Supplementary Table 1

Inferred proteins based on identification of peptides from the human platelet membrane/cytoskeletal sub-proteome

Acc Gene Protein lon Precursor Charge Calculated Delta Study Previous
Group A Name Aagrla PScore® | %CF F HScore® Evalue® b 9 Peptide L Sequence" Overlap Platelet
Num B Description Score m/z State’ Mass¥ Mass N D°
14-3-3 protein 58.6 360 431E-03 591.63 2 1181.56 -0.31 (R)YLSEVASGDNK(Q)
YWHA beta/alpha (Protein WP/M/
1 P31946 B Kinase G inhibitor 58.6 17 498 514 3.77E-02 603.41 2 1204.65 0.16 (K)DSTLIMQLLR(D) B P
protein-1) 329 375 1.80E+00 007.58 1 906.52 0.06 (RINLLSVAYK(N)
64.0 386 1.22E-03 619.38 2 1236.65 0.10 (K)HLIPAANTGESK(V)
498 514 3.776-02 603.41 2 1204.65 0.16 (K)DSTLIMQLLR(D)
YWHA 14-3-3 protein WP/M/
2 P62258 E epsion (14-3.3). 66.0 22 44.1 545 1.72E-01 459.43 2 916.52 034 (R)ISSIEQK(E) B VP
405 385 3.88E-01 450.43 2 916.52 034 (R)ISSIEQK(E)
329 375 1.80E+00 907.58 1 906.52 0.06 (RINLLSVAYK(N)
548 214 7.71E-03 1238.57 2 247427 0.86 (K)AVTELNEPLSNEDRNLLSVAYK(N)
YWHA 14-3-3 protein eta 498 514 3.776-02 603.41 2 1204.65 0.16 (K)DSTLIMQLLR(D) WE/M/
8 Qo4917 H (Protein AS1) 556 25 B MP
- 450 442 1.12E-01 579.03 2 1155.60 045 ()$GDREQLLQR(A)
329 375 1.80E+00 907.58 1 906.52 0.06 (RINLLSVAYK(N)
625 35.4 1.776-03 619.10 2 1235.65 055 (R)YLAEVATGEKR(A)
14-3-3 protein 498 514 3.776-02 603.41 2 1204.65 0.16 (K)DSTLIMQLLR(D)
4 pe1og1 | YWHA | gamma (Protein 62.8 17 404 406 3.26E-01 578.91 2 115562 0.20 (-SVDREQLVQK(A) B MP
G kinase C inhibitor
protein-1) (KCIP-1). 329 37.5 1.80E+00 907.58 1 906.52 0.06 (R)NLLSVAYK(N)
205 292 3.326+00 923.35 2 1843.81 088 (RILAEQAERYDDMAAAMK(N)
112.0 354 1.72E-08 102137 2 2039.98 0.75 (K)GIVDQSQQAYQEAFEISK(K)
109.6 385 2.92E-08 1066.79 2 2130.98 0.60 (K)TAFDEAIAELDTLSEESYK(D)
857 411 8.66E-06 774.81 2 1547.71 -0.10 (K)SVTEQGAELSNEER(N)
85.2 283 7.82E-06 1085.33 2 2168.07 059 (K)GIVDQSQQAYQEAFEISKK(E)
14-3-3 protein 83.1 532 1.57E-05 640.29 2 1278.65 -0.08 (R)YLAEVAAGDDKK(G)
5 pe3t04 | YWHA | zeta/delta (Protein 3713 53 69.6 316 3.60E-04 753.02 2 1503.78 0.25 (R)VVSSIEQKTEGAEK(K) B we/M/
z kinase C inhibitor MP
protein-1) 51.6 416 2.45E-02 652.77 2 1303.68 0.5 (K)FLIPNASQAESK(V)
498 514 3.77E-02 603.41 2 1204.65 0.16 (K)DSTLIMQLLR(D)
454 366 9.52E-02 710,54 2 1417.71 137 (R)DICNDVLSLLEK(F)
333 332 1.77E+00 603.41 2 1204.65 0.16 (K)DSTLIMQLLR(D)
329 375 1.80E+00 907.58 1 906.52 0.06 (RINLLSVAYK(N)
148.1 372 3.626-12 1241.90 2 2481.39 0.41 (R)TALLDAAGVASLLTTAEVWTEIPK(E)
60 kDa heat shock 719 412 2.69E-04 480.97 2 959.50 044 (R)VTDALNATR(A)
HSPD protein, WP /M/
6 P10809 1 mitochondrial 208.8 15 63.8 33.8 1.52E-03 617.28 2 1232.59 -0.04 (K)VGGTSDVEVNEK(K) B MP
precursor (Hsp60) 15.7 36.3 7126401 1062.87 2 2123.77 0.81 (K)EEKDPGMGAMGGMGGGMGGGMF(-)
156 363 7.27E+01 1062.87 2 2123.77 -0.81 (K)EEKDPGMGAMGGMGGGMGGGMF(-)




Supplementary Table 1 2

95.2 36.2 9.87E-07 794.86 2 1587.85 -0.14 (K)KSDIDEIVLVGGSTR(I)
7 P11021 HS%PA ;ngtaeglgfgf;; 149.0 14 61.3 31.7 2.30E-03 778.66 2 1554.79 0.52 (K)NGRVEIIANDQGNR(I) B WPM@,M /
precursor (GRP 78)
56.7 326 6.73E-03 606.01 2 1209.58 0.43 (K)EFFNGKEPSR(G)
4238 60.4 1.44E-01 978.52 2 1955.04 1.30 (R)VAPEEHPTLLTEAPLNPK(A)
Actin, alpha cardiac
8 P68032 ACTC (Alpha-cardiac 41.8 59 41.8 305 1.88E-01 989.33 2 1975.90 0.75 (K)YPIEHGIITNWDDmMEK(1) B
actin).

39.6 47.0 3.74E-01 599.78 2 1197.51 0.05 (K)DSYVGDEAQSK(R)

