 1 1 4 5 6 0 0 0 3 1 1
Phospholysine phosphohistidine inorganic LHPP 1 5 5 sf23]ololole]l 22323 ololols]2]2]al2]a]o]o|lol1]:2

pyrophosphate phosphatase 2
Hemoglobin subunit alpha HBA1 2 3 3 2 3 2 0 0 0 1 1 1 2 3 2 0 0 0 1 1 1 2 3 2 0 0 0 2 2 1
Glutathione S-transferase omega-1 GSTO1 1 8 8 3 2 2 0 0 0 2 2 1 3 2 2 0 0 0 2 2 1 3 2 2 0 0 0 2 2 1
Putative adenosylhomocysteinase 3 AHCYL2 1 9 5 1 3 2 0 0 0 2 2 1 0 0 0 0 0 0 0 0 0 1 3 2 0 0 0 2 2 1
ADP-ribosylation factor-like protein 3 ARL3 1 7 7 2 2 1 0 0 0 1 2 2 2 2 1 0 0 0 1 2 2 2 2 1 0 0 0 1 2 2
Inositol monophosphatase 1 IMPAL 1 8 8 0 0 0 0 0 0 1 2 2 0 0 0 0 0 0 1 2 2 0 0 0 0 0 0 1 2 2
Testican-3 SPOCK3 1 3 3 4 0 0 0 0 0 2 1 2 0 0 0 0 0 0 2 1 2 0 0 0 0 0 0 2 1 2
Xaa-Pro dipeptidase PEPD 1 12 12 4 9 8 1 0 0 2 1 2 8 9 8 1 0 0 2 1 2 9 11 [ 9 1 0 0 2 1 2
Breast carcinoma-amplified sequence 1 BCAS1 1 10 10 6 7 6 1 0 0 2 1 2 6 7 6 1 0 0 2 1 2 6 7 6 1 0 0 2 1 2
Cytoplasmic aconitate hydratase ACO1 1 12 12 6 5 5 1 0 0 2 2 1 6 5 5 1 0 0 2 2 1 6 5 5 1 0 0 2 2 1
Complement factor D CFD 1 7 7 3 1 1 1 0 0 1 2 2 3 1 1 1 0 0 1 2 2 3 1 1 1 0 0 1 2 2
Sialate O-acetylesterase SIAE 1 4 4 4 0 0 1 0 0 2 1 2 2 0 0 1 0 0 2 1 2 2 0 0 1 0 0 2 1 2
Ras-related protein Rab-11B RAB11B/A 2 6 6 0 0 1 1 0 0 1 2 2 0 0 1 1 0 0 1 2 2 0 0 1 1 0 0 1 2 2
C-1-tetrahydrofolate synthase, cytoplasmic MTHFD1 1 21 20 0 0 0 0 0 1 2 2 1 0 0 0 0 0 1 2 2 1 0 0 0 0 0 1 2 2 1
Toll-like receptor 2 TLR2 1 2 2 4 0 0 0 1 0 2 1 2 0 0 0 0 1 0 2 1 2 0 0 0 0 1 0 2 1 2
Proteasome subunit alpha type-4 PSMA4 1 9 9 4 6 7 0 1 1 3 1 1 8 6 7 0 1 1 3 1 1 8 6 8 0 1 1 3 1 1
Copper transport protein ATOX1 ATOX1 1 5 5 2 2 3 1 1 0 2 1 2 2 2 3 1 1 0 2 1 2 2 2 3 1 1 0 2 1 2
Immunoglobulin lambda variable 8-61 1GLV8-61 1 1 1 1 1 1 1 0 1 1 1 1 1 1 1 1 0 1 1 1 1 1 1 1 1 0 1 1 2 2
Asparagine--tRNA ligase, cytoplasmic NARS 1 10 10 4 3 3 1 1 1 2 1 2 3 3 3 1 1 1 2 1 2 3 3 3 1 1 1 2 1 2
Prothymosin alpha PTMA 1 2 2 4 2 2 1 1 1 2 2 1 2 2 2 1 1 1 2 2 1 2 2 2 1 1 1 2 2 1
14-3-3 protein eta YWHAH 1 9 7 4 2 2 3 2 2 4 1 3 2 1 1 1 1 1 3 0 2 2 1 1 1 1 1 3 0 2
Ig kappa chain V-IIl region VG 1GKV3D-11 2 4 4 1 1 1 1 1 1 3 1 1 1 1 1 1 1 1 3 1 1 1 1 1 1 1 1 3 1 1
Complement C1r subcomponent-like protein CIRL 1 3 3 1 1 1 1 1 1 1 2 2 1 1 1 1 1 1 1 2 2 1 1 1 1 1 1 1 2 2
Lysine--tRNA ligase KARS 1 8 8 1 1 1 1 1 1 2 2 1 1 1 1 1 1 1 2 2 1 1 1 1 1 1 1 2 2 1
Alpha-N-acetylgalactosaminidase NAGA 1 4 4 4 1 1 1 1 1 2 1 2 1 1 1 1 1 1 2 1 2 1 1 1 1 1 1 2 1 2
V-type proton ATPase subunit S1 ATP6AP1 1 2 2 0 0 0 1 1 1 2 1 2 0 0 0 1 1 1 2 1 2 0 0 0 1 1 1 2 1 2
Ubiquitin-conjugating enzyme E2 variant 1 UBE2V1 1 6 3 4 0 0 1 1 1 2 2 1 0 0 0 1 1 1 1 1 1 0 0 0 1 1 1 2 2 1
S-formylglutathione hydrolase ESD 1 10 10 5 6 6 2 1 1 2 2 1 5 6 6 2 1 1 2 2 1 7 8 8 2 1 1 2 2 1
Immunoglobulin heavy variable 3-74 1GHV3-74 3 5 1 2 3 3 2 2 2 3 3 2 0 1 0 0 1 0 1 1 0 1 2 1 1 2 1 2 2 1
Epidermal growth factor receptor kinase EPS8L2 1 10 w [l o222 a2 a2l a2 1]2

substrate 8-like protein 2 2
Ig lambda chain V-1l region LOI 1GKV3-21 1 3 2 4 1 1 1 1 1 2 2 1 0 0 0 0 0 0 1 1 1 1 1 1 1 1 2 2 2 1
Alanine--tRNA ligase, cytoplasmic AARS 1 8 8 0 1 1 1 2 1 2 2 1 0 1 1 1 2 1 2 2 1 0 1 1 1 2 1 2 2 1
y”'t'ple inositol polyphosphate phosphatase MINPPL 1 5 5 o ool fafofofofafafafafafrfofofolrfafrfalaf,
Destrin DSTN 1 10 10 5 3 4 2 2 1 2 1 2 5 3 4 2 2 1 2 1 2 6 4 5 2 2 1 2 1 2
Kallikrein-11 KLK11 1 5 5 3 4 4 1 2 2 1 2 2 3 4 4 1 2 2 1 2 2 3 4 4 1 2 2 1 2 2
Prostaglandin E synthase 3 PTGES3 1 5 5 4 3 3 1 2 2 2 2 1 3 3 3 1 2 2 2 2 1 3 3 4 1 2 2 2 2 1
Aflatoxin B1 aldehyde reductase member 2 AKR7A2 3 7 7 2 2 2 2 2 1 2 1 2 2 2 2 2 2 1 2 1 2 2 2 2 2 2 1 2 1 2




Q6P531  [Gamma-glutamyltransferase 6 GGT6 1 4 4 0 0 0 3 0 2 2 2 1 0 0 0 3 0 2 2 2 1 0 0 0 3 0 2 2 2 1
P48723 Heat shock 70 kDa protein 13 HSPA13 1 6 6 0 0 0 2 2 1 2 1 2 0 0 0 2 2 1 2 1 2 0 0 0 2 2 1 2 1 2
P13796 Plastin-2 LCP1 1 21 17 0 0 0 4 3 5 5 3 5 0 0 0 2 1 2 2 1 2 0 0 0 2 1 2 2 1 2
qepcpo  |Von Willebrand factor A domain-containing VWAL 1 3 3 aloflol2l2lalaf2l2lololol2]2]1]2s]2]2fololol2]2]1]1]:2
protein 1 2
Q14914 [Prostaglandin reductase 1 PTGR1 1 8 8 4 1 2 2 1 3 2 2 1 1 1 2 2 1 3 2 2 1 1 1 2 2 1 3 2 2 1
Q9BWS9 _|Chitinase domain-containing protein 1 CHID1 1 5 5 1 1 1 3 1 2 1 3 1 1 1 1 3 1 2 1 3 1 1 1 1 3 1 2 1 3 1
P39023  |60S ribosomal protein L3 RPL3 2 6 6 5 3 5 2 2 3 2 1 2 5 3 5 2 2 3 2 1 2 5 3 5 2 2 3 2 1 2
Q00688 [Peptidyl-prolyl cis-trans isomerase FKBP3 FKBP3 1 6 6 2 4 2 2 2 2 1 2 2 2 4 2 2 2 2 1 2 2 3 5 3 3 2 2 1 2 2
Q99538  |Legumain LGMN 1 10 10 0 0 0 3 2 3 2 2 1 0 0 0 3 2 3 2 2 1 0 0 0 3 2 3 2 2 1
P13667  |Protein disulfide-isomerase A4 PDIA4 1 14 14 4 2 3 3 3 3 1 2 2 5 2 3 3 3 3 1 2 2 5 2 3 3 3 3 1 2 2
P39019  |40S ribosomal protein S19 RPS19 1 5 5 4 1 1 3 3 3 1 2 2 2 1 1 3 3 3 1 2 2 2 1 1 3 3 3 1 2 2
P68366 Tubulin alpha-4A chain TUBA4A 1 19 5 4 6 5 12 13 11 9 7 9 1 1 1 3 3 3 2 1 2 1 1 1 3 3 3 2 1 2
Q14204 [Cytoplasmic dynein 1 heavy chain 1 DYNC1H1 1 21 21 0 0 0 5 4 3 2 2 1 0 0 0 5 4 3 2 2 1 0 0 0 5 4 3 2 2 1
Qomgro  |Putative sodium-coupled neutral amino acid SLC38AL0 1 8 8 a1 lole|l3lsel2l2l1lols]olse]|3]s]|2]2]1flo]lzs]o]|s6]|3]6]2]:2
transporter 10 1
Q96G03  [Phosphoglucomutase-2 PGM2 1 16 16 4 0 0 5 3 7 3 1 1 0 0 0 5 3 7 3 1 1 0 0 0 5 3 7 3 1 1
P01011  |Alpha-1-antichymotrypsin SERPINA3 1 15 15 4 5 5 6 6 5 1 3 1 5 5 5 6 6 5 1 3 1 5 5 5 6 7 5 1 3 1
Q9BUT1  [3-hydroxybutyrate dehydrogenase type 2 BDH2 1 6 6 4 5 4 0 0 0 1 1 2 4 5 4 0 0 0 1 1 2 5 6 5 0 0 0 1 1 2
poaggg  |Cuanine nucleotide-binding protein Gfi) GNAI2 5 15 1 s{s|s|ololofas]s]|2]als|{s]|olo|lo|s|s|as|s]|s|s|of]o]o]|1]1
subunit alpha-2 2
Q9P2T1  |GMP reductase 2 GMPR2 1 6 5 5 4 4 0 0 0 1 1 2 4 3 3 0 0 0 0 0 2 6 4 4 0 0 0 1 1 2
Q6GMV3  [Putative peptidyl-tRNA hydrolase PTRHD1 PTRHD1 1 3 3 4 3 2 0 0 0 2 1 1 3 3 2 0 0 0 2 1 1 3 3 2 0 0 0 2 1 1
Q14376  |UDP-glucose 4-epimerase GALE 1 9 9 2 2 3 0 0 0 1 1 2 2 2 3 0 0 0 1 1 2 2 2 3 0 0 0 1 1 2
QIUGI8 Testin TES 1 4 4 4 3 2 0 0 0 1 2 1 2 3 2 0 0 0 1 2 1 2 3 2 0 0 0 1 2 1
Q03591  |Complement factor H-related protein 1 CFHR1 2 7 2 3 3 3 0 0 1 2 1 1 1 1 1 0 0 0 1 1 1 1 1 1 0 0 0 2 1 1
Q15631 |[Translin TSN 1 5 5 4 2 0 0 0 0 1 2 1 1 2 0 0 0 0 1 2 1 1 2 0 0 0 0 1 2 1
P10y  |"functional purine biosynthetic protein GART 1 8 8 tfrfjofloloflofas]r]2]a|lsfofololo|ls|as]2fa]a|loflo]o]o]|1]1
adenosine-3 2
P49902  |Cytosolic purine 5-nucleotidase NT5C2 1 5 5 4 0 1 0 0 0 2 2 0 1 0 1 0 0 0 2 2 0 1 0 1 0 0 0 2 2 0
Q13444 |Disintegrin and metalloproteinase domain- ADAM15 1 3 3 olofoflololof2fa|sfoflololololol2|s]|1|loflo|o]o]ol]o 1
containing protein 15 1
P55957  |BH3-interacting domain death agonist BID 1 4 4 0 0 0 0 0 0 1 2 1 0 0 0 0 0 0 1 2 1 0 0 0 0 0 0 1 2 1
Q5VW32  [BRO1 domain-containing protein BROX BROX 1 4 4 0 0 0 0 0 0 2 0 2 0 0 0 0 0 0 2 0 2 0 0 0 0 0 0 2 0 2
Q9BTY2 Plasma alpha-L-fucosidase FUCA2 1 2 2 0 0 0 0 0 0 1 2 1 0 0 0 0 0 0 1 2 1 0 0 0 0 0 0 1 2 1
Q8WWY8 |Lipase member H LIPH 1 2 2 0 0 0 0 0 0 1 2 1 0 0 0 0 0 0 1 2 1 0 0 0 0 0 0 1 2 1
P09237 Matrilysin MMP7 1 5 5 0 0 0 0 0 0 1 2 1 0 0 0 0 0 0 1 2 1 0 0 0 0 0 0 1 2 1
Q16401 ;65 proteasome non-ATPase regulatory subunit PSMD5 1 5 5 a{ofofofofofafrfafofofofjofofol2z]sfs]|ofofofo]olof2|1],
Q9H173 Nucleotide exchange factor SIL1 SIL1 1 4 4 4 0 0 0 0 0 2 2 0 0 0 0 0 0 0 2 2 0 0 0 0 0 0 0 2 2 0
pesay || teletactivating factor acetylhydrolase 18 PAFAH1B2 1 5 5 slslalol ol s lalala]s|s]ola|lolr|a]ls]al3]|3]o]l1]oll1]2
subunit beta 1
Q9BRF8  |Serine/threonine-protein phosphatase CPPED1 CPPED1 1 7 7 4 3 5 0 1 1 1 1 2 4 3 5 0 1 1 1 1 2 4 3 5 0 1 1 1 1 2
Q10567  |AP-1 complex subunit beta-1 AP1B1 1 12 6 2 2 2 1 0 1 1 1 2 1 1 1 1 0 1 0 0 1 2 2 2 1 0 1 1 1 2
P61960 Ubiquitin-fold modifier 1 UFM1 1 2 2 4 1 0 0 1 1 1 2 1 1 1 0 0 1 1 1 2 1 1 1 0 0 1 1 1 2 1
P48643  |T-complex protein 1 subunit epsilon CCT5 1 15 15 0 0 0 1 1 0 1 1 2 0 0 0 1 1 0 1 1 2 0 0 0 1 1 0 1 1 2
P49721 Proteasome subunit beta type-2 PSMB2 1 9 9 4 3 4 1 1 1 2 1 1 4 3 4 1 1 1 2 1 1 4 3 4 1 1 1 2 1 1
014579  |Coatomer subunit epsilon COPE 1 7 7 1 2 1 1 1 1 2 1 1 1 2 1 1 1 1 2 1 1 1 2 1 1 1 1 2 1 1
QNS Neurafl proliferation differentiation and control NPDCL 1 5 5 4 1 1 1 1 1 5 1 1 1 1 1 1 1 1 5 1 1 1 1 1 1 1 1 5 1
protein 1 1
QINZ08  |Endoplasmic reticulum aminopeptidase 1 ERAP1 1 5 5 0 1 0 1 1 1 1 2 1 0 1 0 1 1 1 1 2 1 0 1 0 1 1 1 1 2 1
Q86504  |G-protein coupled receptor 126 GPR126 1 4 4 0 0 0 1 1 1 1 2 1 0 0 0 1 1 1 1 2 1 0 0 0 1 1 1 1 2 1
P15289 Arylsulfatase A ARSA 1 4 4 2 0 1 1 2 1 1 2 1 2 0 1 1 2 1 1 2 1 2 0 1 1 2 1 1 2 1
095965 Integrin beta-like protein 1 ITGBL1 1 3 3 1 1 0 1 2 1 2 1 1 1 1 0 1 2 1 2 1 1 1 1 0 1 2 1 2 1 1
P26599 Polypyrimidine tract-binding protein 1 PTBP1 1 7 7 4 0 0 1 1 2 2 0 2 0 0 0 1 1 2 2 0 2 0 0 0 1 1 2 2 0 2
QIUKK9  |ADP-sugar pyrophosphatase NUDT5 1 6 6 4 2 4 1 2 2 1 1 2 4 2 4 1 2 2 1 1 2 4 2 4 1 2 2 1 1 2
P63208  [S-phase kinase-associated protein 1 SKP1 1 7 7 4 4 3 2 1 2 2 2 0 3 4 3 2 1 2 2 2 0 3 4 3 2 1 2 2 2 0
AOAOB4J1VO |Immunoglobulin heavy variable 3-15 IGHV3-15 1 6 3 4 2 2 2 1 2 1 3 2 3 2 2 2 1 2 1 2 1 3 2 2 2 1 2 1 2 1




P06310  |Igkappa chain V-Il region RPMI 6410 1GKV2D-30 2 5 3 2 1 1 3 2 3 2 2 3 1 0 0 2 1 2 1 1 2 1 0 0 2 1 2 1 1 2
P49368  |T-complex protein 1 subunit gamma CCT3 1 17 17 0 1 0 1 1 3 2 1 1 0 1 0 1 1 3 2 1 1 0 1 0 1 1 3 2 1 1
Q06828  [Fibromodulin FMOD 1 4 4 0 0 0 1 1 3 1 1 1 0 0 0 1 1 3 1 1 1 0 0 0 1 1 3 2 1 1
Q86UD1  |Out at first protein homolog OAF 1 4 4 4 0 0 2 2 1 1 1 2 0 0 0 2 2 1 1 1 2 0 0 0 2 2 1 1 1 2
P16403  |Histone H1.2 HIST1IH1C 1 9 3 6 3 6 5 6 7 4 3 4 2 2 2 2 2 2 1 1 2 2 2 2 2 2 2 1 1 2
075348  [V-type proton ATPase subunit G 1 ATP6V1G1 2 4 4 1 2 2 2 2 2 1 1 2 1 2 2 2 2 2 1 1 2 1 2 2 2 2 2 1 1 2
P63220  |40S ribosomal protein S21 RPS21 1 4 4 4 1 2 2 2 2 1 1 2 2 1 2 2 2 2 1 1 2 2 1 2 2 2 2 1 1 2
P46777 _ |60S ribosomal protein L5 RPLS 1 10 10 4 6 5 3 2 2 2 0 2 6 6 5 3 2 2 2 0 2 6 7 5 3 2 2 2 0 2
Q9UHL4  [Dipeptidyl peptidase 2 DPP7 1 8 8 2 2 3 3 2 3 0 2 2 2 2 3 3 2 3 0 2 2 3 2 3 3 2 3 0 2 2
P60953  |Cell division control protein 42 homolog CDC42 1 6 5 0 0 0 3 0 5 2 1 1 0 0 0 2 0 4 2 1 0 0 0 0 3 0 5 2 1 1
P62906  |60S ribosomal protein L10a RPL10A 1 7 7 4 4 5 2 2 2 1 0 1 2 4 5 2 2 2 1 0 1 3 5 6 3 3 3 2 0 2
gopayy | \2Scent polypeptide-associated complex NACA 2 3 3 3|33 |3]3]3 tla 3333|321 a]s a3l ]3]3]2]1

subunit alpha, muscle-specific form 1
P62979  |Ubiquitin-40S ribosomal protein S27a PS27A;UBA52;UBB;UB( 5 4 4 4 4 4 3 3 3 2 1 1 4 4 4 3 3 3 2 1 1 4 4 4 3 4 3 2 1 1
P55036 265 proteasome non-ATPase regulatory subunit PSMD4 2 6 6 sl fafa| el falafefa]afo]s|s]afalrfs]1fa],
P05386  |60S acidic ribosomal protein P1 RPLP1 1 5 3 4 2 2 4 2 3 2 1 1 2 2 2 3 2 2 2 1 1 2 2 2 4 3 3 2 1 1
P21281  |V-type proton ATPase subunit B, brain isoform ATP6V1B2 2 13 13 1 1 2 3 3 3 2 2 0 1 1 2 3 3 3 2 2 0 1 1 2 4 3 3 2 2 0
075368 Z':jt:i‘;ma' n-binding glutamic acid-rictrlike SH3BGRL 1 10 10 2 A T T U 2 T T U U 2 AT I TN N N2 A
P62424  |60S ribosomal protein L7a RPL7A 1 11 11 4 8 6 3 5 4 2 1 1 8 8 6 3 5 4 2 1 1 9 8 6 3 5 4 2 1 1
P33176  |Kinesin-1 heavy chain KIF5B 3 21 21 0 0 0 3 5 4 2 1 1 0 0 0 3 5 4 2 1 1 0 0 0 3 5 4 2 1 1
P00747  |Plasminogen PLG 3 31 31 10 11 11 4 5 4 1 1 2 10 11 11 4 5 4 1 1 2 10 11 11 4 5 4 1 1 2
P61247  |40S ribosomal protein S3a RPS3A 1 14 14 4 6 4 6 6 6 1 2 1 6 6 4 6 6 6 1 2 1 6 7 5 8 6 6 1 2 1
Q9P2E9  |Ribosome-binding protein 1 RRBP1 1 19 19 4 9 8 7 7 7 2 1 1 7 9 8 7 7 7 2 1 1 7 9 8 7 7 7 2 1 1
P00491  [Purine nucleoside phosphorylase PNP 1 9 9 4 4 5 7 7 7 1 2 1 5 4 5 7 7 7 1 2 1 5 4 6 7 7 7 1 2 1
P27482  |Calmodulin-like protein 3 CALML3 1 11 11 3 3 3 7 8 7 1 2 1 3 3 3 7 8 7 1 2 1 3 4 4 8 9 8 1 2 1
Q14134 [Tripartite motif-containing protein 29 TRIM29 1 13 13 4 5 5 9 9 9 1 1 2 5 5 5 9 9 9 1 1 2 5 5 5 9 9 9 1 1 2
Q6UWP8  [Suprabasin SBSN 1 13 13 4 0 0 9 12 | 11 1 1 2 0 0 0 9 12 | 11 1 1 2 0 0 0 14 | 17 | 15 1 1 2
P14923  |lunction plakoglobin JUP 1 19 17 0 0 0 15 15 16 3 1 0 0 0 0 13 13 14 3 1 0 0 0 0 19 19 18 3 1 0
P68871  |Hemoglobin subunit beta HBB 7 10 10 8 8 8 0 0 0 0 2 1 8 8 8 0 0 0 0 2 1 9 8 9 0 0 0 0 2 1
pageay  |idicleucinerich nuclear phosphoprotein 32 ANP32A 3 8 7 7lelefloloflofr|t|1]e]|s|s|oflolo|lr|1]1]s|e]s6]|o0o|o]o]1]1

family member A 1
P50995  |Annexin A1l ANXA11 1 20 20 5 6 6 0 0 0 1 2 0 5 6 6 0 0 0 1 2 0 6 7 7 0 0 0 1 2 0
P04217  |Alpha-1B-glycoprotein A1BG 1 17 17 5 5 6 0 0 0 1 1 1 5 5 6 0 0 0 1 1 1 6 6 7 0 0 0 1 1 1
Q9HOWY9  [Ester hydrolase C11orf54 Cllorf54 1 7 7 5 5 4 0 0 0 1 1 1 5 5 4 0 0 0 1 1 1 5 6 4 0 0 0 1 1 1
Q96FV2  |Secernin-2 SCRN2 1 6 6 4 4 4 0 0 0 1 1 1 6 4 4 0 0 0 1 1 1 6 4 4 0 0 0 1 1 1
Q9H2H8 |Peptidyl-prolyl cis-trans isomerase-like 3 PPIL3 1 6 6 4 3 2 0 0 0 1 1 1 5 3 2 0 0 0 1 1 1 5 3 3 0 0 0 1 1 1
P02511  |Alpha-crystallin B chain CRYAB 1 11 11 3 3 4 0 0 0 1 1 1 3 3 4 0 0 0 1 1 1 3 3 4 0 0 0 1 1 1
P55210  [Caspase-7 CASP7 1 6 6 4 3 2 0 0 0 1 2 0 4 3 2 0 0 0 1 2 0 4 3 2 0 0 0 1 2 0
P40306  |Proteasome subunit beta type-10 PSMB10 1 5 5 4 2 2 0 0 0 1 1 1 3 2 2 0 0 0 1 1 1 3 3 2 0 0 0 1 1 1
Q15369  [Transcription elongation factor B polypeptide 1 TCEBL 1 3 3 4 3 3 0 0 0 1 1 1 2 3 3 0 0 0 1 1 1 2 3 3 0 0 0 1 1 1
043278 [Kunitz-type protease inhibitor 1 SPINT1 1 4 4 4 2 2 0 0 0 1 1 1 3 2 2 0 0 0 1 1 1 3 2 2 0 0 0 1 1 1
P09210  |Glutathione S-transferase A2 GSTA2/AL 4 7 7 2 2 2 0 0 0 1 1 1 2 2 2 0 0 0 1 1 1 2 2 2 0 0 0 1 1 1
P62877  |E3 ubiquitin-protein ligase RBX1 RBX1 1 2 2 4 2 2 0 0 0 1 1 1 2 2 2 0 0 0 1 1 1 2 2 2 0 0 0 1 1 1
Q99584  |Protein $100-A13 S100A13 1 5 5 4 2 1 0 0 0 1 1 1 3 2 1 0 0 0 1 1 1 3 2 1 0 0 0 1 1 1
posgzg  [\WHosin light chain 173, skeletal muscle MYLLMYL3 2 1 1 1ol lolololr el fololofe|e]|el2al2]t]oflo]o]1]1

isoform 1
P09104  |Gamma-enolase ENO2 1 5 2 4 4 4 2 3 3 3 3 2 1 1 1 0 0 0 1 1 0 3 1 1 0 0 0 1 2 0
Q9BVG4  [Protein PBDC1 PBDC1 1 3 3 4 2 1 0 0 0 1 1 1 2 2 1 0 0 0 1 1 1 2 2 1 0 0 0 1 1 1
P24158  |Myeloblastin PRTN3 1 4 4 4 1 1 0 0 0 1 1 1 3 1 1 0 0 0 1 1 1 3 1 1 0 0 0 1 1 1
P30520  |Adenylosuccinate synthetase isozyme 2 ADSS 2 10 10 2 1 1 0 0 0 0 1 2 2 1 1 0 0 0 0 1 2 2 1 1 0 0 0 0 1 2
015511  [Actin-related protein 2/3 complex subunit 5 ARPC5 1 3 3 1 2 1 0 0 0 1 0 2 1 2 1 0 0 0 1 0 2 1 2 1 0 0 0 1 0 2
P02656  |Apolipoprotein C-IlI APOC3 1 1 1 1 1 1 0 0 0 1 1 1 1 1 1 0 0 0 1 1 1 1 1 1 0 0 0 1 1 1
P60022  |Beta-defensin 1 DEFB1 1 1 1 1 1 1 0 0 0 1 1 1 1 1 1 0 0 0 1 1 1 1 1 1 0 0 0 1 1 1




