Supplemental Table 4: Peptides

Protein name
Alpha-L-antitrypsin GN=SERPINAL
Alpha-L-antitrypsin GN=SERPINAL
Alpha-1-antitrypsin GN=SERPINAL
Alpha-L-antitrypsin GN=SERPINAL
Alpha-1-antitrypsin GN=SERPINAL
Alpha-L-antitrypsin GN=SERPINAL
Alpha-1-antitrypsin GN=SERPINAL
Alpha-enolase GN=ENO1
Alpha-enolase GN=ENO1
Alpha-enolase GN=ENO1
Alpha-enolase GN=ENO1
Alpha-enolase GN=ENO1
Alpha-enolase GN=ENO1
Alpha-enolase GN=ENO1
Alpha-enolase GN=ENO1
Alpha-enolase GN=ENO1
Alpha-enolase GN=ENO1
Alpha-enolase GN=ENO1
Alpha-enolase GN=ENO1
Arginase-1 GN=ARG1

Asporin GN=ASPN

Asporin GN=ASPN
ATP-dependent RNA helicase A GN=DHX9

Basement membrane-specific heparan sulfate proteoglycan core protein GN=HSPG2
Basement membrane-specific heparan sulfate proteoglycan core protein GN=HSPG2

Biglycan GN=BGN
Biglycan GN=BGN
Biglycan GN=BGN
Biglycan GN=BGN
Biglycan GN=BGN
Biglycan GN=BGN
Biglycan GN=BGN
Biglycan GN=BGN
Biglycan GN=BGN
Biglycan GN=BGN
Biglycan GN=BGN
Biglycan GN=BGN
Biglycan GN=BGN
Biglycan GN=BGN
Biglycan GN=BGN
Biglycan GN=BGN
Biglycan GN=BGN
Cathepsin D GN=CTSD
Cathepsin D GN=CTSD
Cathepsin D GN=CTSD
Cathepsin D GN=CTSD
Cathepsin D GN=CTSD
Cathepsin D GN=CTSD
Cathepsin D GN=CTSD
Cathepsin D GN=CTSD
Collagen alpha-1(1) chain G
Collagen alpha-1(1) chain G
Collagen alpha-1(1) chain G
Collagen alpha-1(1) chain G
Collagen alpha-1(1) chain G
Collagen alpha-1(1) chain G
Collagen alpha-1(1) chain G
Collagen alpha-1(1) chain G
Collagen alpha-1(1) chain G
Collagen alpha-1(1) chain G
Collagen alpha-1(1) chain G
Collagen alpha-1(1) chain G
Collagen alpha-1(1) chain G
Collagen alpha-1(1) chain G
Collagen alpha-1(1) chain G
Collagen alpha-1(1) chain G
Collagen alpha-1(1) chain G
Collagen alpha-1(1) chain G
Collagen alpha-1(1) chain G
Collagen alpha-1(1) chain G
Collagen alpha-1(1) chain G
Collagen alpha-1(1) chain G
Collagen alpha-1(1) chain G

ol
Collagen alpha-1(V) chain GN=COL5AL
Collagen alpha-1(V) chain GN=COLSAL
Collagen alpha-1(V) chain GN=COL5A1
Collagen alpha-1(V) chain GN=COL5AL
Collagen alpha-1(V) chain GN=COL5AL
Collagen alpha-1(V) chain GN=COLSAL
Collagen alpha-1(V) chain GN=COL5A1
Collagen alpha-1(V) chain GN=COL5AL
Collagen alpha-1(V) chain GN=COL5AL
Collagen alpha-1(VI) chain G}
Collagen alpha-1(VI) chain G}
Collagen alpha-1(VI) chain G}
Collagen alpha-1(VI) chain G}
Collagen alpha-1(VI) chain G}
Collagen alpha-1(VI) chain G}
Collagen alpha-1(XIl) chain Gl
Collagen alpha-1(Xil) chain Gl
Collagen alpha-1(XIl) chain Gl