9 P60709 ACTB AC“E‘E;V::;?;’)‘“C 1 972.2 86 110.8 758 1.83E-08 1284.43 2 2565.16 170 (K)LCYVALDFEQEMATAASSSSLEK(S) B M/ MP
104.3 719 9.05E-08 1172.49 2 2342.16 0.81 (R)KDLYANTVLSGGTTMYPGIADR(M)
95.5 43.7 8.64E-07 896.22 2 1789.88 0.56 (K)SYELPDGQVITIGNER(F)
94.3 25.4 8.13E-07 1309.98 2 2617.32 0.64 (K)YSVWIGGSILASLSTFQAmWISK(Q)
93.0 52.8 8.74E-07 1643.57 2 3284.59 0.55 (K)TQIMFETFNTPAMYVAIQAVLSLYASGR(T)
90.5 28.8 2.20E-06 1172.49 2 2342.16 0.81 (R)KDLYANTVLSGGTTmYPGIADR(M)
89.4 28.1 2.95E-06 1116.16 2 2230.06 0.25 (K)DLYANTVLSGGTTmYPGIADR(M)
78.6 46.1 3.72E-05 977.82 2 1953.06 0.57 (R)VAPEEHPVLLTEAPLNPK(A)
74.3 46.3 6.44E-05 1643.57 2 3284.59 0.55 (K)mTQIMFETFNTPAMYVAIQAVLSLYASGR(T)
725 47.9 2.27E-04 488.88 2 975.44 0.32 (K)AGFAGDDAPR(A)
715 27.3 1.75E-04 795.32 3 2382.06 0.91 (R)HQGVMVGMGQKDSYVGDEAQSK(R)
69.9 33.8 3.69E-04 600.20 2 1197.70 0.69 (R)AVFPSIVGRPR(H)
68.6 304 4.65E-04 758.63 2 1515.70 -0.45 (K)QEYDESGPSIVHR(K)
66.0 30.3 4.40E-04 1067.60 3 3198.60 1.21 (R)TTGIVMDSGDGVTHTVPIYEGYALPHAILR(L)
63.6 52.8 7.56E-04 1643.57 2 3284.59 0.55 (K)MTQIMFETFNTPAMYVAIQAVLSLYASGR(T)
63.5 52.8 7.75E-04 1643.57 2 3284.59 0.55 (K)MTQIMFETFNTPAMYVAIQAVLSLYASGR(T)
60.7 35.7 2.70E-03 823.18 2 1643.79 0.56 (K)QEYDESGPSIVHRK(C)
60.6 30.3 2.65E-03 791.02 2 1579.79 0.25 (RIMQKEITALAPSTmK(1)
59.9 25.7 2.37E-03 627.89 4 2506.17 1.40 (R)HQGVMVGMGQKDSYVGDEAQSKR(G)
57.7 295 6.45E-03 566.89 2 1131.52 0.25 (RIGYSFTTTAER(E)
56.9 345 7.42E-03 589.48 2 1176.61 0.34 (K)EITALAPSTmK(1)
54.0 28.9 1.25E-02 814.21 2 1625.83 0.59 (R)DLTDYLmMKILTER(G)
515 35.6 1.25E-02 1067.60 3 3198.60 1.21 (R)TTGIVMDSGDGVTHTVPIYEGYALPHAILR(L)
51.2 50.7 2.55E-02 1515.77 1 1514.74 0.03 (K)WHHTFYNELR(V)
50.4 27.8 1.91E-02 1398.50 2 2794.22 0.77 (M)$DDDIAALVVDNGSGMCKAGFAGDDAPR(A)
47.8 21.6 4.09E-02 795.32 3 2382.06 0.91 (R)HQGVMVGMGQKDSYVGDEAQSK(R)
40.9 25.4 1.67E-01 1413.02 2 2822.30 1.73 (K)EKLCYVALDFEQEMATAASSSSLEK(S)
39.6 47.0 3.74E-01 599.78 2 1197.51 0.05 (K)DSYVGDEAQSK(R)
37.2 36.3 3.93E-01 1413.02 2 2822.30 1.73 (K)EKLCYVALDFEQEMATAASSSSLEK(S)
36.8 29.3 6.88E-01 815.77 2 1628.82 0.71 (R)GYSFTTTAEREIVR(D)
35.9 21.6 6.28E-01 795.32 3 2382.06 0.91 (R)HQGVMVGMGQKDSYVGDEAQSK(R)
346 252 7.84E-01 627.89 4 2506.17 1.40 (R)HQGVMVGMGQKDSYVGDEAQSKR(G)
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325 31.9 1.81E+00 519.02 1035.64 0.40 (K)IKIIAPPER(K)
31.0 25.2 1.82E+00 627.89 2506.17 1.40 (R)HQGVMVGMGQKDSYVGDEAQSKR(G)
82.5 36.8 1.35E-05 1222.98 2443.18 0.77 (K)GVDDLDFFIGDEAIEKPTYATK(W)
ACTR Actin-like protein 3 75.8 497 8.37E-05 705.58 1408.77 0.39 (R)DITYFIQQLLR(D)
10 P61158 3 (Actin-related 133.8 15 WP/ MP
protein 3). 59.2 37.3 3.95E-03 611.84 1221.67 0.01 (K)QYTGINAISKK(E)
50.6 47.3 3.56E-02 529.41 1056.53 0.29 (RIFMEQVIFK(Y)
Actin-related protein 428 19.5 9.68E-02 1545.22 3087.54 0.90 (R)VYGSFLVNPESGYNVSLLYDLENLPASK(D)
ARPC 2/3 complex subunit
1 015144 5 2 (ARPS/3 | 4238 11 WP/ MP
( complex 21.0 305 2.73E+01 457.68 1369.71 033 (K)DSIVHQAGMLKR(N)
34 kDa)
63.8 344 7.80E-03 739.42 1476.66 0.17 (-)PAYHSSLmMDPDTK(L)
ARPC Actin-related protein
12 015145 3 2/3 complex subunit 63.8 18 43.0 53.9 1.97E-01 446.37 890.50 0.23 (R)AYLQQLR(Q) WP
3
422 41.9 2.00E-01 739.42 1476.66 0.17 (-)PAYHSSLmMDPDTK(L)
64.5 432 1.34E-03 594.01 1185.67 0.35 (K)VLIEGSINSVR(V)
ARPC Actin-related protein
13 P59998 4 2/3 complex subunit 77.8 25 42.8 29.6 1.82E-01 695.67 1388.78 0.55 (-)$TATLRPYLSAVR(A) MP
4
39.4 44.6 3.82E-01 635.13 1267.75 0.50 (K)ELLLQPVTISR(N)
67.4 39.2 5.87E-04 824.16 1645.87 0.45 (K)AVQSLDKNGVDLLmK(Y)
ARPC Actin-related protein
14 015511 5 2/3 complex subunit 117.5 36 65.9 36.6 8.95E-04 667.04 1331.69 0.38 (R)YQGNMTAALQAALK(N) WP / MP
5
49.7 29.0 2.82E-02 699.76 2096.10 0.18 (R)QGNMTAALQAALKNPPINTK(S)
Adapter-related
15 Q10567 AP1B1 prg:telan 10231&'% 1 67.5 3 67.5 25.6 4.40E-04 1147.00 2292.31 -0.32 (K)LAPPLVTLLSAEPELQYVALR(N) M/ MP
(Beta-adaptin 1)
Adenylyl cyclase- 75.2 27.7 7.50E-05 1140.91 2279.18 0.64 (K)GAAPYVQAFDSLLAGPVAEYLK(l) WP/M/
16 Q5T0S2 CAP1 associated protein 75.2 28 MP
(CAP). 238 386 1.37E+01 606.68 1211.68 -0.33 (K)KEPAVLELEGK(K)
124.3 41.2 1,06E-09 965.79 1929.08 0.50 (K)LGLVFDDVVGIVEIINSK(D)
115.2 318 8.09E-09 1030.08 2057.18 0.97 (K)KLGLVFDDVVGIVEIINSK(D)
100.3 29.8 2.25E-07 1175.87 2350.22 -0.48 (K)AGAAPYVQAFDSLLAGPVAEYLK(])
Adenylyl cyclase- WP/M/
17 Q01518 CAP1 associated protein 1 402.9 32 88.9 37.6 3.34E-06 1086.99 2171.22 0.75 (K)LSDLLAPISEQIKEVITFR(E) MP
(CAP 1).
85.8 39.5 7.40E-06 964.81 1927.02 0.59 (R)SALFAQINQGESITHALK(H)
434 31.7 1.50E-01 1426.87 1425.81 0.06 (K)LSDLLAPISEQIK(E)
432 28.0 1.37E-01 613.66 1836.97 1.01 (R)SGPKPFSAPKPQTSPSPK(R)
ADP,ATP carrier
SLC25 protein, fibroblast
18 P05141 A5 isoform (ADP/ATP 106.0 16 106.0 28.2 6.61E-08 1076.91 2151.12 0.70 (-)STDAAVSFAKDFLAGGVAAAISK(T) SEN
translocase 2)
ADP,ATP carrier 100.3 323 2.36E-07 1126.44 2250.19 0.68 (-)STEQAISFAKDFLAGGIAAAISK(T)
SLC25 protein, liver isoform
19 P12236 A6 T2 (ADP/ATP 119.9 14 M/ MP
( 439 243 7.46E-02 1030.50 3087.66 0.85 (-)$TEQAISFAKDFLAGGIAAAISKTAVAPIER(V)
translocase 3)
67.4 34.8 7.32E-04 545.47 1088.62 0.32 (R)DAVLLVFANK(Q)
62.3 41.0 1.61E-03 1031.96 2062.08 -0.17 (R)MLAEDELRDAVLLVFANK(Q)
20 P61204 ARF3 ADP{;gg?’gat'on 144.0 44 55.8 459 1.04E-02 552.49 1102.61 036 (R)ILMVGLDAAGK(T) WP / MP
48.2 19.0 3.14E-02 1359.69 2716.37 1.01 (R)DAVLLVFANKQDLPNAMNAAEITDK(L)
46.3 30.1 5.70E-02 1162.19 2322.24 0.13 (K)LGEIVTTIPTIGFNVETVEYK(N)
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66.2 454 7.79E-04 713.65 1424.72 0.57 (R)YISPDQLADLYK(S)
49.9 325 2.94E-02 609.52 1825.85 -0.28 (R)SGKYDLDFKSPDDPSR(Y)
Alpha enolase (EC 48.5 424 5.68E-02 572.56 1142.61 0.50 (R)IGAEVYHNLK(N)
4.21.11) (2- WP /M/
21 P06733 ENO1 phospho-D- 118.2 24 47.0 48.7 8.58E-02 480.47 958.53 0.41 (RINFRNPLAK(-) MP
glycerate hydro-
lyase) 45.0 36.1 1.32E-01 536.98 1071.52 0.44 (R)SGKYDLDFK(S)
445 25.0 6.87E-02 1506.84 3010.56 1.12 (R)HIADLAGNSEVILPVPAFNVINGGSHAGNK(L)
445 51.5 1.22E-01 514.50 1026.64 0.36 (K)TIAPALVSKK(L)
100.9 37.8 2.21E-07 1012.75 2022.95 0.55 (K)AImTYVSSFYHAFSGAQK(A)
97.0 38.7 5.62E-07 934.76 1867.01 0.50 (K)LLETIDQLYLEYAKR(A)
96.6 30.3 6.40E-07 946.41 1889.94 0.87 (R)KDDPLTNLNTAFDVAEK(Y)
84.5 335 1.09E-05 888.76 1774.84 0.68 (K)ImLDAEDIVGTARPDEK(A)
83.9 40.5 1.40E-05 694.11 1385.77 0.44 (R)VGWEQLLTTIAR(T)
82.9 35.9 1.55E-05 872.95 1744.75 -0.86 (R)ETADTDTADQVMASFK(1)
82.2 35.1 1.90E-05 740.76 1478.80 0.71 (K)MTLGmMIWTIILR(F)
76.0 347 6.12E-05 1170.35 2338.18 0.51 (K)IDQLEGDHQLIQEALIFDNK(H)
746 324 3.47E-05 1465.96 4393.03 1.86 (R)YAAPFNNWmMEGAmMEDLQDTFIVHTIEEIQGLTTAHEQFK(A)
734 32.0 9.74E-05 874.39 2619.34 0.84 (R)KDDPLTNLNTAFDVAEKYLDIPK(M)
725 38.4 1.99E-04 695.19 1387.77 0.61 (K)LmLLLEVISGER(L)
723 316 1.88E-04 772.15 1541.83 0.46 (K)LVSIGAEEIVDGNVK(M)
. 722 324 1.76E-04 943.69 1885.02 0.36 (R)IKQFGAQANVIGPWIQTK(M)
22 P12814 AC1TN /?k)lzﬁaa;ttlz::r: 958.8 48 70.9 36.2 2.49E-04 769.61 1536.77 0.44 (R)FAIQDISVEETSAK(E) WT\/I/PM !
cytoskeletal isoform)
67.7 20.7 3.46E-04 1454.15 2905.43 0.86 (K)IVQTYHVNmMAGTNPYTTITPQEINGK(W)
63.6 385 1.52E-03 715.63 1428.76 0.49 (R)TINEVENQILTR(D)
62.4 31.1 1.69E-03 884.71 1766.89 0.52 (K)ILAGDKNYITmDELR(R)
60.7 50.4 3.11E-03 410.15 1226.64 0.82 (R)HRPELIDYGK(L)
60.7 34.8 2.72E-03 647.65 1292.75 0.54 (R)LAILGIHNEVSK(1)
60.5 286 2.39E-03 998.35 1993.99 0.70 (R)ISIEmHGTLEDQLSHLR(Q)
53.6 32.6 1.32E-02 879.64 1756.93 0.34 (K)YQFGAQANVIGPWIQTK(M)
51.3 34.1 2.81E-02 564.94 1127.61 0.26 (R)LDHLAEKFR(Q)
49.1 31.7 3.91E-02 678.06 1353.60 0.51 (K)GISQEQmMNEFR(A)
47.9 28.0 5.06E-02 763.65 1524.77 0.52 (R)YQKDYETATLSEIK(A)
46.1 33.1 9.03E-02 405.46 1213.57 -0.18 (K)ASIHEAWTDGK(E)
42.3 37.5 2.43E-01 530.72 1059.54 -0.11 (R)ImSIVDPNR(L)
40.3 345 3.24E-01 432.89 863.48 0.29 (K)ALDFIASK(G)
57.7 33.8 5.47E-03 517.03 1547.76 0.34 (K)HRDYETATLSDIK(A)
ACTN Alpha-actinin 4
23 043707 2 (Non-mqs;le alpha- 711 20 456 26.2 8.81E-02 684.66 1367.61 -0.29 (K)GISQEQMQEFR(A) MP
actinin 4)
41.2 42,0 2.38E-01 484.12 1448.71 0.66 (R)LSNRPAFmMPSEGK(M)
24 P37840 SNCA Alpha-synuclein 78.5 23 57.6 30.5 5.31E-03 648.58 1294.69 0.46 (K)EGVVHGVATVAEK(T) MP
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(Non-A beta 430 311 1.55E-01 500.23 1523.83 087 (K)TKEGVVHGVATVAEK(T)
component of AD
amyloid) 40.7 31.7 2.77E-01 590.81 1179.65 -0.04 (K)TKEGVLYVGSK(T)
ARME ARMET protein
25 P55145 T precursor (Arginine- 52.8 10 528 47.1 1.62E-02 838.83 1675.87 0.22 (R)DVTFSPATIENELIK(F) WP/ MP
rich protein).
ATP synthase B
26 p24s3g | ATPSF | chain, mitochondrial 21.0 8 210 16.9 2.15E+01 1012.07 2022.14 118 (K)TGVTGPYVLGTGLILYALSK(E) M
1 precursor (EC
3.6.3.14)
'?]T'.: Syn.;haﬁe bdqal 419 2538 8.61E-02 1282.19 3841.97 1,60 (K)KGSITSVQAIYVPADDLTDPAPATTFAHLDATTVLSR(A)
27 POBST6 | ATPSB | CMEm ThOCmTENE 45.7 16 WP /M
przcgrg"{ 4() 256 217 6.81E+00 1149.78 2297.07 0.48 (R)IPSAVGYQPTLATDMGTMQER(l)
ATP synthase D
ATP5 chain, mitochondrial WP/M/
28 075947 H (EC 3.6.3.14) 54.9 13 54.9 256 7.54E-03 1241.49 2480.18 079 (K)NLIPFDQmTIEDLNEAFPETK(L) P
(My032 protein).
ATP5J ATP synthase f
29 P56134 chain, mitochondrial 56.7 14 56.7 293 7.08E-03 715.08 1427.68 048 (R)DFSPSGIFGAFQR(G)
2
(EC 3.6.3.14).
ATP synthase 433 M7 1.46E-01 513.22 1024.63 0.20 (R)VAQILKEPK(V)
ATP5 oligomycin WP/ M/
30 P48047 o sensitivity conferral 60.3 31 403 233 2.30E-01 1160.05 2317.14 095 (RIGEVPCTVTSASPLEEATLSELK(T) VP
protein,
mitochondrial 27.0 297 6.21E+00 513.18 1535.94 -0.70 (K)ELLRVAQILKEPK(V)
31 P61769 B2M Beta—i—rrgciclzjrrzglfbulin 36.5 18 36.5 24.8 5.04E-01 1278.35 2553.22 1.48 (K)SNFLNCYVSGFHPSDIEVDLLK(N) WP /M
72.9 450 1.63E-04 685.00 1367.74 026 (K)ARPEDVVNLDLK(S)
32 aoHeit | PARY | Beta-parvin (affixin). | 1076 10 720 373 1.92E-04 856.68 1711.91 055 (K)VLLDWINDVLVEER() M/ MP
248 337 1.03E+01 551.58 1651.81 -0.06 (R)TmIDPTSKEDPKFK(E)
33 Q05682 CA1LD Caldesmon (CDM) 334 4 334 27.9 1.60E+00 645.18 1287.70 0.66 (K)QSVDKVTSPTKV(-) WP /MP
102.5 414 1.70E-07 878.36 1753.86 0.86 (R)VFDKDGNGYISAAELR(H)
34 P62158 CA1LM Calmodulin (CaM). 200.9 31 82.9 29.9 8.55E-06 1130.59 3388.62 0.16 (-)SADQLTEEQIAEFKEAFSLFDKDGDGTITTK(E) WP
82.3 37.1 1.76E-05 923.26 1843.88 0.64 (K)EAFSLFDKDGDGTITTK(E)
Calpain small (K)GGGGGGGGGGGLGGGLGNVLGGLISGAGGGGGGGGGGGGG
piovipiiog 94.4 30.9 5.32E-07 1799.92 3596.65 1.18 BBBOACETANR(Y)
CAPN (CSs1)
35 P04632 51 (Calcium-dependent 1221 34 WP/ MP
protease small 456 17.8 6.33E-02 1278.45 2564.23 066 (R)LFAQLAGDDMEVSATELMNILNK(V)
subunit 1)
Calpain-1 catalytic 51.9 332 1.76E-02 1007.84 2013.06 0.62 (K)RPTELLSNPQFIVDGATR(T)
CAPN subunit (EC
36 P07384 p 3.422.52) (Calpain- 66.4 8 51.9 375 2.29E-02 694.89 1387.81 -0.04 (R)KAPSDLYQIILK(A) M/ MP
1 large subunit) 292 30.3 3.81E+00 43752 1308.66 0.19 (R)SDFFLANASRAR(S)
gallpor)inl—fz 89.2 40.7 3.31E-06 971.78 1940.95 0.60 (-)$SSTQFNKGPSYGLSAEVK(N)
37 Q99439 | CNN2 (Ca o e 89.2 13 WP / MP
smooth muscle) 28.2 293 4.78E+00 676.69 1350.60 078 (K)CASQVGMTAPGTR(R)
(Neutral calponin).
Calreticulin 63.9 225 7.14E-04 1635.43 3267.49 1.36 (K)SGTIFDNFLITNDEAYAEEFGNETWGVTK(A)
precursor (CRP55)
38 P27797 CALR (Calregulin) 81.0 15 45.1 28.0 8.00E-02 696.53 2085.96 0.64 (K)FYGDEEKDKGLQTSQDAR(F) WP /M
(HACBP) (ERp60)
(grp60). 36.2 464 8.75E-01 1147.61 1146.65 -0.04 (K)KVHVIFNYK(G)
Caﬁ)z’é‘g 2"2h31/d1’;‘36 68.6 293 4.24E-04 835.20 1667.96 0.44 (K)AVQQPDGLAVLGIFLK(V)
39 P00918 CA2 (Carbonate 90.9 15 WP/ MP
dehydratase 1) (CA- 51.8 296 1.71E-02 1070.84 2139.08 0.60 (K)YDPSLKPLSVSYDQATSLR(l)
1n
40 P21926 cD9 CD9 antigen (p24) 85.8 10 68.8 67.2 4.13E-04 782.74 1562.73 074 (K)EVQEFYKDTYNK(L) M/MP/
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(Leukocyte antigen SEN
MIC3) (Motility- 565 395 7.326-03 500.57 1178.65 0.49 (K)KDVLETFTVK(S)
related protein)
Cell division control
CDC4 protein 42 homolog WP/M/
Mok I 20 277 2.57E 1179.21 2357.2 -0.84 K)TPFLLVGTQIDLRDDPSTIEK(L
41 P60953 5 (G25K GTP-binding 29.9 1 9.9 57E+00 9 357.25 0.8 () GTQ STIEK(L) P
protein)
Chioride intracellular 913 29 1.41E-06 1497.19 299138 1.00 (K)VLDNYLTSPLPEEVDETSAEDEGVSQR(K)
42 000299 | cLict channel protein 1 162.1 41 718 325 1.97E-04 923.21 1843.97 0.44 (K)LAALNPESNTAGLDIFAK(F) WP / MP
(Nuclear chloride ion
channel 1) 59.4 28.0 3.90E-03 1328.56 1327.64 0.08 (KINSNPALNDNLEK(G)
43 QoYee6 | cLica | Chloride intracellular 34.3 3 343 329 1.58E+00 494,18 986.48 012 (R)YLTNAYSR(D) MP
channel protein 4 :
721 613 1.94E-04 677.38 1352.84 0,09 (RINLQNLLILTAIK(A)
) ) 506 236 2.12E-02 790.17 2367.25 0.26 (R)KFDVNTSAVQVLIEHIGNLDR(A)
44 Qo610 | CLTC C'“’]”&Tﬁ‘%)"ha'” 125.9 5 M/MP
: 48.1 265 2.71E-02 1504.37 3186.67 0.07 (R)FQSVPAQPGQTSPLLQYFGILLDQGQLNK(Y)
465 414 7.77E-02 667.98 1333.63 032 (K)IYIDSNNNPER(F)
Clusterin precursor
45 P10909 cLu (Complement-. 67.2 5 67.2 285 4.85E-04 1158.10 231317 1.02 (R)VTTVASHTSDSDVPSGVTEVVVK(L) WP / MP
associated protein
SP-40,40)
494 332 4.49E-02 467.91 933.49 033 (KIEVVQNFAK(E)
46 atote | ST C°T)$$Z'i'r‘1"'ke 50.6 18 415 403 273E-01 403.70 805.44 0,04 (RIAAYNLVR(D) WP / MP
309 429 2.79E+00 497.47 992.53 0.40 (K)EFVISDRK(E)
90.1 287 2.70E-06 973.26 1944.05 0.46 (R)GVNLQEFLNVTSVHLFK(E)
846 350 7.79E-06 1302.04 2601.30 0.78 (R)AVPPNNSNAAEDDLPTVELQGVWPR(G)
68.8 328 4.41E-04 729.23 1455.75 0.70 (R)HVYGELDVQIQR(R)
64.8 53.0 1.03E-03 648.92 1295.68 015 (R)LALETALMYGAK(K)
55.0 323 9.61E-03 564.96 1690.83 1.06 (K)YDGTHVVENVDATHIGK(L)
COﬁHIf'gE ;;Ctor 529 33.1 1.11E-02 1308.28 2613.30 125 (K)IEREEYVLNDIGVIFYGEVNDIK(T) WP/ M/
47 P00488 F13A1 recursor (EC 278.4 22 MP
p 2.52.13) 51.1 29.0 2.38E-02 662.51 1322.60 032 (R)KLIASmSSDSLR(H)
500 436 3.20E-02 664.19 1325.82 055 (K)STVLTIPEIIIK(V)
491 409 3.87E-02 456.00 1818.92 1.09 (K)KDGTHVVENVDATHIGK(L)
444 440 1.50E-01 516.10 1029.53 0.66 (RICGPASVQAIK(H)
430 319 1.55E-01 598.48 1194.59 037 (K)LIASmSSDSLR(H)
325 347 1.89E+00 662.51 1322.60 032 (R)KLIASMSSDSLR(H)
48 P23528 CFL1 Cofilin, non-muscle 4239 67 138.9 396 3.32E-11 1083.74 2165.09 038 (K)EILVGDVGQTVDDPYATFVK(M) WP /M/
isoform (Cofilin-1) MP
(18 kDa 96.9 36.1 6.53E-07 670.95 1339.77 013 (K)LGGSAVISLEGKPL(-)
phosphoprotein)
(p18) 87.0 35.7 4.83E-06 1167.98 2333.23 073 (K)IESKKEDLVFIFWAPESAPLK(S)
740 345 1.11E-04 995.75 1989.06 0.44 (K)KEDLVFIFWAPESAPLK(S)
674 437 7.07E-04 572.75 114361 0.1 (-)SASGVAVSDGVIK(V)
60.2 303 2.75€-03 948.32 1893.95 0.69 (-)SASGVAVSDGVIKVENDmK(V)
508 37.7 3.15E-03 931.73 1860.97 048 (K)EDLVFIFWAPESAPLK(S)
505 319 3.50E-03 669.59 1336.62 0.55 (R)YALYDATYETK(E)
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54.0 24.1 7.30E-03 1532.10 3061.59 0.60 (K)NIILEEGKEILVGDVGQTVDDPYATFVK(M)
315 35.4 3.08E+00 915.53 914.51 0.02 (K)NIILEEGK(E)
Coronin-1A
CORO (Coronin-like protein
49 P31146 1A p57) (Coronin-like 31.6 4 316 217 1.68E+00 1207.20 241213 0.27 (R)YFEITSEAPFLHYLSmMFSSK(E) WP/ MP
protein A)
Cysteine and 69.9 324 3.42E-04 717.61 1432.67 0.55 (K\GFGFGQGAGALVHSE(-)
50 P21291 CSRP | glycine-rich protein 70.2 13 362 367 8.53E-01 564.26 1125.51 1.01 (RICSQAVYAAEK(V) WP/ MP
1 1 (Cysteine-rich
protein 1) (CRP1) 36.1 35.8 8.83E-01 564.26 1125.51 1.01 (RICSQAVYAAEK(V)
COX5 Cytochrome ¢
51 Q8TB65 oxidase subunit Va, 52.3 7 52.3 33.5 2.11E-02 589.57 1177.62 -0.49 (R)RLNDFASTVR(l) WP
A .
(COXS5A protein).
52 P99999 CYCS Cytochrome c. 71.4 13 71.4 31.8 2.40E-04 714.85 1427.67 0.02 (K)TGQAPGYSYTAANK(N) MP
PARK DJ-1 protein
53 Q99497 7 (Oncogene DJ1). 59.3 34 59.3 259 2.67E-03 1293.06 2583.32 0.79 (K)EGPYDVVVLPGGNLGAQNLSESAAVK(E) WP/ MP
Drebrin-like protein
(SH3 domain-
54 Q9ouUJUB DBNL containing protein 7) 31.0 5 31.0 27.3 2.57E+00 704.47 1406.67 0.27 (R)AmSTTSISSPQPGK(L) WP
(Drebrin F)
Dynamin 1-like 102.4 338 1.50E-07 1106.44 2210.22 0.65 R)TLESVDPLGGLNTIDILTAIR(N
DNM1 protein (EC 3.6.5.5) . ) ) ) ) ) ® ™)
55 000429 L (Dynamin-like 102.4 3 MP
protein) 357 50.0 1.06E+00 551.29 1100.58 0.92 (R)$SQLDINNKK(S)
(Dnm1p/Vps
Dynein light chain 1,
56 pe3te7 | DNCL | oytoplasmic (8 kDa 442 12 442 383 1.18E-01 642.01 1281.60 0.41 (RINFGSYVTHETK(H) MP
1 dynein light chain)
(DLCB8)
EH-domain
57 Q9H4M9 EHD1 containing protein 1 74.5 8 745 28.9 7.03E-05 1466.96 2930.48 1.43 (R)IFMCAQLPNPVLDSISIIDTPGILSGEK(Q) M/ MP
(Testilin) (NPAST1).
58 Q9NZN3 | EHD3 EH-domain 53.7 9 53.7 254 8.62E-03 1443.18 2882.51 1.84 (RJFVCAQLPNPVLESISVIDTPGILSGEK(Q) WP/M/
containing protein 3. MP
Endoplasmin 60.6 327 2.57E-03 491.92 981.48 0.35 (K)SGTSEFLNK(M)