Q9H098  |Protein FAM107B FAM1078 1 2 1 1 1 1 0 0 0 1 1 1 1 1 1 0 0 0 1 1 1 1 1 1 0 0 0 1 1 1
Q96RP9  [Elongation factor G, mitochondrial GFM1 1 1 1 1 1 1 0 0 0 1 1 1 1 1 1 0 0 0 1 1 1 1 1 1 0 0 0 1 1 1
P17936  |Insulin-like growth factor-binding protein 3 IGFBP3 1 1 1 1 1 1 0 0 0 1 1 1 1 1 1 0 0 0 1 1 1 1 1 1 0 0 0 1 1 1
P01704  |lglambda chain V-Il region TOG 1GKV2-14 1 1 1 4 1 1 0 0 0 1 1 1 1 1 1 0 0 0 1 1 1 1 1 1 0 0 0 1 1 1
P48444  |Coatomer subunit delta ARCN1 1 8 8 0 0 2 0 0 0 1 1 1 0 0 2 0 0 0 1 1 1 0 0 2 0 0 0 1 1 1
P49908  |Selenoprotein P SEPP1 1 2 2 4 1 0 0 0 0 1 1 1 1 1 0 0 0 0 1 1 1 1 1 0 0 0 0 1 1 1
P53621  |Coatomer subunitalpha COPA 1 18 18 0 1 0 0 0 0 1 1 1 0 1 0 0 0 0 1 1 1 0 1 0 0 0 0 1 1 1
Q96GGY  |DCN1-like protein 1 DCUN1D1 1 2 2 0 0 1 0 0 0 1 1 1 0 0 1 0 0 0 1 1 1 0 0 1 0 0 0 1 1 1
P51148  |Ras-related protein Rab-5C RAB5C 1 6 3 4 0 0 0 0 0 1 1 1 1 0 0 0 0 0 1 1 1 1 0 0 0 0 0 1 1 1
Q04609 |Glutamate carboxypeptidase 2 FOLH1 2 3 3 0 0 0 0 0 0 0 1 2 0 0 0 0 0 0 0 1 2 0 0 0 0 0 0 0 1 2
Q16222 [UDP-N-acetylhexosamine pyrophosphorylase UAPL 2 8 8 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 1 1 1
AOAOCADH73 |Ig kappa chain V-| region Wes 1GKV1-12 2 2 1 1 1 1 1 1 1 2 2 2 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 1 1 1
Q9HOU4  [Ras-related protein Rab-1B RAB1B/1C 2 7 3 1 1 1 3 2 2 3 3 3 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 1 1 1
QINT62  [Ubiquitin-like-conjugating enzyme ATG3 ATG3 1 2 2 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 1 1 1
095861  [3(2),5-bisphosphate nucleotidase 1 BPNT1 1 13 13 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 1 1 1
P15502  |Elastin ELN 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 1 1 1
P46976  |Glycogenin-1 GYG1 1 3 3 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 1 1 1
Q96RW7  [Hemicentin-1 HMCN1 1 2 2 0 0 0 0 0 0 1 0 2 0 0 0 0 0 0 1 0 2 0 0 0 0 0 0 1 0 2
P51608  |Methyl-CpG-binding protein 2 MECP2 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 1 1 1
Q9HAB8  [Phosphopantothenate--cysteine ligase PPCS 1 5 5 4 0 0 0 0 0 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 1 1 1
P10586  |Receptor-type tyrosine-protein phosphatase F PTPRF 1 3 3 4 0 0 0 0 0 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 1 1 1
P47897  |Glutamine--tRNA ligase QARS 1 12 12 4 0 0 0 0 0 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 1 1 1
Q9H788  [SH2 domain-containing protein 4A SH2D4A 1 4 4 4 0 0 0 0 0 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 1 1 1
psgsgy | 1umor necrosis factor ligand superfamily TNFSF10 1 2 2 sloflolololo|ls st ]ofoflolololo|lr]|r|s]ofloflofoflo|]o]1]1
member 10 1
Q8NBS9 _[Thioredoxin domain-containing protein 5 TXNDC5 1 4 4 4 0 0 0 0 0 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 1 1 1
P54578  |Ubiquitin carboxyl-terminal hydrolase 14 USP14 1 10 10 4 0 0 0 0 0 0 1 2 0 0 0 0 0 0 0 1 2 0 0 0 0 0 0 0 1 2
Q81783 Aldehyde dehydrogenase family 16 member Al ALDH16A1 1 14 14 3 5 2 0 1 0 1 1 1 3 5 2 0 1 0 1 1 1 3 5 2 0 1 0 1 1 1
Q16204 [Coiled-coil domain-containing protein 6 CCDC6 1 5 5 3 3 3 0 1 0 1 0 2 3 3 3 0 1 0 1 0 2 3 3 3 0 1 0 1 0 2
P08294  |Extracellular superoxide dismutase [Cu-Zn] SOD3 1 6 6 4 3 2 1 0 0 1 1 1 3 3 2 1 0 0 1 1 1 3 3 2 1 0 0 1 1 1
015400  |Syntaxin-7 STX7 1 4 4 4 2 2 1 0 0 1 1 1 1 2 2 1 0 0 1 1 1 1 2 2 1 0 0 1 1 1
Q14019 [Coactosin-like protein COTL1 1 2 2 1 2 1 0 1 0 1 1 1 1 2 1 0 1 0 1 1 1 1 2 1 0 1 0 1 1 1
P02760  |Protein AMBP AMBP 1 5 5 1 1 1 0 1 0 1 1 1 1 1 1 0 1 0 1 1 1 1 1 1 0 1 0 1 1 1
P55064  |Aquaporin-5 AQP5 1 4 4 1 1 1 0 0 1 2 0 1 1 1 1 0 0 1 2 0 1 1 1 1 0 0 1 2 0 1
Q96QK1  |Vacuolar protein sorting-associated protein 35 VPS35 1 8 8 4 1 1 0 1 0 1 1 1 1 1 1 0 1 0 1 1 1 1 1 1 0 1 0 1 1 1
AOA075B7D0 |lg-like domain-containing protein IGHV10R15-1 1 1 1 1 0 0 0 1 0 1 1 1 1 0 0 0 1 0 1 1 1 1 0 0 0 1 0 1 1 1
Q15113 [Procollagen C-endopeptidase enhancer 1 PCOLCE 1 2 2 4 0 1 1 0 0 1 1 1 0 0 1 1 0 0 1 1 1 0 0 1 1 0 0 1 1 1
015305  [Phosphomannomutase 2 PMM2 2 6 6 0 0 0 1 0 0 1 1 1 0 0 0 1 0 0 1 1 1 0 0 0 1 0 0 1 1 1
094985  [Calsyntenin-1 CLSTN1 1 1 1 0 0 0 1 0 0 1 1 1 0 0 0 1 0 0 1 1 1 0 0 0 1 0 0 1 1 1
QL0471 Z"'y”e"tide Nacetylgalactosaminyliransferase) o\ 1 5 5 o fofofofolt ]t fofofofofofjr|t|r|t]|ofofofofoftft]r],
P28482  |Mitogen-activated protein kinase 1 MAPK1 1 9 7 0 0 0 1 0 0 1 1 1 0 0 0 1 0 0 1 1 1 0 0 0 1 0 0 1 1 1
Quaagy  [hosehatidylinositol-binding clathrin PICALM 1 2 2 sfoflofoflolr el ]oflolololo|ls|r]|as|ls]olofo|lo]o|zt]|1]:1
assembly protein 1
AOAVTL  |Ubiquitin-like modifier-activating enzyme 6 UBA6 1 5 5 4 0 0 0 0 1 1 2 0 0 0 0 0 0 1 1 2 0 0 0 0 0 0 1 1 2 0
P21291  |Cysteine and glycine-rich protein 1 CSRP1 1 8 8 5 6 5 1 0 1 2 0 1 5 6 5 1 0 1 2 0 1 6 7 5 1 0 1 2 0 1
P05452  |Tetranectin CLEC3B 2 9 9 5 6 5 1 0 1 1 1 1 5 6 5 1 0 1 1 1 1 5 6 5 1 0 1 1 1 1
P43487  |Ran-specific GTPase-activating protein RANBP1 1 5 5 4 5 3 1 0 1 1 1 1 3 5 3 1 0 1 1 1 1 5 7 4 1 0 1 1 1 1
P31146  |Coronin-1A CORO1A 1 12 12 3 3 2 1 1 0 1 1 1 3 3 2 1 1 0 1 1 1 3 3 2 1 1 0 1 1 1
Q9H444  |Charged multivesicular body protein 4b CHMP4B 2 3 3 3 2 1 1 1 0 1 1 1 3 2 1 1 1 0 1 1 1 3 2 1 1 1 0 1 1 1
015145  [Actin-related protein 2/3 complex subunit 3 ARPC3 1 3 3 2 2 1 0 1 1 1 0 2 2 2 1 0 1 1 1 0 2 3 2 1 0 1 1 1 0 2
pgoag | Tioredoxin-dependent peroxide reductase, PRDX3 1 6 6 a2 |2 )r]ola 2ol ]ols]2)r|ola2a|2a|l2aft]o]1]2]1
mitochondrial 0
Q9H299 i':jt:i"n";a' n-binding gutamic acid-rich-ike SH3BGRL3 1 4 4 C S T U U U A U 2 2 U Y A




Q9Y5P6  [Mannose-1-phosphate guanyltransferase beta GMPPB 1 5 5 1 1 1 1 1 0 1 1 1 1 1 1 1 1 0 1 1 1 1 1 1 1 1 0 1 1 1
P15814  |Immunoglobulin lambda-like polypeptide 1 1GLLL 1 1 1 1 1 1 1 1 0 1 1 1 1 1 1 1 1 0 1 1 1 1 1 1 1 1 0 1 1 1
QIUNH7  |Sorting nexin-6 SNX6 2 8 8 1 0 0 0 1 1 0 1 2 1 0 0 0 1 1 0 1 2 1 0 0 0 1 1 0 1 2
075460 | ine/threonine-protein ERNL 1 1 1 oot lole e feafolola| ol fofols]e]o|ls]1]:1
kinase/endoribonuclease IREL 1
AOAOCADH25 |Immunoglobulin kappa variable 3D-20 1GKV3D-20 1 3 1 2 2 3 1 2 3 3 3 3 0 0 1 0 1 1 1 1 1 0 0 1 0 1 1 1 1 1
P16519  [Neuroendocrine convertase 2 PCSK2 1 1 1 4 1 0 1 1 0 1 1 1 0 1 0 1 1 0 1 1 1 0 1 0 1 1 0 1 1 1
095969 [Secretoglobin family 1D member 2 SCGB1D2 1 1 1 4 0 1 0 1 1 1 1 1 0 0 1 0 1 1 1 1 1 0 0 1 0 1 1 1 1 1
Q14142 [Tripartite motif-containing protein 14 TRIM14 1 1 1 4 0 0 1 1 0 1 1 1 1 0 0 1 1 0 1 1 1 1 0 0 1 1 0 1 1 1
P36543  |V-type proton ATPase subunitE 1 ATP6VIEL 1 4 4 0 0 0 1 1 0 1 1 1 0 0 0 1 1 0 1 1 1 0 0 0 1 1 0 1 1 1
000204 [Sulfotransferase family cytosolic 2B member 1 SULT2B1 1 4 4 4 0 0 1 0 1 1 1 1 0 0 0 1 0 1 1 1 1 0 0 0 1 0 1 1 1 1
P13798  |Acylamino-acid-releasing enzyme APEH 1 16 16 12 | 10 | 13 1 1 1 1 1 1 12 | 10 | 13 1 1 1 1 1 1 15 [ 11 | 14 1 1 1 1 1 1
Q16531  |DNA damage-binding protein 1 DDB1 1 14 14 9 6 7 1 1 1 1 1 1 9 6 7 1 1 1 1 1 1 9 6 7 1 1 1 1 1 1
P55263  |Adenosine kinase ADK 1 10 10 3 4 5 1 1 1 1 1 1 3 4 5 1 1 1 1 1 1 3 4 5 1 1 1 1 1 1
QIUNZ2  [NSFL1 cofactor p47 NSFL1C 1 5 5 4 4 4 1 2 0 1 2 0 3 4 4 1 2 0 1 2 0 3 4 4 1 2 0 1 2 0
Q15370  [Transcription elongation factor B polypeptide 2 TCEB2 1 3 3 4 2 3 1 1 1 1 1 1 3 2 3 1 1 1 1 1 1 3 2 3 1 1 1 1 1 1
P61956  |Small ubiquitin-related modifier 2 SUMO2 3 3 3 3 2 1 1 1 1 1 1 1 3 2 1 1 1 1 1 1 1 3 2 2 1 1 1 1 1 1
Q01105  |Protein SET SET,SETSIP 2 6 6 2 2 2 1 1 1 2 1 0 2 2 2 1 1 1 2 1 0 2 2 2 1 1 1 2 1 0
060888  |Protein CutA CUTA 1 2 2 1 1 2 1 1 1 1 1 1 1 1 2 1 1 1 1 1 1 1 1 2 1 1 1 1 1 1
060784  [Target of Myb protein 1 TOM1 1 5 5 4 1 2 1 1 1 1 1 1 1 1 2 1 1 1 1 1 1 1 1 2 1 1 1 1 1 1
A2NIV5  |Immunoglobulin kappa variable 2-29 A18;1GKV2D-26;1GKV2| 3 3 1 2 2 2 2 2 2 2 2 2 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1
P17066  |Heat shock 70 kDa protein 6 HSPAG6/AT 2 9 1 8 8 9 6 7 8 8 8 7 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1
043505  [Beta-1,4-glucuronyltransferase 1 BAGAT1 1 2 2 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1
Q8WXG9 _ [G-protein coupled receptor 98 GPR98 1 2 2 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1
Q6UXB2  |VEGF coregulated chemokine 1 CXCL17 1 6 6 2 0 0 1 0 2 2 0 1 2 0 0 1 0 2 2 0 1 2 0 0 1 0 2 2 0 1
000757  [Fructose-1,6-bisphosphatase isozyme 2 FBP2 1 3 1 2 1 2 1 1 1 2 2 2 1 0 1 1 1 1 1 1 1 1 0 1 1 1 1 1 1 1
Q13162  [Peroxiredoxin-4 PRDX4 1 3 1 4 1 2 2 2 2 2 2 2 1 0 1 1 1 1 1 1 1 1 0 1 1 1 1 1 1 1
P35321  |Cornifin-A SPRR1A 1 3 1 4 2 1 2 2 3 2 2 2 1 1 0 1 1 1 1 1 1 1 1 0 1 1 1 1 1 1
Qonprg | /acuclar protein sorting:associated protein VIAL 1 4 3 0 T T T T T T T T T T T T T N T A A O (O (O T
VTAL homolog 1
P04430  |Igkappa chain V-l region BAN 1GKV1-16 1 1 1 4 1 0 1 1 1 1 1 1 1 1 0 1 1 1 1 1 1 1 1 0 1 1 1 1 1 1
Q15056 [Eukaryotic translation initiation factor 4H EIF4H 1 3 3 0 1 0 1 1 1 1 1 1 0 1 0 1 1 1 1 1 1 0 1 0 1 1 1 1 1 1
PODPO1  [Immunoglobulin heavy variable 1-8 IGHV1-8 1 2 1 1 2 0 2 2 2 2 2 2 0 1 0 1 1 1 1 1 1 0 1 0 1 1 1 1 1 1
P01599  |lgkappa chain V-l region Gal 1GKV1-17 1 3 1 4 2 1 2 2 3 2 2 3 0 1 0 1 1 1 1 1 1 0 1 0 1 1 1 1 1 1
pustgg | Ukarvotic ranslation initation factor 2 BIF251 1 2 2 ololof| e |||l folo]o|a|s|r]|afs|afofo|lo|lr]|1|1]1]1
subunit 1 1
Q14974 [Importin subunit beta-1 KPNB1 1 8 8 0 0 0 1 1 1 1 1 1 0 0 0 1 1 1 1 1 1 0 0 0 1 1 1 1 1 1
P62195  |26S protease regulatory subunit 8 PSMC5 1 7 7 4 0 0 1 1 1 1 1 1 0 0 0 1 1 1 1 1 1 0 0 0 1 1 1 1 1 1
Q16181  |Septin-7 SEPTIN7 1 6 6 4 0 0 1 1 1 1 1 1 0 0 0 1 1 1 1 1 1 0 0 0 1 1 1 1 1 1
Q8IWU5  |Extracellular sulfatase Sulf-2 SULF2 1 3 3 4 0 0 2 0 1 1 1 1 0 0 0 2 0 1 1 1 1 0 0 0 2 0 1 1 1 1
Qovaps [ erinethreonine kinase receptor-associated STRAP 1 8 8 sl a6 |2 a el elale] 2| ]se|s|sfl2]1]1]1]1
protein 1
Q15843  [NEDD8 NEDD8 1 4 4 4 2 2 1 1 2 1 1 1 2 2 2 1 1 2 1 1 1 3 3 2 1 1 2 1 1 1
P28325  |Cystatin-D CSTS 1 2 2 0 0 0 1 2 1 1 1 1 0 0 0 1 2 1 1 1 1 0 0 0 1 2 1 1 1 1
Q9GZM7  |Tubulointerstitial nephritis antigen-like TINAGLL 1 4 4 4 0 0 1 0 3 0 1 2 0 0 0 1 0 3 0 1 2 0 0 0 1 0 3 0 1 2
P01594  |Igkappa chain V-l region AU 1GKV1-33 2 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 2 1 2 1 1 1
P35606  |Coatomer subunit beta COPB2 1 13 13 0 0 0 2 2 1 1 1 1 0 0 0 2 2 1 1 1 1 0 0 0 2 2 1 1 1 1
P08582  |Melanotransferrin MFI2 1 5 5 0 0 0 2 1 2 1 1 1 0 0 0 2 1 2 1 1 1 0 0 0 2 1 2 1 1 1
Q13200 ;esmmea”me non-ATPase regulatory subunit PSMD2 1 5 5 slofofa e fafofofofapr]afafrfrfofolola|tf2jr]1],
P06753  |Tropomyosin alpha-3 chain TPM3 1 15 10 4 6 9 5 5 5 4 4 2 6 4 5 2 2 2 2 1 0 6 4 5 2 2 2 2 1 0
P16070  |CD44 antigen (D44 1 3 3 3 3 3 2 2 2 2 1 0 3 3 3 2 2 2 2 1 0 3 3 4 2 2 2 2 1 0
Q96HE7  |ERO1-like protein alpha ERO1L 1 9 9 2 2 2 2 2 2 1 1 1 2 2 2 2 2 2 1 1 1 2 2 2 2 2 2 1 1 1
P10253  |lysosomal alpha-glucosidase GAA 1 4 4 0 2 2 3 2 1 1 1 1 0 2 2 3 2 1 1 1 1 0 2 2 3 2 1 1 1 1
Q15366 [Poly(rC)-binding protein 2 PCBP2 2 7 5 1 1 0 2 3 2 1 2 2 0 0 0 2 2 2 1 1 1 0 0 0 2 2 2 1 1 1