Protein
accession

numbers

sp1PO1009|AL,
sp|PO1009|AL
sp|P01009|AL
sp1PO1009|AL,
sp|P01009|AL
sp|PO1009|AL,
sp|PO1009|AL
spIPOS733|EN:
sp|PO6733|EN:
spIPOS733|EN:
sp|PO6733|EN:
spIPOS733|EN:
sp|PO6733|EN:
spIPOS733|EN:
sp|PO6733|EN:
spIPOS733|EN:
sp|PO6733|EN:
spIPOS733|EN:
sp|PO6733|EN:
sp|POS089| AR
sp|Q9BXN1|AS
sp|QIBXN1|AS
sp|Q08211|Dk
sp|P98160|PG
sp|P9B160|PG
spIP21810|PG:
spP21810|PG
spIP21810/PG:
spP21810|PG
spIP21810/PG:
sp|P21810|PG
spIP21810|PG:
sp|P21810|PG
spIP21810|PG:
sp|P21810|PG
spIP21810|PG:
sp|P21810|PG
spIP21810|PG:
sp|P21810|PG:
spIP21810|PG:
sp|P21810|PG
spIP21810|PG:
sp|PO7339|CA'
sp|PO7339] CA
sp|PO7339|CA'
sp|PO7339] CA
sp|PO7339|CA'
sp|PO7339] CA
sp|PO7339|CA'
sp|PO7339] CA
splPo2452|CO
spIPo2452|cO
sp|Po2452|CO
spIPo2452|CO
sp|Po2452|CO
spIPo24s52|cO
sp|Po2452|CO
spIPo2452|cO
sp|Po2452|CO
spIPo24s52|cO
sp|Po2452|CO
spIPo2452|cO
sp|Po2452|CO
spIPo24s52|cO
sp|P02452|CO
spIPo2452|cO
sp|Po2452|CO
spIPo24s52|cO
sp|P02452|CO
spIPo2452|cO
sp|Po2452|CO
spIPo2452|cO
sp|Po2452|CO
sp|P02458|CO
sp|P02461|CO
sp|Po2461|CO
sp|P02461|CO
spIPo2461|CO
sp|P02461|CO
sp|Po2461|CO
sp|P02461|CO
sp|Po2461|CO
sp|P02461|CO
sp|Po2461|CO
sp|P20908|CO
sp1P20908|CO
sp|P20908|CO
sp1P20908|CO
sp|P20908|CO
sp1P20908|CO
sp|P20908|CO
sp1P20908|CO
sp|P20908|CO
spIP12109]cO
sp|P12109|cO
spIP12109]cO
sp|P12109|cO
spIP12109]cO
sp|P12109|cO
sp|Q99715|CO
sp|Q99715|cO
sp|Q99715|CO

Protein
identification
probability

100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%

Exclusive
unique
peptide
count

5 000NN LN DDA NO DN PN DRSO NN NN NN

Exclusive
unique
spectrum
count

Exclusive

Percentage Percentage

of total
spectra

0.03%
0.03%
0.03%
0.03%
0.03%
0.02%
0.06%
0.06%
0.06%
0.06%
0.06%
0.06%
0.06%
0.06%
0.06%
0.03%
0.03%
0.03%
0.01%
0.01%
0.01%
0.01%
0.00%
0.01%
0.10%
0.10%
0.10%
0.10%
0.10%
0.10%
0.10%
0.10%
0.10%
0.10%
0.10%
0.10%
0.10%
0.10%
0.10%
0.01%
0.01%
0.02%
0.02%
0.05%
0.05%
0.05%
0.05%
0.05%
0.05%
0.35%
0.35%
0.35%
0.35%
0.35%
0.35%
0.35%
0.35%
0.35%
0.35%
0.35%
0.35%
0.35%
0.35%
0.35%
0.35%
0.11%
0.11%
0.11%
0.11%
0.11%
0.11%
0.11%
0.00%
0.03%
0.03%
0.03%
0.03%
0.09%
0.09%
0.09%
0.09%
0.09%
0.09%
0.04%
0.04%
0.04%
0.04%
0.04%
0.04%
0.03%
0.03%
0.03%
0.05%
0.05%
0.05%
0.05%
0.05%
0.05%
0.02%
0.02%
0.02%