59 P14625 TRA1 precursor (34 kDa 171.2 9 56.2 27.1 6.11E-03 1130.88 2259.06 0.69 (R)FQSSHHPTDITSLDQYVER(M) WP/M/
glucose-regulated MP
protein) (GRP94) 556 2538 5.69E-03 1366.83 2732.45 0.80 (R)IKEDEDDKTVLDLAVVLFETATLR(S)

67.8 333 4.41E-04 1072.35 2142.18 0.51 (KINSTIVFPLPIDMLQGIIGAK(H)
!Ertythmlcym bsnd 7 49.0 49.9 5.53E-02 458.25 914.55 005 (RILLAQTTLR(N) MIMP/

60 P27105 | STom | 'Miegra membrans 68.2 29 s
protein (Stomatin) 465 46.1 9.79E-02 458.25 914.55 -0.05 (RILLAQTTLR(N) EN

(Protein 7.2b
33.8 35.8 1.33E+00 598.66 1194.71 0.60 (K)DVKLPVQLQR(A)
61 P10768 ESD ESte,;af? ?)(EC 40.2 3 40.2 32.7 4.20E-01 509.02 1016.53 -0.50 (K)AYDATHLVK(S) WP/ MP
Eukaryotic
translation initiation
62 P63241 EIF5A factor 5A (elF-5A) 42.9 13 429 314 1.73E-01 1298.58 1297.74 -0.16 (K)VHLVGIDIFTGK(K) WP
(eIF-4D)
F-actin capping
CAPZ protein alpha-2 :
63 P47755 A2 subunit (CapZ 45.9 4 45.9 36.1 1.05E-01 438.96 875.47 0.45 (R)TSVETALR(A) WP / MP
alpha-2)
CAPZ F-actin capping
64 P47756 B protein beta subunit 99.0 10 99.0 39.2 3.93E-07 677.59 1352.64 0.53 (K)SGSGTMNLGGSLTR(Q) WP / MP
(CapZ beta).
65 P02671 FGA Fibrinogen 233.0 26 92.1 265 1.82E-06 944.32 1885.87 077 (R)HRHPDEAAFFDTASTGK(T) WP/ MP
alpha/alpha-E chain
precursor [Contains: 76.4 406 7.38E-05 570.82 1139.55 0.08 (R)GSESGIFTNTK(E)
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Fibrinopeptide A] 69.7 53.0 3.31E-04 755.70 1508.70 069 (R)EVDLKDYEDQQK(Q)
605 273 220E-03 1141.24 2280.04 044 (K)TFPGFFSPmLGEFVSETESR(G)
542 510 1.46E-02 464.97 927.54 039 (K)YQLEQVIAK(D)
527 303 1.45E-02 1021.77 2040.90 0.64 (K)QFTSSTSYNRGDSTFESK(S)
522 343 2.06E-02 729.76 1456.77 0.75 (K)MKPVPDLVPGNFK(S)
486 368 4.83E-02 1106.52 1105.66 -0.14 (K)VQHIQLLQK(N)
454 565 1.18E-01 551.09 1099.62 056 (K)RLEVDIDIK(1)
395 410 3.78E-01 506.51 1516.73 -0.19 (R)MELERPGGNEITR(G)
24.1 29.9 9.67E+00 1141.24 2280.04 044 (K)TFPGFFSPMLGEFVSETESR(G)
106.8 28.1 5.07E-08 1185.00 2367.16 084 (K)AHYGGFTVQNEANKYQISVNK(Y)
919 332 1.68E-06 1064.40 2126.08 071 (K)HQLYIDETVNSNIPTNLR(V)
807 359 252E-05 862.19 1722.78 -0.40 (R)MGPTELLIEMEDWK(G)
74.1 225 6.89E-05 1592.69 318247 091 (RINSVDELNNNVEAVSQTSSSSFQYmYLLK(D)
Fibrinogen beta 72.0 26.7 2.02E-04 655.04 1307.61 047 (K)QGFGNVATNTDGK(N)
66 P02675 | FGB Ch?g‘of];;cn”fc" 4195 44 we !
Fibrinopeptide B]. 712 449 2.33E-04 490.86 979.44 027 (RIQDGSVDFGR(K)
64.8 344 7.936-04 801.41 2400.16 1.08 (RIKGGETSEmYLIQPDSSVKPYR(V)
603 265 1.25E-03 1293.05 3875.84 031 (K)DNENVVNEYSSELEKHQLYIDETVNSNIPTNLR(V)
420 202 2.04E-01 780.84 1559.68 0.00 (K)HGTDDGVVWMNWK(G)
386 452 4.28E-01 851.52 850.45 0.07 (K)YQISVNK(Y)
87.8 350 4.24E-06 1104.41 2206.03 0.79 (KIEGFGHLSPTGTTEFWLGNEK(l)
86.4 333 7.58E-06 772.99 1544.81 -0.84 (R)LTIGEGQQHHLGGAK(Q)
754 365 8.61E-05 842.23 1681.95 051 (K)HLISTQSAIPYALR(V)
748 257 6.85E-05 1418.09 2833.17 1.00 (R)LTYAYFAGGDAGDAFDGFDFGDDPSDK(F)
58.8 216 2.97E-03 632.72 2525.25 1.64 (R)KMLEEIMKYEASILTHDSSIR(Y)
o boz670 ros Fibrinogen garmma sira . 576 307 5.756-03 647.64 1202.75 052 (K)QSGLYFIKPLK(A) WP/ M/
chain precursor. 527 403 1.74E-02 746.69 1490.74 0.63 (K)YEASILTHDSSIR(Y) MP
464 519 7.43E-02 504.96 1007.53 038 (R)LDGSVDFKK(N)
457 38.1 8.91E-02 504.96 1007.53 038 (R)LDGSVDFKK(N)
443 423 1.25€-01 518.95 1035.53 037 (K)RLDGSVDFK(K)
436 288 6.50E-02 1212.48 3633.55 141 (R)SDNCCILDERFGSYCPTTCGIADFLSTYQTK(V)
399 28.1 3.48E-01 575.87 1149.50 024 (RYTSTADYAmFK(V)
68 Q86WI1 PFSD Fibrocystin L. 65.7 1 657 266 5.93E-04 1342.48 2682.38 058 (K)DLSQSMTPFTYAVSLTPLITAVSPK(R)
69 P21333 FLNA Filamin A (Alpha- 1994.4 45 108.2 297 4.11E-08 980.21 1957.95 0.46 (K)HTAMVSWGGVSIPNSPFR(V) WP /M
filamin) (Filamin 1)
105.5 36.4 6.65E-08 1272.93 2543.25 0.60 (K)GLVEPVDVVDNADGTQTVNYVPSR(E)
99.8 308 3.17E-07 882.66 1762.85 046 (R)VANPSGNLTETYVQDR(G)
94.8 248 6.76E-07 1447.55 2892.54 0.56 (K)VGSAADIPINISETDLSLLTATVVPPSGR(E)
938 25.1 1.03E-06 1171.95 2341.22 067 (K)ASGPGLNTTGVPASLPVEFTIDAK(D)
916 476 2.42E-06 708.64 1414.74 054 (R)IANLQTDLSDGLR(L)
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91.5 68.1 2.32E-06 613.85 1225.76 -0.06 (R)LIALLEVLSQK(K)

91.0 32.8 2.07E-06 1100.90 2199.12 0.67 (R)LVSNHSLHETSSVFVDSLTK(A)
86.7 36.7 6.27E-06 908.26 1813.95 0.57 (K)VAQPTITDNKDGTVTVR(Y)
85.2 36.4 8.31E-06 969.76 1937.01 0.51 (K)DAGEGLLAVQITDPEGKPK(K)
83.6 29.6 1.49E-05 751.99 1501.79 0.18 (K)VNQPASFAVSLNGAK(G)

83.4 29.6 1.14E-05 1156.85 2311.15 0.55 (R)GAGSYTImVLFADQATPTSPIR(V)
83.2 27.8 1.12E-05 1225.02 2447.24 0.79 (KINGQHVASSPIPVVISQSEIGDASR(V)
80.7 37.0 2.92E-05 722.15 1441.69 0.61 (R)AGQSAAGAAPGGGVDTR(D)
80.5 354 2.69E-05 879.07 1755.83 0.31 (K)SPFEVYVDKSQGDASK(V)
77.5 19.6 4.49E-05 1157.42 2312.09 0.75 (R)SAGQGEVLVYVEDPAGHQEEAK(V)
76.9 246 3.99E-05 1473.74 2944.48 1.00 (R)FGGEHVPNSPFQVTALAGDQPSVQPPLR(S)
76.3 35.7 5.57E-05 1252.07 2501.28 0.85 (R)EAGAGGLAIAVEGPSKAEISFEDRK(D)
76.0 32.9 8.54E-05 715.70 1428.71 0.69 (K)AFGPGLQGGSAGSPAR(F)
75.8 46.4 8.46E-05 690.59 1378.67 0.50 (K)YGGPYHIGGSPFK(A)

731 32.8 1.57E-04 613.39 1224.56 0.22 (R)EATTEFSVDAR(A)

71.5 311 2.27E-04 683.09 1363.70 0.47 (K)VDVGKDQEFTVK(S)

71 45.0 2.38E-04 850.33 1697.91 0.74 (R)TGVELGKPTHFTVNAK(A)
70.5 222 2.26E-04 1143.93 2285.17 0.68 (K)YTPVQQGPVGVNVTYGGDPIPK(S)
70.2 31.3 3.17E-04 718.14 1433.72 0.55 (R)ANLPQSFQVDTSK(A)

69.1 31.9 4.01E-04 1570.71 1569.80 -0.09 (R)GAGTGGLGLAVEGPSEAK(M)
67.0 28.0 6.19E-04 827.25 1651.85 0.65 (K)VTAQGPGLEPSGNIANK(T)
66.9 32.8 6.73E-04 647.13 1291.71 0.55 (K)GKLDVQFSGLTK(G)

66.0 34.9 8.28E-04 613.95 1225.65 0.24 (R)JAWGPGLEGGVVGK(S)

65.6 30.6 8.90E-04 824.15 1645.87 0.42 (K)TGVAVNKPAEFTVDAK(H)
65.2 23.6 7.06E-04 1221.03 2439.18 0.88 (R)VSGQGLHEGHTFEPAEFIIDTR(D)
64.0 321 1.32E-03 760.01 1517.75 0.27 (R)FVPAEMGTHTVSVK(Y)

63.8 23.9 9.77E-04 1234.56 2466.18 0.94 (K)FNEEHIPDSPFVVPVASPSGDAR(R)
63.3 36.2 1.52E-03 1533.73 15632.81 -0.08 (K)SPFSVAVSPSLDLSK(l)

63.3 39.8 1.58E-03 758.74 1514.75 0.73 (K)FADQHVPGSPFSVK(V)

60.1 426 3.08E-03 802.29 1601.76 0.81 (K)YNEQHVPGSPFTAR(V)

60.0 314 3.23E-03 677.71 1353.86 -0.45 (R)LIALLEVLSQKK(M)

55.7 345 8.68E-03 642.60 1282.74 0.45 (K)VTVLFAGQHIAK(S)

54.5 29.8 1.21E-02 646.01 1289.64 0.37 (K)YGGQPVPNFPSK(L)

54.1 34.3 1.38E-02 651.47 1300.66 0.27 (K)FNGTHIPGSPFK(l)

53.7 259 9.50E-03 1294.12 2586.25 -0.02 (K)KTHIQDNHDGTYTVAYVPDVTGR(Y)
52.6 54.2 1.90E-02 700.94 1399.64 0.24 (K)YGGDEIPFSPYR(V)

52.5 37.6 1.76E-02 484.40 1449.75 0.46 (K)AGNNmMLLVGVHGPR(T)