Q99832 |T-complex protein 1 subunit eta CCT7 1 15 15 0 0 0 2 4 0 1 1 1 0 0 0 2 4 0 1 1 1 0 0 0 2 4 0 1 1 1
Q14393 [Growth arrest-specific protein 6 GAS6 1 5 5 0 0 0 2 2 2 1 1 1 0 0 0 2 2 2 1 1 1 0 0 0 2 2 2 1 1 1
Q04760 [Lactoylglutathione lyase GLO1 1 5 5 4 4 2 3 2 2 1 1 1 4 4 2 3 2 2 1 1 1 5 4 2 3 2 2 1 1 1
095274 |Ly6/PLAUR domain-containing protein 3 LYPD3 1 3 3 1 0 0 3 2 2 1 1 1 1 0 0 3 2 2 1 1 1 1 0 0 3 2 2 1 1 1
QI9HCY8 _ [Protein S100-A14 S100A14 1 3 3 4 2 1 3 3 2 1 1 1 1 2 1 3 3 2 1 1 1 1 2 1 3 3 2 1 1 1
Q16543  |Hsp90 co-chaperone Cdc37 CDC37 1 8 8 0 0 0 4 1 3 1 1 1 0 0 0 4 1 3 1 1 1 0 0 0 4 1 3 1 1 1
Q99574 [Neuroserpin SERPINIL 1 5 5 4 0 0 3 2 3 1 1 1 0 0 0 3 2 3 1 1 1 0 0 0 3 2 3 1 1 1
P62241  [40S ribosomal protein S8 RPS8 1 8 8 4 4 4 2 4 4 1 1 1 5 4 4 2 4 4 1 1 1 7 5 4 2 4 4 1 1 1
P01859  |lg gamma-2 chain C region IGHG2 1 8 5 6 6 5 4 5 6 3 2 2 3 3 3 2 2 3 1 1 1 4 4 4 3 3 4 1 1 1
P52597  |Heterogeneous nuclear ribonucleoprotein F HNRNPF 1 5 3 1 2 1 4 3 4 1 1 1 0 1 0 2 2 2 0 0 0 1 2 1 4 3 4 1 1 1
P09958  |Furin FURIN 1 9 9 0 1 0 4 4 4 1 1 1 0 1 0 4 4 4 1 1 1 0 1 0 4 4 4 1 1 1
P07814  [Bifunctional glutamate/proline—tRNA ligase EPRS 1 20 20 2 2 1 4 4 5 1 1 1 2 2 1 4 4 5 1 1 1 2 2 1 4 4 5 1 1 1
P26641  |Elongation factor 1-gamma EEF1G 1 10 9 1 1 1 5 4 5 1 1 1 1 1 1 5 4 5 1 1 1 1 1 1 5 4 5 1 1 1
P25685  |Dna) homolog subfamily B member 1 DNAJB1 2 6 6 0 0 0 5 5 4 1 1 1 0 0 0 5 5 4 1 1 1 0 0 0 5 5 4 1 1 1
P51991  |Heterogeneous nuclear ribonucleoprotein A3 HNRNPA3 1 8 8 1 2 1 5 5 5 1 1 1 1 2 1 5 5 5 1 1 1 1 2 1 5 5 5 1 1 1
P06576  |ATP synthase subunit beta, mitochondrial ATP5B 1 20 20 5 4 3 5 5 6 1 1 1 5 4 3 5 5 6 1 1 1 6 4 3 6 5 7 1 1 1
Q13813 [Spectrin alpha chain, non-erythrocytic 1 SPTAN1 1 38 38 4 0 0 5 10 | 4 0 2 1 2 0 0 5 10 | 4 0 2 1 2 0 0 5 10 | 4 0 2 1
P11940 [Polyadenylate-binding protein 1 PABPC1 4 12 12 3 2 4 7 8 6 1 1 1 3 2 4 7 8 6 1 1 1 3 2 4 8 8 6 1 1 1
Q99878  |Histone H2A type 1-J RAH;H2AFJ;HISTIH2AG; 7 11 0 6 5 5 6 6 6 1 1 1 0 0 0 0 0 0 0 0 0 6 6 6 9 9 8 1 1 1
Q96HC4  |PDZand LIM domain protein 5 PDLIMS 1 18 18 4 10 | 9 0 0 0 1 1 0 11 [ 10 ] 9 0 0 0 1 1 0 12 [10]10) 0 0 0 1 1 0
Q14126  [Desmoglein-2 DSG2 1 13 13 7 9 8 0 0 0 1 1 0 7 9 8 0 0 0 1 1 0 7 9 8 0 0 0 1 1 0
P43652  |Afamin AFM 1 21 21 6 6 6 0 0 0 0 1 1 6 6 6 0 0 0 0 1 1 6 6 6 0 0 0 0 1 1
AOMZ66  [Shootin-1 KIAA1598 1 10 10 4 5 7 0 0 0 0 1 1 4 5 7 0 0 0 0 1 1 4 5 7 0 0 0 0 1 1
094760 [ (GIN(O)dimethylarginine DDAHL 1 12 2 slals|oflolole|e|olalals|ololo|lr]|tlo]ls]|s|s|ao]loflo]|1]:
dimethylaminohydrolase 1 0
P35237  [Serpin B6 SERPINB6 1 13 13 4 4 6 0 0 0 0 0 2 5 4 6 0 0 0 0 0 2 5 4 6 0 0 0 0 0 2
pgocg | osPholipid hydroperoxide glutathione GPX4 1 4 4 sla|3lololol s |s|ofs|al3s]ololols|ls|ols|s|a]oflo|lo]z]:
peroxidase, mitochondrial 0
Q92882  |Osteoclast-stimulating factor 1 OSTF1 1 5 5 4 2 3 0 0 0 1 0 1 3 2 3 0 0 0 1 0 1 3 2 3 0 0 0 1 0 1
P62888  |60S ribosomal protein 30 RPL30 1 5 5 4 3 3 0 0 0 0 1 1 2 3 3 0 0 0 0 1 1 2 3 3 0 0 0 0 1 1
P19827  |Inter-alpha-trypsin inhibitor heavy chain H1 ITIH1 2 18 18 2 2 2 0 0 0 1 0 1 2 2 2 0 0 0 1 0 1 2 2 2 0 0 0 1 0 1
060234  [Glia maturation factor gamma GMFG 1 2 2 2 2 2 0 0 0 0 1 1 2 2 2 0 0 0 0 1 1 2 2 2 0 0 0 0 1 1
Q14116 [Interleukin-18 1L18 1 5 5 3 2 1 0 0 0 0 1 1 3 2 1 0 0 0 0 1 1 3 2 1 0 0 0 0 1 1
Q8TCD5  [5(3)-deoxyribonucleotidase, cytosolic type NT5C 1 5 5 4 2 2 0 0 0 0 1 1 2 2 2 0 0 0 0 1 1 2 2 2 0 0 0 0 1 1
P09455  [Retinol-binding protein 1 RBP1 1 5 5 4 2 1 0 0 0 1 1 0 2 2 1 0 0 0 1 1 0 2 2 1 0 0 0 1 1 0
P07902  |Galactose-1-phosphate uridylyltransferase GALT 1 2 2 1 1 2 0 0 0 0 1 1 1 1 2 0 0 0 0 1 1 1 1 2 0 0 0 0 1 1
QINQW7 _ |Xaa-Pro aminopeptidase 1 XPNPEP1 1 11 11 4 1 1 0 0 0 1 0 1 2 1 1 0 0 0 1 0 1 2 1 1 0 0 0 1 0 1
P08246 [Neutrophil elastase ELANE 1 6 6 1 1 1 0 0 0 0 1 1 1 1 1 0 0 0 0 1 1 1 1 1 0 0 0 0 1 1
Q02790  |Peptidyl-prolyl cis-trans isomerase FKBP4 FKBP4 1 6 6 2 1 0 0 0 0 0 1 1 2 1 0 0 0 0 0 1 1 2 1 0 0 0 0 0 1 1
P01743  |[Ig heavy chain V-l region HG3 IGHV1-46 1 2 1 2 2 1 1 1 1 2 1 2 1 1 1 0 0 0 1 0 1 1 1 1 0 0 0 1 0 1
Q9H5N1  |Rab GTPase-hinding effector protein 2 RABEP2 1 1 1 4 1 1 0 0 0 1 0 1 1 1 1 0 0 0 1 0 1 1 1 1 0 0 0 1 0 1
QINVA2  [Septin-11 SEPTIN11 1 7 6 4 1 1 0 0 0 1 0 1 1 1 1 0 0 0 1 0 1 1 1 1 0 0 0 1 0 1
000468 [Agrin AGRN 1 1 1 1 1 0 0 0 0 1 0 1 1 1 0 0 0 0 1 0 1 1 1 0 0 0 0 1 0 1
Q9Y365  |PCTP-like protein STARD10 1 5 5 4 1 0 0 0 0 0 0 2 1 1 0 0 0 0 0 0 2 1 1 0 0 0 0 0 0 2
P50552  |Vasodilator-stimulated phosphoprotein VASP 1 2 2 4 1 1 0 0 0 0 1 1 0 1 1 0 0 0 0 1 1 0 1 1 0 0 0 0 1 1
Q8IWE2 _|Protein NOXP20 FAM114A1 1 5 5 0 1 0 0 0 0 0 1 1 0 1 0 0 0 0 0 1 1 0 1 0 0 0 0 0 1 1
P07332  [Tyrosine-protein kinase Fes/Fps FES 1 2 2 0 0 1 0 0 0 0 1 1 0 0 1 0 0 0 0 1 1 0 0 1 0 0 0 0 1 1
AOA075B6K4 |Ig lambda chain V-V region Hil 1GLV3-10 2 2 2 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 1 1
P17812  |CTP synthase 1 CTPS1 2 12 12 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 1 1
Q96PD5  |N-acetylmuramoyl-L-alanine amidase PGLYRP2 2 11 11 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 1 0 1
P20591 |Interferon-induced GTP-binding protein Mx1 MX1 2 9 9 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 1 1
Q9Y6Q5  |AP-1 complex subunit mu-2 APIM2 1 6 6 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 1 0 1




043916  [Carbohydrate sulfotransferase 1 CHST1 1 1 1 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 1 0 1
Q9UBT3  [Dickkopf-related protein 4 DKK4 1 3 3 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 2 0 0
P51452  |Dual specificity protein phosphatase 3 DUSP3 1 5 5 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 1 0 1
QINTX5  [Ethylmalonyl-CoA decarboxylase ECHDC1 1 3 3 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 1 1
Q9Y624  [Junctional adhesion molecule A F11R 1 3 3 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 1 1
Q9UHDO |Interleukin-19 1119 1 2 2 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 2 0
P27361  |Mitogen-activated protein kinase 3 MAPK3 1 8 6 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 1 1 0
Q9Y266  |Nuclear migration protein nudC NUDC 1 2 2 4 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 1 1
Q53EL6  |Programmed cell death protein 4 PDCD4 1 9 9 4 0 0 0 0 0 1 0 1 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 1 0 1
P35080  |Profilin-2 PFN2 1 2 2 4 0 0 0 0 0 1 0 1 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 1 0 1
Q96FV3  |Tetraspanin-17 TSPAN17 1 1 1 4 0 0 0 0 0 1 0 1 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 1 0 1
quzst | elline membrane outer ayer protein 1 VMO1 1 1 1 slolololololols|ls]oflolololololo|ls|s]lolo|lofloflo]o]o]:
homolog 1
AOAOG2JRQ6 |lg-like domain-containing protein ENSG00000281759 1 3 3 4 0 0 0 0 0 1 0 1 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 1 0 1
Quasoq  |Aminoacyl RNAsynthase complex-interacting AMPL 1 7 7 s s |efoflo|lr ]t ]ofls|{s]eloflo|ls]|e|lt]ols|s|se|o]o|s]1]:
multifunctional protein 1 0
P07954  |Fumarate hydratase, mitochondrial FH 1 9 9 4 4 5 0 0 1 1 1 0 4 4 5 0 0 1 1 1 0 5 5 6 0 0 1 1 1 0
P34949  |Mannose-6-phosphate isomerase MPI 1 7 7 4 3 4 0 1 0 0 2 0 4 3 4 0 1 0 0 2 0 4 3 4 0 1 0 0 2 0
Q14624 [Inter-alpha-trypsin inhibitor heavy chain H4 ITIH4 1 19 19 3 3 4 1 0 0 0 1 1 3 3 4 1 0 0 0 1 1 3 3 4 1 0 0 0 1 1
P25325  |3-mercaptopyruvate sulfurtransferase MPST 1 7 7 3 3 3 1 0 0 0 1 1 3 3 3 1 0 0 0 1 1 3 3 3 1 0 0 0 1 1
P31941  |DNA dC->dU-editing enzyme APOBEC-3A APOBEC3A/3B 2 5 5 2 2 2 0 0 1 1 0 1 2 2 2 0 0 1 1 0 1 2 2 2 0 0 1 1 0 1
P09382  |Galectin-1 LGALS1 1 3 3 2 2 2 0 1 0 1 0 1 2 2 2 0 1 0 1 0 1 2 2 2 0 1 0 1 0 1
P51857  |3-0x0-5-beta-steroid 4-dehydrogenase AKR1D1 1 2 2 1 2 1 1 0 0 0 1 1 1 2 1 1 0 0 0 1 1 1 2 1 1 0 0 0 1 1
P62910  |60S ribosomal protein 32 RPL32 1 2 2 4 2 1 1 0 0 1 1 0 1 2 1 1 0 0 1 1 0 1 2 1 1 0 0 1 1 0
PODII8 Serum amyloid A-1 protein SAAL;SAA2 2 2 2 1 1 1 1 0 0 0 1 1 1 1 1 1 0 0 0 1 1 1 1 1 1 0 0 0 1 1
Q7L5Y9  |Macrophage erythroblast attacher MAEA 1 1 1 0 0 1 0 1 0 1 0 1 0 0 1 0 1 0 1 0 1 0 0 1 0 1 0 1 0 1
000264 |embrane-associated progesterone receptor PGRMCL 1 2 2 slofloltfolole|elola]oflolrloflo|lrs]|sflols]oflolz]o]ol|l1]1
component 1 0
Q15437  |Protein transport protein Sec23B SEC23B 2 8 8 0 0 0 1 0 0 0 1 1 0 0 0 1 0 0 0 1 1 0 0 0 1 0 0 0 1 1
Q99439 [Calponin-2 CNN2 1 3 3 0 0 0 1 0 0 1 0 1 0 0 0 1 0 0 1 0 1 0 0 0 1 0 0 1 0 1
Q3ZCM7  [Tubulin beta-8 chain TUBB8 1 7 2 4 1 1 1 2 2 3 2 4 0 0 0 0 0 1 1 0 1 0 0 0 0 0 1 1 0 1
P26583  |High mobility group protein B2 HMGB2 1 7 4 6 5 5 1 1 0 1 1 2 3 3 2 1 1 0 1 0 1 3 3 2 1 1 0 1 0 1
P30040  |Endoplasmic reticulum resident protein 29 ERP29 1 6 6 1 3 2 1 1 0 0 1 1 1 3 2 1 1 0 0 1 1 1 3 2 1 1 0 0 1 1
Q6UX06  |Olfactomedin-4 OLFM4 1 3 3 4 1 1 1 1 0 0 1 1 1 1 1 1 1 0 0 1 1 2 1 2 1 1 0 0 1 1
P00736  |Complement C1r subcomponent CIR 1 12 12 2 1 1 1 1 0 2 0 0 2 1 1 1 1 0 2 0 0 2 1 1 1 1 0 2 0 0
P32320  |Cytidine deaminase CDA 1 2 2 1 1 1 1 1 0 0 1 1 1 1 1 1 1 0 0 1 1 1 1 1 1 1 0 0 1 1
P07305  |Histone H1.0 H1FO 1 1 1 0 1 1 1 1 0 0 1 1 0 1 1 1 1 0 0 1 1 0 1 1 1 1 0 0 1 1
P84077  |ADP-ribosylation factor 1 ARF1;ARF3 2 10 7 0 0 0 1 1 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 1 0 1
Q07960  [Rho GTPase-activating protein 1 ARHGAP1 1 5 5 0 0 0 0 1 1 0 1 1 0 0 0 0 1 1 0 1 1 0 0 0 0 1 1 0 1 1
Q92520  |Protein FAM3C FAM3C 1 1 1 0 0 0 0 1 1 1 0 1 0 0 0 0 1 1 1 0 1 0 0 0 0 1 1 1 0 1
pags7y  |pha-L3-mannosyl-glycoprotein 2-beta-- MGATL 1 2 2 ololofo e ]ofs|afolololols|s]|oflt|s]oflololo]lzs|1]0]:
acetylglucosaminyltransferase 1
Q9HC84  [Mucin-5B MUC5B 1 6 2 4 3 2 1 1 0 1 1 0 0 0 0 1 1 0 1 1 0 0 0 0 1 1 0 1 1 0
P61026  |Ras-related protein Rab-10 RAB10 1 5 4 4 0 0 2 1 0 1 1 0 0 0 0 1 1 0 1 1 0 0 0 0 1 1 0 1 1 0
P46776  |60S ribosomal protein L27a RPL27A 1 3 3 4 3 2 1 0 2 1 0 1 3 3 2 1 0 2 1 0 1 3 3 2 1 0 2 1 0 1
P21926  |CD9 antigen CD9 1 2 2 2 2 2 1 1 1 1 0 1 2 2 2 1 1 1 1 0 1 2 2 2 1 1 1 1 0 1
P84098  |60S ribosomal protein L19 RPL19 1 3 3 4 1 1 1 1 1 0 1 1 2 1 1 1 1 1 0 1 1 2 1 1 1 1 1 0 1 1
P07357  |Complement component C8 alpha chain C8A 1 4 4 1 1 1 1 1 1 0 1 1 1 1 1 1 1 1 0 1 1 1 1 1 1 1 1 0 1 1
Q96089  |Kinesin-like protein KIF20B KIF20B 1 1 1 1 1 1 1 1 1 1 0 1 1 1 1 1 1 1 1 0 1 1 1 1 1 1 1 1 0 1
AOA075B6H7 |lg-like domain-containing protein -7;1GKV30R2-268;1GK' 3 2 1 1 2 2 2 2 2 2 1 2 0 1 1 1 1 1 1 0 1 0 1 1 1 1 1 1 0 1
P01764  |lg heavy chain V-IIl region 23 IGHV3-23 1 5 1 1 2 2 2 2 2 2 2 1 0 0 0 0 0 0 0 0 0 0 1 1 1 1 1 1 1 0
P63000  |Ras-related C3 botulinum toxin substrate 1 RAC1 1 6 2 4 0 1 2 1 2 1 1 1 0 0 0 0 0 0 0 0 0 1 0 1 1 1 1 1 1 0
P20290  |Transcription factor BTF3 BTF3 1 1 1 0 0 1 1 1 1 1 0 1 0 0 1 1 1 1 1 0 1 0 0 1 1 1 1 1 0 1
075503 |Ceroid-lipofuscinosis neuronal protein 5 CLNS 1 1 1 0 0 0 1 1 1 0 1 1 0 0 0 1 1 1 0 1 1 0 0 0 1 1 1 0 1 1




043405 [Cochlin COCH 1 3 3 o JoJo [t [t J1JsJ1JoJoJoJo s lsJalaJaJoJoJoJolr [ttt ]1To
000115 |Deoxyribonuclease-2-alpha DNASE2 1 1 1 o ool e el el el alolololol el lalalalololololalalalt]1To
Q13232 |Nucleoside diphosphate kinase 3 NME3 1 4 4 s ol ool ool lolalololol sl 2lolalolatlolololal2alol1]o]n
perzys | crine/threonine-protein phosphatase 24 PPP2CA 1 8 1 ale|al2l2]2]2lolsfoflolols]| sl 1]o]r]lolo|ols|1]|z1]1]o
catalytic subunit alpha isoform 1
P61353  [60S ribosomal protein L27 RPL27 1 3 3 4 1 2 1 2 1 0 1 1 2 1 2 1 2 1 0 1 1 2 1 2 1 2 1 0 1 1
Q16706 |Alpha-mannosidase 2 MAN2AL 2 4 4 t ool el ool alol el lolo ool el alolalalolol a2l a1l o]
P15374 UBb'q”‘"” carboxyl-terminal hydrolase isozyme UCHL3 1 5 5 sl fofrfaf2|2a a2 2|ofrfrfal2afrfa]j2]o|1f,
P04004 |Vitronectin VIN 2 9 9 el a ol e ool el oo e alola e ool To
rkzra | PtePhYlococcal nuclease domain-containing SNDL 1 14 14 s lolol2 12l lolsoflololals)l2l1]o]ls]lololol2|1]|2]1]o0o
protein 1 1
AOAOCADH31 [Immunoglobulin heavy variable 1-18 1GHV1-18 1 3 2 p s s sl ool alol el el ool oal ol el alolalalal a2l 2210
qsTeeg | FPidermal growth factor receptor kinase EPSSLL 1 9 9 e lolafle|r o] a ol alrfr]o|ls|afr]r|ofla]|r]|1]o]1
substrate 8-like protein 1 1
Q13438 |Protein 05-9 059 1 6 6 s ool ol e sl alolololol a3l alalololololalals1]1T]o
oulzs  |Poptosis-associated specklike protein PYCARD 1 7 7 4|0 22|21l ]olofolo|l2af2a]2|1lt]ofoflofo]|2|2]z2]1]1
containing a CARD 0
P07108 _ |Acyl-CoA-binding protein DBI 1 4 4 p s a3 3 aflo el el salsslalolalalssalssalola1]1
Q92747  |Actin-related protein 2/3 complex subunit 1A ARPC1A 1 5 4 1 2 2 4 2 1 2 2 1 0 1 1 4 2 1 1 1 0 0 1 1 4 2 1 1 1 0
Q62VX7__|F-box only protein 50 NCCRP1 1 6 6 s ol ool als ol alalololol ol 2ols3slolalelololol2al2alslo]1]2
P26038 _|Moesin MSN 1 20 11 s o766l als[3lsssl2l2lalsltlolel7lel2l2lalr]l1r]o
PS1149  |Ras-related protein Rab-7a RABTA 1 7 7 s [ sl al ol alal el ool s s lal ol olalalalolsslaloalalalcl1To
P10619  |Lysosomal protective protein CTSA 1 4 4 0 0 0 2 4 2 0 1 1 0 0 0 2 4 2 0 1 1 0 0 0 2 4 2 0 1 1
P49327  |Fatty acid synthase FASN 1 15 15 o oo sl a3l etlolalolololsl 23l aloltlolololsl2ls1t]o]1
P61106  |Ras-related protein Rab-14 RAB14 1 14 14 s [a o ool el a oo el el el el alalo sl alals s a1 To
P04062  [Glucosylceramidase GBA 1 4 4 0 0 0 4 3 4 1 0 1 0 0 0 4 3 4 1 0 1 0 0 0 4 3 4 1 0 1
Q15084 |Protein disulfide-isomerase A6 PDIAG 1 10 10 s ol ol als a2l ool ololol2alslal2alolololololslals]2]olo
P05388  |60S acidic ribosomal protein PO RPLPO;RPLPOPG 2 9 9 a3 sTalal ool il el a3 s lalalalolalalalsIsslalalo]ln
pag7gy |08l transducer and activator of STAT3 1 7 7 s lololselals|1|olrlololo|ls|als|at]ols]ololols]|a]|s]1]o
transcription 3 1
P22531  [Small proline-rich protein 2E SPRR2E 1 5 0 4 1 1 4 4 4 0 1 1 0 0 0 0 0 0 0 0 0 1 1 1 6 6 6 0 1 1
Q08554 |Desmocollin-1 DsC1 1 16 16 o Jolowlulul 1l 1lololololululsl a1l ololololulwslwli]1]o
092817 _|Envoplakin EVPL 2 38 38 12l ool sw [t ol al ol ol slw] 1ol a1 2ol 1][o]1
Q9623 |Aldose 1-epimerase GALM 1 14 14 7ol slofloflolololal 7ol slolololololar[s[o[s]olololof[o]1
Q86X76_|Nitrilase homolog 1 NITL 1 8 8 s s s loflololololals s slolololololtls]IsTelolololo]o]n
P42574  |Caspase-3 CASP3 1 8 3 s JalsTololololalolsTalslololololalols{alsTolololol1]o
P02144  |Myoglobin MB 1 7 7 2l a2l ool ololslol2alal2lololololrlol2s]l2lolololol1]0
P03952  |Plasma kallikrein KLKBL 1 6 5 s s 2ol ool alolol el 2l2lolololololols sl 2lololol1lo]o
P62993  [Growth factor receptor-bound protein 2 GRB2 1 5 5 1 3 3 0 0 0 0 0 1 1 3 3 0 0 0 0 0 1 1 3 3 0 0 0 0 0 1
Qomgrp  [lematological and neurological expressed 1- HNLL 1 4 4 3| 3|1 flofolo|1]olol3f{3]1]|o]lo|lo|lr|loflofs]|3s|1|loflaoaflo]z1]o
like protein 0
P53041  |Serine/threonine-protein phosphatase 5 PPPSC 1 3 3 4 1 3 0 0 0 1 0 0 2 1 3 0 0 0 1 0 0 2 1 3 0 0 0 1 0 0
060936 |Nucleolar protein 3 NOL3 2 5 5 il 2l ol ol ololol el el aloalolololololalal el 2Tololololo]1
Q9P1F3 |Costars family protein ABRACL ABRACL 1 5 5 il 2ol ofofolol el ool alolololololalal sl 2Tololololo]1
P98095  |Fibulin-2 FBLN2 1 4 4 1t 2ol ool clolol el al2lolololalolol 2l 2lololol1]o]o
QINZT2_ |Opioid growth factor receptor OGFR 1 3 3 a2l alolololol ol ool alololololalol 2l 21l olololo]l1T]o
P15121  |Aldose reductase AKR1BL 1 4 4 1 [1[2]olofoflolo[s|larls]2loflololoflolas[s[r[2]o0ololo]o]o]1
Qozesg  |cidic leucinerrich nuclear phosphoprotein 32 ANP32B 1 4 3 s l2l2loflolols]olol2fs]zs]olololsflolofl2]s]lslolaoalo]z1]o
family member B 0
075936  |Gamma-butyrobetaine dioxygenase BBOX1 1 9 9 0 2 2 0 0 0 1 0 0 0 2 2 0 0 0 1 0 0 0 2 2 0 0 0 1 0 0
Q9H8Y8  |Golgi reassembly-stacking protein 2 GORASP2 1 7 7 1l 2ol ol olololalalaloalololololol ol el el 2Tololololo]1
pisizo  |Fukarvotic peptide chain release factor GTP- GSPTLIGSPT2 2 12 n 1|1 |oflofo|lsfo]olr|t|s]olofo|r|oflofs]s|z]o]a|lo|1]o
binding subunit ERF3A 0
P49407  |Beta-arrestin-L ARRB1 1 7 7 1l a ol ololololalalalalolololololalalalaTololololo]1
QINWV8  |BRISC and BRCA1-A complex member 1 BABAM1 1 1 1 1 1 1 0 0 0 0 0 1 1 1 1 0 0 0 0 0 1 1 1 1 0 0 0 0 0 1
Q9BY43  |Charged multivesicular body protein 4a CHMP4A 1 1 1 1 1 1 0 0 0 0 1 0 1 1 1 0 0 0 0 1 0 1 1 1 0 0 0 0 1 0
P28161 |Glutathione S-transferase Mu 2 GSTM2 1 2 1 121l ol ofololalolalalalololololalol a1l olololol1]0
P12268  [Inosine-5-monophosphate dehydrogenase 2 IMPDH2 1 4 4 1 1 1 0 0 0 0 1 0 1 1 1 0 0 0 0 1 0 1 1 1 0 0 0 0 1 0