sequence
coverage
0.00%
0.00%
0.00%
0.00%
0.00%
0.00%
0.00%
0.00%
0.00%
0.00%
0.00%
0.00%
0.00%
0.00%
0.00%
0.00%
0.00%
0.00%
0.00%
5.59%
632%
632%
0.00%
0.23%
0.23%
0.00%
0.00%
0.00%
0.00%
0.00%
0.00%
0.00%
0.00%
0.00%
0.00%
0.00%
0.00%
0.00%
0.00%
0.00%
0.00%
0.00%
437%
437%
12.90%
12.90%
12.90%
12.90%
12.90%
12.90%
2.46%
2.46%
2.46%
2.46%
2.46%
2.46%
2.46%
2.46%
2.46%
2.46%
2.46%
2.46%
2.46%
2.46%
2.46%
2.46%
355%
355%
355%
355%
355%
355%
355%
061%
1.02%
1.02%
1.02%
1.02%
1.91%
1.91%
1.91%
1.91%
1.91%
1.91%
0.00%
0.00%
0.00%
0.00%
0.00%
0.00%
0.00%
0.00%
0.00%
6.23%
6.23%
6.23%
6.23%
6.23%
6.23%
212%
2.12%
212%

Peptide sequence
LVDKFLEDVKK
LNQPDSQLALTTGNG
LTHDIITKFLENEDR
LLRTLNQPDSQLQ
VLGQLGITKVFSNGADLSG
LLRTLNQPDSQLALTTGNG
LLRTLNQPDSQLQ
LAKYNQLLRIEEELGSK
SGKYDLDFKSPDDPSRY
FAPNILENKEGLEL
AVPSGASTGIVEALE

VVSIEDPFDQDDWGA
VVSIEDPFDQDDWGAWQK
GNPTVEVDLFTSKG
AAVPSGASTGIVEALE
LLRIEEELGSK
VVSIEDPFDQDDWGAWQK
FTPATGTPVVGGLTYREG
LTSVPTNIPFDTR
LSEIPLNLPKS
FATPEQISMDLKNE
LADLDELLIR

LAGIDTLLIR

IELEDLLR
LHLDHNKIQAIELEDLLR
LRISEAKLTGIPKDLPET
VPSGLPDLKL
IQAIELEDLLR
LTGIPKDLPETLNE
LFNNPVPYWEVQPAT
VPSGLPDLKLLQ
ISEAKLTGIPKDLPETLNE
LRISEAKLTGIPKDLPETLNE
ISPDTTLLDLONNDISE
FDGLKLNY
ISLFNNPVPYWEVQPAT
LENSGFEPGAFDGLKLNY

IVDTGTSLMVGPVDEVRE
LMVGPVDEVRE
IAAKFDGILG

ILGDVFIGR
IVDTGTSLMVGPVDEVR
FYLSRDPDAQPGGELM
IVDTGTSLMVGPVDEVRE
FLPQPPQE

GPPSAGFDF
GPPSAGFDFSFLPQ.
FDFSFLPQPPQ
GPPSAGFDFSF
SAGFDFSFLPQPPQ
GPPGPPSAGFDF
FDFSFLPQPPQE
GPPGPPSAGFDFS
GLDGAKGDAGPA
GPPSAGFDFSFLPQPPQ
GPPSAGFDFSFLPQPPQE
GFSGLDGAKGDAGPA
FSGLDGAKGDAGPA
GPPSAGFDFSFLPQPP