51.7 31.0 1.71E-02 1120.07 2237.27 0.86 (R)LLGWIQNKLPQLPITNFSR(D)
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50.6 39.2 3.01E-02 700.94 1399.64 0.24 (K)YGGDEIPFSPYR(V)
50.0 375 3.24E-02 542.54 1082.53 0.54 (K)SPFEVYVDK(S)
49.3 38.0 4.18E-02 643.60 1284.72 0.47 (K)LPQLPITNFSR(D)
48.6 374 4.51E-02 576.48 1150.62 0.34 (K)DKGEYTLVVK(W)
48.3 37.9 4.76E-02 713.16 1423.68 0.64 (R)DAPQDFHPDRVK(A)
48.2 27.3 4.60E-02 879.21 1755.91 0.51 (RIVTYTPMAPGSYLISIK(Y)
472 35.1 5.30E-02 441.73 881.53 -0.07 (K)AGVAPLQVK(V)
46.8 29.0 6.71E-02 803.05 1603.73 0.36 (R)YAPSEAGLHEMDIR(Y)
457 39.2 1.01E-01 550.48 1098.57 0.38 (K)GTVEPQLEAR(G)
44.8 26.5 8.23E-02 1175.00 2348.20 -0.20 (R)QMQLENVSVALEFLDRESIK(L)
433 37.9 1.86E-01 543.79 1085.57 0.01 (K)VAQPTITDNK(D)
42.1 27.6 1.93E-01 527.28 1052.48 0.07 (RINDNDTFTVK(Y)
412 433 2.51E-01 533.43 1064.53 0.33 (R)LSPFmMADIR(D)
40.6 29.9 2.15E-01 1175.00 2348.20 -0.20 (R)QMQLENVSVALEFLDRESIK(L)
40.1 30.6 2.68E-01 679.41 2034.06 117 (K)VSGLGEKVDVGKDQEFTVK(S)
38.1 29.4 4.68E-01 896.25 1788.82 1.68 (K)ATCAPQHGAPGPGPADASK(V)
35.2 215 4.70E-01 1173.23 3516.88 -0.18 (K)VLPTHDASKVKASGPGLNTTGVPASLPVEFTIDAK(D)
339 38.2 1.33E+00 599.25 1196.52 -0.02 (R)DAPQDFHPDR(V)
31.8 27.8 1.99E+00 584.54 1749.87 0.76 (R)TFSVWYVPEVTGTHK(V)
31.2 327 3.39E+00 415.31 828.47 0.15 (K)AIVDGNLK(L)
30.2 28.6 3.09E+00 1154.68 1153.62 0.06 (RINGHVGISFVPK(E)
Filamin C (Gamma-
70 Q14315 FLNC filamin) (Filamin 2) 56.3 2 56.3 34.4 7.46E-03 793.08 1583.82 0.33 (R)IGAGTGGLGLAIEGPSEAK(M) MP
(Protein FLNc)
Fructose- 64.5 222 9.12E-04 1114.56 2227.02 0.09 (K)YTPSGQAGAAASESLFVSNHAY(-)
bisphosphate
71 P04075 ALDO aldolase A (EC 84.3 12 46.2 38.2 9.08E-02 486.47 970.58 0.36 (K)GGVVGIKVDK(G) we/M/
A MP
4.1.2.13) (Muscle-
type aldolase) 43.0 312 8.45E-02 1114.73 3340.58 -0.08 (R)ALANSLACQGKYTPSGQAGAAASESLFVSNHAY(-)
G6b protein
precursor
72 Q96A87 G6B (Chromosome 6 36.4 4 36.4 339 6.97E-01 505.29 1008.57 0.1 (R)TVLHVLGDR(T) M/ SEN
open reading frame
25)
73 P06396 GSN Ge'SO'('L‘\CF;{:CL"SOf 587.5 35 89.1 39.7 3.80E-06 833.52 1664.77 0.27 (K)DSQEEEKTEALTSAK(R) WT\/I/PM /
depolymerizing 89.1 239 3.15E-06 1136.80 2271.08 0.52 (R)AQPVQVAEGSEPDGFWEALGGK(A)
factor) (ADF)
87.1 324 6.70E-06 660.50 1318.69 0.30 (K)AGALNSNDAFVLK(T)
80.3 237 2.20E-05 1241.00 2478.21 1.78 (K)VSNGAGTmSVSLVADENPFAQGALK(S)
75.5 25.2 6.02E-05 1386.59 2770.33 0.84 (K)VPVDPATYGQFYGGDSYIILYNYR(H)
72.3 23.1 1.28E-04 1354.23 2705.37 1.08 (K)TPSAAYLWVGTGASEAEKTGAQELLR(V)
66.8 28.1 7.44E-04 638.59 1274.71 0.46 (K)HVVPNEVVVQR(L)
63.0 60.8 2.35E-03 444.82 886.49 1.14 (K)TGAQELLR(V)
62.8 21.4 1.16E-03 1353.52 2703.38 1.66 (K)FDLVPVPTNLYGDFFTGDAYVILK(T)
62.4 33.0 1.65E-03 1838.08 1836.89 0.19 (K)TPSAAYLWVGTGASEAEK(T)
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53.1 329 1.52E-02 608.16 1820.88 0.04 (K)DSQEEEKTEALTSAKR(Y)
525 355 1.98E-02 539.61 1077.51 -0.30 (R)YIETDPANR(D)
513 252 1.21E-02 1700.93 3398.65 1.20 (R)IEGSNKVPVDPATYGQFYGGDSYIILYNYR(H)
50.0 215 1.91E-02 1531.26 3059.59 0.92 (R)VEKFDLVPVPTNLYGDFFTGDAYVILK(T)
467 368 6.05E-02 441.89 881.45 032 (K)TASDFITK(M)
413 320 2.39E-01 549.24 1096.59 -0.11 (M)VVEHPEFLK(A)
Glucose-6-
74 P11413 | G6PD phosphate 1- 453 4 453 376 8.93E-02 593.34 1777.86 0.84 (RILNSHMNALHLGSQANR(L) WP/ MP
dehydrogenase (EC
1.1.1.49) (G6PD)
Glucose-6-
phosphate
) ! 484 292 5.26E-02 1218.60 1217.64 -0.04 K)HFVALSTNTTK(V
75 P06744 GPI isomerase (EC 48.4 3 (K)l (V) MP
5.3.1.9) (GPI)
Glutathione
76 P07203 | GPX1 peroxidase 1 (EC 37.6 13 376 343 5.98E-01 657.51 1312.57 045 (RIDYTQMNELQR(R) MP
1.11.1.9) (GSHPx-1)
922 346 1.75E-06 942.75 1882.94 0.56 (K)FQDGDLTLYQSNTILR(H)
Glutathione S-
GSTP transferase P (EC 78.1 250 4.08E-05 1063.90 2125.15 0.65 (K)ALPGQLKPFETLLSQNQGGK(T) WP M/
77 P09211 1 2.5.1.18) (GST 227.6 34 MP
-1 69.7 235 2.84E-04 1078.50 2154.05 095 K)YISLIYTNYEAGKDDYVK(A
class-pi) (GSTP1-1). ® *)
672 311 5.83E-04 669.62 1336.72 051 ()PPYTVVYFPVR(G)
64.5 27.1 9.39E-04 1026.95 2051.15 0.74 (K)MILELFSKVPSLVGSFIR(S)
Glutathione
GSTO | transferase omega 1 509 345 267E-02 540.45 1078.61 029 (RIHEVININLK(N)
78 P78417 1 (EC 2.5.1.18) 95.1 24 WP
- 446 415 1.41E-01 538.00 1073.62 038 K)\VPSLVGSFIR(S
(GSTO 1-1). ® )
437 327 1.42E-01 661.06 1319.68 044 (K)GSAPPGPVPEGSIR(l)
1127 1156 1.32E-08 1147.29 2292.03 0.54 (K)WGDAGAEYVVESTGVFTTmEK(A)
773 792 4.14E-05 871.46 2610.35 1.04 (K)VIHDNFGIVEGLMTTVHAITATQK(T)
Glyceraldehyde-3- 744 813 7.83E-05 871.46 2610.35 1.04 (K)VIHDNFGIVEGLmTTVHAITATQK(T)
phosphate WP/M/
79 P04406 | GAPD dehydrogenase, 152.3 31 737 64.3 9.25E-05 871.46 261035 1.04 (K)VIHDNFGIVEGLmTTVHAITATQK(T) P
liver (EC 1.2.1.12)
(GAPDH) 65.2 355 9.63E-04 1411.68 1410.78 -0.10 (RIGALQNIIPASTGAAK(A)
496 509 461E-02 403.27 804.42 0.12 (K)VGVNGFGR()
46.1 456 1.02E-01 403.27 804.42 012 (K)VGVNGFGR()
GTP-binding protein 94.8 28.0 7.63E-07 1257.40 2512.35 044 (K)VELNALmTDETISNVPILILGNK()
80 QoNR31 | SARA SAR1a (COPII- 116.9 28 440 341 1.52E-01 114671 114564 007 (KILVFLGLDNAGK(T) WP/ MP
1 associated small
GTPase). 388 2.7 4.50E-01 1313.63 1312.67 -0.04 (RIEIFGLYGQTTGK(G)
81 P11142 HSPA | Heat shock cognate 2115 25 953 81.8 8.61E-07 919.64 1837.01 0.26 (K)LDKSQIHDIVLVGGSTR() WP/ M/
8 71 kDa protein MP
(Heat shock 70 kDa 913 95.4 2.25E-06 894.96 1786.98 0.94 (R)IINEPTAAAIAYGLDKK(V)
protein 8).
7458 a7 1.00E-04 596.87 1786.98 0.64 (R)INEPTAAAIAYGLDKK(V)
61.4 276 224E-03 846.69 1690.72 065 (K)STAGDTHLGGEDFDNR(M)
60.1 56.4 3.13E-03 634.74 1267.65 018 (KIMKEIAEAYLGK(T)
58.2 335 463E-03 741.10 1479.75 044 (RARFEELNADLFR(G)
52.4 429 2.15E-02 615.14 1227.62 0.66 (K)VEIIANDQGNR(T)
437 413 1.31E-01 626.55 1250.61 049 (R)MVNHFIAEFK(R)
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383 233 3.00E-01 1387.93 2773.32 0.53 (K)QTQTFTTYSDNQPGVLIQVYEGER(A)
Heat-shock protein 65.1 43.0 1.21E-03 538.56 1074.57 0.54 (R)QLSSGVSEIR(H)
HSPB beta-1 (HspB1) WP/M/
82 P04792 1 Heat shock 27 kD 83.1 18 MP
(Heat shock a 61.4 43.1 253E-03 582.65 1162.61 0.69 (RILFDQAFGLPR(L)
protein)
) 65.2 58.7 1.00E-03 765.57 1528.73 0.40 (K)VGAHAGEYGAEALER(M)
83 P95 | HBa1 | Hemegobinapha 78.6 25 MP
: 299 245 3.16E+00 612.18 1832.88 0.66 (K)TYFPHFDLSHGSAQVK(G)
. 56.8 26.5 6.68E-03 725.62 1448.79 0.44 (K)VVAGVANALAHKYH(-)
84 P68871 | HBB Hemoglobin beta 68.3 25 MP
: 51.0 395 2.76E-02 658.09 1313.66 0.51 (K)VNVDEVGGEALGRI(L)
Hexokinase, type |
85 P19367 | HK1 (Ecéfa'il' DHKD 75.8 3 758 207 6.28E-05 1210.00 2417.22 077 (-SmIAAQLLAYYFTELKDDQVK(K) M/MP
hexokinase).
HSPC 56.5 428 9.26E-03 501.43 1000.56 0.29 (K)INGDLQITK(L)
86 Q9P005 176 HSPC159. 56.5 19 MP
48.2 55.4 5.66E-02 602.12 1201.69 0.55 (R)IQTLSAIDTIK(I)
Hypoxanthine-
HPRT guanine
87 P00492 1 phosphoribosyltrans 59.8 5 59.8 56.9 3.88E-03 622.87 1243.65 0.08 (K)FFADLLDYIK(A) WP/ MP
ferase (EC 2.4.2.8)
(HGPRT)
Integrin alpha-6 M/ WP/
88 P23229 ITGA6 precursor (VLA-6) 48.6 2 48.6 39.0 5.81E-02 478.31 954.52 0.10 (R)LPNAGTQVR(V)
MP / SEN
(CD49f)
146.7 40.6 5.67E-12 1077.98 2153.22 0.73 (R)RVLLLGSQQAGTTLNLDLGGK(H)
97.3 356 6.07E-07 752.19 1501.83 0.54 (R)IGQVLVFLGQSEGLR(S)
86.1 372 5.09E-06 1413.48 2824.37 0.58 (R)GAVDIDDNGYPDLIVGAYGANQVAVYR(A)
80.8 284 2.28E-05 1011.84 2021.11 0.56 (R)GPHALGAPSLLLTGTQLYGR(F)
66.7 317 5.21E-04 1177.52 2352.19 0.84 (R)SRPSQVLDSPFPTGSAFGFSLR(G)
63.1 387 1.76E-03 518.44 1034.59 0.29 (R)VYLFLQPR(G)
61.6 420 241E-03 651.03 1299.69 0.37 (RIGEAQVWTQLLR(A)
Integrin alpha-lib
ITGA2 precursor (Platelet 59.6 29.9 1.99E-03 1547.11 3091.50 0.71 (R)FGSAIAPLGDLDRDGYNDIAVAAPYGGPSGR(G) WP/M/
89 P08514 B membrane 5328 28 MP / SEN
. 56.8 351 6.84E-03 809.10 1615.80 0.40 (R)HDLLVGAPLYmESR(A)
glycoprotein Ilb)
56.0 50.9 1.11E-02 458.41 914.48 0.34 (R)AEAQVELR(G)
55.5 29.3 9.24E-03 765.04 1527.63 0.45 (RINRPPLEEDDEEGE(-)
53.3 309 1.55E-02 611.89 1221.64 0.13 (RINVGSQTLQTFK(A)
52.1 357 217E-02 561.48 1120.55 0.41 (R)ALSNVEGFER(L)
437 28.2 1.21E-01 960.86 1919.12 0.59 (K)IVLLDVPVRAEAQVELR(G)
36.6 431 7.61E-01 1331.70 1330.69 0.01 (R)FGSAIAPLGDLDR(D)
28.2 20.9 2.89E+00 1488.19 2973.41 0.96 (R)IGNSFPASLVVAAEEGEREQNSLDSWGPK(V)
Integrin beta-1
precursor M/MP/
90 P05556 ITGB1 (Fibronectin 79.5 3 79.5 32.1 2.69E-05 1236.05 2469.24 0.86 (K)LSENNIQTIFAVTEEFQPVYK(E) SEN
receptor beta
subunit)
91 P05106 ITGB3 Integrin beta-3 164.7 12 84.6 39.1 1.11E-05 766.55 1530.77 0.32 (RINDASHLLVFTTDAK(T) M/MP/
precursor (Platelet SEN
membrane 55.2 28.1 1,02E-02 702.60 1402.67 0.53 (K)EATSTFTNITYR(G)
glycoprotein Illa)
55.0 324 9.83E-03 642.11 1281.70 0.52 (K)HVLTLTDQVTR(F)
50.2 20.8 2.09E-02 1343.55 2684.34 0.75 (R)VLEDRPLSDKGSGDSSQVTQVSPQR(l)
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447 437 1.08E-01 1223.53 1222.51 0.02 (R)FQYYEDSSGK(S)
66.6 36.2 6.89E-04 792.69 1582.76 0.61 (R)GDDTPLHLAASHGHR(D)
Integrin-linked WP/M/
92 Q13418 ILK protein kinase 1 (EC 99.3 17 56.2 31.0 8.00E-03 650.13 1298.55 -0.30 (R)SVmMIDEDMTAR(l) MP
2.7.1.37) (ILK-1)
466 39.1 7.27E-02 664.13 1325.64 0.61 (K)LNENHSGELWK(G)
Isocitrate
dehydrogenase M/WP/
93 P48735 IDH2 [NADP], 34.4 11 34.4 31.9 1.10E+00 570.41 1707.78 0.46 (K)VAKPVVEmMDGDEmMTR(l) MP
mitochondrial
precursor
Isocitrate 79.8 39.8 3.43E-05 678.59 1354.68 0.50 (K)TIEAEAAHGTVTR(H)
94 Q13584 kr-znf3 dehydrogenase 98.6 9
ydrog . 73.6 54.8 1.27E-04 938.31 1873.98 0.63 (K)GRPTSTNPIASIFAWTR(G)
Junctional adhesion M/MP/
95 Q9Y624 F11R molecule A 34.8 9 34.8 28.3 1.10E+00 692.34 1382.62 0.06 (RINGYGTPmTSNAVR(M)
SEN
precursor (JAM-A)
Latent transforming
96 Q14766 | LTBP1 growth factor beta 64.3 1 643 287 1.18E-03 528.95 1583.82 0.04 (KHPPEASVQIHQVSR(l) MP
binding protein,
isoform 1L
Leukocyte elastase
SERPI inhibitor (LEI) :
97 P30740 NB1 (Monocyte/neutrophi 36.6 3 36.6 295 8.28E-01 503.80 1005.49 0.10 (K)EATTNAPFR(L) WP / MP
| elastase inhibitor)
Lipopolysaccharide-
responsive and . "
98 P50851 LRBA beige-ike anchor 38.2 1 38.2 31.7 4.84E-01 720.78 1439.74 0.18 (R)EIFVDFAPFLSR(T)
protein
69.2 38.2 3.91E-04 788.33 1573.91 0.74 (-)$ATLKDQLIYNLLK(E)
L-lactate 68.9 37.8 3.98E-04 748.66 1494.77 0.54 (K)IVSGKDYNVTANSK(L)
dehydrogenase A
99 P00338 LDHA chain (EG 1.1.1.27) 153.0 27 63.6 29.2 1.00E-03 1265.59 2528.35 0.82 (-)SATLKDQLIYNLLKEEQTPQNK(1) WP/ MP
(LDH-A) 53.4 445 1.55E-02 457.46 912.58 0.33 (K)LVIITAGAR(Q)
52.1 4238 2.25E-02 567.90 1133.56 0.23 (K)VTLTSEEEAR(L)
103.0 38.4 1.47E-07 936.29 1870.03 0.54 (K)SLADELALVDVLEDKLK(G)
774 29.9 6.04E-05 756.22 1509.77 0.66 (K)IVADKDYSVTANSK(1)
L-lactate 55.5 446 1.09E-02 580.10 1157.63 0.56 (K)LKDDEVAQLK(K)
dehydrogenase B
100 P07195 LDHB chain (EC 1.1.1.27) 198.1 36 53.8 424 1.35E-02 1283.61 1282.65 -0.04 (K)MVVESAYEVIK(L) WP/ MP
(LDH-B) 52.1 46.7 2.08E-02 457.45 912.58 0.31 (KIVVTAGVR(Q)
486 41.8 4.94E-02 429.80 1285.72 0.68 (K)LKDDEVAQLKK(S)
37.5 24.0 2.47E-01 1273.12 3814.94 143 (K)SLADELALVDVLEDKLKGEmmDLQHGSLFLQTPK()
Macrophage
101 P14174 MIF migration inhibitory 65.0 9 65.0 33.2 1.14E-03 652.34 1302.68 -0.47 (-)PmFIVNTNVPR(A)
factor (MIF)
477 35.8 5.22E-02 896.95 1792.08 -0.18 (K)VAVLGASGGIGQPLSLLLK(N)
Malate
dehydrogenase, 38.4 34.4 5.49E-01 574.54 1146.65 0.43 (R)VNVPVIGGHAGK(T)
102 P40926 MDH2 mitochondrial 51.7 14 MP
precursor (EC 35.8 48.1 1.12E+00 537.37 1072.58 0.15 (R)IQEAGTEVVK(A)
1.1.1.37).
231 35.2 1.56E+01 706.99 1411.77 0.83 (K)$TIIPLISQCTPK(V)
103 P26038 MSN Moesin (Membrane- 194.9 22 129.7 34.3 2.67E-10 1141.47 2280.13 0.80 (R)AKFYPEDVSEELIQDITQR(L) WP /M/
organizing extension MP
spike protein). 58.4 4238 5.81E-03 481.37 960.56 0.18 (R)KESPLLFK(F)
58.4 36.4 4.92E-03 709.70 1416.77 0.63 (K)SGYLAGDKLLPQR(V)
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50.8 36.6 3.22E-02 553.01 1103.58 0.43 (K)IGFPWSEIR(N)
47.1 455 5.38E-02 651.59 1950.99 0.79 (R)VLEQHKLNKDQWEER(l)
423 575 2.72E-01 887.49 886.49 0.00 (K)EALLQASR(D)
37.2 254 3.87E-01 1434.55 2865.41 1.69 (K)EGILNDDIYCPPETAVLLASYAVQSK(Y)
Monoglyceride
lipase (EC 3.1.1.23)