014907  [Tax1-binding protein 3 TAX1BP3 1 4 4 4 2 2 1 0 0 0 0 1 2 2 2 1 0 0 0 0 1 2 2 2 1 0 0 0 0 1
P55196  |Afadin MLLT4 1 3 3 2 1 1 1 0 0 0 0 1 2 1 1 1 0 0 0 0 1 2 1 1 1 0 0 0 0 1
P02652  [Apolipoprotein A-ll APOA2 1 7 7 1 1 1 0 0 1 0 1 0 1 1 1 0 0 1 0 1 0 1 1 1 0 0 1 0 1 0
060763  [General vesicular transport factor p115 Uso1 1 6 6 4 0 1 0 0 1 0 1 0 1 0 1 0 0 1 0 1 0 1 0 1 0 0 1 0 1 0
Q9P289  |Serine/threonine-protein kinase 26 STK26,5TK25 2 6 4 1 0 0 0 1 0 1 0 0 1 0 0 0 0 0 1 0 0 1 0 0 0 1 0 1 0 0
P61019 Ras-related protein Rab-2A RAB2A;RAB2B 2 13 13 1 0 0 1 0 0 0 1 0 1 0 0 1 0 0 0 1 0 1 0 0 1 0 0 0 1 0
Q9UBF2  [Coatomer subunit gamma-2 COPG2 1 7 5 0 0 1 1 0 0 0 0 1 0 0 1 1 0 0 0 0 1 0 0 1 1 0 0 0 0 1
P07948  [Tyrosine-protein kinase Lyn LYN 1 5 5 0 0 1 0 0 1 0 0 1 0 0 1 0 0 1 0 0 1 0 0 1 0 0 1 0 0 1
P28072 Proteasome subunit beta type-6 PSMB6 1 2 2 4 0 0 1 0 0 0 1 0 1 0 0 1 0 0 0 1 0 1 0 0 1 0 0 0 1 0
P62837  [Ubiquitin-conjugating enzyme E2 D2 UBE2D2/D3 4 3 3 0 0 0 0 1 0 0 0 1 0 0 0 0 1 0 0 0 1 0 0 0 0 1 0 0 0 1
Q9UI12  |V-type proton ATPase subunit H ATP6V1H 1 6 6 0 0 0 1 0 0 0 1 0 0 0 0 1 0 0 0 1 0 0 0 0 1 0 0 0 1 0
Q9Y259  |Choline/ethanolamine kinase CHKB 1 1 1 0 0 0 0 1 0 1 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 1 0 1 0 0
P51665 ies proteasome non-ATPase regulatory subunit PSMD7 1 7 7 alofofofolrfrfofolofofofjofjolt|{t]ofofofofofofo]r]|r]o],
P31153  |S-adenosylmethionine synthase isoform type-2 MAT2A 2 10 10 9 5 5 1 1 0 0 1 0 9 5 5 1 1 0 0 1 0 9 5 6 1 1 0 0 1 0
Q13442 [28 kDa heat- and acid-stable phosphoprotein PDAP1 1 4 4 4 2 3 0 1 1 0 1 0 3 2 3 0 1 1 0 1 0 3 2 3 0 1 1 0 1 0
P33241 Lymphocyte-specific protein 1 LSP1 1 4 4 2 2 2 0 0 2 0 1 0 2 2 2 0 0 2 0 1 0 2 2 2 0 0 2 0 1 0
P51993  [Alpha-(1,3)-fucosyltransferase 6 FUT6;FUT3;FUTS 3 4 4 2 1 1 1 0 1 0 1 0 2 1 1 1 0 1 0 1 0 2 1 1 1 0 1 0 1 0
Q8NFT8 Delta and Notch-like epidermal growth factor- DNER 1 1 1 1 1 1 1 1 0 0 0 1 1 1 1 1 1 0 0 0 1 1 1 1 1 1 0 0 0
related receptor 1
P13929  [Beta-enolase ENO3 1 5 2 3 4 3 2 4 4 2 3 2 0 1 0 0 1 1 0 1 0 0 1 0 0 1 1 0 1 0
AOA075B7B8 |IGv domain-containing protein IGHV30R16-12 1 2 1 2 1 1 1 2 2 1 2 1 1 0 0 0 1 1 0 1 0 1 0 0 0 1 1 0 1 0
QonzRy  |0vdensity lipoprotein receptor-related LRP1B 1 2 2 oot 1ozt folrlololols|ls]olsflolr]lololo|lzs|1]o]lz1]|o]1
protein 1B 0
Q96L46  |Calpain small subunit 2 CAPNS2 1 4 3 0 0 0 1 0 1 1 0 0 0 0 0 1 0 1 1 0 0 0 0 0 1 0 1 1 0 0
QI6RT1 Protein LAP2 ERBB2IP 1 1 1 0 0 0 0 1 1 0 0 1 0 0 0 0 1 1 0 0 1 0 0 0 0 1 1 0 0 1
Q12841  [Follistatin-related protein 1 FSTL1 1 2 2 0 0 0 1 1 0 1 0 0 0 0 0 1 1 0 1 0 0 0 0 0 1 1 0 1 0 0
P04085  [Platelet-derived growth factor subunit A PDGFA 1 1 1 4 0 0 1 1 0 0 1 0 0 0 0 1 1 0 0 1 0 0 0 0 1 1 0 0 1 0
P04040  |Catalase CAT 1 6 6 2 2 2 0 1 2 0 1 0 2 2 2 0 1 2 0 1 0 3 3 3 0 1 2 0 1 0
P12081 Histidine--tRNA ligase, cytoplasmic HARS 2 7 7 1 4 3 1 1 1 1 0 0 1 4 3 1 1 1 1 0 0 1 4 3 1 1 1 1 0 0
P62753  [40S ribosomal protein S6 RPS6 1 5 5 4 2 2 1 1 1 1 0 0 2 2 2 1 1 1 1 0 0 2 2 2 1 1 1 1 0 0
Qatg1p  [Aclass ! histocompatibility antigen, B-73 HLA-B 1 7 4 1|32t |r]oflolsfofrfelo]oloflolo|]t|fof2a|s]|t]1]1]o]o
alpha chain 1
P47914  [60S ribosomal protein 29 RPL29 1 1 1 4 1 1 1 1 1 1 0 0 0 1 1 1 1 1 1 0 0 0 1 1 1 1 1 1 0 0
P01701 Ig lambda chain V-I region NEW 1GKV1-51 1 1 1 4 1 1 1 1 1 1 0 0 0 1 1 1 1 1 1 0 0 0 1 1 1 1 1 1 0 0
Q12797 |Aspartyl/asparaginyl beta-hydroxylase ASPH 1 12 12 0 1 0 1 1 1 0 0 1 0 1 0 1 1 1 0 0 1 0 1 0 1 1 1 0 0 1
P61966  [AP-1 complex subunit sigma-1A AP1S1 1 1 1 0 0 0 1 1 1 1 0 0 0 0 0 1 1 1 1 0 0 0 0 0 1 1 1 1 0 0
P16278  [Beta-galactosidase GLB1 1 2 2 0 0 0 1 1 1 1 0 0 0 0 0 1 1 1 1 0 0 0 0 0 1 1 1 1 0 0
P02750  [Leucine-rich alpha-2-glycoprotein LRG1 1 11 11 0 0 0 1 2 0 0 1 0 0 0 0 1 2 0 0 1 0 0 0 0 1 2 0 0 1 0
Q96DR8  [Mucin-like protein 1 MUCLL 1 1 1 4 0 0 1 1 1 0 0 1 0 0 0 1 1 1 0 0 1 0 0 0 1 1 1 0 0 1
P07437  [Tubulin beta chain TUBB 1 23 5 4 3 3 9 8 8 11 10 10 0 0 0 1 1 1 1 0 0 0 0 0 1 1 1 1 0 0
P26640  [Valine--tRNA ligase VARS 1 6 6 4 0 0 0 1 2 1 0 0 0 0 0 0 1 2 1 0 0 0 0 0 0 1 2 1 0 0
pa714  |oErine/threonine-protein phosphatase 2A PPP2CB 1 9 1 a7 sl 2)1f1]olololr|1fojr]ofolo|lo| 7|77 |1]2]1|1]0
catalytic subunit beta isoform 0
P49591  [Serine--tRNA ligase, cytoplasmic SARS 1 8 8 4 0 2 2 0 2 0 1 0 2 0 2 2 0 2 0 1 0 2 0 2 2 0 2 0 1 0
P62917  |60S ribosomal protein L8 RPL8 1 2 2 4 1 1 1 1 1 0 0 1 1 1 1 1 1 1 0 0 1 1 1 1 1 2 1 0 0 1
paggrg | Pha-aminoadipic semialdehyde ALDH7AL 1 12 12 tlofol2]t|a]oflola]la]ofo]l2fs]a]olofls]afoflo]2|1]1]0o]o
dehydrogenase 1
P62191  [26S protease regulatory subunit 4 PSMC1 1 5 5 4 0 0 2 1 1 0 1 0 0 0 0 2 1 1 0 1 0 0 0 0 2 1 1 0 1 0
P31943  [Heterogeneous nuclear ribonucleoprotein H HNRNPH1 2 5 3 2 3 1 3 3 4 1 2 1 1 2 0 1 2 2 0 1 0 1 2 0 1 2 2 0 1 0
Q9BQE3  |Tubulin alpha-1Cchain TUBALC 1 19 3 4 4 5 11 10 9 8 8 8 0 0 0 1 0 1 0 0 0 1 0 1 2 1 2 0 1 0
Qoagay  |Fukaryotic ranslation initiation factor 4 EIFAGL 1 7 7 olololrl22]olofle]lololols|l2]2]ofloals]ololols]|2]2]0lo
|gamma 1 1
Q7z7M9 :°'Vpepﬂde N-aceylgalactosaminylransferase GAINTS 1 9 9 ojofofzf2frfofrfofofofofjaf2{tfofrfofofofofa|2]|r]o]|1],
099954 z'j\bmaxmary gland androgen-regulated protein SMR3A 1 1 1 L U S U U 2 2 0 T N N O S AN
P46783  [40S ribosomal protein 510 RPS10;RPS10P5 2 3 3 0 1 2 2 3 1 0 0 1 0 1 2 2 3 1 [ 0 1 0 1 2 2 3 1 0 0 1
Q96FQ6  [Protein $100-A16 S100A16 1 4 4 4 0 1 2 2 2 0 0 1 1 0 1 2 2 2 0 0 1 1 0 1 2 2 2 0 0 1




000182  |Galectin-9 LGALS9 1 6 4 1 1 1 0 0 0 1 0 0 1 1 1 0 0 0 1 0 0 1 1 1 0 0 0 1 0 0
Q9BV36  [Melanophilin MLPH 1 2 2 1 1 1 0 0 0 1 0 0 1 1 1 0 0 0 1 0 0 1 1 1 0 0 0 1 0 0
P41218  |Myeloid cell nuclear differentiation antigen MNDA 1 10 10 1 1 1 0 0 0 0 1 0 1 1 1 0 0 0 0 1 0 1 1 1 0 0 0 0 1 0
QY617 [Phosphoserine aminotransferase PSATL 1 2 2 4 1 1 0 0 0 1 0 0 1 1 1 0 0 0 1 0 0 1 1 1 0 0 0 1 0 0
Q01082 [Spectrin beta chain, non-erythrocytic 1 SPTBN1 1 16 16 4 1 1 0 0 0 0 0 1 1 1 1 0 0 0 0 0 1 1 1 1 0 0 0 0 0 1
Q8TE77  |Protein phosphatase Slingshot homolog 3 SSH3 1 8 8 4 1 1 0 0 0 0 0 1 1 1 1 0 0 0 0 0 1 1 1 1 0 0 0 0 0 1
Q9Y2B0  [Protein canopy homolog 2 CNPY2 1 5 5 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 1
Q8N1G4  |leucine-rich repeat-containing protein 47 LRRC47 1 5 5 1 1 0 0 0 0 0 1 0 1 1 0 0 0 0 0 1 0 1 1 0 0 0 0 0 1 0
P21741  [Midkine MDK 1 2 2 1 0 1 0 0 0 0 0 1 1 0 1 0 0 0 0 0 1 1 0 1 0 0 0 0 0 1
Q99471 [Prefoldin subunit 5 PFDN5 1 4 4 4 0 1 0 0 0 0 1 0 1 0 1 0 0 0 0 1 0 1 0 1 0 0 0 0 1 0
quss7 | *¢ine/threonine-protein phosphatase 2A PPP2RS 1 5 5 st lololololo|slola]slololololols|lols]|e]lololo]ol|lo]:
activator 0
P68036 |Ubiquitin-conjugating enzyme E2 L3 UBE2L3 2 8 8 0 0 1 0 0 0 0 0 1 0 0 1 0 0 0 0 0 1 0 0 1 0 0 0 0 0 1
Q7Z4W1 |L-xylulose reductase DCXR 1 4 4 1 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 1 0
QoHagy  |COl8-associated plantpathogenesis-related GLPR2 1 2 2 of1]oflololololols]olzs|lolofloflo]o]lo|lt|lols]lololo|ol|lol]o
protein 1 1
Q8NC56  |LEM domain-containing protein 2 LEMD2 1 2 2 0 1 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 1
Q92597  |Protein NDRG1 NDRG1 1 5 5 4 0 1 0 0 0 0 1 0 0 0 1 0 0 0 0 1 0 0 0 1 0 0 0 0 1 0
PODMNO  [Sulfotransferase 1A4 SULTLA4/A3 2 4 2 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0
P47893  |Olfactory receptor 3A2 OR3A2,0R3A3 2 1 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1
P53396  |ATP-citrate synthase ACLY 1 6 6 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1
Quases  |Disinteerinand metalloproteinase domain- ADAM9 1 1 1 oloflololololr]lolololololofloflo|z]olololololo|lo|oflz1]o
containing protein 9 0
QINX46  |Poly(ADP-ribose) glycohydrolase ARH3 ADPRHL2 1 1 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1
P55008  |Allograft inflammatory factor 1 AlF1 1 2 2 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1
Q9H3K6  |BolA-like protein 2 BOLA2 1 1 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1
Qoazrg | COiled-coll domain-containing protein S0, CCDC90B 1 1 1 olofololololr]ololo|lololofloflo]z]olololololo|lo|oflz]o
mitochondrial 0
P14868  |Aspartate--tRNA ligase, cytoplasmic DARS 1 5 5 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0
Q9UMR2  |ATP-dependent RNA helicase DDX19B DDX19B 1 8 2 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0
P27487  |Dipeptidyl peptidase 4 DPP4 1 1 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1
Q05639 [Elongation factor 1-alpha 2 EEF1A2 1 11 3 2 2 3 2 3 2 3 2 3 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0
P01133  |Pro-epidermal growth factor EGF 1 2 2 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1
Q14240  [Eukaryotic initiation factor 4A-I EIF4A2 1 8 3 0 0 0 3 3 2 3 3 2 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0
Q96MK3  [Protein FAM20A FAM20A 1 2 2 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1
QINUQ9  [Protein FAM49B FAM498 1 2 2 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0
Q774H3  [HD domain-containing protein 2 HDDC2 1 2 2 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0
praggq | C2mma-interferon-inducible lysosomal thio IF130 1 2 2 ololofolo]|o]1 olololofo|lo]o]: olololololo|ol|l1]o
reductase 0
AOAOCADH29 |Immunoglobulin heavy variable 1-3 I1GHV1-3 1 2 1 1 1 0 1 1 1 2 1 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0
QoHpug | Mtativeuncharacterized protein encoded by LINC00587 1 1 1 ololoflololols|lolofolo]lolo|lo|lo|z|o|lolo[o|lo|o]o|o]|1]o
LINC00597 0
Q9H8J5  |MANSC domain-containing protein 1 MANSC1 1 1 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0
Q8TD08  [Mitogen-activated protein kinase 15 MAPK15 1 1 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0
Q8WXI7  [Mucin-16 MUC16 1 4 4 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1
095747 [Serine/threonine-protein kinase OSR1 OXSR1 1 3 3 4 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0
P49903  |Selenide, water dikinase 1 SEPHS1 1 1 1 4 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0
QIUHD8  [Septin-9 SEPTIN9 1 6 6 4 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1
P52788  |Spermine synthase SMS 1 7 7 4 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0
Q7L7X3  |Serine/threonine-protein kinase TAO1 TAOK1 1 1 1 4 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0
QINQ88  |Fructose-2,6-hisphosphatase TIGAR TIGAR 1 1 1 4 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0
Q15819  [Ubiquitin-conjugating enzyme E2 variant 2 UBE2V2 1 5 2 4 0 0 0 0 0 1 1 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1
Q99798  [Aconitate hydratase, mitochondrial ACO2 1 16 16 4 6 4 1 0 0 0 0 1 4 6 4 1 0 0 0 0 1 4 6 4 1 0 0 0 0 1
P41567  |Eukaryotic translation initiation factor 1 EIF1;EIF1B 2 6 6 4 2 2 1 0 0 0 1 0 4 2 2 1 0 0 0 1 0 4 2 2 1 0 0 0 1 0
P61313  |60S ribosomal protein L15 RPL1S 1 3 3 4 2 3 0 1 0 0 1 0 3 2 3 0 1 0 0 1 0 3 2 3 0 1 0 0 1 0
P02753  [Retinol-binding protein 4 RBP4 1 10 10 4 2 2 0 1 0 0 1 0 3 2 2 0 1 0 0 1 0 3 2 2 0 1 0 0 1 0




Q16270  [Insulin-like growth factor-binding protein 7 IGFBP7 1 2 2 1 0 0 2 2 2 0 0 1 1 0 0 2 2 2 0 0 1 1 0 0 2 2 2 0 0 1
pagger |Fukarvotic ranslation initiation factor 2 EIF2S3;EIF253L 2 9 9 ofofofl2fz2]2]ofofsfo]o]ol2]2]2]0]o]1]o|lo|lo|l2|2|2|0]odo
subunit 3 1
po17og  |V0ltRge-dependentanion-selective channel VDACL 1 ") 2 s lolol 223 lt]oloflololol|l2|2]3|t]ololo]lolo]|2|2]3]|1]o
protein 1 0
P62081  |40S ribosomal protein S7 RPS7 1 6 6 4 0 0 4 1 4 0 0 1 0 0 0 4 1 4 0 0 1 0 0 0 4 1 4 0 0 1
P52272 Heterogeneous nuclear ribonucleoprotein M HNRNPM 1 9 9 2 2 2 3 5 3 0 0 1 2 2 2 3 5 3 0 0 1 2 2 2 3 5 3 0 0 1
Q14247 |Src substrate cortactin CTTN 1 14 14 10 6 7 4 4 4 0 0 1 10 6 7 4 4 4 0 0 1 10 6 7 4 4 4 0 0 1
P35221 |Cateninalpha-1 CTNNAL 1 21 16 0 0 0 4 3 7 0 0 1 0 0 0 3 2 6 0 0 1 0 0 0 4 3 8 0 0 1
P30050 60S ribosomal protein L12 RPL12 1 7 7 4 1 0 5 4 4 1 0 0 1 1 0 5 4 4 1 0 0 1 1 0 7 6 5 1 0 0
Q86SG5 _ [Protein S100-A7A S100A7A 1 11 7 4 2 2 10 10 10 2 3 4 0 0 0 7 6 6 0 0 1 0 0 0 9 7 6 0 0 1
P21333 Filamin-A FLNA 1 16 15 1 2 1 8 8 8 1 0 0 0 1 0 8 8 8 1 0 0 0 1 0 8 8 8 1 0 0
Q5VT79  [Annexin A8-like protein 2 ANXA8L2 1 9 1 1 1 1 7 7 7 0 1 0 0 0 0 1 1 1 0 0 0 1 1 1 9 8 8 0 1 0
P15924 Desmoplakin DSP 1 111 111 0 1 0 87 87 87 1 0 0 0 1 0 87 87 87 1 0 0 0 1 0 96 97 98 1 0 0
pospz | P0dium/potassium-transporting ATPase ATP1AL 3 2 2 sl 7] 7lolololololo]la|als]ololo|lololol]le|7]7]o0o|lo]o]oleo
subunit alpha-1 0
Q16881 |Thioredoxin reductase 1, cytoplasmic TXNRD1 1 12 12 4 6 8 0 0 0 0 0 0 3 6 8 0 0 0 0 0 0 4 7 9 0 0 0 0 0 0
P09417 _ |Dihydropteridine reductase QDPR 1 8 8 4 5 5 0 0 0 0 0 0 7 5 5 0 0 0 0 0 0 7 6 5 0 0 0 0 0 0
P27695 DNA-(apurinic or apyrimidinic site) lyase APEX1 1 8 8 6 4 7 0 0 0 0 0 0 6 4 7 0 0 0 0 0 0 6 4 7 0 0 0 0 0 0
P13716  |Delta-aminolevulinic acid dehydratase ALAD 1 9 9 5 6 5 0 0 0 0 0 0 5 6 5 0 0 0 0 0 0 5 6 5 0 0 0 0 0 0
075531 |Barrier-to-autointegration factor BANF1 1 6 6 5 4 4 0 0 0 0 0 0 5 4 4 0 0 0 0 0 0 6 5 4 0 0 0 0 0 0
P35241  |Radixin RDX 1 21 11 4 11 9 6 4 3 4 5 4 4 5 5 0 0 0 0 0 0 4 5 5 0 0 0 0 0 0
Q9UBQO  |Vacuolar protein sorting-associated protein 29 VPS29 1 4 4 4 3 3 0 0 0 0 0 0 4 3 3 0 0 0 0 0 0 5 4 4 0 0 0 0 0 0
Qaamzs  |Leucinerrich repeat flightless-interacting LRRFIPL 1 8 8 sl 2lalolololololols|2]a]loloflolololols|3]a]o|lo]lo]olo
protein 1 0
QINVS9  |Pyridoxine-5-phosphate oxidase PNPO 1 8 8 4 4 4 0 0 0 0 0 0 4 4 4 0 0 0 0 0 0 4 4 4 0 0 0 0 0 0
Q8N1Q1 |Carbonic anhydrase 13 CA13 1 5 5 3 3 5 0 0 0 0 0 0 3 3 5 0 0 0 0 0 0 3 3 5 0 0 0 0 0 0
P46108  |Adapter molecule crk CRK 1 9 9 4 3 4 0 0 0 0 0 0 4 3 4 0 0 0 0 0 0 4 3 4 0 0 0 0 0 0
Q8NDH3  |Probable aminopeptidase NPEPLL NPEPL1 1 9 9 4 3 3 0 0 0 0 0 0 4 3 3 0 0 0 0 0 0 5 3 3 0 0 0 0 0 0
QIGZT8 NIF3-like protein 1 NIF3L1 1 5 5 4 3 2 0 0 0 0 0 0 4 3 2 0 0 0 0 0 0 4 4 2 0 0 0 0 0 0
015212 |Prefoldin subunit 6 PFDN6 1 5 5 4 3 4 0 0 0 0 0 0 3 3 4 0 0 0 0 0 0 3 3 4 0 0 0 0 0 0
P05455 Lupus La protein SSB 1 9 9 4 3 3 0 0 0 0 0 0 4 3 3 0 0 0 0 0 0 4 3 3 0 0 0 0 0 0
qopysy L dinvdroxy-3-keto-5-methythiopentene ADIL 1 4 4 s |al2lolofolololols|al2lo]lololololo|ls|a|l2lo]lo|lo]|ol]o
dioxygenase 0
Q99102 |Mucin-4 MUc4 1 5 5 4 2 3 0 0 0 0 0 0 4 2 3 0 0 0 0 0 0 4 2 3 0 0 0 0 0 0
asspe7 | Yianovl-Coh dioxygenase domain-containing PHYHD1 1 5 4 a3 |3|oflololo]o|lo|l3]3|[3|oflo]lo|lo]o|lo|l3]|3|[3]|oflo]o|o]o
protein 1 0
QIUHJ6 _ |Sedoheptulokinase SHPK 1 4 4 4 2 3 0 0 0 0 0 0 4 2 3 0 0 0 0 0 0 4 2 3 0 0 0 0 0 0
P00367  |Glutamate dehydrogenase 1, mitochondrial GLUD1,GLUD2 2 16 16 3 2 3 0 0 0 0 0 0 3 2 3 0 0 0 0 0 0 3 2 3 0 0 0 0 0 0
QINP97 Dynein light chain roadblock-type 1 DYNLRB1;DYNLRB2 2 5 5 3 2 3 0 0 0 0 0 0 3 2 3 0 0 0 0 0 0 3 2 3 0 0 0 0 0 0
P08133  |Annexin A6 ANXA6 1 5 5 3 2 3 0 0 0 0 0 0 3 2 3 0 0 0 0 0 0 3 2 3 0 0 0 0 0 0
QINWV4  [UPF0O587 protein Clorfl23 Clorf123 1 4 4 4 2 2 0 0 0 0 0 0 4 2 2 0 0 0 0 0 0 4 2 2 0 0 0 0 0 0
P35219  |Carbonic anhydrase-related protein CA8 1 4 4 3 2 3 0 0 0 0 0 0 3 2 3 0 0 0 0 0 0 3 2 3 0 0 0 0 0 0
Q13642 |Four and a half LIM domains protein 1 FHL1 1 4 4 2 3 3 0 0 0 0 0 0 2 3 3 0 0 0 0 0 0 2 3 3 0 0 0 0 0 0
075594  |Peptidoglycan recognition protein 1 PGLYRP1 1 3 3 4 2 3 0 0 0 0 0 0 3 2 3 0 0 0 0 0 0 3 2 3 0 0 0 0 0 0
P09341 Growth-regulated alpha protein CXCLL/3/2 3 2 2 2 2 2 0 0 0 0 0 0 2 2 2 0 0 0 0 0 0 3 2 2 0 0 0 0 0 0
Q6NXS1 Protein phosphatase inhibitor 2-like protein 3 | PPP1R2P3;PPP1R2 2 2 2 2 2 2 0 0 0 0 0 0 2 2 2 0 0 0 0 0 0 3 2 2 0 0 0 0 0 0
Q03154  |Aminoacylase-1 ACY1 1 5 5 4 2 1 0 0 0 0 0 0 4 2 1 0 0 0 0 0 0 4 2 1 0 0 0 0 0 0
P35573  |Glycogen debranching enzyme AGL 1 9 9 3 2 2 0 0 0 0 0 0 3 2 2 0 0 0 0 0 0 3 2 2 0 0 0 0 0 0
Protein
P49354  |farnesyltransferase/geranylgeranyltransferase FNTA 1 4 4 3 1 3 0 0 0 0 0 0 3 1 3 0 0 0 0 0 0 3 1 3 0 0 0 0 0
type-1 subunit alpha 0
P30047 E:opt;y:'”hydm‘“e feedback regulatory GCHFR 1 4 4 tlafafofofofofoofjaf2frfofofofofofol2|s]|2]o]olofofolf,
Q9BWI1  [ADP-ribose pyrophosphatase, mitochondrial NUDT9 1 4 4 4 3 1 0 0 0 0 0 0 3 3 1 0 0 0 0 0 0 3 3 1 0 0 0 0 0 0
014737 Programmed cell death protein 5 PDCD5 1 4 4 4 3 3 0 0 0 0 0 0 1 3 3 0 0 0 0 0 0 1 3 3 0 0 0 0 0 0
P50914 60S ribosomal protein L14 RPL14 1 4 4 4 3 2 0 0 0 0 0 0 2 3 2 0 0 0 0 0 0 2 3 2 0 0 0 0 0 0
075436 Z:Z“dar protein sorting-associated protein VPS26A 1 4 4 a3 fsfofofojofofofafs|s]ofofofofjofjolr|s|3sfoflofolo]olf,
Q13185  |Chromobox protein homolog 3 CBX3 1 4 3 3 1 2 0 0 0 0 0 0 2 1 1 0 0 0 0 0 0 3 1 2 0 0 0 0 0 0