GPPSAGFDFS

GLDGAKGDAGPA
GPAGARGNDGATGAA
GPQGIAGOR

GPPGPPSAGFDFS
GFSGLDGAKGDAGPA
GPPSAGFDFS

FSGLDGAKGDAGPA

GPQGLAGQR

GIAGITGAR

GPLGIAGITGARG
GPLGIAGITGARGLA
GPLGIAGITGAR

PGADGVPGKDGPR

IAGITGARGLA

GPLGIAGITGARG
GPLGIAGITGARGLA
GPLGIAGITGAR

PLGIAGITGAR

GPPGTMLMLP

AQESQAQAILQQAR
GPPGEVIQPLPIQASRT
VSAQESQAQAILQQARLA
GPMVSAQESQAQAILQQAR
VSAQESQAQAILQQAR
VSAQESQAQAILQQAR
VSAQESQAQAILQQARLA
GPPGEVIQPLPIQASRT
LHYSDEVEIIQG

VAITPDHLEPRLS
LQWMAGGTFTGEA
FINDATDVNDALGYVTR
LASAVDAMDFINDATDVNDALGYVTR
AVDAMDFINDATDVNDALGYVTR
FNQMLNQIPNDYQSSR
FKTNWSPAGENVFS
FGSSDKMETILNGDENT

Best
Best Peptide SEQUEST  Best

identification ~ XCorr ~ SEQUEST Mascot
probability  score  DCn score lon score

99.70% 261 0427
99.70% 329 0463
99.70% 386 0524
99.70% 334 0576
99.70% 387 0588
99.70% 402 0483
99.70% 229 0280
99.70% 308 0369
99.70% 278 0387
99.70% 273 0427
99.70% 263 0446
99.70% 357 0513
99.70% 305 0554
99.70% 430 0582
99.70% 328 0614
99.70% 238 0402
99.70% 313 0439
99.70% 468 0.606
99.70% 351 0470
99.70% 197 0379
99.70% 283 0484
99.70% 384 0531
99.70% 344 0276
99.70% 330 0399
99.70% 226 0090
99.70% 369 0297
99.70% 338 0304
99.70% 173 0310
99.70% 288 0374
99.70% 249 0385
99.70% 339 0397
99.70% 312 o041
99.70% 341 0414
99.70% 289 0425
99.70% 336 0450
99.70% 267 0457
99.70% 421 0489
99.70% 371 0517
99.70% 268 0633
99.70% 285 0301
99.70% 262 0343
99.70% 216 0318
99.70% 449 0591
99.70% 249 0325
99.70% 228 0362
99.70% 249 0424
99.70% 305 0505
99.70% 290 0533
99.70% 472 0575
99.70% 202 0138
99.70% 149 0172
99.70% 239 0310
99.70% 252 0311
99.70% 299 0355
99.70% 229 0363
99.70% 291 0391
99.70% 208 0416
99.70% 249 0448
99.70% 322 0476
99.70% 355 0494
99.70% 371 0523
99.70% 452 0532
99.70% 468 0534
99.70% 354 0560
99.70% 303 0567
99.70% 250 0360
99.70% 268 0417
99.70% 319 0421
99.70% 236 0483
99.70% 416 0520
99.70% 244 0582
99.70% 458 0580
99.70% 319 0421
99.70% 209 0450
99.70% 277 0462
99.70% 342 0522
99.70% 382 0572
99.70% 264 0339
99.70% 265 0423
99.70% 311 0452
99.70% 348 0507
99.70% 355 0516
99.70% 241 0534
99.70% 219 0424
99.70% 400 0448
99.70% 373 0459
99.70% 377 0478
99.70% 462 0479
99.70% 458 0499
99.70% 509 0482
99.70% 429 0548
99.70% 402 0580
99.70% 253 0192
99.70% 18 0297
99.70% 202 0464
99.70% 264 0488
99.70% 398 0545
99.70% 531 0590
99.70% 324 0400
99.70% 218 0442
99.70% 389 0518