104 Q99685 MGLL (HU-K5) 53.3 7 53.3 31.3 1.22E-02 1103.80 2205.27 0.33 (K)VLNLVLPNLSLGPIDSSVLSR(N) WP/ MP
(Lysophospholipase
homolog
64.0 322 1.04E-03 1071.94 2141.18 0.70 (K)FVLVQENRPTLTDIVELR(N)
Multimerin 1
recursor 53.0 425 1.69E-02 646.72 1290.73 0.70 (K)HSLPDIQLLQK(G)
MMRN precurs WP/ M/
105 Q13201 1 (Endothelial cell 105.9 8 MP
multimerin 1) 47.0 28.0 6.21E-02 545.93 1633.78 1.02 (K)QTHLEGALEQEHSR(S)
(EMILIN-4)
39.3 27.0 3.00E-01 577.32 2304.12 1.17 (R)AQEQQSLIHTNQAESHTAVGR(G)
106 P35579 MYHg | Myosin heavy chain, 1074.8 32 1157 519 7.75E-09 973.80 1945.00 0.59 (K)LQVELDNVTGLLSQSDSK(S) M/ MP
nonmuscle type A
1105 43.8 2.55E-08 935.26 1867.91 0.60 (R)IAEFTTNLTEEEEKSK(S)
108.8 108.4 3.70E-08 975.83 1948.99 0.66 (R)LQQELDDLLVDLDHQR(Q)
91.6 76.8 1.70E-06 1193.10 2384.23 -0.04 (R)INFDVNGYIVGANIETYLLEK(S)
89.0 445 3.34E-06 999.01 1995.03 0.98 (R)TFHIFYYLLSGAGEHLK(T)
87.5 34.0 4.85E-06 1017.93 2033.05 0.80 (R)IIGLDQVAGMSETALPGAFK(T)
87.1 29.7 4.45E-06 1247.46 2492.17 0.74 (K)DFSALESQLQDTQELLQEENR(Q)
82.9 38.8 1.38E-05 666.47 1995.00 1.42 (K)HSQAVEELAEQLEQTKR(V)
82.4 43.1 1.76E-05 864.18 1725.94 0.42 (R)QLLQANPILEAFGNAK(T)
81.2 447 2.06E-05 999.96 1997.05 0.87 (K)KANLQIDQINTDLNLER(S)
77.8 84.4 3.16E-05 1509.72 3016.47 0.97 (R)DLGEELEALKTELEDTLDSTAAQQELR(S)
775 326 5.74E-05 808.38 1613.99 0.76 (RVISGVLQLGNIVFKK(E)
774 44.8 4.57E-05 736.75 2206.13 112 (K)TRLQQELDDLLVDLDHQR(Q)
76.2 35.8 8.14E-05 744.07 1485.89 0.25 (R)VISGVLQLGNIVFK(K)
74.7 35.9 1.12E-04 786.76 1570.85 0.66 (K)VSHLLGINVTDFTR(G)
69.0 40.3 4.14E-04 607.05 1211.58 0.51 (K)DLEAHIDSANK(N)
68.0 61.2 4.24E-04 1045.29 2087.97 0.61 (R)IQAQQERDELADEIANSSGK(G)
67.2 53.8 6.63E-04 666.53 1330.60 0.45 (R)QLEEAEEEAQR(A)
65.5 326 8.17E-04 615.33 1841.93 1.07 (K)LKNKHEAMITDLEER(L)
63.5 41.7 1.45E-03 788.27 1573.89 0.65 (K)AGKLDPHLVLDQLR(C)
62.2 475 2.08E-03 578.57 1154.66 0.47 (R)RGDLPFVVPR(R)
62.1 28.1 2.03E-03 721.53 1440.74 0.31 (K)QIATLHAQVADMK(K)
62.1 317 2.05E-03 597.46 1192.61 0.30 (K)ALELDSNLYR(1)
58.1 61.0 5.75E-03 608.61 1214.66 0.56 (R)ASREEILAQAK(E)
57.0 41.9 8.78E-03 452.35 902.51 0.18 (K)ASITALEAK(1)
56.7 222 4.10E-03 1509.72 3016.47 0.97 (R)DLGEELEALKTELEDTLDSTAAQQELR(S)
56.2 48.3 8.59E-03 611.06 1219.64 0.48 (K)KFDQLLAEEK(T)
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54.5 403 1.18E-02 689.64 1376.77 0.50 (RTVGQLYKEQLAK(L)
53.9 276 133602 739.73 1477.79 033 (KWVIQYLAYVASSHK(S)
53.8 234 7.21E-03 107059 3207.60 1.18 (M)SAQQAADKYLYVDKNFINNPLAQADWAAK(K)
497 319 3.39E-02 508.07 1193.67 0.46 (K)YKASITALEAK(l)
486 305 4.20E-02 859.06 171572 0.40 (R)TEMEDLMSSKDDVGK(S)
485 33.1 4.49E-02 534.87 1600.75 0.87 (KINKHEAMITDLEER(L)
478 212 3.93E-02 1242.58 2482.20 0.95 (K)ILQQLFNHTMFILEQEEYQR(E)
474 397 7.56E-02 551.08 1099.62 0.54 (RIEQEVNILKK(T)
467 457 1.02E-01 415.75 829.45 0.05 (K)GALALEEK(R)
460 37.0 7.65E-02 865.83 1728.86 0.80 (K)QTLENERGELANEVK(V)
444 274 1.14E-01 536.52 1605.89 0.68 (K)KVIQYLAYVASSHK(S)
424 397 1.90E-01 780.10 1557.85 0.35 (RIQRYEILTPNSIPK(G)
416 266 1.86E-01 687.15 2057.97 0.49 (KJTLEEEAKTHEAQIQEMR(Q)
408 404 2.58E-01 51451 1539.90 0.64 (RIKKVEAQLQELQVK(F)
406 415 3.52E-01 536.30 107061 0,01 (KIKLVWVPSDK(S)
39.2 443 3.49E-01 462.90 923.49 0.30 (RIVVFQEFR(Q)
36.9 335 5.91E-01 644.48 1929.90 0.54 (RIHEMPPHIYAITDTAYR(S)
33.1 428 1.46E+00 520.52 1038.65 0.39 (KVKPLLQVSR(Q)
104.4 328 1.10E-07 894.15 1785.82 047 (KINKDQGTYEDYVEGLR(V)
755 323 8.29E-05 870.12 1737.84 0.39 (R)VFDKEGNGTVMGAEIR(H)
63.5 352 1.436-03 678.13 1353.73 0.52 (RIALGQNPTNAEVLK(V)
"g?’oint:i(?:g 61.7 354 2.04E-03 498.44 994.58 0.30 (RHVLVTLGEK(M)
107 P60660 | MYL6 (M)’;osyir‘: "‘;m ® i 268.6 71
ke 3) 58.0 204 4.57E-03 952.77 1902.99 0.55 (KWLDFEHFLPMLQTVAK(N) WP M/
50.1 329 3.19E-02 742.69 1482.71 0.66 (K)IEAFQLFDRTGDGK() MP
484 427 4.48E-02 513.37 102450 023 (KIEAFQLFDR(T)
433 285 1.62E-01 625.30 124858 0.01 (KIEGNGTVMGAEIR(H)
97.0 326 5.30E-07 105433 2105.97 0.69 (RIATSNVFAMFDQSQIQEFK(E)
75.2 39.1 8.53E-05 1010.94 2018.96 0.92 (R)DGFIDKEDLHDmMLASLGK(N)
Myosin regulatory 716 58.2 2.49E-04 630.92 1259.59 0.25 (K)IGNFNYIEFTR(l)
108 P19105 | MLCB n'(')%hstacr:gmezric 183.1 53 575 379 6.38E-03 615.05 1227.61 048 (KILNGTDPEDVIR(N) WPM/PM /
(Myosin RLC). 53.8 37.0 1.30E-02 627.53 1252.55 0.51 (K)EAFNmIDQNR(D)
334 35.2 1.46E+00 526.46 1050.50 042 (RELLTTmGDR(F)
328 326 1.66E+00 526.46 1050.50 042 (RELLTTmGDR(F)
_Myosin regulatory 57.6 336 6.34E-03 623.78 1245.58 -0.03 (K)GNFNYVEFTR()
109 P24844 | MYL9 "9’:1323'2 izs'of(’;r‘r?f‘h 576 46 WP/ MP
Tiosin BL0) 334 352 1.46E+00 526.46 1050.50 042 (RELLTTmGDR(F)
87.1 316 5.98E-06 874.63 1746.84 042 (K)GPDGLTAFEATDNQAIK(A)
110 P58546 | MTPN MV"gr‘;‘t’;ir:‘) (v-1 164.2 28 763 28.1 6.29E-05 1038.86 2075.05 067 (K)TVKGPDGLTAFEATDNQAIK(A) WP/ MP
60.3 314 2.97E-03 73353 1464.71 0.34 (KINGDLDEVKDYVAK(G)
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N-
GALN acetylgalactosamine
111 P34059 s -6-sulfatase 40.2 2 40.2 37.8 4.11E-01 400.82 799.46 -0.17 (M)$AAVVAATR(W)
precursor (EC
3.1.6.4)
ovBS '\L‘)/;DH(;CV:OC"“’;C‘* 58.7 26.6 3.14E-03 1258.24 2514.37 0.11 (R)FALPSPEHILGLPVGQHIYLSAR(l)
112 PO7514 R3 / ’gzuzc ages'g 59.8 10 M/ MP
(D-ia-pHo)rFf\se 1; 36.4 352 7.27E-01 748.88 1494.84 092 (K)DILLRPELEELR(N)
gi hNUCLe‘:Siae 459 304 7.60E-02 901.75 1800.90 0.60 (R)VMLGETNPADSKPGTIR(G)
113 P15531 | NME1 A"’E‘C’szpffe '",f";i 46.1 22 WP / MP
A() (NDP kiﬁa)s(e A 298 297 3.50E+00 673.92 1343.76 207 (R)TFIAIKPDGVQR(G)
56.9 304 6.14E-03 901.75 1800.90 0.60 (RIVmLGETNPADSKPGTIR(G)
di hz‘:C:;‘:'ﬁ;ase 483 29.7 5.15E-02 673.92 1343.76 207 (R)TFIAIKPDGVQR(G)
114 P22392 | NME2 | S ?Ec gl &) (NDK 762 22 wp
B) (NDP kinase B) 39.3 400 428E-01 588.49 1174.65 032 (K)DRPFFPGLVK(Y)
33.1 325 1.78E+00 588.49 1174.65 032 (K)DRPFFPGLVK(Y)
PDZ and LIM 83.5 26.9 8.51E-06 1551.29 3100.47 0.1 (RVITNQYNNPAGLYSSENISNFNNALESK(T)
115 | oootst | POHM (L‘Ij,‘\’/l”;i';zif‘:r'gt;m 135.3 18 621 37.2 1.97E-03 782.14 1560.83 1.44 (RIKGCTDNLTLTVAR(S) WP/ MP
CLP-36) 535 266 1.42E-02 800.07 1597.74 040 (R)SAMPFTASPASSTTAR(V)
714 547 268E-04 629.62 1256.64 059 (R)ALSTGEKGFGYK(G)
68.4 366 4.28E-04 916.79 1830.90 068 (K)SIYGEKFEDENFILK(H)
i:gg?gg&:glsgi 64.4 37.1 1.15€-03 690.68 1378.75 0.60 (R\VSFELFADKVPK(T) M/WP/
116 P62937 PPIA (EC5.2.1.8) 153.2 42 MP
(PPlase) 59.0 51.0 3.93E-03 769.74 1536.73 074 (K)VKEGMNIVEAMER(F)
555 480 9.24E-03 577.94 1153.57 030 (K)FEDENFILK(H)
49.1 418 3.87E-02 656.04 1309.56 052 (K)EGMNIVEAMER(F)
Peptidyl-prolyl cis- 715 263 222E-04 822.20 1641.82 057 (RVIKDFmIQGGDFTR(G)
117 P23284 PPIB "a:r;i‘;;“o";r(agg B 88.4 23 56.3 39.5 9.14E-03 524,51 1046.54 0.48 (KVLEGMEWVR(K) WP / MP
5.2.1.8) (PPlase) 423 518 1.91E-01 801.34 1600.75 -0.07 (K)SIYGERFPDENFK(L)
Peptidyl-prolyl cis- 50.6 24.0 1.77E-02 945.37 2832.35 0.77 (K)GSGDPSSSSSSGNPLVYLDVDANGKPLGR(V)
118 P30405 PPIF trans isomerase, 54.0 19 WP/ MP
mitochondrial 419 385 1.95€-01 556.06 1109.54 057 R)FPDENFTLK(H
precursor (EC 5.2. ' ) e ’ ' ' ® )
Peroxiredoxin 2 (EC
119 pazitg | PROX (;H:;r'; = 61.4 8 614 37.3 2.42E-03 606.60 121067 052 (RIQITVNDLPVGR(S) WP/ MP
peroxidase 1)
PRDX Pe(oxur:do;(lp |5 39.1 352 3.29E-01 1032.44 2062.07 0.80 (K)ETDLLLDDSLVSIFGNRR(L)
120 P30044 5 mitochon rlizac 57.9 21 WP/ MP
1 ?qeﬁr;;sz(’rX—V) 36.8 18.0 4.41E-01 1372.18 2741.43 0.92 (K)\VGDAIPAVEVFEGEPGNKVNLAELFK(G)
78.0 303 4.18E-05 1049.87 2097.09 064 (-)PGGLLLGDVAPNFEANTTVGR()
Peroxiredoxin 6 (EC 51.9 367 1.72E-02 678.01 2029.98 1.06 (RIFHDFLGDSWGILFSHPR(D)
121 Paooar | PROX ( Ami;;(}(];fsr)otem 101.9 40 515 a7 267602 543.52 1084.59 0.45 (K)LPFPIIDDR(N) WP/ MP
2) 438 40.0 2.29E-01 568.41 1134.64 0.18 (R)VVFVFGPDKK(L)
356 405 1.04E+00 45354 905.46 -0.38 (RINFDEILR(V)
Phosphate carrier
122 Q00325 SI:A%% mitzgc?::irial 416 4 416 320 2.31E-01 681.65 1360.71 0.58 (R)IQTQPGYANTLR(D)
precursor (PTP)
Phosphoglucomutas 922 344 1.26E-06 1400.42 2798.39 044 (K)VFQSSANYAENFIQSISTVEPAQR(Q)
123 P36871 PGM1 e (EC54.2.2) 131.8 9 MP
(Glucose 88.8 492 5.00E-06 546.06 1089.58 053 (RILSGTGSAGATIR(L)
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phosphomutase)
(PGM).
Phosphoglycerate
kinase 1 (EC
124 P00558 PGK1 2.7.2.3) (Primer 58.2 10 58.2 38.7 4.65E-03 545.58 1633.78 -0.04 (K)LGDVYVNDAFGTAHR(A) WP / MP
recognition protein
2)
Phosphoglycerate
PGAM mutase 1 (EC
125 P18669 1 5.4.2.1) (EC 5.4.2.4) 33.0 4 33.0 25.8 1.68E+00 1150.62 1149.66 -0.04 (R)VLIAAHGNSLR(G) WP/ MP
(EC 3.1.3.13)
PINCH protein
126 P48059 LIMS1 _(Particularly 59.3 6 59.3 36.4 4.28E-03 622.53 1242.68 0.38 (R)VIEGDVVSALNK(A) WP /M/
interesting new Cys- MP
His protein)
Platelet basic 135.5 36.0 8.33E-11 863.10 1723.83 0.36 (K)GKEESLDSDLYAELR(C)
protein precursor
127 P02775 PPBP (PBP) (Small 156.1 37 51.5 36.4 2.83E-02 550.95 1099.62 0.28 (K)NIQSLEVIGK(G) MP
inducible cytokine
B7) 31.7 26.2 1.92E+00 950.28 1896.95 1.60 (K)GTHCNQVEVIATLKDGR(K)
Platelet factor 4 50.5 325 2.73E-02 1041.55 1038.61 1.94 (RHITSLEVIK(A)
precursor (PF-4)
128 P02776 PF4 (CXCL4) 50.5 29 355 444 9.81E-01 668.08 1332.71 1.45 (K)ICLDLQAPLYK(K) WP/ MP
(Oncostatin A)
(Iroplact). 34.4 34.6 1.18E+00 732.24 1460.81 1.66 (R)KICLDLQAPLYK(K)
66.8 29.2 4.16E-04 1465.53 2928.49 0.57 (K)DTTILHLSENLLYTFSLATLmMPYTR(L)
Platelet glycoprotein
Ib alpha chain 59.7 485 3.38E-03 591.71 1181.62 -0.21 (R)GVLQGHLESSR(N)
120 | porase | P18 precursor 95.1 19 Mime !
(Glycoprotein 48.6 315 5.19E-02 594.90 1187.65 0.15 (R)GQDLLSTVSIR(Y)
Ibalpha)
28.4 405 6.09E+00 918.74 917.55 0.19 (R)AWLLFLR(G)
68.9 37.3 4.23E-04 773.33 1543.84 0.81 (R)GRLLPYLAEDELR(A)
Platelet glycoprotein 65.2 39.4 1.06E-03 607.38 1212.67 0.09 (R)LSLTDPLVAER(A)
GP1B Ib beta chain WP/M/
130 P13224 B precursor (GP-Ib 125.0 21 65.0 436 1.12E-03 666.53 1330.71 0.35 (R)LLPYLAEDELR(A) MP / SEN
beta) (GPIbB) 40.1 31.2 3.22E-01 562.08 1121.57 0.59 (R)TAHLGANPWR(C)
32.3 437 1.96E+00 528.52 1054.57 0.46 (R)AWLAGRPER(A)
71.2 33.1 2.74E-04 637.63 1272.73 0.52 (R)GHGLTALPALPAR(T)
Platelet glycoprotein 67.5 29.6 5.11E-04 920.34 1838.01 0.66 (R)LWLEDRTPEALLQVR(C) WP/M/
131 P14770 GP9 IX precursor (GPIX) 160.5 24 MP / SEN
(CD42A). 65.3 30.6 9.33E-04 698.04 1392.69 1.39 (R)CASPSLAAHGPLGR(L)
54.1 37.5 1.22E-02 514.01 1025.59 0.42 (R)TPEALLQVR(C)
110.8 325 2.07E-08 1192.58 2382.29 0.87 (R)LVSLDSGLLNSLGALTELQFHR(N)
Platelet glycoprotein 84.6 26.9 5.33E-06 1157.84 3468.91 1.62 (R)LSALPQGAFQGLGELQVLALHSNGLTALPDGLLR(G) M/MP/
132 P40197 GP5 V precursor (GPV) 228.7 26 SEN
(CD42D). 68.6 28.2 2.37E-04 1657.45 3311.78 1.1 (K)LVNLQELALNQNQLDFLPASLFTNLENLK(L)
458 26.1 7.10E-02 1058.42 2114.15 0.68 (R)SIAPGAFDRLPNLSSLTLSR(N)
Pleckstrin (Platelet 79.4 274 2.14E-05 1008.52 3021.50 1.07 (R)KSEEENLFEIITADEVHYFLQAATPK(E) WP/M/
133 P08567 PLEK 47 protein) 128.9 15 MP
parpl . 75.4 2538 5.87E-05 1448.17 2893.40 0.94 (K)SEEENLFEIITADEVHYFLQAATPK(E)
134 P0O7737 PFN1 Profilin-1 (Profilin ). 403.4 70 92.6 36.9 1.86E-06 736.21 1469.75 0.67 (R)SSFYVNGLTLGGQK(C) WPM/PM/
90.7 4338 2.65E-06 821.55 1640.74 0.35 (R)DSLLQDGEFSmDLR(T)
83.7 33.2 1.25E-05 862.81 1722.88 0.73 (K)STGGAPTENVTVTKTDK(T)
81.1 28.0 2.23E-05 958.45 1914.06 0.83 (K)TFVNITPAEVGVLVGKDR(S)
80.1 32,0 3.07E-05 822.78 1642.93 0.62 (K)TFVNITPAEVGVLVGK(D)
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72.3 338 1.92E-04 690.26 1378.71 -0.20 (K)STGGAPTFNVTVTK(T)
65.8 342 9.07E-04 618.14 1233.70 0.57 (K)TDKTLVLLMGK(E)
52.0 348 2.64E-02 445.70 889.53 -0.13 (K)TLVLLMGK(E)
46.9 333 5.66E-02 651.62 1952.02 -0.15 (R)TKSTGGAPTFNVTVTKTDK(T)
452 337 1.05E-01 607.37 1212.61 0.13 (K)DSPSVWAAVPGK(T)
PSMB Protsstsaotmees:g unit 72.3 80.3 1.57E-04 1022.79 2043.06 0.52 (R)LPFTALGSGQDAALAVLEDR(F)
135 P40306 P 765 11 wp
10 precursor (EC
3.4.25.1) 70.7 66.5 2.30E-04 1022.79 2043.06 0.52 (R)LPFTALGSGQDAALAVLEDR(F)
55.3 355 8.66E-03 897.78 1792.90 0.66 (R)DDKCANLFEALVGTLK(A)
136 Q9P1F3 06105rf1 Protein C6orf115. 67.2 40 46.8 38.9 5.95E-02 669.25 2003.97 0.78 (-)$mNVDHEVNLLVEEIHR(L)
40.5 36.5 2.91E-01 718.50 1434.75 0.25 (K)CANLFEALVGTLK(A)