Q14894  |Ketimine reductase mu-crystallin CRYM 1 4 4 2 2 1 0 0 0 0 0 0 2 2 1 0 0 0 0 0 0 2 3 1 0 0 0 0 0 0
Q13409  |Cytoplasmic dynein 1 intermediate chain 2 DYNC1I2 1 4 4 2 1 3 0 0 0 0 0 0 2 1 3 0 0 0 0 0 0 2 1 3 0 0 0 0 0 0
P13726  |Tissue factor F3 1 5 5 3 2 1 0 0 0 0 0 0 3 2 1 0 0 0 0 0 0 3 2 1 0 0 0 0 0 0
ugrzs  |Mdroxvacylglutathione hydrolase, HAGH 1 2 2 tl2f2olololololols]|2)2]loflololo|laolo|l2]|22]oflolo]o]o
mitochondrial 0
P15941  |Mucin-1 MUC1 1 4 4 1 2 3 0 0 0 0 0 0 1 2 3 0 0 0 0 0 0 1 2 3 0 0 0 0 0 0
P61970  |Nuclear transport factor 2 NUTF2 1 2 2 4 2 2 0 0 0 0 0 0 2 2 2 0 0 0 0 0 0 2 2 2 0 0 0 0 0 0
QIUHV9 _ |Prefoldin subunit2 PFDN2 1 3 3 4 2 2 0 0 0 0 0 0 2 2 2 0 0 0 0 0 0 2 2 2 0 0 0 0 0 0
Q9Y3C6 _ [Peptidyl-prolyl cis-trans isomerase-like 1 PPIL1 1 3 3 4 1 3 0 0 0 0 0 0 2 1 3 0 0 0 0 0 0 2 1 3 0 0 0 0 0 0
P41222  |Prostaglandin-H2 D-isomerase PTGDS 1 2 2 4 2 2 0 0 0 0 0 0 2 2 2 0 0 0 0 0 0 2 2 2 0 0 0 0 0 0
P46778  |60S ribosomal protein L21 RPL21 1 2 2 4 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 2 2 2 0 0 0 0 0 0
P83731  |60S ribosomal protein 24 RPL24 1 2 2 4 2 2 0 0 0 0 0 0 2 2 2 0 0 0 0 0 0 2 2 2 0 0 0 0 0 0
P46779  |60S ribosomal protein L28 RPL28 1 3 3 4 1 2 0 0 0 0 0 0 3 1 2 0 0 0 0 0 0 3 1 2 0 0 0 0 0 0
Q15019  |Septin-2 SEPTIN2 1 8 8 4 1 3 0 0 0 0 0 0 2 1 3 0 0 0 0 0 0 2 1 3 0 0 0 0 0 0
Q9GZS3  |WD repeat-containing protein 61 WDR61 1 4 4 4 2 2 0 0 0 0 0 0 2 2 2 0 0 0 0 0 0 2 2 2 0 0 0 0 0 0
Q8NEV1  |Casein kinase Il subunitalpha 3 CSNK2A3/AL 2 5 5 0 3 2 0 0 0 0 0 0 0 3 2 0 0 0 0 0 0 0 3 2 0 0 0 0 0 0
Q02878  |60S ribosomal protein L6 RPL6 2 7 7 2 1 2 0 0 0 0 0 0 2 1 2 0 0 0 0 0 0 2 1 2 0 0 0 0 0 0
Q9UKY7  |Protein CDV3 homolog CDV3 1 3 3 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 2 1 2 0 0 0 0 0 0
ozeo7y  |Trobable tosoliciron-sulfur protein €IA01 1 2 2 221 fofo]ofofloflo]z2a]2]1flolo|o]|oflolo]z2]|2]1foflo|o]o]o
assembly protein CIAO1 0
P08311  |Cathepsin G CTSG 1 4 4 3 1 1 0 0 0 0 0 0 3 1 1 0 0 0 0 0 0 3 1 1 0 0 0 0 0 0
Q93099 [Homogentisate 1,2-dioxygenase HGD 1 4 4 1 2 2 0 0 0 0 0 0 1 2 2 0 0 0 0 0 0 1 2 2 0 0 0 0 0 0
QINZL9  [Methionine adenosyltransferase 2 subunit beta MAT28 1 6 6 2 2 1 0 0 0 0 0 0 2 2 1 0 0 0 0 0 0 2 2 1 0 0 0 0 0 0
P80297 |Metallothionein-1X MTI1X 1 2 2 2 1 2 0 0 0 0 0 0 2 1 2 0 0 0 0 0 0 2 1 2 0 0 0 0 0 0
060925  |Prefoldin subunit 1 PFDN1 1 3 3 4 2 1 0 0 0 0 0 0 2 2 1 0 0 0 0 0 0 2 2 1 0 0 0 0 0 0
P53609  |Geranylgeranyl transferase type-1 subunit beta PGGT1B 1 3 2 4 2 1 0 0 0 0 0 0 2 2 1 0 0 0 0 0 0 2 2 1 0 0 0 0 0 0
Ogago3 |7reline synthase co-ranscribed bacterial PROSC 1 3 3 sl2|1lolofolololofal2]1]lolofo]oflo|lof2|2]1|lo]oflo]ol]o
homolog protein 0
Q687X5  |Metalloreductase STEAP4 STEAP4 1 4 4 4 2 2 0 0 0 0 0 0 1 2 2 0 0 0 0 0 0 1 2 2 0 0 0 0 0 0
Q53FA7 _ |Quinone oxidoreductase PIG3 TP5313 1 4 4 4 3 1 0 0 0 0 0 0 1 3 1 0 0 0 0 0 0 1 3 1 0 0 0 0 0 0
P06132  |Uroporphyrinogen decarboxylase UROD 1 5 5 4 2 1 0 0 0 0 0 0 2 2 1 0 0 0 0 0 0 2 2 1 0 0 0 0 0 0
P61254  |60S ribosomal protein L26 RPL26;RPL26L1 3 3 3 1 1 2 0 0 0 0 0 0 1 1 2 0 0 0 0 0 0 1 1 2 0 0 0 0 0 0
K7EP46  |Thimet oligopeptidase THOP1 2 2 2 2 1 1 0 0 0 0 0 0 2 1 1 0 0 0 0 0 0 2 1 1 0 0 0 0 0 0
P53367  |Arfaptin-1 ARFIP1 1 5 5 1 1 2 0 0 0 0 0 0 1 1 2 0 0 0 0 0 0 1 1 2 0 0 0 0 0 0
Q6P6B1  |Glutamate-rich protein 5 ERICH5 1 3 3 1 1 2 0 0 0 0 0 0 1 1 2 0 0 0 0 0 0 1 1 2 0 0 0 0 0 0
043708  |Maleylacetoacetate isomerase GSTZ1 1 4 4 1 2 1 0 0 0 0 0 0 1 2 1 0 0 0 0 0 0 1 2 1 0 0 0 0 0 0
pagrzs |\ socitrate dehydrogenase [NADP), IDH2 1 9 9 1l l2lololololololzs]|e)l2]lololololoalo|ls|zs|l2]oflolo]o]o
mitochondrial 0
Q93052 [Lipoma-preferred partner LPP 1 3 3 1 1 2 0 0 0 0 0 0 1 1 2 0 0 0 0 0 0 1 1 2 0 0 0 0 0 0
Q8WZA0  |Protein LZIC 1ZIC 1 3 3 1 2 1 0 0 0 0 0 0 1 2 1 0 0 0 0 0 0 1 2 1 0 0 0 0 0 0
Q96EY5  |Multivesicular body subunit 12A MVB12A 1 2 2 4 1 2 0 0 0 0 0 0 1 1 2 0 0 0 0 0 0 1 1 2 0 0 0 0 0 0
P02763  |Alpha-1-acid glycoprotein 1 ORM1 1 5 5 4 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 1 1 2 0 0 0 0 0 0
QINQP4  [Prefoldin subunit 4 PFDN4 1 3 3 4 1 1 0 0 0 0 0 0 2 1 1 0 0 0 0 0 0 2 1 1 0 0 0 0 0 0
Quase  |TePidy-prolylcis-trans isomerase NINA- PINL 1 2 2 sl f2flofololoflo|lo]lr]r]2]o]olololo]ofas|s|2fofloflo|o]o
interacting 1 0
P63173  |60S ribosomal protein L38 RPL38 1 2 2 4 1 2 0 0 0 0 0 0 1 1 2 0 0 0 0 0 0 1 1 2 0 0 0 0 0 0
Q07654 [Trefoil factor 3 TFF3 1 3 3 4 1 2 0 0 0 0 0 0 1 1 2 0 0 0 0 0 0 1 1 2 0 0 0 0 0 0
Q9H3S4  [Thiamin pyrophosphokinase 1 TPK1 1 3 2 4 1 1 0 0 0 0 0 0 2 1 1 0 0 0 0 0 0 2 1 1 0 0 0 0 0 0
P10155 |60 kDa SS-A/Ro ribonucleoprotein TROVE2 1 6 6 4 1 1 0 0 0 0 0 0 2 1 1 0 0 0 0 0 0 2 1 1 0 0 0 0 0 0
Q96B54  [Zinc finger protein 428 INF428 1 2 2 4 1 1 0 0 0 0 0 0 2 1 1 0 0 0 0 0 0 2 1 1 0 0 0 0 0 0
P01709  |lglambda chain V-II region MGC 1GKV2-8 2 2 2 2 0 1 0 0 0 0 0 0 2 0 1 0 0 0 0 0 0 2 0 1 0 0 0 0 0 0
popplp  |C1utamine amidotransferaselikeclass 1 - GATD3A 2 4 4 tlafa|o]ofoflofo|ofas|afla]o]lofjofolo|lofs|a|[1]|]o]o]o|o]o
domain-containing protein 3A, mitochondrial 0
peas7g  |0u3nine nucleotidebinding protein GNB2 2 12 7 sl2l2flofo]ofofloflo]lz2a]ofl1flo|lo|o]|ofoflo]2a]|o]|1foflo|o]|o]o
G(1)/G(S)/G(T) subunit beta-2 0
P62854 405 ribosomal protein 526 RPS26;RPS26P11 2 2 2 2 0 1 0 0 0 0 0 0 2 0 1 0 0 0 0 0 0 2 0 1 0 0 0 0 0 0
P00325  |Alcohol dehydrogenase 1B ADH1B 1 8 1 5 3 4 0 0 0 1 2 2 1 1 0 0 0 0 0 0 0 1 2 0 0 0 0 0 0 0




Arf-GAP domain and FG repeat-containing

P52594 X AGFG1 1 2 2 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0
protein 1 0
094973 |AP-2 complex subunit alpha-2 AP2A2 1 9 7 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0
Q96GX9 _ [Methylthioribulose-1-phosphate dehydratase APIP 1 1 1 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0
P80723 Brain acid soluble protein 1 BASP1 1 3 3 2 1 0 0 0 0 0 0 0 2 1 0 0 0 0 0 0 0 2 1 0 0 0 0 0 0 0
P02746  |Complement C1g subcomponent subunit B C1aB 1 4 4 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0
Q9Y5K6  |CD2-associated protein CD2AP 1 3 3 0 2 1 0 0 0 0 0 0 0 2 1 0 0 0 0 0 0 0 2 1 0 0 0 0 0 0
000533 [Neural cell adhesion molecule L1-like protein CHL1 1 1 1 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0
P12277  |Creatine kinase B-type CKB 1 2 2 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0
P09496  |Clathrin light chain A CLTA 1 2 2 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0
QI9BT09 Protein canopy homolog 3 CNPY3 1 1 1 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0
Q9ULV4  [Coronin-1C CORO1C 1 4 4 0 1 2 0 0 0 0 0 0 0 1 2 0 0 0 0 0 0 0 1 2 0 0 0 0 0 0
Q14061  |Cytochrome c oxidase copper chaperone COX17 1 1 1 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0
Q961Y4 Carboxypeptidase B2 CPB2 1 1 1 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0
Q9Y315  |Deoxyribose-phosphate aldolase DERA 1 7 7 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0
000273 [DNA fragmentation factor subunit alpha DFFA 1 4 4 1 0 2 0 0 0 0 0 0 1 0 2 0 0 0 0 0 0 1 0 2 0 0 0 0 0 0
P55010  |Eukaryotic translation initiation factor 5 EIF5 1 7 7 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0
Quaopg  |FPidermal growth factor receptor kinase £PS8 1 5 5 1l2loflofololoflo|lofr|l2]of]oflo]o]o|lo|of1|2]o]o|o]of|o]o
substrate 8 0
P49789 Bis(5-adenosyl)-triphosphatase FHIT 1 1 1 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0
Q14192 |Four and a half LIM domains protein 2 FHL2 1 3 3 2 1 0 0 0 0 0 0 0 2 1 0 0 0 0 0 0 0 2 1 0 0 0 0 0 0 0
P68106  |Peptidyl-prolyl cis-trans isomerase FKBP1B FKBP1B 1 1 1 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0
P26885  |Peptidyl-prolyl cis-trans isomerase FKBP2 FKBP2 1 3 3 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0
Q96EK6 |Glucosamine 6-phosphate N-acetyltransferase GNPNAT1 1 3 3 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0
qoxeg | Tistidine triad nucleotide-binding protein 2, HINT2 1 4 4 1]l 1 lolololololofls|l1]l1]lolololololol1]1]1]o0o]o]o]|ol]o
mitochondrial 0
Q55SJ5 Heterochromatin protein 1-binding protein 3 HP1BP3 1 1 1 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0
Q9GZP8  |Immortalization up-regulated protein IMUP 1 1 1 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0
Q9UHB6 _ [LIM domain and actin-binding protein 1 LIMAL 1 9 9 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0
Q6UXB3 _ [Ly6/PLAUR domain-containing protein 2 LYPD2 1 1 1 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0
QINTI4 Alpha-mannosidase 2C1 MAN2C1 1 5 5 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0
Q8IVT2__ [Mitotic interactor and substrate of PLK1 MISP 1 1 1 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0
Q61A69 Glutamine-dependent NAD(+) synthetase NADSYN1 1 3 3 4 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0
p3eg7y |°crine/threoninesprotein phosphatase PP1- PPP1CC 1 9 1 s s s |12l lz21l2l1|2]2]o]loflolololo]lzs]s|1]oflo|lo]olo
|gamma catalytic subunit 0
Q96C90 _ |Protein phosphatase 1 regulatory subunit 148 PPP1R14B 1 2 2 4 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0
Q99436 Proteasome subunit beta type-7 PSMB7 1 4 4 4 0 1 0 0 0 0 0 0 2 0 1 0 0 0 0 0 0 2 0 1 0 0 0 0 0 0
Q96BW5 _|Phosphotriesterase-related protein PTER 1 3 3 4 2 0 0 0 0 0 0 0 1 2 0 0 0 0 0 0 0 1 2 0 0 0 0 0 0 0
P62834  |Ras-related protein Rap-1A RAP1A 1 9 1 4 1 1 0 0 0 3 2 2 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0
P98179 RNA-binding protein 3 RBM3 1 3 3 4 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0
Q9HD89  |Resistin RETN 1 2 2 4 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0
P35244  |Replication protein A 14 kDa subunit RPA3 1 2 2 4 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0
P49207 60S ribosomal protein L34 RPL34 1 1 1 4 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0
000442 |RNA 3-terminal phosphate cyclase RTCA 1 1 1 4 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0
P18827  |Syndecan-1 SDC1 1 2 2 4 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0
Qouics |3 domain-binding glutamic acid-ich-like SH3BGRL2 1 4 3 sl 1|1 flolololololols|a]lsloloflolololo]lzs]s|1]oflo|lo]olo
protein 2 0
Q96897 iH3 domain-containing kinase-binding protein SH3KBP1 1 2 2 sl v fofofofofolofr{r|afo]ojofofofolrfzrfrlofolofolol],
Qonxag | \VAD-dependent protein deacylase sirtuin-5, SIRTS 1 1 1 sl 1|1 flolofolo|loflols|as|r]oloflo|lo]lo|lo]zs|r|1]oflo|o]ol]o
mitochondrial 0
095436 Z‘;d'”m'de”e"de"t phosphate transport protein SLC34A2 1 7 7 4ol fofofofofolofafofrfo]ofjofofofol2afofrfofolofolo],
P04179  |Superoxide dismutase [Mn], mitochondrial S0D2 1 3 3 4 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0
P49458  |Signal recognition particle 9 kDa protein SRP9 1 3 3 4 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0
Qgelgg  |uecinyl-Conligase [GDP-forming] subunit sucLe2 1 4 4 sl 1|1 flolofolo|loflols|a|1r]o]loflo|lo]o|lo]t|]r|z1]oflo|lo]|olfo
beta, mitochondrial 0
Q12962  (Transcription initiation factor TFIID subunit 10 TAF10 1 1 1 4 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0
P26639  |Threonine--tRNA ligase, cytoplasmic TARS 1 6 6 4 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0




Succinyl-CoA ligase [ADP/GDP-forming] subunit

P53597 ) ) SUCLGL 1 4 4 al1flofoflo|o|lo|loflolo]1]|o|o|o|loflo|o|o|o|zs|o|o|o]o]|o]o
alpha, mitochondrial 0
Q8WY91 _|THAP domain-containing protein 4 THAPA 1 2 2 4 |o|ofolo]olo|o|o|1]o o]lo|lo o o o lo|zt]o|o o o o o] oo
Q15642 |Cdcd2-interacting protein 4 TRIP10 1 6 6 4 Jo |1 [ofloJoJloJololo[o[rt]oloJofJoJo[oloJo|l1]olo]o[o]o]o
Q9HOU9 _|Testis-specific Y-encoded-like protein 1 TSPYL1 1 1 1 4 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0
Q5R314 Tetratricopeptide repeat protein 38 TTC38 1 3 3 4 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0
QIY4E8 Ubiquitin carboxyl-terminal hydrolase 15 USP15 1 3 2 4 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0
Q15836  |Vesicle-associated membrane protein 3 VAMP3 1 2 1 4 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0
000534 |VOn Willebrand factor A domain-containing VWASA 1 8 8 s lololoflofoflo]ololr]lololo|loflo|lo]o|lolzs]lo|lo|lo|lo|o]o]o
protein 5A 0
P17174 Aspartate aminotransferase, cytoplasmic GOT1 1 6 6 4 4 3 0 0 1 0 0 0 4 4 3 0 0 1 0 0 0 4 4 3 0 0 1 0 0 0
peag73  |Cuanine nucleotide-binding protein GNB1 2 12 7 33|21 lolofolo]o|ls]|s]s|lr|ofololo|lo]3|3|2]1]o]o]olo
G(1)/G(S)/G(T) subunit beta-1 0
Q07020 _|60S ribosomal protein LL8 RPLI8 1 5 5 4 | 3|3 o o|1]ololo|l2]3[3]olol1]lofo lol2]3]3 olo]z1]o]o]o
095359 | Transforming acidic coiled-coil-containing TACC2 1 5 5 a3l 2]1lololololol2a|3]|2l1]loflololofo]l2]3|2|1]o0o|lo]olo
protein 2 0
P30046__|D-dopachrome decarboxylase DDT,DDTL 2 5 5 3 | 2 | 1o 1]o]olo o321t ]o|1]oflofo lols3]2]1]ol1]o]o]o]o
P26373__ |60 ribosomal protein L13 RPLI3 1 4 4 4 | 2 | 2 |1 [o]ololo o2 2 2]1]loloflofo ol2]2]2]1]o0]o]o]o]o
P18621 |60 ribosomal protein L17 RPLL7 1 6 6 4 |1 |2 o[1Jolololol3[1[2]olsloflofolols]s1l2]ol1][ofo]o]o
P46781 |40 ribosomal protein 59 RPS9 1 9 9 4 | 2 | 2 o[ 1]ololo o2 2]2]o]1]loflofo lol2]2]2]o0l1]o]o]o]o
P30626 |sorcin SRI 1 5 5 4 |1 |1 [o[1Jolololol2 st ]olslolololol2]1 1ol 1][o]o]o]o
P62701 |40 ribosomal protein 54, X isoform RPSAX 3 5 5 1 |11 1]o]ofo]olol1 111 ]o]olo o ozttt ]1]o]ofo]o]o
Q9BY44__|Eukaryotic translation initiation factor 2A EIF2A 1 3 3 2ol 1ol 1 lofloJolol2fol1[olrt]olololol2 olzst]ol1]ofofo]o
075822 [Fukaryotic translation initiation factor 3 EIF3) 1 2 2 111 foflolar|olo|lolrfr]|s]o|o|ls|loflofofs]|zs]1]o|lo|1]0o]o
subunit) 0
qsnpco | VAPK-interacting and spindlestabilizing MAPKLIPLL 1 1 1 111 foflo|lrfolo]o|ls|s|s|lolofs]oloflo]r|zt|2]|ofo|l1]o]o
protein-like 0
Q9GZP4_|PITH domain-containing protein 1 PITHDL 1 1 1 4 | 1 |11 ]o]ololo ozttt ]1]oloflo o lolzt]z1]1|1]o]o]o]o]o
psaggy | \clivated RNA polymerase Il transcriptional suB1 1 1 1 a1l 1ol lo]ololols|r]|1flo]lr]oflolofo]lr]|1|2]|oflz1]|lo]ol]fo
coactivator p15 0
Q9BRPS__|Partner of Y14 and mago WIBG 1 2 2 4 |1 Jofoflol1lololol2[1[o]olol1lofJolol2]1lololo[1][o]o]o
P61163 _ |Alpha-centractin ACTRIA 1 13 8 0 | o | 1]o[z1]o]o]o oo o [zt]o]o o o o oo lo|1|o|1]o] o] o]o
014672  |Disintegrin and metalloproteinase domain- ADAM10 1 7 7 ol 1]lolol1foflololololrlololzs|lo]lo]lololo|lr|lolo|lz1]o]o]o
containing protein 10 0
P01031 _|Complement C5 cs 1 13 13 0o Jo |1 [1[oJoloJololoflo[st]1lololoJololoJo|[1]1]lofolo]o]o
P36980 |Complement factor H-related protein 2 CFHR2 1 4 2 0 0 1 0 0 1 1 0 0 0 0 1 0 0 1 0 0 0 0 0 1 0 0 1 0 0 0
060869  [Endothelial differentiation-related factor 1 EDF1 1 2 2 0 1 0 0 0 1 0 0 0 0 1 0 0 0 1 0 0 0 0 1 0 0 0 1 0 0 0
peos1g  |erine/threonine-protein phosphatase 4 PPPAC 1 3 2 sl 21 loflofslololololslolololzsz]o]lolololzs|lo|lo|lof|z1]o]o
catalytic subunit 0
qonags  |Regulation of nuclear pre-mRNA domain- RPRD1B 1 4 4 sl 1 ]lolofloflrlo]lolololslololoflzsz]o]olololzs|lo|lo|lo|z1]o]o
containing protein 1B 0
P04350 _[Tubulin beta-4A chain TUBBAA 4 20 0 s | 4 | 5 | 7 7 ]9 10|38 [122]0] o] o]o]o o o o lo]o]lo|o o lo]z1]|o]o]o
P24752 _|Acetyl-CoA acetyltransferase, mitochondrial ACATL 1 5 5 0o JoJofJo[1]oloJololo[oloJo|l1]oloJo[oloJolo|lo[1][o[o]o]o
075342 Arachidonate 12-lipoxygenase, 12R-type ALOX12B 1 1 1 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0
Q86V81__|THO complex subunit4 ALYREF 1 1 1 0o JoJofJo[1]oJloJololo[o[oJol1]oloJo[oloJolo|lo[1[o[o]o]o
Q6DD88_|Atlastin-3 ATL3 1 2 2 0 Jo o 1[o]olo]lo oo o lo]|z1]o o oo lololo|o|1]|o]o o] o]o
P54707 Potassium-transporting ATPase alpha chain 2 ATP12A 1 3 1 0 1 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0
ps7730  |CosPaserecruitmentdomain-containing CARD18 1 1 1 olololoflof1]o]o]lolo]lolo|lo|lo|lzsz]o]o|lololo|lo|lo|lof|z1]o]o
protein 18
QouJ71 C-type lectin domain family 4 member K CD207 1 1 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0
P04233 :']':_:a“ Il istocompatibility antigen gamma D74 1 1 1 olofo o 1tfofofolofo|ofofo|rlolofolofofo|o]|o|1]o]o]/
|
PS3618 _ |Coatomer subunit beta CoPBL 1 8 8 0 Jo o 1[o]olo]o oo o lo]z1]o]lolo]o lololo|lo|1]lo]o] o] o]o
PS5060 _|Exportin-2 CSELL 1 3 3 0 oo 1[o]olo]o oo o lo]|1]lo]oflo o lololo|o|1]lo]o o] o]o
060716 _|Catenin delta-1 CTNNDL 1 8 8 0 oo o o|1]o o oo o lo]o|o|1]o]o lololo|lo o lo|z1]o]o]o
060911 _|Cathepsin L2 CTSv 1 2 2 0 Jo|lofolo|1]lo]lo oo o lolo|o|1]o]olololo|o|olo|z1]o]o]o
Q13618 |cullin-3 3 1 4 4 0 | o o 1[o]olo]o oo o [o]|z1]o]o o o lololo|o|1]o]o] o] o]o
P17844__|Probable ATP-dependent RNA helicase DDXS DDXS 1 1 1 0 Jo oo 1]olo]o oo o lo]o|1]o oo lololo|o|o|1]o]o]o]o
Q96L7 E’ehydmge"ase/ reductase SDR family member DHRSL 1 4 4 o fofofofrfofofofofojolofofrfofof|ofofololofof1ifo|o]o],
060610 _|Protein diaphanous homolog 1 DIAPHL 1 9 9 0 oo 1[o]olo]o oo o [o]|1]o o o o lo]olo|o|1]o]o] o o]o
Q99615__|Dnal homolog subfamily C member 7 DNAIC 1 1 1 0o Jolo[1[oJolololololo[o]l1lolololo[oloJlolo|1]o]o[o]o]o
P60228 f”ta'n‘fi’tE'c translation initiation factor 3 EIF3E 1 3 3 ofofofrfofofofofofojolofsfofofof|ofofololofifofo|o]o],
ubuni