Best

390
s
584
206
793
54.1
301
277
26
363
583
311
6.7
67.7
a71
359
263
575
59.1
448
306
60.1
652
40.6
545
341
332
583
56.0
255
2.1
511
a1s
203
60.0
326
324
443
262
291
334
374
799
a5.7
22
283
637
a5.7
727
341
49.9
403
434
217
435
242
284
784
700
572
366
823
849
219
718
50.1
284
423
571
714
645
200
423
317
321
622
655
345
368
521
659
576
162
284
419
715
816
602
819
855
736
45.0
375
270
349
59.4
741
1140
35
2.1
a21

Best
Mascot
Identity
score
298
333
341
320
330
339
312
320
320
334
334
335
313
294
318
336
339
304
327
338
336
295
330
305
254
321
323
301
279
306
325
339
276
335
320
336
319
345
338
285
319
263
326
343
327
295
291
341
326
344
316
304
328
329
209
327
301
326
306
313
335
329
320
324
333
296
315
322
302
311
329
310
327
302
302
298
288
292
329
282
284
274
283
27.0
322
336
328
335
344
337
334
327
315
327
327
313
335
335
323
322
328
299

Best

Mascot  Number of Number of Numberof Number of Number of
enzymatic
termini

Delta lon

score

210
s
436
206
793
387
160
136
13
363
583
175
6.7
67.7
a71
22
110
575
59.1
448
306
60.1
395
283
261
120
219
295
431
255
140
336
21
203
483
181
324
443
262
166
148
157
799
263
22
141
637
a5.7
604
46
316
263
279
217
264
242
96
602
513
46.3
203
552
67.1
219
592
275
170
0.0
434
56.1
542
521
0.0
01
321
434
655
199
199
521
49.9
576
162
15
262
715
516
500
701
67.7
736
349
129
0.0
349
59.4
741
1140
35
2.1
a21

identified
+1H spectra +2H spectra +3H spectra +4H spectra
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Calculated
+1H Peptide
Mass (AMU)

1585.78
1843.96
1525.83
1876.02
2069.10
1525.83
2004.11
1989.92
1586.84
1464.72
1496.76
1286.73
1692.74
2134.97
1463.74
1535.76
1286.73
2134.97
1822.93
1460.77
1210.70
1622.77
1170.67
1084.67
1000.57
217020
1981.13
1038.62
131275
1539.83
1774.88
1279.76
2068.12
2337.30
1887.92
969.50
1975.00
1970.95
1640.96
1539.83
1038.62
1243.64
1932.96
1243.64
1004.58
989.58
1803.92
1811.83
1932.96
955.49
894.40
1466.70
1322.64
112850
1537.73
1145.53
1451.68
1232.56
1028.50
1788.86
1917.90
1319.62
1262.60
1660.80
981.43
1028.50
124258
883.47
123256
1319.62
981.43
1262.60
883.47
815.47
1139.65
1323.77
1082.63
1222.62
999.59
1139.65
1323.77
1082.63
1025.61
1045.51
1541.80
1759.97
1912.02
2013.02
1727.90
1727.90
1912.02
1759.97
1402.69
1447.79
1368.63
1883.91
277330
2502.15
1954.91
1583.75
1857.82