65.5 40.3 9.36E-04 599.55 1196.71 0.39 (K)LSKDPNIVIAK(M)
56.4 21.0 4.99E-03 1352.77 2702.39 1.15 (R)KTFSHELSDFGLESTAGEIPVVAIR(T)
50.8 312 2.96E-02 596.36 1190.59 0.13 (RILAPEYEAAATR(L)
Protein disulfide-
isomerase A3 48.3 29.5 2.93E-02 980.27 2937.37 0.45 (K)FISDKDASIVGFFDDSFSEAHSEFLK(A) WP/ M/
137 P30101 PDIA3 recursor (EC 140.4 20 MP
P 5.3.4.1) 437 54.9 1.22E-01 599.64 1795.01 -0.41 (K)SELGEKLSKDPNIVIAK(M)
34.6 39.2 1.15E+00 758.55 1514.75 0.35 (R)FLQDYFDGNLKR(Y)
333 35.2 1.76E+00 594.90 1187.53 0.26 (K)FVMQEEFSR(D)
30.1 29.0 3.26E+00 758.55 1514.75 0.35 (R)FLQDYFDGNLKR(Y)
Protein disuffide- 50.1 375 4.32E-02 508.53 1014.61 0.44 (K)AATALKDVVK(V)
isomerase A6 WP/M/
138 Q15084 PDIA6 EC 72.5 12 MP
preg“ﬁf; § 472 24.8 4.14E-02 1319.04 2636.36 0.29 (R)ALDLFSDNAPPPELLEIINEDIAK(R)
1236 58.3 8.46E-10 1468.80 2934.49 1.10 (R)TGPAATTLPDGAAAESLVESSEVAVIGFFK(D)
Protein disulfide- WP /M/
139 P07237 P4HB isomerase precursor 160.1 21 52.1 25.6 8.67E-03 1256.45 3765.85 0.51 (R)TGPAATTLPDGAAAESLVESSEVAVIGFFKDVESDSAK(Q)
MP
(EC 5.3.4.1) (PDI)
36.8 26.5 7.38E-01 429.28 1285.68 -0.83 (R)KSNFAEALAAHK(Y)
PPP1 Protein phosphatase
140 Q96A00 R14A 1 regulatory subunit 44.7 11 4.7 334 1.04E-01 918.07 1832.93 1.21 (K)SCGKPVEDFIQELLAK(L)
14A
Protein-L-
PCMT isoaspartate(D-
141 P22061 1 aspartate) O- 55.5 5 55.5 41.9 1.06E-02 595.00 1187.61 0.39 (R)KDDPTLLSSGR(V) WP
methyltransferase
(EC 2.1.1.77)
Purine nucleoside
142 P00491 NP pgojghj’mizziic 79.1 12 791 30.3 2.76E-05 1301.07 2600.39 -0.26 (K)YQAAQKLEQFVSILMASIPLPDKAS(-) WP/ MP
phosphorylase)
PTDOO GTP-binding protein
143 QINTK5 4 PTD004 (isoform 1 82.2 4 82.2 41.8 1.90E-05 785.10 1567.93 0.27 (K)IPAFLNVVDIAGLVK(G) WP
or3).
144 P14618 PKM2 Pyruvate kinase, 405.4 46 138.6 325 3.62E-11 1088.33 2174.11 0.55 (R)LAPITSDPTEATAVGAVEASFK(C) WP/ M/
isozymes M1/M2 MP
(EC 2.7.1.40) 104.7 334 1.00E-07 938.80 1874.89 070 (K)FGVEQDVDMVFASFIR(K)
(Pyruvate kinase
muscle 76.7 60.5 8.94E-05 495.50 989.50 -0.50 (K)GSGTAEVELK(K)
76.4 41.4 7.48E-05 731.68 1461.81 -0.46 (K)I'YVDDGLISLQVK(Q)
64.2 26.4 8.86E-04 826.73 2476.35 0.84 (K)KGVNLPGAAVDLPAVSEKDIQDLK(F)
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57.6 35.2 5.05E-03 629.03 1882.90 1.20 (RILNFSHGTHEYHAETIK(N)
57.0 276 5.25E-03 1044.92 2087.08 075 (RIEAEAAIYHLQLFEELRR(L)
52.7 4838 1.72E-02 465.60 1393.77 0.04 (K)ISKIENHEGVR(R)
514 327 2.09E-02 919.72 1836.90 0.54 (R)RFDEILEASDGImVAR(G)
474 230 452602 1233.52 2464.28 076 (R)TATESFASDPILYRPVAVALDTK(G)
457 38.0 7.88E-02 420.76 839.52 0.00 (RIAPIIAVTR(N)
g Ratp Gpi,b,t 87.1 328 5.15E-06 1070.91 2140.10 0.29 (K)SPYLYPLYGLGELPQGFAR(L)
145 P50395 | GDI2 | o8O tor B 125.9 9 WP / MP
eta ((SDI 2) eta) 727 33.9 1.35E-04 760.65 2278.17 078 (K)KFDLGQDVIDFTGHALALYR(T)
927 33.9 1.30E-06 1181.96 2361.25 0.66 (R)ALYLSDNDFEILPPDIGKLTK(L)
785 38.4 4.33E-05 904.80 1807.01 0.58 (RILTVLPPELGNLDLTGQK(Q)
Ras suppressor WP/ M/
146 Q15404 RSU1 protein 1 (Rsu-1) 189.0 38 69.6 32.6 2.28E-04 1410.19 2817.45 0.93 (K)NLEVLNFFNNQIEELPTQISSLQK(L) MP
(RSP-1).
61.1 435 2.23E-03 919.89 1837.07 0.70 (K)LQILSLRDNDLISLPK(E)
221 205 1.16E+01 1516.06 3029.50 0.62 (K)AENNPWVTPIADQFQLGVSHVFEYIR(S)
bRats—lreIate? C3 36.4 28.8 7.61E-01 72872 1454.85 0.58 (K)LAPITYPQGLALAK(E)
147 P15153 | RAC2 ‘;“t'”t”"‘z °"2'q 36.4 17 MP
subs rlsa?:Z)(p - 26.2 404 8.06E+00 731.02 1459.75 0.29 (K)LDLRDDKDTIEK(L)
148 P61026 | RAB10 Ras'r;'g:)e_?op rotein 57.6 19 57.6 47.0 6.21E-03 631.63 1260.71 0.54 (K)AFLTLAEDILR(K) M/MP
58.0 406 5.71E-03 658.81 1315.62 -0.21 (K)SAQIWDTAGQER(Y)
Ras-related protein 453 614 1.18E-01 1043.63 1042.60 0.03 (K)VVLIGDSGVGK(S)
RAB11 Rab-11B (GTP-
149 Q15907 B binding protein 58.0 23 M/ MP
9 P 392 39.9 5.21E-01 472.71 943.48 -0.07 (RAITSAYYR(G)
YPT3).
35.2 38.7 1.05E+00 1289.81 1288.74 0.07 (R)GAVGALLVYDIAK(H)
RAB1 Ras-related protein
150 P62820 A Rab-1A (YPT1- 68.3 26 68.3 245 3.25E-04 1302.04 2601.32 0.76 (K)VVDYTTAKEFADSLGIPFLETSAK(N) M/ MP
related protein).
724 245 1.30E-04 1277.34 2552.30 0.38 (K)VVDNTTAKEFADSLGIPFLETSAK(N)
69.7 298 2.29E-04 1341.74 2680.40 1.07 (K)KVVDNTTAKEFADSLGIPFLETSAK(N)
g ' 61.2 58.9 3.06E-03 536.49 1070.63 0.35 (K)LLLIGDSGVGK(S)
151 | Qomous | FAB1 | Restetedprotein |47, 43 M
: 58.8 232 3.28E-03 1139.82 2277.13 0.50 (R)GAHGIIVVYDVTDQESYANVK(Q)
58.0 406 5.71E-03 658.70 1315.65 -0.25 (K)LQIWDTAGQER(F)
457 38.9 1.05E-01 49581 989.48 0.14 (R)TITSSYYR(G)
59.2 242 2.71E-03 1266.40 2530.22 0.58 (RIELADKYGIPYFETSAATGQNVEK(A)
RAB27 Ras-related protein WP/M/
152 000194 B Rab-278 (C25KG), 73.0 38 52.2 416 2.07E-02 473.40 1416.80 0.41 (K)AVETLLDLIMKR(M) MP
34.7 314 1.39E+00 1029.69 1028.59 0.10 (K)LLALGDSGVGK(T)
153 Qg'\:RW RABBe Ras'rg:ée_gé’mte'n 585 18 585 349 5.14E-03 631.08 1259.63 0.52 (M)$SAGGDFGNPLRK(F) MP
154 P51149 RAB7 Ras're'lfatgfj7pr°te'n 58.9 18 58.9 302 4.20E-03 738.76 1474.75 076 (R)DPENFPFVVLGNK(]) M/ MP
RAP1 Ras-related protein WP/M/
155 P61224 200.4 54 99.2 36.6 3.52E-07 855.67 1708.91 0.43 K)SKINVNEIFYDLVR(Q
B Rap-1b (GTP- ® @ MP
binding g:‘gi'” smg 81.9 32.9 2.05E-05 830.77 1658.85 0.69 (R)VKDTDDVPmILVGNK(C)
p21B).
76.2 485 7.52E-05 747.77 1493.79 -0.26 (K)INVNEIFYDLVR(Q)
528 39.0 1.99E-02 493.37 984.60 0.13 (K)LVVLGSGGVGK(S)
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45.5 36.3 1.05E-01 630.01 1257.55 0.47 (K)YDPTIEDSYR(K)
40.1 38.6 3.30E-01 694.06 1385.65 0.46 (K)YDPTIEDSYRK(Q)
Reticulon 4 (Neurite
outgrowth inhibitor) M/MP/
156 QINQC3 RTN4 (Nogo protein) 54.5 1 54.5 354 1.11E-02 536.98 1606.82 1.13 (R)HQAQIDHYLGLANK(N) SEN
(Foocen)
Rho GDP-
62.8 34.0 1.68E-03 656.57 1310.71 0.42 K)TLLGDGPVVTDPK(A
ARHG dissociation inhibitor « W
157 P52566 DIB 2 (Rho GDI 2) (Rho 77.8 31 WP / MP
" 436 285 1.58E-01 429.18 854.50 1.85 K)APNVVVTR(L,
GDI beta) (Ly-GDI). (K) (L)
Sarcoplasmic/endop 68.2 26.1 3.58E-04 1221.00 2440.14 0.14 (K)TASEmVLADDNFSTIVAAVEEGR(A)
ATP2A lasmic reticulum
158 014983 1 calcium ATPase 1 1033 5
2 A 7.89E-04 1089.51 2176.17 . R)DIVPGDIVEVAVGDKVPADLR(L]
(EC363.8) 65 30, 89E-0. 089.5 6. 0.85 (R)DIVPGI G (L)
Sarcoplasmic/endop 81.3 30.0 1.88E-05 1095.88 2190.19 -0.44 K)DIVPGDIVEIAVGDKVPADIR(L,
ATP2A lasmic reticulum ) : ) ) ) . & © M/MP/
159 P16615 P leium ATP. 2 123.4 5 SEN
calcium Alrase 68.2 26.1 3.58E-04 1221.00 2440.14 0.14 (K)TASEmVLADDNFSTIVAAVEEGR(A)
(EC 3.6.3.8)
Sarcoplasmic/endop 82.7 346 1.55E-05 943.46 1883.95 0.96 (R)HFSVTAEGGLSPAQVTGAR(E)
ATP2A lasmic reticulum
160 Q93084 3 caloium ATPase 3 145.5 6 65.2 30.1 7.89E-04 1089.51 2176.17 0.85 (R)DIVPGDIVEVAVGDKVPADLR(L) M/ SEN
(EC3.6.3.8) 53.1 255 1.50E-02 783.20 1563.81 0.58 (-)$MEAAHLLPAADVLR(H)
Septin 7 (CDC10 773 24.6 4.13E-05 1304.61 2606.30 0.92 (K)STLINSLFLTDLYSPEYPGPSHR(l)
161 Q16181 SEPT7 rotein homolog) 91.7 8 WP
P 9)- 49.7 353 3.32E-02 762.61 1522.68 0.53 (K)DVTNNVHYENYR(S)
711 345 2.11E-04 1023.40 2044.09 0.70 (K)VFDEFKPLVEEPQNLIK(Q)
67.5 329 5.36E-04 820.55 1638.93 0.16 (K)KVPQVSTPTLVEVSR(N)
Serum albumin 57.8 374 4.75E-03 950.40 1897.99 0.80 (R)RHPYFYAPELLFFAK(R)
precursor . WP/M/
162 P02768 ALB (UNQB96/PRO1341 163.1 32 55.3 41.7 9.26E-03 490.02 1466.84 0.23 (R)RHPDYSVVLLLR(L) MP
)- 48.3 43.7 6.24E-02 480.92 959.56 0.27 (K)FQNALLVR(Y)
47.6 386 5.75E-02 613.87 1225.60 0.13 (R)FKDLGEENFK(A)
47.0 37.1 5.91E-02 470.93 939.44 0.42 (K)DDNPNLPR(L)
88.3 28.8 2.44E-06 1122.95 3364.73 113 (R)DNSQVNAVTVLTLLDKLVNMLDAVQENQHK(M)
Serugsdi;:]r;‘\éatlon 78.7 313 4.16E-05 865.25 1728.93 -0.44 (R)DNSQVNAVTVLTLLDK(L) WP/M/
163 095810 | SDPR |, o tein 160.7 15 VP
P SDPR)p 60.6 35.6 2.45E-03 981.30 1961.05 045 (K)VLIFQEENEIPASVFVK(Q)
37.0 436 9.41E-01 444.96 887.47 0.45 (K)GIQNDLTK(L)
SH3B SH3 domain-binding
164 075368 GRL glutamic acid-rich- 39.5 11 39.5 375 3.65E-01 642.50 1282.68 0.31 (R)VYIASSSGSTAIK(K) WP / MP
like protein
SH3 domain-binding
SH3B glutamic acid-rich- :
165 QoUJC5 GRL2 like protein 2 68.4 25 68.4 28.9 4.45E-04 798.35 1593.85 0.85 (K)ESNTVFSFLGLKPR(L)
(Fovea-associate
Short chain 3-
HADH hydroxyacyl-CoA
166 Q16836 sc dehydrogenase, 76.6 20 76.6 22.8 5.32E-05 1187.46 2372.16 0.76 (K)LGAGYPMGPFELLDYVGLDTTK(F) MP
mitochondrial
precursor
53.8 411 1.62E-02 552.84 1103.63 0.05 (K)QVTVLELFR(V)
Solute carrier family
ili 32,9 36.0 1.48E+00 441.37 880.43 0.30 R)TFEDITR(A]
167 P11169 SLC2A | 2, facilitated glucose 53.8 4 (R) (A) M/ MP/
3 transporter, member SEN
30.6 48.4 3.96E+00 452.50 902.57 0.42 (R)FLLINRK(E)
20.1 345 3.13E+01 535.45 1602.87 0.49 (R)FLLINRKEEENAK(Q)
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771 365 5.73E-05 870.15 1737.84 046 (K)HHAAYVNNLNVTEEK(Y)
Superoxide
dismutase [Mn], 58.8 46.1 4.99E-03 514.98 1027.60 0.36 (K)GELLEAIKR(D)
168 P04179 SOD2 mitochondrial 109.2 27 WP/ MP
precursor (EC 519 386 2.20E-02 674.57 1346.65 0.49 (R)DFGSFDKFKEK(L)
1181 36.2 209 9.43E-01 1089.90 1089.51 061 (R)DFGSFDKFK(E)
169 QI9BAX7 SﬁEM Squressf r of actin 414 4 44 285 2.43E-01 654.03 1305.67 039 (RHFDSQVIIYGK(Q) M
Synaptosomal- 58.0 472 6.37E-03 522.29 1042.55 0.03 (R)DRIDIANAR(A)
SNAP associated protein WP/M/
170 000161 23 2:? (SNAP-23) 70.5 11 MP
(Vesicle-membrane 407 282 2.71E-01 548.52 1641.81 0.76 (R)AHQITDESLESTRR(l)
fusion
171 QOUPX3 | TLN1 Talin-1 1711.7 38 137.0 208 5.33E-11 1045.83 2090.15 -0.50 (R)GVGAAATAVTQALNELLQHVK(A) WPM’PM !
136.8 30.1 5.01E-11 1235.39 2468.30 048 (R)GVAALTSDPAVQAIVLDTASDVLDK(A)
1043 294 8.37E-08 1287.56 2572.32 0.80 (K)AVSSAIAQLLGEVAQGNENYAGIAAR(D)
103.0 278 1.26E-07 1156.02 2309.18 085 (K)VGAIPANALDDGQWSQGLISAAR(M)
1024 339 1.99E-07 709.10 1415.77 043 (K)ILAQAAQSSVATITR(L)
1019 27.1 1.32E-07 1367.51 273220 0.82 (RIFGQDFSTFLEAGVEMAGQAPSQEDR(A)
917 363 1.77E-06 1098.45 2194.18 072 (K)LGAASLGAEDPETQVVLINAVK(D)
%5 265 1.72E-06 1499.12 2995.34 0.90 (R)YDQATDTILTVTENIFSSmGDAGEMVR(Q)
86.5 269 4.69E-06 1378.11 2753.40 0.81 (R)GSQAQPDSPSAQLALIAASQSFLQPGGK(M)
86.1 368 8.36E-06 729.13 1455.83 042 (R)ILAQATSDLVNAIK(A)
85.1 257 8.39E-06 998.41 1994.02 0.79 (K)QAAASATQTIAAAQHAASTPK(A)
84.9 315 1.07E-05 717.84 1433.72 005 (K)VLGEAMTGISQNAK(N)
792 313 4.35E-05 622.60 1242.66 053 (K)VLVQNAAGSQEK(L)
787 329 2.55E-05 1526.38 3050.51 0.24 (K)GTEWVDPEDPTVIAENELLGAAAAIEAAAK(K)
784 24.2 3.68E-05 1143.47 2284.09 0.84 (R)IPEAPAGPPSDF GLFLSDDDPK(K)
780 270 5.09E-05 761.71 1520.84 0.58 (K)TLAESALQLLYTAK(E)
775 526 5.72E-05 682.71 1362.75 067 (K)AGFLDLKDFLPK(E)
767 338 7.02E-05 732.00 1462.74 056 (K)TMLESAGGLIQTAR(A)
766 284 5.80E-05 1061.98 2121.18 077 (K)LLAALLEDEGGSGRPLLQAAK(G)
737 25.1 6.51E-05 1176.12 3524.88 0.49 (R)GVAALTSDPAVQAIVLDTASDVLDKASSLIEEAKK(A)
737 236 1.10E-04 1100.49 2197.11 1.86 (KIVSQmAQYFEPLTLAAVGAASK(T)
731 24.9 9.41E-05 1499.12 2995.34 0.90 (R)YDQATDTILTVTENIFSSMGDAGEMVR(Q)
723 25.1 9.10E-05 1736.45 3460.74 115 (R)AATAPLLEAVDNLSAFASNPEFSSIPAQISPEGR(A)
706 34.2 3.04E-04 542.81 1083.67 -0.06 (K)AVASAAAALVLK(A)
655 424 9.61E-04 571.08 1139.59 057 (RIALEATTEHIR(Q)
64.3 529 1.58E-03 501.54 1000.57 0.51 (KIKGIWLEAGK(A)
638 26.4 6.95E-04 1130.04 3385.73 1.40 (R)EGISQEALHTQMLTAVQEISHLIEPLANAAR(A)
628 239 1.32E-03 1125.26 2248.06 046 (K)SNTSPEELGPLANQLTSDYGR(L)
622 38.9 2.08E-03 611.07 1219.68 046 (K)VmVTNVTSLLK(T)
614 303 2.45E-03 759.22 1515.77 0.66 (R)IGITNHDEYSLVR(E)
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50.0 310 4.01E-03 746.80 1491.88 -0.29 (K)AVAEQIPLLVQGVR(G)
573 340 7.86E-03 494.88 987.56 0.19 (K)ALGDLISATK(A)
535 473 1.41E-02 619.20 1235.63 0.76 (K)STVLQQQYNR(V)
463 427 9.62E-02 516.40 1030.60 0.20 (K)SIAAATSALVK(A)
443 29.9 1.44E-01 573.54 114461 046 (KJEVANSTANLVK(T)
423 243 1.01E-01 1130.04 3385.73 1.40 (R)EGISQEALHTQMLTAVQEISHLIEPLANAAR(A)
414 3438 2.40E-01 1197.60 1196.64 -0.04 (K)ALSTDPAAPNLK(S)
404 376 3.41E-01 42063 1257.66 123 (K)LKPLPGETmEK(C)
365 246 3.39E-01 119351 3576.88 0.66 (R)ALHYGRECANGYLELLDHVLLTLQKPSPELK(Q)
33.1 249 9.38E-01 1499.12 2995.34 0.90 (R)YDQATDTILTVTENIFSSmGDAGEMVR(Q)
633 27.0 1.50€-03 761.72 1519.90 153 (K)TLAKSALQLLYTAK(E)