Q6PIN9  [Putative deoxyribonuclease TATDN1 TATDN1 1 1 1 4 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0
Q99426  [Tubulin-folding cofactor B TBCB 1 2 2 4 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0
060635  |Tetraspanin-1 TSPAN1 1 1 1 4 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0
Q9BV40  |Vesicle-associated membrane protein 8 VAMP8 1 3 3 4 2 1 0 0 0 0 0 0 0 2 1 0 0 0 0 0 0 0 2 1 0 0 0 0 0 0
QOHIH4 \3/;;”""" protein sorting-associated protein VPS378 1 2 2 sl afrfofofofofofofrfufrfolojolojofoflrfr]|rfiofjofolofo]
Q86YZ3  [Hornerin HRNR 2 1 1 1 1 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0
P42330  |Aldo-keto reductase family 1 member C3 AKR1C3 2 9 2 7 6 6 1 1 1 1 2 2 2 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0
P47989  [Xanthine dehydrogenase/oxidase XDH 2 15 15 1 0 1 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0
pazg13 | Ukervotic ranslation initation factor 14 X EIFLAX/Y 2 1 1 tfrfoflofololo|lo|o|1|1]|o]ofofoflofolo|l1|1|o|o|o]o]|o]o
chromosomal 0
Qepoge || ridoxal-dependent decarboxylase domain- PDXDCL 2 3 3 1lofleflofolololololr]lols|lofloloflolo]ofls]|lolzs]lolo|lolol]o
containing protein 1 0
Q8IVF2  [Protein AHNAK2 AHNAK2 1 2 2 0 2 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0
qopro  |Acidicleucinerich nuclear phosphoprotein 32 ANP32E 1 2 2 1]t loflolololololo|ls|r]oflolaloflolololzs|z]o]oflo]o]olo
family member E 0
Q9HBO7  |UPFO160 protein MYG1, mitochondrial C120rf10 1 1 1 0 1 1 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0
P46109  |Crk-like protein CRKL 1 3 3 1 0 1 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0
P00387  |NADH-cytochrome b5 reductase 3 CYB5R3 1 6 6 1 0 1 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0
Q5TDHO  [Protein DDI1 homolog 2 DDI2 1 4 4 2 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0
043583 [Density-regulated protein DENR 1 2 2 1 0 1 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0
Q9ULAD  [Aspartyl aminopeptidase DNPEP 1 3 3 0 0 2 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0
043598  [2-deoxynucleoside 5-phosphate N-hydrolase 1 DNPH1 1 3 3 0 1 1 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0
P23588  |Eukaryotic translation initiation factor 4B EIF4B 1 3 3 1 1 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0
043768  [Alpha-endosulfine ENSA 1 1 1 0 1 1 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0
P48506  |Glutamate--cysteine ligase catalytic subunit GCLC 1 3 3 1 1 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0
Q9Y2T3  |Guanine deaminase GDA 1 2 2 1 1 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0
P14317  |Hematopoietic lineage cell-specific protein HCLS1 1 1 1 1 0 1 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0
Q08623  [Pseudouridine-5-phosphatase HDHD1 1 2 2 1 0 1 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0
QINRV9  |Heme-binding protein 1 HEBP1 1 4 4 0 1 1 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0
pooasy  |fIYPoxanthine-guanine HPRTL 1 4 4 11 floflofolololololr]s|lolofloloflolo]ofls]|z]lololo|lo|lol]o
phosphoribosyltransferase 0
Q96CN7  [Isochorismatase domain-containing protein 1 1S0C1 1 4 4 1 1 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0
Q06136 [3-ketodihydrosphingosine reductase KDSR 1 3 3 0 1 1 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0
Q53QV2  [Protein LBH LBH 1 1 1 1 0 1 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0
QINUP9  [Protein lin-7 homolog C LIN7C 1 2 2 1 1 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0
Q9Y333  [Ub snRNA-associated Sm-like protein LSm2 LSM2 1 2 2 1 0 1 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0
Q14696  |LDLR chaperone MESD MESDC2 1 1 1 0 1 1 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0
P02795  |Metallothionein-2 MT2A 1 1 1 1 0 1 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0
Q99747 [Gamma-soluble NSF attachment protein NAPG 1 2 2 4 2 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0
Q8WVJ2 _ |NudC domain-containing protein 2 NUDCD2 1 3 3 4 1 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0
Qoukss | TOtein Kinase Cand casein kinase substratein PACSIN3 1 3 3 slof1|oloflolo|lofofs]ofls]o]o|loflo|o|o|l1]o|t|o]o]o|o]o
neurons protein 3 0
Q96120  [PRKC apoptosis WT1 regulator protein PAWR 1 1 1 4 1 1 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0
Q06203  [Amidophosphoribosyltransferase PPAT 1 1 1 4 1 1 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0
Q8TAE6  |Protein phosphatase 1 regulatory subunit 14C PPP1R14C 1 1 1 4 1 1 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0
Q99873  |Protein arginine N-methyltransferase 1 PRMT1 1 2 2 4 0 1 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0
000233 ;65 proteasome non-ATPase regulatory subunit PSMD9 1 2 2 afofafofofofofofofr]ofsfolofjofofololtfolr]ojofolololf,
Q92530 [Proteasome inhibitor PI31 subunit PSMF1 1 3 3 4 1 1 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0
Q96NY8  [Nectin-4 PVRL4 1 3 3 4 0 1 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0
075884  [Putative hydrolase RBBP9 RBBP9 1 2 2 4 1 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0
Q9UBF6  [RING-box protein 2 RNF7 1 1 1 4 0 1 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0
P49247  |Ribose-5-phosphate isomerase RPIA 1 1 1 4 1 1 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0
P42766  |60S ribosomal protein L35 RPL35 1 3 3 4 0 1 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0
Q96RFO  [Sorting nexin-18 SNX18 1 1 1 4 0 1 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0
P09758  |Tumor-associated calcium signal transducer 2 TACSTD2 1 11 1 4 1 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0




P29144  |Tripeptidyl-peptidase 2 TPP2 1 8 8 4 0 1 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0
094811  [Tubulin polymerization-promoting protein TPPP 1 3 3 4 1 1 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0
Q04323 [UBX domain-containing protein 1 UBXN1 1 1 1 4 1 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0
P09488  |Glutathione S-transferase Mu 1 GSTM1/M4 3 4 3 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0
Q6DKI2  |Galectin-9C LGALS9C/9B 2 4 2 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0
E5RILL Uroplakin-3b-like protein UPK3BL 2 3 3 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0
Q9BWD1 |Acetyl-CoAacetyltransferase, cytosolic ACAT2 1 7 7 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0
P51648  |Fatty aldehyde dehydrogenase ALDH3A2 1 8 7 1 1 1 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0
Q01432 [AMP deaminase 3 AMPD3 1 4 4 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0
P15144  |Aminopeptidase N ANPEP 1 7 7 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0
P13671  |Complement component C6 C6 1 5 5 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0
Q14444 |Caprin-1 CAPRIN1 1 1 1 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0
014618  [Copper chaperone for superoxide dismutase CCS 1 2 2 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0
Q99828 [Calcium and integrin-binding protein 1 CIB1 1 4 4 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0
Q14011  |Cold-inducible RNA-binding protein CIRBP 1 6 6 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0
P54105  |Methylosome subunit plCln CLNSIA 1 2 2 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0
075390 [Citrate synthase, mitochondrial CS 1 2 2 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0
QBUWP2 ?ihyd“’ge"ase/ reductase SDR family member DHRS11 1 2 2 o1 fofofofojolofofojrfojofojofofjofofjofr]jofofofo]ofo]
Q9UBS4  [Dnal homolog subfamily B member 11 DNAJB11 1 2 2 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0
Q14195  [Dihydropyrimidinase-related protein 3 DPYSL3 1 2 2 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0
Q8TEA8  |D-tyrosyl-tRNA(Tyr) deacylase 1 DTD1 1 1 1 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0

quaory  [PEI(,5)-Delta(2 ) dienoyl-CoAisomerase, ECHL 1 7 7 tlofloflofolololo]olr]olo|lo|lo|loflo|lo]of1]lo|loa|lo|lo|o|lo]o
mitochondrial 0
Q9HAGO  [Band 4.1-like protein 1 EPB41L1 1 9 9 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0
Q9Y2)2  [Band 4.1-like protein 3 EPB41L3 1 2 2 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0
Q9HA64  |Ketosamine-3-kinase FN3KRP 1 1 1 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0
014908  [PDZ domain-containing protein GIPC1 GIPC1 1 2 2 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0
P60983  |Glia maturation factor beta GMFB 1 2 2 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0
Q8TDQ7 _|Glucosamine-6-phosphate isomerase 2 GNPDA2 1 7 2 5 6 5 0 0 0 1 1 1 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0
QINQX3  [Gephyrin GPHN 1 4 4 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0
Q16774  [Guanylate kinase GUK1 1 2 2 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0

Qohop  |aloacid dehalogenasedike hydrolase domain- HDHD2 1 3 3 olofl1foflofloflofloflo]lo|lo|l1|o]o]|o|o|o|ofofloaf[1|o|lo|o|o]o
containing protein 2 0
P31942  |Heterogeneous nuclear ribonucleoprotein H3 HNRNPH3 1 2 2 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0
Q9Y547  [Intraflagellar transport protein 25 homolog HSPB11 1 1 1 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0
Q72677  |E3 ubiquitin-protein ligase HUWEL HUWEL 1 6 6 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0
P05362 |Intercellular adhesion molecule 1 ICAM1 1 2 2 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0
P14780  |Matrix metalloproteinase-9 MMP9 1 5 5 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0
P15531  |Nucleoside diphosphate kinase A NMEL 1 6 2 4 3 3 2 3 2 3 2 2 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0
QS5TFE4  |5-nucleotidase domain-containing protein 1 NT5DC1 1 4 4 4 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0
P21589  |5-nucleotidase NTSE 1 4 4 4 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0

Qgwwip [PEST Proteolytic signal-containing nuclear PCNP 1 1 1 sloflololololoflolols]oflolololo|lolo|lo|lz]|oflo|lo]lo|lo|lo]o
protein 0

pa1zs  [crinefthreonine protein phosphatase PP1- PPPICA 1 1 3 ala a2l 2] l2]r]ololololololoflo|lzs]|oflo|lolo]lol|lo]o
alpha catalytic subunit 0

QsHopy | erine/threonine-protein phosphatase 6 PPPGR3 1 1 1 slo|l1]ololololofloloflolz]ololololololo|lo|lz|oflo]o]o]o
regulatory subunit 3 0
P62266  |40S ribosomal protein 523 RPS23 1 4 4 4 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0
094979  |Protein transport protein Sec31A SEC31A 1 9 9 4 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0
P08185  |Corticosteroid-binding globulin SERPINAG 1 3 3 4 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0
QINR46  |Endophilin-B2 SH3GLB2 1 9 9 4 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0
060493  |Sorting nexin-3 SNX3 1 2 2 4 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0
Q9Y5X3  |Sorting nexin-5 SNX5 1 7 7 4 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0

Ogoz71  |Cumamino-terminal kinasedinteracting SPAGY 1 2 2 slofloloflololofolo]r]oflololo|lo|lo]lo|lo|lz]|of|o|lo]lo|lo|lo]o
protein 4 0
P27105  |Erythrocyte band 7 integral membrane protein STOM 1 5 5 4 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0




P06730  |Eukaryotic translation initiation factor 4E EIF4E 1 2 2 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0
QINRM1L  [Enamelin ENAM 1 1 1 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0
Q5200 Protein FAM98B FAM98B 1 2 2 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0
Q9Y6R7  [IgGFc-binding protein FCGBP 1 6 6 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0
Q5TIM5  |FK506-binding protein 15 FKBP15 1 2 2 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0
Q8N4R0 Z"'ypeptide acetylgalactosaminyliransferase GAINT4 1 2 2 o fofofo|rfojofofofojofojofa]ofofjofofjofojofo]rfo]ofo]
P13747 th:i;':” I histocompafibiliy antigen, alpha HLAE 1 2 1 o fofofofoltfofojofojofjofofofjz]|ofofofofofofofofifolol,
P30519  |Heme oxygenase2 HMOX2 1 1 1 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0
QIUHA7  |Interleukin-36 alpha 1136A 1 1 1 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0
Q12905 [Interleukin enhancer-binding factor 2 ILF2 1 3 3 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0
P17301  |Integrin alpha-2 ITGA2 1 6 6 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0
Q210M4  [Leucine-rich repeat-containing protein 26 LRRC26 1 1 1 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0
Q96AG4 _|Leucine-rich repeat-containing protein 59 LRRC59 1 3 3 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0
P52815  |39S ribosomal protein L12, mitochondrial MRPL12 1 2 2 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0
P55769  |NHP2-like protein 1 NHP2L1 1 2 2 4 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0
075340  [Programmed cell death protein 6 PDCD6 1 7 7 4 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0
000232 igs‘”memme non-ATPase regulatory subunit|  p1) 1 6 6 s lofofofafo]ofofofolofofolt]ofofolofofololo|tfofololf
QINP72  |Ras-related protein Rab-18 RAB18 1 6 6 4 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0
P54136  |Arginine--tRNA ligase, cytoplasmic RARS 1 11 11 4 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0
Q15287  [RNA-binding protein with serine-rich domain 1 RNPS1 1 1 1 4 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0
P08708  |40S ribosomal protein S17 RPS17 1 4 4 4 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0
P62851  |40S ribosomal protein 525 RPS25 1 2 2 4 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0
Q9NQC3  |Reticulon-4 RTN4 1 2 2 4 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0
Q9Y3A5  [Ribosome maturation protein SBDS SBDS 1 5 5 4 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0
060613  [15 kDa selenoprotein SELENOF 1 4 4 4 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0
P09661  |U2 small nuclear ribonucleoprotein A SNRPA1 1 2 2 4 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0
Q9BYE4  |Small proline-rich protein 2G SPRR2G 1 3 1 4 1 1 2 1 1 0 1 1 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0
076094  [Signal recognition particle subunit SRP72 SRP72 1 1 1 4 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0
043815  |Striatin STRN 1 2 2 4 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0
Q06520  [Bilesalt sulfotransferase SULT2A1 1 1 1 4 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0
P09493  |Tropomyosin alpha-1 chain TPM1 1 6 1 4 2 4 4 3 3 2 3 2 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0
peNcia |/on Willebrand factor Adomain-containing VWA3A 1 1 1 sloflolt]lololofolo]o]o|lo|lr]|oflo|lolo|lo]lo|lo|o|1]o]o|lo]o
protein 3A 0
Q9UIA9  [Exportin-7 XPO7 1 3 3 4 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0
P36578  |60S ribosomal protein L4 RPL4 1 10 10 4 4 5 1 1 0 0 0 0 5 4 5 1 1 0 0 0 0 5 4 6 1 1 0 0 0 0
QINRX4  [14 kDa phosphobhistidine phosphatase PHPT1 1 5 5 4 3 3 2 0 0 0 0 0 4 3 3 2 0 0 0 0 0 5 3 3 2 0 0 0 0 0
P18124  |60S ribosomal protein L7 RPL7 1 8 8 4 3 3 0 1 1 0 0 0 3 3 3 0 1 1 0 0 0 3 3 3 0 1 1 0 0 0
P20073  [Annexin A7 ANXA7 1 8 8 2 2 2 0 1 1 0 0 0 2 2 2 0 1 1 0 0 0 2 2 2 0 1 1 0 0 0
P01861  |lg gamma-4 chain Cregion IGHG4 1 8 2 7 6 6 5 6 6 5 3 4 1 0 1 0 0 0 0 0 0 3 1 2 0 1 1 0 0 0
P40429  |60S ribosomal protein L13a RPL13A 2 4 4 2 1 1 1 0 1 0 0 0 2 1 1 1 0 1 0 0 0 2 1 1 1 0 1 0 0 0
P67870  |Casein kinase Il subunit beta CSNK2B 1 2 2 2 1 1 1 1 0 0 0 0 2 1 1 1 1 0 0 0 0 2 1 1 1 1 0 0 0 0
Q02543 [60S ribosomal protein L18a RPL18A 1 2 2 4 1 2 1 0 1 0 0 0 1 1 2 1 0 1 0 0 0 1 1 2 1 0 1 0 0 0
P35268  |60S ribosomal protein L22 RPL22 1 4 4 4 2 0 0 1 1 0 0 0 2 2 0 0 1 1 0 0 0 2 2 0 0 1 1 0 0 0
P62750  |60S ribosomal protein L23a RPL23A 1 3 3 4 0 2 1 0 1 0 0 0 2 0 2 1 0 1 0 0 0 2 0 2 1 0 1 0 0 0
AOAOAOMS15 |immunoglobulin heavy variable 3-49 1GHV3-49/-73 4 5 3 2 1 1 1 0 1 0 0 0 1 1 1 1 0 1 0 0 0 1 1 1 1 0 1 0 0 0
Q00341 |vigilin HDLBP 1 4 4 1 1 1 0 1 1 0 0 0 1 1 1 0 1 1 0 0 0 1 1 1 0 1 1 0 0 0
014979 ::Et:mge”em nuclear ribonucleoprotein D- HNRNPDL 1 1 1 vl fafofafofofof ol fafofofofa]afrfolr]1folo],
P62310  |Ub snRNA-associated Sm-like protein LSm3 LSM3 1 1 1 1 1 1 1 1 0 0 0 0 1 1 1 1 1 0 0 0 0 1 1 1 1 1 0 0 0 0
Q9P258  |Protein RCC2 RCC2 1 3 3 4 1 1 0 1 1 0 0 0 1 1 1 0 1 1 0 0 0 1 1 1 0 1 1 0 0 0
P62277  |40S ribosomal protein S13 RPS13 1 5 5 4 1 0 0 1 1 0 0 0 2 1 0 0 1 1 0 0 0 2 1 0 0 1 1 0 0 0
Q9H2U2 _|inorganic pyrophosphatase 2, mitochondrial PPA2 1 7 7 4 1 0 1 0 1 0 0 0 1 1 0 1 0 1 0 0 0 1 1 0 1 0 1 0 0 0