Median Retention Time Total TIC

4,977.88
6,875.47
4,643.69
7,666.30
5,690.56
3,887.19
6,932.90
5,089.54
7,570.14
6,618.71
8,634.74
528263
8,569.66
8,484.07
6,443.75
5,856.76
4,233.41
7,346.33
5,412.40
6,106.10
6,210.56
6,801.37
7,850.43
6,673.22
7,584.44
717734
5,891.87
7,061.66
8,300.46
6,203.37
8,064.55
7,556.88
634433
6,551.40
7,464.82
634123
9,047.03
8,032.06
917851
5,625.92
6,366.13
5,329.05
6,496.07
4,560.37
5429.11
5,684.31
5,182.50
4,623.58
523824
4,980.29
6,697.48
8,721.79
8,406.93
8,257.71
8,660.00
6,766.02
8,421.88
6,426.12
2,393.43
8,544.66
8,606.73
4,333.52
4,206.41
8,990.53
7,264.00
1,765.47
1,378.06
1,557.79
5,620.17
3323.83
4,785.07
311137
1,557.79
3,625.29
5750.33
6,854.49
5,787.41
1,639.06
4,015.04
4,984.00
9,320.19
5,019.91
4,818.66
7,047.43
5,053.70
5,938.76
694331
6,211.56
5,466.24
4,380.79
5,988.05
5,685.67
5,746.76
5175.77
7,448.62
7,148555
9,262.93
8,939.03
5743.26
6,656.10
5,822.95

206,534.00
160,958.00
314,076.00

1,101,580.00
446,286.00
456,283.00
1,436,800.00
65,552.50
669,241.00
225,040.00
426,736.00
317,561.00
504,381.00
125,911.00
1,268,050.00
684,183.00
441,223.00
468,368.00
414,427.00
922,780.00
1,560,260.00
782,965.00
353,213.00
231,771.00
£9,207.40
216,577.00
314,931.00
170,460.00
201,013.00
712,945.00
1,517,430.00
211,759.00
1,280,740.00
572,200.00
227,561.00
1,091,150.00
248,724.00
129,518.00
245,452.00
604,215.00
177,296.00
69,478.40
194,485.00
896,552.00
548,999.00
114,689.00
144,705.00
103,947.00
297,631.00
2,582,960.00
348,213.00
45,750.80
233,505.00
977,449.00
31,989.70
182,233.00
59,624.60
175,067.00
6,112,860.00
83,881.20
6,062,990.00
1,304,040.00
12,900,000.00
12,100,000.00
184,803.00
31,700,000.00
50,022.90
70,721.80
53,465.30
3,006,710.00
6,765,780.00
3,104,940.00
5,013,940.00
53,465.30
54,491.70
1,227,070.00
3,812,750.00
2,194,180.00
10,885.40
1,145,590.00
1,802,650.00
4,398,810.00
836,742.00
152,590.00
109,671.00
262,942.00
1,746,200.00
1,484,590.00
172,120.00
4,227,270.00
752,268.00
1,007,090.00
373,513.00
984,944.00
671,031.00
126,584.00
78,946.80
342,575.00
304,039.00
260,861.00
92,846.90
152,875.00



Collagen alpha-1(xIl) chain GN=COL12A1
Collagen alpha-1(XIV) chain GN=COL14A1
Collagen alpha-1(XIV) chain GN=COL14A1
Collagen alpha-1(XIV) chain GN=COL14A1
Collagen alpha-1(XIV) chain GN=COL14A1
Collagen alpha-1(XIV) chain GN=COL14A1
Collagen alpha-1(XIV) chain GN=COL14A1
Collagen alpha-1(XIV) chain GN=COL14A1
Collagen alpha-1(XIV) chain GN=COL14A1
Collagen alpha-1(XIV) chain GN=COL14A1
Collagen alpha-1(XIV) chain GN=COL14A1
Collagen alpha-1(XIV) chain GN=COL14A1
Collagen alpha-1(XIV) chain GN=COL14A1
Collagen alpha-1(XIV) chain GN=COL14A1
Collagen alpha-1(XIV) chain GN=COL14A1
Collagen alpha-1(XIV) chain GN=COL14A1
Collagen alpha-1(XIV) chain GN=COL14A1
Collagen alpha-1(XIV) chain GN=COL14A1
Collagen alpha-1(XIV) chain GN=COL14A1
Collagen alpha-1(XIV) chain GN=COL14A1
Collagen alpha-1(XIV) chain GN=COL14A1
Collagen alpha-1(XVI) chain GN=COL16A1
Collagen alpha-1(XVIll) chain GN=COL18A1
Collagen alpha-1(XVIll) chain GN=COL18A1
Collagen alpha-2(1) chain GN=COL1A2
Collagen alpha-2(1) chain G