. ovanr | DMXU | Talin-related protein ies . 449 27.0 1.03E-01 761.52 1520.84 031 (K)STLASSALQLLYTAK(E) WP M/

1 (Fragment). 429 27.0 1.64E-01 761.57 1519.86 1.28 (K)TLAQSALQLLYTAK(E) MP
358 272 8.37E-01 761.57 1522.84 170 (K)TLAMSALQLLYTAK(E)
Thioredoxin- 73.0 433 1.63E-04 731.83 146178 0.12 (RIDYGVLLEGSGLALR(G)
PRDX dependent peroxide
173 P30048 3 (eductase', 94.9 14 WP/ MP
mitochondrial 466 247 7.656-02 603.73 1205.65 -0.19 (K)HLSVNDLPVGR(S)
precursor
174 P07996 THBS Thrombospondin-1 674.3 32 150.4 315 2.33E-12 1098.35 2194.05 0.65 (R)IPESGGDNSVFDIFELTGAAR(K) WP /M/
1 precursor. MP

85.8 515 8.24E-06 837.32 1671.88 0.75 (RIKVTEENKELANELR(R)
805 365 2.87E-05 809.05 1615.81 028 (K)GGVNDNFQGVLQNVR(F)
793 265 3.99E-05 731.14 1459.71 056 (K)DHSGQVFSVVSNGK(A)
779 325 4.95E-05 798.74 1594.74 0.73 (K)QUTQSYWDTNPTR(A)
77.1 334 5.74E-05 938.76 1874.89 0.63 (R)FTGSQPFGQGVEHATANK(Q)
716 312 1.54E-04 1290.67 2578.33 1.00 (R)IEDANLIPPVPDDKFQDLVDAVR(T)
676 309 4.73E-04 654.04 1957.96 147 (K)KIMADSGPIYDKTYAGGR(L)
66.6 345 7.58E-04 652.05 1301.72 037 (K)AGTLDLSLTVQGK(Q)
63.9 509 1.70€-03 495.38 988.61 014 (K)GFLLLASLR(Q)
635 335 1.62E-03 624.06 1245.69 043 (RITIVITLQDSIR(K)
60.8 3838 2.56E-03 677.63 1352.66 0.60 (K)KImADSGPIYDK(T)
53.0 457 2.06E-02 515.90 1029.49 030 (K)GPDPSSPAFR())
52.8 366 1.68E-02 530.53 1587.80 0.80 (R)KDHSGQVFSVVSNGK(A)
514 382 2.92E-02 565.59 1128.66 052 (K)TRGTLLALER(K)
50.0 478 3.43E-02 686.98 1371.65 031 (K)GTSQNDPNWVVR(H)
49.9 307 3.37E-02 775.75 1549.77 027 (RINALWHTGNTPGQVR(T)
498 36.7 4.03E-02 553.08 1103.57 0.58 (R)FQmIPLDPK(G)
478 466 7.356-02 436.85 871.51 0.19 (RIGTLLALER(K)
46.9 470 8.51E-02 494.95 987.49 040 (RIFYWmWK(Q)
428 335 1.80E-01 1207.75 1206.62 013 (K)SITLFVQEDR(A)
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41.4 31.0 2.32E-01 787.83 1572.66 1.00 (R)DNCQYVYNVDQR(D)
412 323 2.43E-01 1395.06 1393.72 0.34 (R)FVFGTTPEDILR(N)
39.3 27.6 3.48E-01 611.07 1829.86 0.36 (K)ImADSGPIYDKTYAGGR(L)
38.9 415 4.39E-01 457.77 1369.74 0.58 (RILVKGPDPSSPAFR(l)
38.5 28.1 4.44E-01 465.48 1392.69 0.75 (R)HIGWKDFTAYR(W)
37.9 317 5.04E-01 505.35 1008.52 0.18 (R)AQGYSGLSVK(V)
34.2 434 1.58E+00 501.21 999.61 0.80 (R)GTLLALERK(D)
29.4 33.1 3.27E+00 455.88 909.49 0.27 (R)LVPNPDQK(D)
27.1 34.8 5.68E+00 462.85 923.46 0.24 (R)TLWHDPR(H)
Thromboxane-A 50.0 487 3.30E-02 611.82 1222.60 -0.96 (R)DFLQMVLDAR(H)
TBXA synthase (EC
175 P24557 S1 53.99 5) (TXA 50.0 5 M/ MP
-3.99.5) ( 39.4 426 3.72E-01 449.81 897.43 0.18 (RIMASGLEFK(S)
synthase) (TXS).
Thymidine
ECGF phosphorylase
176 P19971 1 precursor (EC 64.6 6 64.6 35.9 7.77E-04 1283.20 2563.35 1.05 (R)DLVTTLGGALLWLSGHAGTQAQGAAR(V) WP/ MP
2.4.2.4) (TdRPase)
(TP)
177 Q8TCG3 | TPM3 Tropomyosin 101.3 48 1013 314 2.31E-07 886.30 1769.89 0.71 (R)KIQVLQQQADDAEER(A) MP
skeletal muscle-3
Trafficking protein
TRAP particle complex
178 Q86572 PC6B subunit 6B (isoform 66.7 15 66.7 285 5.59E-04 1104.34 2206.10 0.57 (M)$ADEALFLLLHNEMVSGVYK(S)
not determined).
Transforming
179 P61586 RHOA protein RhoA (H12). 55.2 4 55.2 426 1.02E-02 499.74 997.45 0.03 (R)EVFEMATR(A) MP
1413 344 1.99E-11 1050.81 2099.02 0.60 (R)YGINTTDIFQTVDLWEGK(N)
86.4 40.4 6.96E-06 848.12 1693.81 0.42 (K)YQmEQISQFLQAAER(Y)
77.7 322 5.24E-05 798.09 1593.71 0.46 (R)DDGLFSGDPNWFPK(K)
67.3 31.9 4.49E-04 1208.90 2414.25 1.55 (K)DGTVLCELINALYPEGQAPVKK(1)
64.1 395 1.46E-03 616.55 1230.68 0.41 (R)TLMNLGGLAVAR(D)
61.3 48.6 2.35E-03 640.52 1278.58 0.46 (R)NFSDNQLQEGK(N)
TAGL Transgelin-2 (SM22- WP/M/
180 P37802 N2 alpha homolog). 398.0 66 58.4 33.1 5.31E-03 610.04 1217.62 0.45 (K)NVIGLQMGTNR(G) MP
56.1 36.7 6.23E-03 1145.32 2286.16 247 (K)DGTVLCELINALYPEGQAPVK(K)
53.0 33.2 1.83E-02 602.46 1202.62 0.29 (-)$ANRGPAYGLSR(E)
48.7 53.0 4.39E-02 506.72 1011.51 -0.08 (K)IQASTMAFK(Q)
47.3 228 4.02E-02 1344.95 2687.30 0.60 (K)IQASTMAFKQmMEQISQFLQAAER(Y)
436 40.0 1.40E-01 506.72 1011.51 -0.08 (K)IQASTMAFK(Q)
30.6 324 2.38E+00 681.23 2040.03 0.67 (K)DVGRPQPGRENFQNWLK(D)
ngatp;:";goﬁn"zr 47.6 333 5.54E-02 718.74 1434.75 0.73 (R)VKPFmMTGAAEQIK(H)
181 P13693 TPT1 . 47.6 10 WP / MP
protein (TCTP)
(023) 36.1 36.4 8.98E-01 421.89 841.48 0.30 (K)HILANFK(N)
Transthyretin
precursor
182 P02766 TTR (Prealbumin) 57.8 16 57.8 28.0 3.81E-03 1259.08 2515.33 0.83 (R)RYTIAALLSPYSYSTTAVVTNPK(E)
(TBPA) (TTR)
(ATTR).
183 P60174 TPI Triosephosphate 112.8 35 713 33.0 2.59E-04 618.08 1233.59 0.57 (K)SNVSDAVAQSTR(1) WP/ MP
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53.8 29.1 1.44E-02 708.14 1413.78 050 K)QSLGELIGTLNAAK(V]
5.3.1.1) (TIM) ® )
(Triose-phosphate 50.2 334 3.48E-02 638.31 1273.67 094 (K)VIADNVKDWSK(V)
isomer
101.3 314 2.31E-07 886.30 1769.89 071 (R)KIQVLQQQADDAEER(A)
835 439 1.48E-05 772.81 1542.77 0.85 (R)AREQAEAEVASLNR(R)
Tropomyosin alpha-
PO6753- 3 chain 65.5 47.1 7.98E-04 981.42 1960.02 0.81 (RIALKDEEKmELQEIQLK(E)
184 > TPM3 (Tropomyosin-3) 185.9 53 MP
(Tropomyosin 60.7 40.7 3.16E-03 600.61 1199.69 -0.48 ()SAGITTIEAVKR(K)
gamma)
49.2 424 3.69E-02 567.53 1698.88 072 (R)AREQAEAEVASLNRR(I)
401 486 4.65E-01 415.87 829.53 020 (K)ILTDKLK(E)
94.1 376 1.14E-06 872.15 1741.86 043 (R)KIQALQQQADEAEDR(A)
85.8 53.0 8.94E-06 737.80 147277 083 (K)TIDDLEEKLAQAK(E)
77.1 372 6.55E-05 72272 1442.80 063 (RILATALQKLEEAEK(A)
748 45.1 1.04E-04 845.64 1688.78 049 (K)YSEKEDKYEEEIK(L)
739 367 1.48E-04 636.87 1271.65 0.08 (RIEKAEGDVAALNR(R)
66.9 35.1 4.94E-04 799.73 2395.22 098 (RKIQALQQQADEAEDRAQGLQR(E)
58.1 407 5.73E-03 600.58 1198.67 048 ()SAGLNSLEAVKR(K)
Tropomyosin alph:
opo 4 zﬁZin alpna 55.4 273 7.67E-03 735.06 2201.12 1.07 (RILATALQKLEEAEKAADESER(G)
185 P67936 TPM4 (Tropomyosin 4) 373.9 82 WP/ MP
pomy 53.9 a7 1.38E-02 702.17 140178 056 (K)LLSDKLKEAETR(A)
(TM30p1).
53.9 39.8 1.58E-02 481.86 961.46 025 (K)TIDDLEEK(L)
487 335 415E-02 864.67 1726.88 046 (R)IQLVEEELDRAQER(L)
483 382 4.47E-02 908.85 1814.89 0.81 (K)HIAEEADRKYEEVAR(K)
457 442 7.95E-02 595.57 1782.98 073 (RKLVILEGELERAEER(A)
445 418 1.03E-01 628.98 1882.99 096 (R)RIQLVEEELDRAQER(L)
421 4638 1.94E-01 590.98 1180.55 -0.60 (K)MEIQEMQLK(E)
407 338 2.58E-01 604.00 1807.83 118 (K)LEEAEKAADESERGMK(V)
94.3 32.3 8.92E-07 1205.37 2408.20 054 (RIFDGALNVDLTEFQTNLVPYPR()
94.0 51.9 1.326-06 744.68 1486.87 049 (RILISQIVSSITASLR(F)
86.6 27.9 5.74E-06 1004.87 2006.89 0.84 (K)TIGGGDDSFNTFFSETGAGK(H)
TUBA Tubulin alpha-6
186 Q9BQE3 6 chain (Alpha-tubulin 297.2 44 75.8 30.2 7.75E-05 913.25 1823.98 0.51 (K)VGINYQPPTVVPGGDLAK(V) M/MP
6)
68.5 359 4.26E-04 879.32 1755.96 067 (R)IHFPLATYAPVISAEK(A)
53.8 392 1.29E-02 860.22 1717.87 057 (RINLDIERPTYTNLNR(L)
50.6 414 277E-02 706.13 1409.77 048 (RIQLFHPEQLITGK(E)
102.1 323 1.49E-07 1205.37 2408.20 054 (RIFDGALNVDLTEFQTNLVPYPR()
94.0 51.9 1.32E-06 744.68 1486.87 049 (RILISQIVSSITASLR(F)
Tubulin alpha- 86.6 279 5.74E-06 1004.87 2006.89 0.84 (K)TIGGGDDSFNTFFSETGAGK(H)
187 P68363 | ALTBE “?A?:g;’_‘iiﬂﬁ:n 318.8 46 795 302 3.38E-05 879.32 1755.96 067 (R)HFPLATYAPVISAEK(A) wpP
ubiquitous) 75.8 359 7.75E-05 913.25 1823.98 0.51 (K)VGINYQPPTVVPGGDLAK(V)
56.7 392 6.65E-03 860.22 1717.87 057 (RINLDIERPTYTNLNR(L)
50.6 414 277E-02 706.13 1409.77 048 (R)QLFHPEQLITGK(E)
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123.0 32.1 1.27€-09 1142.91 2283.13 069 (R)GLSMAATFIGNNTAIQEIFNR(V)
118.1 405 4.10E-09 1014.91 2027.03 079 (K)GHYTEGAELIENVLEVVR(H)
87.4 207 3.97E-06 1346.64 2690.39 0.89 (K)LTTPTYGDLNHLVSLTMSGITTSLR(F)
737 475 1.38E-04 685.61 1368.64 058 (R)IMNSFSVmPSPK(V)
59.5 19.3 2.80E-03 1156.64 2311.12 0.16 (R)LHFFmPGFAPLTAQGSQQYR(A)
' 56.7 60.4 9.23E-03 472.94 943.51 036 (R)GASALQLER()
188 | qorap7 | VPP Tubulin beta-1 423.0 40 WP /M
chain. 56.3 416 9.27E-03 566.01 1129.59 0.42 (R)FPGQLNADLR(K)
56.3 205 5.04E-03 1346.64 2690.39 0.89 (K)LTTPTYGDLNHLVSLTmSGITTSLR(F)
54.9 463 1.41E-02 472.94 943 51 036 (R)GASALQLER()
430 36.8 1.20E-01 1194.50 2386.15 084 (K)LGALFQPDSFVHGNSGAGNNWAK(G)
411 259 277E-01 644.66 1286.72 059 (RIKLAVNmVPFPR(L)
377 288 551E-01 732.20 146173 066 (R)ISVYYNEAYGRK(Y)
93.8 36.0 1.15€-06 980.31 1957.97 065 (K)GHYTEGAELVDSVLDVVR(K)
75.8 357 9.27E-05 651.50 1300.63 036 (R)ISVYYNEATGGK(Y)
75.8 80.9 7.22E-05 1021.84 2041.07 0.60 (K)mMAVTFIGNSTAIQELFKR())
TUBB Tubulin beta-2 65.9 367 6.68E-04 696.57 2086.07 065 (K)GHYTEGAELVDSVLDVVRK(E) WE M/
189 P07437 5 chain 245.8 39 MP
: 65.1 266 6.41E-04 1400.12 2797.34 0.89 (R)SGPFGQIFRPDNFVFGQSGAGNNWAK(G)
623 49.0 1.98E-03 731.65 1461.68 -0.39 (K)EVDEQmLNVQNK(N)
51.2 29.0 2.32E-02 819.30 1635.82 078 (RILHFFmPGFAPLTSR(G)
39.6 30.9 2.97E-01 1021.84 2041.07 0.60 (K)mMAVTFIGNSTAIQELFKR())
TUBG Tubulin gamma-2
190 QINRH3 2 chain (Gamma-2 336 5 336 257 1.06E+00 1167.67 2333.21 0.12 (R)YPGYmNNDLIGLIASLIPTPR(L)
tubulin)
Tyrosine-protein
kinase BTK (EC
191 Q06187 BTK 2.7.1.112) (Bruton's 78.6 2 786 397 4.82E-05 701.99 1400.84 113 (M)SAAVILESIFLKR(S) M/ MP
tyrosine kinase)
RPS27 I
192 P62988 A Ubiquitin 426 16 426 315 1.70E-01 541.18 1080.55 -0.20 (R)TLSDYNIQK(E)
Ubiquitin- 95.7 44.1 6.25E-07 1242.44 2482.32 055 (K)TDQVIQSLIALVNDPQPEHPLR(A)
UBE2L conjugating enzyme
193 P68036 3 E2 13 (EC 6.3.2.19) 1165 27 496 288 3.31E-02 895.82 1788.94 070 (R)EINFPAEYPFKPPK(]) WP
(Ubiquitin-protein | 342 38.3 1.45E+00 564.98 1127.56 0.40 (K)IYHPNIDEK(G)
194 Q86UX7 | URP2 Unc-112 related 488.2 42 104.5 34.7 8.45E-08 1224.70 2446.20 120 (R)TMADSSYTSEVQAILAFLSLQR(T) M/MP
protein 2 (Kindlin-3)
(MIG2-like). 89.0 35.4 3.40E-06 1052.97 2103.14 0.80 (R)ILEAHQNVAQLSLAEAQLR(F)
86.2 279 6.35E-06 1050.32 2098.10 054 (K)LEGSAPTDVLDSLTTIPELK(D)
82.7 27.1 1.01E-05 1513.63 3024.48 077 (K)LSQSGEVGEPAGTDPGLDDLDVALSNLEVK(L)
80.7 356 262E-05 655.66 1308.74 057 (RIVTGESHIGGVLLK(])
77.3 335 5.70E-05 889.30 1775.86 073 (R)VFVGEEDPEAESVTLR(V)
713 305 1.526-04 1392.03 2781.32 074 (RITGSGGPGNHPHGPDASAEGLNPYGLVAPR(F)
63.7 35.1 1.31E-03 860.66 1718.89 043 (K)LLVPSPEGMSEIYLR(C)
59.0 367 4.43E-03 635.64 1268.76 051 (K)VVLAGGVAPALFR(G)
533 405 1,63E-02 561.52 112059 044 (RILTQLYEQAR(W)
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50.1 473 3.48E-02 621.87 124167 007 (R)KDEILGIANNR(L)
50.1 36.3 3.13E-02 647.81 1293.59 003 (K)YYSFFDLDPK(T)
439 386 1.53E-01 514.88 1027.59 017 (R)IDLAVGDVVK(T)
426 45 2.10E-01 550.07 1098.60 -0.46 (R)LPRPSSLSDK(T)
389 482 3.90E-01 456.44 1820.99 075 (R)LPRPSSLSDKTQLHSR(W)
30.1 34.0 3.05E+00 550.39 1674.98 020 (RILLSIRHPEELSLLR(A)
275 337 3.50E+00 954.04 2858.51 0.62 (K)EKEPEEELYDLSKVVLAGGVAPALFR(G)
265 304 6.96E+00 790.85 1578.91 079 (RILFFGPQHRPVILR(L)
195 Q70J99 Ugg 1 U”iugnhggjg’_g b 51.6 2 516 289 1.79E-02 1089.78 2176.19 1.36 (RILPLTYPAPNGDPILQLLEGR(K) M/ MP
Vasodilator-
196 P50552 VASP phzgpmhlﬂ?ri(tjein 38.2 7 38.2 31.6 4.85E-01 516.50 1545.77 0.74 (R)VQIYHNPTANSFR(V) WPM/PM !
(VASP)
197 P18206 VCL Vinculin 807.3 43 1235 33.7 1.17E-09 1082.90 2163.14 0.66 (R)GILSGTSDLLLTFDEAEVRK(I) WP /M/
(Metavinculin). MP
114.6 345 8.49E-09 1195.83 2389.07 058 (RIMQEAMTQEVSDVFSDTTTPIK(L)
101.8 279 1.77€-07 1038.67 2075.17 017 (K)AIPDLTAPVAAVQAAVSNLVR(V)
98.8 247 2.91E-07 1317.22 2631.32 112 (K)GILEYLTVAEVVETMEDLVTYTK(N)
95.6 488 9.41E-07 720.77 1456.79 074 (K)AQQVSQGLDVLTAK(V)
93.8 3758 1.12E-06 1018.75 2035.05 044 (R)GILSGTSDLLLTFDEAEVR(K)
776 307 5.46E-05 755.71 1508.70 071 (K)MLGQMTDQVADLR(A)
774 60.1 6.40E-05 658.05 1313.73 036 (K)QUATALQNLQTK(T)
731 376 1.46E-04 615.97 1844.00 092 (RIVGKETVQTTEDQILKR(D)
65.0 382 1.126-03 652.47 1302.70 024 (K)SLLDASEEAIKK(D)
625 326 2.00E-03 624.61 1246.64 057 (R)EAVKAASDELSK(T)
61.7 37.8 2.58E-03 553.34 1104.60 0.08 (R)SLGEISALTSK(L)
60.3 47.1 4.16E-03 436.86 871.48 023 (K)GNDIIAAAK(R)
575 324 6.42E-03 585.86 1169.64 007 (RIELTPQVVSAAR()
543 39.1 1.21E-02 765.53 1528.85 -0.58 (RIALASQLQDSLKDLK(A)
53.8 336 1.37E-02 517.50 1548.84 067 (K)AAVHLEGKIEQAQR(W)
53.0 50.1 1.436-02 441.24 879.45 1.02 (R)TDAGFTLR(W)
523 34.1 1.61E-02 992.42 1981.96 088 (K)GWLRDPSASPGDAGEQAIR(Q)
522 36.1 2.04E-02 635.41 1268.67 0.15 (K)AVAGNISDPGLQK(S)
513 343 2.32E-02 784.16 1565.70 0.61 (K)AGEVINQPmMMmMAAR(Q)
502 305 3.65E-02 1173.66 1172.64 0.02 (R)ALASQLQDSLK(D)
48.1 347 5.10E-02 592.42 1182.55 029 (RILANVmMMGPYR(Q)
473 454 5.93E-02 634.50 1266.63 037 (RIVMLVNSMNTVK(E)
448 374 1.17E-01 652.62 1302.68 055 (K)ETVREAEAASIK(I)
433 438 1.59E-01 575.66 1148.63 068 (K)IRTDAGFTLR(W)
429 429 1.926-01 515.01 1027.58 043 (K)GNDIIAAAKR(M)
40.7 437 2.40E-01 406.92 811.56 028 (R)ILLVAKR(E)
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40.4 37.8 3.66E-01 500.94 2 999.60 0.27 (R)IPTISTQLK(I)
36.7 40.5 6.77E-01 562.97 2 1123.53 0.40 (K)TISPmVmDAK(A)
Voltage-dependent
198 p2179s | VDAC anion-selective 414 9 414 28.0 1.92E-01 1052.50 2 2102.17 083 (K)VNNSSLIGLGYTQTLKPGIK(L) 2 WP/M/
1 channel protein 1 MP
(VDAC-1) (hVDAC1)
Voltage-dependent
VDAC anion-selective WP/M/
199 P45880 > channel protein 2 112.3 9 112.3 426 1.56E-08 1052.25 2 2102.15 0.34 (K)VNNSSLIGVGYTQTLRPGVK(L) 2 MP
(VDAC-2) (hVDAC2)
Voltage-dependent
200 Qoverr | VPAC anion-selective 97.7 11 97.7 57.4 4.46E-07 1051.46 2 2100.17 074 (K)VNNASLIGLGYTQTLRPGVK(L) B M/ MP
3 channel protein 3
(VDAC-3) (hVDAC3)
Von Willebrand
factor precursor
201 P04275 VWF (VWF) [Contains: 72.7 2 72.7 282 1.44E-04 1040.84 2 2079.12 0.55 (R)IGWPNAPILIQDFETLPR(E) 1 MP
Von Willebrand
antigen]
7741 28.8 6.05E-05 769.62 2 1536.84 0.39 (R)LYSILGTTLKDEGK(L)
WD-repeat protein 1 67.2 27.5 4.54E-04 1210.00 2 2417.23 0.77 (R)NIDNPALADIYTEHAHQVVVAK(Y)
(Actin interacting WP/M/
202 075083 WDR1 protein 1) (AIP1) 181.2 22 66.4 224 5.23E-04 1270.95 2 2539.21 0.69 (K)VWTVFSVADGYSENNVFYGHHAK(1) B MP
(NORI-1). 51.6 336 2.36E-02 731.07 2 1460.76 0.62 (K)IKDIAWTEDSKR(l)
40.2 37.8 4.11E-01 800.57 1 799.46 0.11 (R)IAVVGEGR(E)
83.2 50.4 1.59E-05 758.49 2 1514.71 0.27 (K)FSPGAPGGSGSQPNQK(L)
203 Q15942 ZYX Zyxin (Zyxin 2). 143.5 12 61.3 216 1.61E-03 1299.36 2 2596.27 0.44 (K)LGHPEALSAGTGSPQPPSFTYAQQR(E) B WP/ MP
60.0 39.4 3.10E-03 519.52 2 1036.59 0.45 (R)SPGAPGPLTLK(E)