QINZD2  |Glycolipid transfer protein GLTP 1 3 3 0 0 0 2 2 1 0 0 0 0 0 0 2 2 1 0 0 0 0 0 0 2 2 1 0 0 0
075146  [Huntingtin-interacting protein 1-related protein HIPIR 1 3 3 0 0 0 2 2 1 0 0 0 0 0 0 2 2 1 0 0 0 0 0 0 2 2 1 0 0 0
Q92945  |Far upstream element-binding protein 2 KHSRP 1 2 2 0 0 0 2 1 2 0 0 0 0 0 0 2 1 2 0 0 0 0 0 0 2 1 2 0 0 0
095867 gg:ph“yte antigen 6 complex locus protein LY666C 1 1 1 o fofoftft|afofofolofofols|a]tfofofofofo|ol2ftfz]|o]of,
Q9GZN4  [Brain-specific serine protease 4 PRSS22 1 3 3 4 0 0 2 1 2 0 0 0 0 0 0 2 1 2 0 0 0 0 0 0 2 1 2 0 0 0
poagaz | 0NichyI-diphosphooligosaccharide-protein RPNL 1 7 17 aflofolz2]2]1]o]ololololo|l2a|l2ltfofofloflo]o]o]2]2]1]0a]o0
|glycosyltransferase subunit 1 0
Q96P63  |Serpin B12 SERPINB12 1 3 3 4 0 0 1 3 1 0 0 0 0 0 0 1 3 1 0 0 0 0 0 0 1 3 1 0 0 0
Q07955  [Serine/arginine-rich splicing factor 1 SRSF1 1 4 4 4 0 0 1 2 2 0 0 0 0 0 0 1 2 2 0 0 0 0 0 0 1 2 2 0 0 0
Q9UDY2  [Tight junction protein Z0-2 TIP2 1 8 8 4 0 0 2 1 2 0 0 0 0 0 0 2 1 2 0 0 0 0 0 0 2 1 2 0 0 0
pasagy | 0128 dependent anion-selective channel VDAC2 1 8 8 slofofafaf2flololo]o|ojofas|sl2fo|lo|o]lojof|o|s|1|3]|0o]o
protein 2 0
P12956  |X-ray repair cross-complementing protein 6 XRCC6 1 14 14 4 0 0 2 2 1 0 0 0 0 0 0 2 2 1 0 0 0 0 0 0 2 2 1 0 0 0
P62269  |40S ribosomal protein 518 RPS18 1 4 4 4 0 1 2 2 2 0 0 0 0 0 1 2 2 2 0 0 0 0 0 1 2 2 2 0 0 0
000571  |ATP-dependent RNA helicase DDX3X DDX3X;DDX3Y 2 8 8 0 0 0 2 2 2 0 0 0 0 0 0 2 2 2 0 0 0 0 0 0 2 2 2 0 0 0
P02649  |Apolipoprotein E APOE 2 11 11 0 0 0 2 2 2 0 0 0 0 0 0 2 2 2 0 0 0 0 0 0 2 2 2 0 0 0
Q9UI42  |Carboxypeptidase A4 CPA4 1 4 4 0 0 0 2 2 2 0 0 0 0 0 0 2 2 2 0 0 0 0 0 0 2 2 2 0 0 0
Qotssy  [Tréroxymethylglutary-Consynthase, HMGCSL 1 4 4 ololol2 3|1 ]lololofololol2a|3]1fo]lololo]lolol|l2]|3]zt]|o]o
cytoplasmic 0
P20700  |Lamin-B1 LMNB1 1 9 8 0 0 0 4 0 2 0 0 0 0 0 0 4 0 1 0 0 0 0 0 0 4 0 2 0 0 0
Qogs3g | Ynaptic vesiclemembrane protein VAT-1 VATL 1 8 8 alololal2]2]ololofololol2a|l2]2fo]lololo]olol2]|2]2]0]o0
homolog 0
Q57750 [Skin-specific protein 32 XP32 1 3 3 4 0 0 2 2 2 0 0 0 0 0 0 2 2 2 0 0 0 0 0 0 2 2 2 0 0 0
043399 |Tumor protein D54 TPD52L2 1 5 5 4 3 3 3 2 2 0 0 0 5 3 3 3 2 2 0 0 0 5 3 3 3 2 2 0 0 0
Q9C0C2  |182 kDa tankyrase-1-binding protein TNKS1BP1 1 10 10 4 2 2 4 1 2 0 0 0 2 2 2 4 1 2 0 0 0 2 2 2 4 1 2 0 0 0
patsy  [erinefthreonineprotein phosphatase 2455 PPP2R2A 4 3 3 2ol sl |3lololof2a o3|l ]3fololol2]olzs|3]|1]3]o]o
kDa regulatory subunit B alpha isoform 0
P12532  |Creatine kinase U-type, mitochondrial CKMT1A 1 6 6 0 1 0 2 2 3 0 0 0 0 1 0 2 2 3 0 0 0 0 1 0 2 2 3 0 0 0
060506  [Heterogeneous nuclear ribonucleoprotein Q SYNCRIP 1 9 6 4 0 0 2 1 4 0 0 0 1 0 0 1 0 2 0 0 0 1 0 0 2 1 4 0 0 0
P38646  |Stress-70 protein, mitochondrial HSPAS 1 20 20 0 0 0 2 3 2 0 0 0 0 0 0 2 3 2 0 0 0 0 0 0 2 3 2 0 0 0
Q14210  |Lymphocyte antigen 6D LY6D 1 2 2 0 0 0 2 1 1 0 0 0 0 0 0 2 1 1 0 0 0 0 0 0 3 2 2 0 0 0
P62333 |26 protease regulatory subunit 10B PSMC6 1 10 10 4 0 0 3 2 2 0 0 0 0 0 0 3 2 2 0 0 0 0 0 0 3 2 2 0 0 0
015020 [Spectrin beta chain, non-erythrocytic 2 SPTBN2 1 11 11 4 0 0 2 2 3 0 0 0 0 0 0 2 2 3 0 0 0 0 0 0 2 2 3 0 0 0
P84103  |Serine/arginine-rich splicing factor 3 SRSF3 1 4 4 4 0 0 1 3 3 0 0 0 0 0 0 1 3 3 0 0 0 0 0 0 1 3 3 0 0 0
P09497  |Clathrin light chain B CLTB 1 4 4 3 1 2 3 1 4 0 0 0 3 1 2 3 1 4 0 0 0 3 1 2 3 1 4 0 0 0
P06748  |Nucleophosmin NPM1 1 5 5 4 1 1 2 2 1 0 0 0 1 1 1 2 2 1 0 0 0 1 1 1 3 3 2 0 0 0
P61978  |Heterogeneous nuclear ribonucleoprotein K HNRNPK 1 10 10 0 0 0 3 2 3 0 0 0 0 0 0 3 2 3 0 0 0 0 0 0 3 2 3 0 0 0
Q9UKR3  [Kallikrein-13 KLK13 1 4 4 0 0 0 3 3 2 0 0 0 0 0 0 3 3 2 0 0 0 0 0 0 3 3 2 0 0 0
qoupyg  |Vicrotubule-actin cross-linking factor 1, MACFL 1 6 s |oflolola|2falofoloflo|lolo|l2]2|alololo|loloflol|2|2]a]lo]o
isoforms 1/2/3/5 0
P54920  |Alpha-soluble NSF attachment protein NAPA 1 7 7 4 0 0 3 2 3 0 0 0 0 0 0 3 2 3 0 0 0 0 0 0 3 2 3 0 0 0
075635  |Serpin B7 SERPINB7 1 3 3 4 0 0 2 3 2 0 0 0 0 0 0 2 3 2 0 0 0 0 0 0 2 3 3 0 0 0
Q9BQ50  [Three prime repair exonuclease 2 TREX2 1 4 4 4 0 0 3 3 2 0 0 0 0 0 0 3 3 2 0 0 0 0 0 0 3 3 2 0 0 0
P46782  |40S ribosomal protein S5 RPS5 1 6 6 4 3 2 3 2 4 0 0 0 3 3 2 3 2 4 0 0 0 3 3 2 3 2 4 0 0 0
P23396  |40S ribosomal protein S3 RPS3 1 9 9 4 2 0 3 3 3 0 0 0 1 2 0 3 3 3 0 0 0 1 2 0 3 3 3 0 0 0
Q9Y4K1  |Absentin melanoma 1 protein AM1 1 5 5 0 0 1 3 3 3 0 0 0 0 0 1 3 3 3 0 0 0 0 0 1 3 3 3 0 0 0
Q5D862  |Filaggrin-2 FLG2 2 5 5 0 0 0 3 3 3 0 0 0 0 0 0 3 3 3 0 0 0 0 0 0 3 3 3 0 0 0
P30622  |CAP-Gly domain-containing linker protein 1 CLIP1 2 5 5 0 0 0 4 4 1 0 0 0 0 0 0 4 4 1 0 0 0 0 0 0 4 4 1 0 0 0
Q92841  |Probable ATP-dependent RNA helicase DDX17 DDX17 1 4 4 0 0 0 3 3 3 0 0 0 0 0 0 3 3 3 0 0 0 0 0 0 3 3 3 0 0 0
075367  [Core histone macro-H2A.1 H2AFY 1 3 3 0 0 0 3 3 3 0 0 0 0 0 0 3 3 3 0 0 0 0 0 0 3 3 3 0 0 0
P49862  |Kallikrein-7 KLK7 1 4 4 0 0 0 3 4 2 0 0 0 0 0 0 3 4 2 0 0 0 0 0 0 3 4 2 0 0 0
Q9H1E1  |Ribonuclease7 RNASE7 1 3 3 4 0 0 3 3 3 0 0 0 0 0 0 3 3 3 0 0 0 0 0 0 3 3 3 0 0 0
P22735 Er"tei glutamine gamma-glutamyltransferase T6ML 1 4 4 afofofs]ssfofolofolofofsfsfs|oflojofofofols|s]|s|ofof,
P09525  [Annexin A4 ANXA4 1 21 21 12 14 | 13 3 2 5 0 0 0 12 | 14 [ 13 3 2 5 0 0 0 12 | 15 | 13 3 2 5 0 0 0
Q6E0U4  |Dermokine DMKN 2 3 1 0 0 0 3 3 3 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 3 3 4 0 0 0
P09601  |Heme oxygenase 1 HMOX1 1 4 4 0 0 0 4 3 3 0 0 0 0 0 0 4 3 3 0 0 0 0 0 0 4 3 3 0 0 0




075131 |Copine3 CPNE3 1 3 3 0o JoJ1JoJl1]1JoJoJoJoJo J1tJoltJtJoJoJoJoJoJtJol1]1JoJo]o
Q92499 | ATP-dependent RNA helicase DDXL DDX1 1 P P 1 [oJo 1t lolalolololaslolo[r]o[1]olololalololstlol1]o]o]o
Q71D13__|Histone H3.2 HIST2H3A 1 5 1 o o1 [ofo[2]ofloloflololoJoloJoJololololo[1]o[o]2]0]o0]o
P27635 _ |60S ribosomal protein L10 RPLLO 1 3 3 s oot 1 lololololrlolole[alololololslololsl1lolo]o]o
P62280 _ |405 ribosomal protein S11 RPSIL 1 4 4 4 o111 ]ololololololtlztl1lololololololtlzs1lo]o]o]o
P15880  |40S ribosomal protein 52 RPS2 1 5 5 s JoJoJo [t [t lolololaslolololsltlolololrtlolololsl1]olo]o
Q99961 _|Endophilin-A2 SH3GLL 1 3 3 s o1 [1Jo[a1]oflololoJo[alst[olst[ololololols][zs[o]1][o]o]o
Q13510 |Acid ceramidase ASAHL 1 6 6 o oo [ 11 [olololololololst[1]oloJolololololz[1]o]o]o]o
075947  |ATP synthase subunit d, mitochondrial ATPSH 1 6 6 0 0 0 1 0 1 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 1 0 1 0 0 0
P61923 |Coatomer subunit zeta-1 copzL 1 4 4 0o oot lol1lololololololztlolt]ololololololzlol1]o]o]o
P14854 |Cytochrome c oxidase subunit 681 COX6BL 1 4 4 0 oot |l1]olololololololztl1lolololololololzl1lololo]o
PO0167 _|Cytochrome bS CYBSA 1 4 4 o oo [ 11 [ofolololoJololst[alolololololololzs[1]ofo]o]o

Dihydrolipoyllysine-residue
pgos7  |succinvltransferase component of 2 DLST 1 4 4 oloflo|ofls|1flololoflolo]olo|s]|zs]o|loflo]olo]oflo|1|1]0o]o
oxoglutarate dehydrogenase complex,
mitochondrial 0
oop3p3  |Fukanvotictransiation initiation factor 3 EIF3F 1 1 1 oloflo|tfo|r|o]lofloflolo]o|lz]o|zs]o|loflo]o|lo|]o|lz]|o|z1]o]o
subunit F 0
Q96AE4  [Far upstream element-binding protein 1 FUBP1 1 2 2 0 0 0 1 0 1 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 1 0 1 0 0 0

AOAD75B619_|Immunoglobulin lambda variable 2-18 16LV2-18 1 1 1 0o oot 1 ]olololololololzt[1lolololololololz1lo]o]o]o
000515 |Ladinin-1 LADL 1 1 1 o ool 11 lolololololololst[alolololololololzs[1]ofo]o]o
Q37CW2__|Galectin-related protein LGALSL 1 2 2 o oo [1]lo[1]loflolofloJololst[olst[oJlolololololzsz[o]1[o]o]o
015173 | Membrane-associated progesterane receptor PGRMC2 1 3 3 slololrlol1lolololololol1]lol1]olofloflolo|o|l1|lo]1]o]o

component 2 0
P35998  |265 protease regulatory subunit7 PSMC2 1 11 11 4 oot o1 lololololololztlolt]ololololololzlolz1]o]o]o
P43686 _|265 protease regulatory subunit 6B PSMC4 1 8 8 s [ofloflo s [alofloloflolololo[alst[ololololololo[1]1[o]o]o
099460 iﬁs proteasome non-ATPase regulatory subunit PSMD1 1 8 8 sfofofofr|afofofofolojofofafrfofjofofofoljofo|zf1folo],
Q15008 265 proteasome non-ATPase regulatory subunit PSMD6 1 9 9 sfofofofr|afofofofolojofofasfrfofjofofofoljofo|1f1folo],
P61289  |Proteasome activator complex subunit 3 PSME3 1 1 1 4 0 0 0 1 1 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 1 1 0 0 0
P20339_|Ras-related protein Rab-5A RABSA 1 4 1 s oo [ 11 [ofolololoJololst[a]lolololololololzs[1]ofo]o]o
poggaq | Olichyl-diphosphooligosaccharide-protein RPN2 1 9 9 slolololol2lololololololo|lo|l2]o|loflololololo|lo]2]o]fo
|glycosyltransferase subunit 2 0
P62244 _ |40S ribosomal protein S15a RPSISA 1 3 3 4 oot l1]olololololololztl1lolololololololz1lolo]o]o
P42677 _ |405 ribosomal protein 527 RPS27 1 1 1 4 oot lol1lololololololztlolt]ololololololzlolz1]olo]o
Q9Y310__[tRNA-splicing ligase RtcB homolog RTCB 1 9 9 s ool 1 lo[1]ololofloJololst[olst[ololololololzsz[o]l1[o]o]o
qusogo [ 2auamous cell carcinoma antigen recognized SART3 1 1 1 alofol1t]|1]o]o]ololo|lo|lo|s |1 |ofofofoflo]o]o]|1]|1]o0o]o]o
by T-cells 3 0
P53992  |Protein transport protein Sec24C SEC24C 1 2 2 4 oot |1]olololololololztl1lolololololololz1lo]o]o]o
Q92599 |septin-8 SEPTING 1 5 5 s ool 1 lo[alololololololst[olst[ololololololzs[ol1[o]o]o
QOUIVS_[Serpin B13 SERPINB13 1 2 2 s [oloflolo[2]ololoflololoJolol2alololololololo[o]2]0]o]o
POS141 _|ADP/ATP translocase 2 SLC25A 1 6 5 s oo [1lo[1]oflolofloJoloJoloJoJoJolololoJlo[z[o]z1[o]o]o
P62316  |Small nuclear ribonucleoprotein Sm D2 SNRPD2 1 1 1 4 0 0 1 0 1 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 1 0 1 0 0 0
QINQ38 |Serine protease inhibitor Kazal-type 5 SPINKS 1 2 2 4 0 0 1 1 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 1 1 0 0 0 0
P22532 |Small proline-rich protein 2D SPRR2D 1 4 1 4 1 1 2 3 2 0 1 1 0 0 0 0 1 1 0 0 0 0 0 0 0 1 1 0 0 0
Q13885 |Tubulin beta-2A chain TUBB2A 1 20 1 s [ 22868 |nulo|wlofololst[olst[ololololololz[o]1[o]o]o
P26368_|Splicing factor U2AF 65 kDa subunit U2AF2 1 1 1 s oo [1lo[1]oflololoJololst[olst[oJolololoJlolz[o]l1][o]o]o
Q8TCVS _ [WAP four-disulfide core domain protein 5 WFDC5 1 1 1 4 0 0 1 0 1 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 1 0 1 0 0 0
P13010  |X-ray repair cross-complementing protein 5 XRCC5 1 14 14 4 0 0 1 0 1 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 1 0 1 0 0 0
P60903 _|Protein S100-A10 $100A10 1 6 6 4 | a a1t lololols3slalalslsltlolololalalalslsl1]olo]o
P02747  |Complement C1g subcomponent subunit C c1qc 1 4 4 3 1 1 1 1 1 0 0 0 3 1 1 1 1 1 0 0 0 3 1 1 1 1 1 0 0 0
075828 |Carbonyl reductase [NADPH] 3 CBR3 1 8 6 3 |4 |4 333|222 al2l2]ct[a]sfololols]2]2lzs[1]1][o]o]o
Q15075 |Early endosome antigen 1 EEAL 1 9 9 d 2t lalolololol 2ol a2l olololol2al2al1tlstl2]olo]o]o
Q8NC51 ;':t;';”ge" activatorinhibitor 1 RNA-binding SERBPL 1 4 4 sl fofofofrfafafrfrafofofolul2f2{t]1l1fofolf,
P50452 _|Serpin B8 SERPINBS 1 4 2 e [ 32222l alsfole[alslolololal2]ss[1]1][o]o]o
P07910 Ef;Z?ge"“”S nuclear ribonucleoproteins L\ neNPCLLHNRN 7 5 5 vl foofofafafar|e |t frfofjofoltfafrfr]r]|tfofol
Q8WWIL_|UIM domain only protein 7 [Mo7 1 8 8 2 [ttt et lololol 2ttt st lololol 2ttt 1l1lo]o]o
P55209  |Nucleosome assembly protein 1-like 1 NAPLLL 1 5 3 4 |3 |1ttt 2 222ttt ]oJolol2lt]tlzs11]o]o]o




Normal mucosa of esophagus-specific gene 1

Q9C002 ‘ NMES1 1 3 3 s lololr|ar|lr|lofloflo]Jofo|o|1]1]1]o]lo]lo]lo|lo|o|1|1|[1]o]o
protein 0
QINRAL _|Platelet-derived growth factor C PDGFC 1 3 3 s [ololalalalolololololols[a1la1lololololololas]l1]1]lofo]o
Q3MIJ16 _ |Cytosolic phospholipase A2 epsilon PLA2GAE 1 1 1 4 0 0 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0
P62829 _ |60S ribosomal protein 123 RPL23 1 3 3 s [ololalalalolololololols[1la1lolololololol 1]l 1]1]lofo]o
P32969 605 ribosomal protein L9 RPL9 1 7 7 s [ololalalalololololololas[a1la1lololololololsl1]1]lofo]o
P62263  |40S ribosomal protein S14 RPS14 1 4 4 4 0 0 1 2 0 0 0 0 0 0 0 1 2 0 0 0 0 0 0 0 1 2 0 0 0 0
Q00325 Phosphate carrier protein, mitochondrial SLC25A3 1 1 1 4 0 0 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0
P55000 _|Secreted Ly-6/uPAR-related protein 1 SLURP1 1 1 1 s [ololalalalolololololols[arl1lololololololsl1]1]lofo]o
P35325  [Small proline-rich protein 2B SPRR2B 1 5 0 4 1 1 4 4 3 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 1 2 0 0 0 0
Q96RM1__|Small proline-rich protein 2F SPRR2F 1 2 1 s [olol2]2]2loJoloJololol1s[1la1lolololololol 111 ]lolo]o
QI9Y6NS5  |Sulfide:quinone oxidoreductase, mitochondrial SQRDL 1 17 17 4 0 0 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0
Q9Y5M8 Z'egt;‘a' recognition particle receptor subunit SRPRB 1 2 2 afotofafafafofofolofofo|r|1|1]ojofofjofofjol1|1]|1]olo],
QeNxTg | Transmembrane anterior posterior TAPTL 1 2 2 s lololr|lr|lrloloflo]loflo|lo|]zsz]s]1]o]lo]lo]lolo|lo|lz|z1|1]o]o
transformation protein 1 homolog 0
pag755  |Transmembraneemp24 domain-containing TMED10 1 6 6 alololr|lr|l1lololo]loflo|lo|ls]1]1]lo]lolololo|lol|lzsz|lzs|1]o]o
protein 10 0
Q9BUF5__[Tubulin beta-6 chain TUBB6 1 7 2 a 1l a ]33] als3s]ls3s[s3]olololrs[1laloJolololoJol1]1]1]loflo]o
po791g |Cyiochromeb-clcomplex subunit6, UQCRH 1 1 1 alololr|lr|l1lolololoflo|lo|ls]s]1]lo]lolololo|lol|lzsz|l1s|1]o]o
mitochondrial 0
P62857 405 ribosomal protein 528 RPS28 1 6 6 4 (a3 al2]alolololslals[ sl 2]1lololols3s]alsal2a]1]loflo]o
P16989 _|V-box-binding protein 3 YBX3 1 8 5 s (33 ]alalalololols sl 2111l olololalssl a1l 2]lolo]o
P04003 | C4b-binding protein alpha chain C4BPA 1 12 12 3 (33121 lololols s3] 1[2l1lololol3]33s1l2]1]loflo]o
P41250  |Glycine-tRNA ligase GARS 1 9 9 2 [ 2 s alalalololol 2l 2as e[l 2lololol2]2s 11l 2]loflo]o
quzzer  |Fukarvotictranslation initiation factor 3 EIF3I 1 6 6 22211 ]ololol2fr|2]2|t|1|lofloflofl2a]s]|2]2|1|1]0o]o
subunit | 0
P27816 _|Microtubule-associated protein 4 MAP4 1 6 6 2 [a[alal2alololol a2l a1l 2lololol2al2alalals]l2]loflo]o
Q96EP5 DAZ-associated protein 1 DAZAP1 1 4 4 1 1 1 2 1 1 0 0 0 1 1 1 2 1 1 0 0 0 1 1 1 2 1 1 0 0 0
P48163 _|NADP-dependent malic enzyme MEL 1 4 4 1 1 [t [ a a1l olololalalal sl el alolololalalal2lalalolo]o
076003 |Glutaredoxin-3 GLRX3 1 7 7 o (a1 [a[al2]alolololo s lalal2la1lololololalalal2]1]lolo]o
Q14258 |E3 ubiquitin/ISG15 ligase TRIM25 TRIM25 1 6 6 4 (o[ a a2l alolololslolal sl 2la1lolololalolalas]l2l1]loflo]o
P61604 10 kDa heat shock protein, mitochondrial HSPE1 1 3 3 0 0 1 1 1 2 0 0 0 0 0 1 1 1 2 0 0 0 0 0 1 1 1 2 0 0 0
pies1s | oarcoplasmic/endoplasmic reticulum calcium ATP2A2 2 9 6 ololol21|l1lololo]loflo|lo|l1]lolololo]lololo|lol|l2a|z1|1]o]o
ATPase 2 0
qoppys  |ctin-related protein 2/3 complex subunit - ARPCSL 1 3 3 olololr|l2l1lolololoflo|lo|ls]2]1]lo]lo]lololo|lolzs|2|1]o0o]o
like protein 0
P27824  |Calnexin CANX 1 10 10 o [ololal2]alolololololols[2l1lolololololols]l2]1]lofo]o
paog7a  |CYiochrome c oxidase subunit S, COXSA 1 5 5 olofof2]1]1]o]loflolofoflo]2]|1]|1|loflofloflo]o]|o|2|1|1|0o]o
mitochondrial 0
P30084 _|Enoyl-CoA hydratase, mitochondrial ECHS1 1 7 7 o [olol2lalalolololololol 211l olololololol2al1]1]loflo]o
asvagy  |Fukarvotic translation initiation factor 3 EIF3L 1 4 4 ololo|l21]|1|oflo]lo]oflof|o|2|t]1]o|loflofo]lo|lo|2]1|1]0o]o0
subunit L 0
Q01844 |RNA-binding protein EWS EWSR1 1 3 3 o [ololalal2lolololololols[arl2lolololololol 11l 2]ofo]o
Qs |Clveerophosphodiester phosphodiesterase GDPD3 1 2 2 olololr|lr|l2lofloflo]lofo|o|lzs]1]2]0]lo]lo]lo|lo|o|s|1|2]o]o
domain-containing protein 3 0
P51659 Peroxisomal multifunctional enzyme type 2 HSD17B4 1 16 16 0 0 0 2 0 2 0 0 0 0 0 0 2 0 2 0 0 0 0 0 0 2 0 2 0 0 0
Q6ZNFO Iron/zinc purple acid phosphatase-like protein PAPL 1 2 2 4 0 0 1 2 1 0 0 0 0 0 0 1 2 1 0 0 0 0 0 0 1 2 1 0 0 0
P23246  |Splicing factor, proline- and glutamine-rich SFPQ 1 4 4 4 0 0 1 1 2 0 0 0 0 0 0 1 1 2 0 0 0 0 0 0 1 1 2 0 0 0
Q9Y5X1__[Sorting nexin-9 SNX9 1 2 2 s [olol2lalalololoJololol 211l olololololol 211 ]lolo]o
Q9Y3C8 Ubiquitin-fold modifier-conjugating enzyme 1 UFC1 1 2 2 4 0 0 1 1 2 0 0 0 0 0 0 1 1 2 0 0 0 0 0 0 1 1 2 0 0 0
Q92598  [Heat shock protein 105 kDa HSPH1 2 7 6 3 2 2 1 3 1 0 0 1 2 1 1 1 3 1 0 0 0 2 1 1 1 3 1 0 0 0
095817 BAG family molecular chaperone regulator 3 BAG3 1 4 4 1 2 1 1 2 2 0 0 0 1 2 1 1 2 2 0 0 0 1 2 1 1 2 2 0 0 0
099880 |Histone H2B type 1-L BCHISTIH2BD;H2BFS;H 15 4 4 1 1 [o a1 {3l olololalalol sl sslololol 11l olala1]3]o]lo]o
P16401 |Histone HLS HISTIH1B 1 5 4 2 ol ol 2] 2]2lololol2lolol 221l ololol2]olol2]l2]1]lolo]o
Q9HOE2__[Toll-interacting protein TOLLIP 1 3 3 s [olol2l2Talolololrlolol 221l olololalolol2l2]1]lolo]o
076027 |Annexin A9 ANXA9 1 13 13 o [olol2lal2lolololololol2[1l2lolololololol2l1]2]o0ofo]o
QINVI2__ | ADP-ribosylation factor-like protein 88 ARLSB 1 4 1 o (ool 2]al2lolololololols[a1la1lolololololol2al1]2]oflo]o
P21128 Poly(U)-specific endoribonuclease ENDOU 1 2 2 0 0 0 2 2 1 0 0 0 0 0 0 2 2 1 0 0 0 0 0 0 2 2 1 0 0 0
Q86WN1__|F-BAR and double SH3 domains protein 1 FCHSD1 1 2 2 o [olol2]2]a1lolololololol 221l olololololol2]2]1]lofo]o
P02751 _ |Fibronectin FNL 1 12 12 o ol ol 2]l 2lolololololol 21l 2lofloloflololol2al1]l2]o0ofo]o