Collagen alpha-2(1V) chain GN=CO!
Collagen alpha-2(IV) chain G}
Collagen alpha-2(1V) chain GN=COL4A2
Collagen alpha-2(IV) chain GN=COL4A2
Collagen alpha-2(V) chain GN=COL5A2
Collagen alpha-2(V) chain GN=COL5A2
Collagen alpha-2(V) chain GN=COL5A2
Collagen alpha-2(V) chain GN=COL5A2
Collagen alpha-2(VI) chain GN=COI

Collagen alpha-2(VI) chain G}
Collagen alpha-2(VI) chain GN=(
Collagen alpha-2(VI) chain G}
Collagen alpha-2(VI) chain GN=(
Collagen alpha-2(VI) chain G}
Collagen alpha-2(VI) chain GN=(
Collagen alpha-2(VI) chain G}
Collagen alpha-2(VI) chain GN=(
Collagen alpha-2(VI) chain G}
Collagen alpha-2(VI) chain GN=(
Collagen alpha-2(VI) chain G}
Collagen alpha-2(VI) chain GN=(
Collagen alpha-2(VI) chain G}
Collagen alpha-2(VI) chain GN=COL6
Collagen alpha-2(VIll) chain GN:
Collagen alpha-3(VI) chain GN=COL6
Collagen alpha-3(VI) chain G}
Collagen alpha-3(VI) chain GN=(
Collagen alpha-3(VI) chain G}
Collagen alpha-3(VI) chain GN=(
Collagen alpha-3(VI) chain G}
Collagen alpha-3(VI) chain GN=(
Collagen alpha-3(VI) chain G}
Collagen alpha-3(VI) chain GN=(
Collagen alpha-3(VI) chain G}
Collagen alpha-3(VI) chain GN=(
Collagen alpha-3(VI) chain G}
Collagen alpha-3(VI) chain GN=(
Collagen alpha-3(VI) chain G}
Collagen alpha-3(VI) chain GN=(
Collagen alpha-3(VI) chain G}
Collagen alpha-3(VI) chain GN=(
Collagen alpha-3(VI) chain G}
Collagen alpha-3(VI) chain GN=(
Collagen alpha-3(VI) chain G}
Collagen alpha-3(VI) chain GN=(
Collagen alpha-3(VI) chain G}
Collagen alpha-3(VI) chain GN=(

sp|Q99715|CO
sp|Q05707|cC
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sp|Q05707|cC
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sp|Q05707|cC
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sp|Q05707|cC
sp|Q05707|CO
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sp|Q05707|CO
sp|Q05707|cC
sp|Q05707|CO
sp|Q05707|cC
sp|Q05707|CO
sp|Q05707|cC
sp|Q05707|CO
sp|Q05707|cC
sp|Q05707|CO
sp|Q07092|co
spIP39060|CO
sp|P39060|CO
sp|PO8123|cO
sp|PO8123|cO
sp|PO8123|cO
sp|PO8123|cO
sp|PO8123|cO
sp|PO8123|cO
sp|PO8123|cO
sp|PO8123|cO
spIPo8123|cO
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spIPo8123|cO
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spIP12110]CO
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spIP12110]CO
spIP12110|cO
spIP12110]CO
sp|P12110|cO
spIP12110]CO
spIP12110|cO
spIP12110]CO
sp|P12110|cO
spIP12110]CO
spIP12110|cO
spIP12110]CO
sp|P12110|cO
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spIP12111]cO