™ Q " m g QO w »

—
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Protein accession numbers were from the Uniprot database, http://www.ebi.uniprot.org/index.shtm.

Gene Name were from GOSlim, http://geneontology.org.

Proteins listed alphabetically according to their description, derived from GOSlim.
Protein Score, calculated according to Equation 2 (Experimental Procedures).
Sequence Coverage, the sequence coverage expressed as a percentage of the intact protein.

Mascot™ peptide Ions score (The reported score is -10Log(P), http:/www.matrixscience.com/).

Mascot™ Homology score (http://www.matrixscience.com/).

Mascot™ expectation score (a value of 1 indicates that 1 other protein could correspond to the same score based on random matching) (http://www.matrixscience.com/).

The observed precursor mass to charge.

The observed peptide charge state.

The calculated molecular mass of each peptide.

Delta peptide mass (difference between calculated and observed peptide mass).

Identified peptides for each inferred protein. Note: an acetylated N-terminus is indicated by ($), and m indicates methionine-sulfoxide.

Indicates whether proteins identified in either platelet preparation 1, 2 or in both (B) (Experimental Procedures).

Comparison of proteins described previously in either the whole-platelet (O’Neill et al., 2002, Garcia et al., 2004) (WP), the platelet membrane proteome (Moebius et al., 2005) (M), the transmembrane platelet

study (Senis et al., 2007) (SEN), or the platelet microparticle proteome (Garcia et al., 2005) (MP). References included in main text.



http://www.ebi.uniprot.org/index.shtml
http://geneontology.org/
http://www.matrixscience.com/
http://www.matrixscience.com/
http://www.matrixscience.com/
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Proteins validated based solely on manual verification are shaded.
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