P49643 |DNA primase large subunit PRIM2 1 1 1 s [t e JaJaJaJoJoJolalelaJalaleJoJoJol a1t JoJoTo
P20340 |Ras-related protein Rab-6A RABGARABSB 3 4 4 1 e r e[l alololol e ol a el e lalolololalalalalatl1lolo]o
Q9HC3S Ei:';"derm microtubule-associated protein- EML4 1 3 3 vl fofofofefa|fafefafofofofrfrjrfr|rfrfolo],
Q16658 [Fascin FSCNL 1 1 1 1t e r e[l aJololol e ol a e lelololol et sltl1lolo]o
P14866  |Heterogeneous nuclear ribonucleoprotein L HNRNPL 1 8 8 1 1 1 1 1 1 0 0 0 1 1 1 1 1 1 0 0 0 1 1 1 1 1 1 0 0 0
Q969H8 | Myeloid-derived growth factor MYDGF 1 2 2 s ool lalalolololalolalala[aslololol 2ol [a[1l1]o]o]o
P28074 _|Proteasome subunit beta type-5 PSMBS 1 1 1 s [l ool al ool oo a oo e aelolololalalalalalalo]o]o
Q09028 |Histone-binding protein RBBP4 RBBP4 1 1 1 s [ ool alo ool sl el e ol e elololol sl a1l o]o]o
P62913 605 ribosomal protein L11 RPLLL 1 2 2 s [l ool alo ool e el a ol e clololol sl el o]o]o
P61513  |60S ribosomal protein 37 RPL37A 1 1 1 s [ oo e alo ool e el e ol el clololol sl el 1ltlo]o]o
POCOLS |Complement C4-8 B 1 60 2 7 s s [ wlw]s [als |t lalolaltlalolololalalolsltl1lolo]o
AOAOCADH36 |lg-like domain-containing protein 1GHV3-38 1 3 1 1 1 0 1 1 1 0 0 0 1 1 0 1 1 1 0 0 0 1 1 0 1 1 1 0 0 0
Q9Y4Y9  [Ub snRNA-associated Sm-like protein LSm5 LSM5 1 1 1 1 0 1 1 1 1 0 0 0 1 0 1 1 1 1 0 0 0 1 0 1 1 1 1 0 0 0
P55145 :"eie"cephalic astrocyte-derived neurotrophic MANF 1 1 1 ot frfofotofofrfafufr|rfolofofofrfrfrfrf{r|olo]
actor
075608 _|Acyl-protein thioesterase 1 LYPLAL 1 6 6 1 JoJola [ sl alololol s lololalslalolololaslololas]las]1lolo]o
P17980 _|265 protease regulatory subunit 6A PSMC3 1 5 5 s ol alalalalolololololalala[slololololola[1[1l1]o]o]o
Q8wz42 |[Titin TN 1 6 6 s [t lolol el alololololalolol s 2lololololslolol1l2lo]o]o
013838 |Spliceosome RNA helicase DDX39B DDX39B;DDX39A 2 n 1 o [o ol sl alololololololalaltlolololololol1t[1[1]lo]o]o
P50570 |Dynamin-2 DNM2 2 7 7 o ool el alolololololola st lololololololrt[1l1lo]o]o
Q9H4MS__|EH domain-containing protein 1 EHDL 2 3 2 o oot alolololololola st lolololololol1t[1ltlo]o]o
P35637 |RNA-hinding protein FUS FUSTAFLS 2 1 1 o oot alolololololola st lololololololt[1ltlo]oaolo
Q15067  [Peroxisomal acyl-coenzyme A oxidase 1 ACOX1 1 2 2 0 0 0 2 0 1 0 0 0 0 0 0 2 0 1 0 0 0 0 0 0 2 0 1 0 0 0
Q53RT3  [Retroviral-like aspartic protease 1 ASPRV1 1 2 2 0 0 0 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0
Q8NEY4  [V-type proton ATPase subunit C2 ATP6V1C2 1 1 1 0 0 0 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0
Qo721 |COmPlement component 1 Qsubcomponent: c108p 1 4 4 olofo |1t r]olofo]o]ofjo|zs|s]|t]|o]o]ofo]olo|1]|1]|1]0o]o
binding protein, mitochondrial 0
poNlg | calcium-dependent domain-containing C2CD4B 1 1 1 oloflo|lr|tlafloflolofololo|lr]|s]|slololofofo|lo]r]|z1]zt]o]o
protein 4B 0
P00918 |Carbonic anhydrase 2 w 1 2 2 o [o ol a1t alolololololola sl olololololol1t[1l1lo]o]o
Q8N6Q3 D177 antigen 0177 1 1 1 o oot alolololololola st lolololololol1t[1lt]lo]o]o
progog | Yiochrome c oxidase subunit B, C0X5B 1 2 2 olofo|sfr]c)ofololololo|ls|zs|sflololoflo|lo|o|z]z|1]o]o
mitochondrial 0
Q9UGLY__|Cysteine-ich C-terminal protein 1 CRCTL 1 2 2 0o Jo o1 l2oloflofloloflolo|r1[2]oflololololololt[2]ofo]o]o
Q15828 |Cystatin-M CsT6 1 2 2 o Jo o s [stJofofloloflolo s [st]1]olololololols[zs]1]o]o]o
P35222 |Catenin beta-1 CTNNBL 1 5 3 o [o o333 ololoflololola[a[slolololololola[1ls]o]o]o
QINSA3 _[Beta-catenin-interacting protein 1 CTNNBIPL 1 1 1 o [oJola[alalololoflololola[a[s]lolololololo[a[1[1]o]o]o
015263 |Beta-defensin 4A DEFB4A 1 1 1 o [o ool el alolololololol ol sl ololololololal1l1lo]o]o
Q08211 |ATP-dependent RNA helicase A DHX9 1 6 6 o [o o1l alololololololala[elololololololrs[1[1t]lo]o]o
P31689 |Dnal homolog subfamily A member 1 DNAIAL 1 4 4 o [o ol alatlalolololololola sl ololololololat[1l1lo]o]o
P63172 |Dynein light chain Tctex-type 1 DYNLTL 1 2 2 o [o ol sl alolololololola st lolololololol1t[1l1lo]o]o
Ots371  |Fekervotic translation initfation factor 3 EIF3D 1 7 7 olofo|sfr]e)ofololololo|ls|zs|sflo]loloflo|lo|o|t]z|1]o]o
subunit D 0
P84090 _|Enhancer of rudimentary homolog ERH 1 3 3 0 0 0 1 2 0 0 0 0 0 0 0 1 2 0 0 0 0 0 0 0 1 2 0 0 0 0
092820 _|Gamma-glutamyl hydrolase GGH 1 3 3 o [oJola[2flofololoflololola[2oflololoflololo[a1[2]o]lo]o]o
P84243  |Histone H33 H3F3A 1 5 1 o Jo [t a1 [3]ofloflolofJolo|rt[s]1]oflololololols[zs]1]o]o]o
pagozg  |I1functional enzyme subunitalphs, HADHA 1 21 2 olofo |1t 1]olofo]o]ofjo|zs|zt]|t]|o]o]|ofo]o]lo|1]|1]1]0o]o
mitochondrial 0
Q9Y241  |HIGL domain family member 14, mitochondrial HIGD1A 1 1 1 ofofofrfrfrfofofofojofolrfrfr]jofofofjofofolrlzfrlofolf,
P17096 |High mobility group protein HMG-/HMG-Y HMGAL 1 2 2 o [o ot alolololololola sl ololololololrt[1l1lo]o]o
Q58FF8 _|Putative heat shock protein HSP 90-beta 2 HSP90AB2P 1 5 1 1 e r el alalol et alolol ol sl elalololololololsl1tl1lolo]o
AOAOCADH35 |lg-like domain-containing protein 1GHV3-35 1 1 1 0 0 0 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0
P49441  |Inositol polyphosphate 1-phosphatase INPP1 1 3 3 0 0 0 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 1 1 1 0 0 0
Qo7eee |\ domain-containing, RNA-binding, signal KHDRBS1 1 1 1 ofofo|lr|t]|afoflolofololo|lr]|s]s|lololofofo|lo]1]|zs]z]|]o]o
transduction-associated protein 1 0
Q03252 |Lamin-B2 LMNB2 1 5 4 o [oJola[2lalololoflololola[2olololoflololola1[2]olo]o]o
092614 |Unconventional myosin-XVilla MYO18A 1 1 1 s [ofJolalalalolololololola[a[slolololololola[1l1lo]o]o




Q86XP0  |Cytosolic phospholipase A2 delta PLA2G4D 1 4 4 4 0 0 4 3 3 0 0 0 0 0 0 4 3 3 0 0 0 0 0 0 4 3 3 0 0 0
Q6NUJL  [Proactivator polypeptide-like 1 PSAPL1 1 5 5 4 0 0 2 4 3 0 0 0 0 0 0 2 4 3 0 0 0 0 0 0 2 4 4 0 0 0
060218 [Aldo-keto reductase family 1 member B10 AKR1B10 2 5 5 0 0 0 3 4 4 0 0 0 0 0 0 3 4 4 0 0 0 0 0 0 3 4 4 0 0 0
P05089  |Arginase-1 ARG 1 5 5 0 0 0 4 3 3 0 0 0 0 0 0 4 3 3 0 0 0 0 0 0 5 3 3 0 0 0
Q86UP2  [Kinectin KTN1 1 7 7 0 0 0 3 5 3 0 0 0 0 0 0 3 5 3 0 0 0 0 0 0 3 5 3 0 0 0
Q9HOPO  |Cytosolic 5-nucleotidase 3A NT5C3A 1 5 5 4 0 0 4 4 3 0 0 0 0 0 0 4 4 3 0 0 0 0 0 0 4 4 3 0 0 0
B3EWG6  |Protein FAM25G M25G;FAM25C;FAM25 3 3 3 0 0 0 3 3 3 0 0 0 0 0 0 3 3 3 0 0 0 0 0 0 4 4 4 0 0 0
095833  |Chloride intracellular channel protein 3 CLIC3 1 9 9 0 0 0 4 4 4 0 0 0 0 0 0 4 4 4 0 0 0 0 0 0 4 4 4 0 0 0
Q9UBHO __|Interleukin-36 receptor antagonist protein 1136RN 1 4 4 0 0 0 3 2 4 0 0 0 0 0 0 3 2 4 0 0 0 0 0 0 4 3 5 0 0 0
Q9Y3R4  [Sialidase-2 NEU2 1 5 5 4 0 0 5 3 4 0 0 0 0 0 0 5 3 4 0 0 0 0 0 0 5 3 4 0 0 0
POC869  |Cytosolic phospholipase A2 beta PLA2G4B 1 5 5 4 0 0 5 4 4 0 0 0 0 0 0 5 4 4 0 0 0 0 0 0 5 4 4 0 0 0
P19338  [Nucleolin NCL 1 9 9 4 3 3 4 4 3 0 0 0 6 3 3 4 4 3 0 0 0 7 3 3 5 5 4 0 0 0
Q9UKQ9  [Kallikrein-9 KLK9 1 5 5 0 0 0 3 3 5 0 0 0 0 0 0 3 3 5 0 0 0 0 0 0 4 4 6 0 0 0
P60985  |Keratinocyte differentiation-associated protein KRTDAP 1 5 5 0 0 0 5 3 3 0 0 0 0 0 0 5 3 3 0 0 0 0 0 0 6 5 4 0 0 0
P10809 |60 kDa heat shock protein, mitochondrial HSPD1 1 16 16 1 0 1 5 4 4 0 0 0 1 0 1 5 4 4 0 0 0 2 0 2 6 5 5 0 0 0
P25705  |ATP synthase subunit alpha, mitochondrial ATP5A1 1 24 24 0 0 0 5 5 3 0 0 0 0 0 0 5 5 3 0 0 0 0 0 0 6 6 4 0 0 0
Q15517  [Corneodesmosin CDSN 1 7 7 0 0 0 6 4 6 0 0 0 0 0 0 6 4 6 0 0 0 0 0 0 6 4 6 0 0 0
Q00839 [Heterogeneous nuclear ribonucleoprotein U HNRNPU 1 11 11 0 0 0 5 5 6 0 0 0 0 0 0 5 5 6 0 0 0 0 0 0 5 5 6 0 0 0
Q9Y446  [Plakophilin-3 PKP3 1 7 7 4 0 1 6 5 6 0 0 0 1 0 1 6 5 6 0 0 0 1 0 1 6 5 6 0 0 0
Q96QA5  |Gasdermin-A GSDMA 1 5 5 0 0 0 5 4 5 0 0 0 0 0 0 5 4 5 0 0 0 0 0 0 6 5 6 0 0 0
QINZH8  [Interleukin-36 gamma 1136G 1 7 7 0 0 0 7 5 6 0 0 0 0 0 0 7 5 6 0 0 0 0 0 0 7 5 6 0 0 0
Q92876  [Kallikrein-6 KLK6 1 7 7 0 0 0 5 4 6 0 0 0 0 0 0 5 4 6 0 0 0 0 0 0 6 5 7 0 0 0
P17900  |Ganglioside GM2 activator GM2A 1 5 5 0 0 0 5 5 5 0 0 0 0 0 0 5 5 5 0 0 0 0 0 0 6 6 7 0 0 0
043240  [Kallikrein-10 KLK10 1 6 6 0 0 0 6 5 5 0 0 0 0 0 0 6 5 5 0 0 0 0 0 0 7 7 7 0 0 0
P62805  |Histone H4 HISTIH4A 1 10 10 4 4 4 7 6 7 0 0 0 4 4 4 7 6 7 0 0 0 4 4 4 8 7 8 0 0 0
P12259  |Coagulation factor V F5 1 21 15 0 0 0 8 5 10 0 0 0 0 0 0 4 4 6 0 0 0 0 0 0 8 5 10 0 0 0
P42357  |Histidine ammonia-lyase HAL 1 10 10 0 0 0 8 6 8 0 0 0 0 0 0 8 6 8 0 0 0 0 0 0 9 6 8 0 0 0
P05091  |Aldehyde dehydrogenase, mitochondrial ALDH2 1 16 13 3 1 2 11 8 8 1 1 1 1 0 0 10 7 6 0 0 0 1 0 0 10 7 7 0 0 0
ABK2UO  |Alpha-2-macroglobulin-like protein 1 A2MLL 1 11 11 0 0 0 9 8 8 0 0 0 0 0 0 9 8 8 0 0 0 0 0 0 9 8 8 0 0 0
Q14574 [Desmocollin-3 DSC3 1 14 14 2 2 1 9 9 10 0 0 0 2 2 1 9 9 10 0 0 0 2 2 1 9 9 10 0 0 0
Q08188 Emte' "glutamine gamma-glutamyltransferase T6M3 1 12 12 4 fofofufofmlofofofolofofuls]wlololofofololn|s|wlolo]
Q51749 [Keratinocyte proline-rich protein KPRP 1 13 13 0 0 0 10 {11]9 0 0 0 0 0 0 10 | 11 9 0 0 0 0 0 0 10 | 13 9 0 0 0
Q07065  [Cytoskeleton-associated protein 4 CKAP4 1 18 18 0 0 0 11 | 14 | 10 0 0 0 0 0 0 11 [ 14 | 10 0 0 0 0 0 0 11 [ 14 | 10 0 0 0
P48594  |Serpin B4 SERPINB4 1 20 9 4 0 0 18 19 19 0 0 0 0 0 0 8 8 9 0 0 0 0 0 0 11 13 12 0 0 0
P14735  |Insulin-degrading enzyme IDE 1 16 16 3 0 1 12 | 11 | 14 0 0 0 3 0 1 12 [ 11| 14 0 0 0 3 0 1 13 [ 11| 14 0 0 0
Q13835  [Plakophilin-1 PKP1 1 16 16 4 0 0 11 9 16 0 0 0 0 0 0 11 9 16 0 0 0 0 0 0 13 9 16 0 0 0
P58107  |Epiplakin EPPK1 1 36 32 0 0 0 19 | 15 | 17 0 0 0 0 0 0 15 [ 12 | 13 0 0 0 0 0 0 16 | 12 | 14 0 0 0
Q8WVWV4  |Protein POF1B POF1B 1 20 20 4 0 0 16 | 15 | 18 0 0 0 0 0 0 16 [ 15 | 18 0 0 0 0 0 0 20 [ 18 | 21 0 0 0
P29508  |Serpin B3 SERPINB3 1 22 11 4 0 0 21 19 18 0 0 0 0 0 0 11 8 8 0 0 0 0 0 0 26 24 | 21 0 0 0
Q15149 [Plectin PLEC 1 61 57 4 2 3 26 [ 25 [ 29 0 0 0 1 2 3 2 [ 2] 25 0 0 0 1 2 3 26 [ 25| 29 0 0 0




Table S2. List of identified proteins with the highest mean of spectral count in the whole strip (W). The proteins are ranked according to their spectral count.

Mean of spectral

Accession number Protein name Gene name
count
P12273 Prolactin-inducible protein PIP 142.3
P98160 Heparan sulfate proteoglycan 2 HSPG2 113.3
P61626 Lysozyme C LYZ 111.3
P01876 Ig alpha-1 chain C region IGHA1 107.0
P02768 Serum albumin ALB 101.7
P02788 Lactotransferrin LTF 100.7
P01833 Polymeric immunoglobulin receptor PIGR 98.7
P01036 Cystatin-S CST4 91.0
P01024 Complement C3 C3 72.7
Q16378 Proline-rich protein 4 PRR4 71.3
P00450 Ceruloplasmin CP 53.7
QIUGM3 Deleted in malignant brain tumors 1 protein DMBT1 50.7
Q9GZZ8 Extracellular glycoprotein lacritin LACRT 49.7
P31025 Lipocalin-1 LCN1 45.3
P00352 Retinal dehydrogenase 1 ALDHI1A1 35.3
075556 Mammaglobin-B SCGB2A1 35.3
P01834 Ig kappa chain C region IGKC 32.3
P06733 Alpha-enolase ENO1 31.3
043707 Alpha-actinin-4 ACTN4 30.7
P01591 Immunoglobulin J chain IG] 30.7

Table S3. List of identified proteins with the highest mean of spectral count in the bulb (B). The proteins are ranked according to their spectral count.

Mean of spectral

Accession number Protein name Gene name
count
P02768 Serum albumin ALB 204.3
P02788 Lactotransferrin LTF 130.3
P12273 Prolactin-inducible protein PIP 108.0
P61626 Lysozyme C LYZ 104.0

P01024 Complement C3 C3 69.7




P01876 Ig alpha-1 chain C region IGHA1 61.7

P01833 Polymeric immunoglobulin receptor PIGR 60.0
P02787 Serotransferrin TF 59.0
P98160 Heparan sulfate proteoglycan 2 HSPG2 56.3
P98088 Mucin-5AC MUC5AC 54.3
P06733 Alpha-enolase ENO1 52.0
P31025 Lipocalin-1 LCN1 50.0
QIUGM3 Deleted in malignant brain tumors 1 protein DMBTI1 48.0
P00352 Retinal dehydrogenase 1 ALDH1A1 46.0
P00450 Ceruloplasmin CpP 43.3
P01036 Cystatin-5 CST4 42.7
P14618 Pyruvate kinase PKM PKM 41.7
P07355 Annexin A2 ANXA2 36.7
PODMV9 Heat shock 70 kDa protein 1B HSPA1B 35.7
P00558 Phosphoglycerate kinase 1 PGK1 35.7

Table S4. List of identified proteins with the highest mean of spectral count in the rest of the strip (R). The proteins are ranked according to their spectral count.



Accession num-

Protein name

Gene name

Mean of spectral

ber count
P98160 Heparan sulfate proteoglycan 2 HSPG2 123.7
P12273 Prolactin-inducible protein PIP 121.7
P61626 Lysozyme C LYZ 108.7
P02788 Lactotransferrin LTF 101.7
P15924 Desmoplakin DSP 97.0
P01833 Polymeric immunoglobulin receptor; PIGR 83.3
P01036 Cystatin-S CST4 76.7
P01876 Ig alpha-1 chain C region IGHA1 74.0
P02768 Serum albumin ALB 67.0
P01024 Complement C3 C3 62.7
P04264 Keratin, type II cytoskeletal 1 KRT1 59.3
QIUGM3 Deleted in malignant brain tumors 1 protein DMBT1 54.3
P00450 Ceruloplasmin cp 50.3
Q16378 Proline-rich protein 4 PRR4 48.0
Q09666 AHNAK Nucleoprotein AHNAK 46.0
P02538 Keratin, type II cytoskeletal 6A KRT6A 45.0
P13645 Keratin, type I cytoskeletal 10 KRT10 44.3
060437 Periplakin PPL 40.7
P35579 Myosin-9 MYH9 39.3
P31025 Lipocalin-1 LCN1 36.7

Table S5. Biological processes associated with identified proteins in the whole strip (W), bulb (B), rest of the strip (R) and all identified proteins (W+B+R). The number of proteins

involved and the percentage of all processes are ranked according to their value in W.



Section of Schirmer’s strip

Biological Process \ B R W+B+R
Cellular process 525 (29.5%) 586 (30.6 %) 582 (30.2 %) 825 (31.3%)
Metabolic progress 350 (19.7%) 398 (20.8 %) 384 (19.9 %) 552 (20.9)
Biological regulation 227 (12.8%) 252 (13.1 %) 255 (13.2%) 344 (13%)
Response to stimuli 187 (10.5%) 178 (9.3 %) 185 (9.6 %) 236 (8.9%)
Localization 128(7.2 %) 138 (7.2 %) 143 (7.4%) 197 (7.5 %)
Signaling 88(4.9 %) 84 (4.4%) 88 (4.6%) 117(4.4%)
Immune system 84 (4.7%) 85 (4.4 %) 84 (4.4%) 102 (3.9%)
Multicellular organismal 51 (2.9%) 53(2.8%) 55 (2.9%) 72 (2.7%)
Interspecies interaction 46 (2.6%) 48 (2.5%) 48 (2.5%) 58 (2.2%)
Developmental process 39 (2.2%) 37 (1.9 %) 42 (2.2%) 54 (2.0%)
Locomotion 25 (1.4%) 26(1.4%) 25 (1.3%) 35 (1.3%)
Biological adhesion 20 (1.1%) 22 (1.1%) 22 (1.1%) 31(1.2%)
Growth 3 (0.2 %) 5 (0.3%) 3(0.2%) 5 (0.2%)
Reproduction 2 (0.1%) 2 (0.1%) 3 (0.2%) 3 (0.1%)
Reproductive process 2 (0.1%) 2 (0.1 %) 3(0.2%) 3 (1.0%)
Multi-organism process 1(0.1%) 1 (0.1%) 2 (0.1%) 2 (0.1%)
Biomineralization 1(0.1%) 1(0.1%) 1(0.1%) 1(0.1%)

Table S6. Molecular functions of identified proteins in the whole strip (W), bulb (B), rest of the strip (R) and all identified proteins (W+B+R). The number of proteins
involved and the percentage of each group are ranked according to their value in W.

Section of Schirmer’s strip

Molecular Function \4l B R W+B+R
Binding 354 (43.4%) 418 (45.2%) 424 (46.1%) 565 (44%)

Catalytic activity 344 (42.2%) 360 (38.9%) 318 (34.6%) 492 (38.3%)
Molecular function regulator 52 (6.4%) 60 (6.5%) 69 (7.5%) 88 (6.9%)
Structural molecular 28 (3.4%) 53 (5.7%) 57 (6.2%) 65 (5.1%)
Transporter 12 (1.5%) 12 (1.3%) 23 (2.5%) 29 (2.3%)
Translation regulator 12 (1.5%) 9 (1%) 14 (1.5%) 19 (1.5%)
Molecular transducer 8 (1%) 5 (0.5%) 8 (0.9%) 11 (0.9%)
Molecular adaptor 6 (0.7%) 8 (0.9%) 6 (0.7%) 14 (1.1%)

Table S7. List of proteins identified in the chosen 6 signaling pathways. The number of corresponding proteins is shown between brackets.



Batch

Gene name

PSMA1, PSMA2, PSMA3, PSMA4, PSMA5, PSMA6, PSMA7, PSMB1, PSMB2,
PSMB3, PSMB4, PSMB6, PSMB8, PSMD4, PSMD10, PSME1, PSME2, CDH1,

W+B+R (29)
DBNL, DSG1, DYNLL1, DYNLL2, GSN, H1F0, HISTIH1C, HISTIH1E, SPTANT,
VIM, YWHAB
. W+B (5) PSMB10, PSMB9, CASP3, CASP7, DSG2
Apoptosis W+R (5) PSMC1, PSMC5, PSMD2, PSMD7, KPNB1
(61) B+R (5) PSMB5, PSMC3, HIST1H1B, PLEC, TRIM25
W (3) PSMD5, BID, TNESF10
B (5) PSMB7, PSMDY, PSMF1, DFFA, FNTA
R (9) PSMC2, PSMC4, PSMC6, PSMD1, PSMD6, PSMD12, PSME3, LMNB1, STK24
W+B+R (11) CIR, C3, C4A, C4B, C5, C7, C8A, CFB, CED, CFH, CFI
W+B (1) C6
W+R /
Comglg)m ent B+R (2) C1QC, C4BPA
W (0) /
B (1) C10B
R (0) /
W+B+R (5) HLA-A, HLA-B, HLA-C, FLNB, PSMB8
W-+B (0) /
IFNs Signaling W+R (6) EIF4A1, EIF4A2, EIF4A3, EIFAG1, KPNB1, UBE2N
) B+R (1) TRIM25
W (2) MAPK3, MX1
B (1) PINT
R (2) EIF4E, HLA-E
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Figure S1. Venn diagram comparing four other comprehensive proteomics studies; (A) Kandhavelu et al., (B) Dor ef al., and (C) Aass et al. (D) Ponzini ef al. with (E) corresponding to
our study.
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Figure S2. Functional analysis and structural classification of unique proteins in each batch. a. Subgroups of biological process, b.Subgroups of molecular function. ¢. The list and
number of protein classes in each ScS section. The NIPs illustrates in the x-axis the number of proteins involved in (a) and (b).