100.00%

212%

IATDPDDTHAYNVADFES
VRAPHPDQPEFTPVQDELEAMEL

MASDLI

LLAVLDDGSESEWT

VYAMFGEEASDPVTGQETT
DLASQAMVS

GERGDLQS R
VRAPHPDQPEFTPVQDELEAME
ISDSDVQQFRVTY
LVEKDFSSVEGVSMEPGTFN
APHPDQPEFTPVQDELEAMEL
MFGEEASDPVTGQETT
ITGPPTELITSEVTARS.
LTGVFTTEEVPAQQYLEIDEVTTDSFR
ITGPPTELITSEVTAR

F

<

GEQ
MLPDSTEIDQDTINR

ALETTQY
VGVVQYSHEGTFEA
LAQPGFFDRF
VALLQFGGPGEQQ
LGSDVDMDVLTTLSLGDRAA
IHEALETTQYLNS
LGSDVDMDVLTTLSLGDR
LAQPGFFDRF
LGSDVDMDVLTTLSLGDRAA
LRPNDQVWVQMPSDQANG
AE]

FDFDEYQPEMLEKFR

LVFT
IAFVITGGKSVEDAQDVS

LIDGSQSAGPEFQYVRT

0000000000000 0000000000000000000000000000000000000000000000000000000000000000000000000000000000000000000GO

N H N R R H P OWOMNNRORNNRROOK R LOOO R

E N R P H L HOOORLRHONROOOORNORRREENNANNR R WN R LR R

©C 000000 rRHENOOOROORHHRNOROOOOOOOOOOOOOOOO0OROOORONOOOOOOOOOOC0000000000000000000000000000ROWNONOROOOOONROOO R K O

© 0000000000000 00000000000000000000000000000000000000000000000000000000000000000000000R00000000000000000000G0

1980.85
2648.27

5,775.83
8,339.64
430479
4,777.69
8,109.46
6,796.67
5,653.74
3,179.70
6,053.60
6,068.55
5,947.66
8,095.33
5,353.53
6,753.50
897011
6,676.52
847899
6,473.66
6,401.52
5,155.03
6,580.67
7,297.69
5,466.48
4,688.29
2,230.85
3,52.85
2,446.25
3,865.24
2,685.25
3,742.89
6,024.07
434611
5,686.38
7,174.94
9,543.64
6,607.92
6,830.43
6,980.32
7,483.65
9,516.96
7,580.47
7,290.29
6,809.31
6,588.50
1,935.28
2,653.30
2,351.49
2,790.99
4,668.67
2,333.63
2,711.28
5,198.81
3,205.33
6,175.13
5,524.27
6,259.36
5,904.81
5,635.19
6,243.35
5,402.00
6,142.93
5,877.87
5,806.55
5,619.40
7,342.70
6,451.61
5,289.24
8,494.71
6,607.07
8,068.71
870491
7,608.95
5,696.52
5,262.63
4,206.30
5,264.00
7,526.59
6,978.13
8,392.91
5,104.68
7,884.93
6,345.32
7,171.49
5,988.10
7,586.93
472393
6,443.63
7,874.72
4,906.76
6,666.08
6,559.80
5,808.65
6,676.64
485572
5,003.32
5,830.86
6,141.54
6,603.55
5,819.31
6,596.91
8,155.43
7,670.16
871366
9,808.32
10,070.90
6,800.15
5,885.54

58,043.60
121,081.00
426,436.00
414,987.00

22,179.20
383,667.00
82,340.60
49,980.10
7,784,130.00
203,579.00
39,889.00
111,392.00
1,031,990.00
473,618.00
253,867.00
949,147.00
1,982,370.00
812,348.00
6,948,940.00
1,269,530.00
390,406.00
253,618.00
370,160.00
227,848.00
20,562.20
76,215.20
26,543.90
339,034.00
128,478.00
2,028,180.00
11,500,000.00
46,336.40
3,027,140.00
1,601,400.00
81,100,000.00
8,334,980.00
13,400,000.00
82,600,000.00
87,500,000.00
74,700,000.00
11,900,000.00
7,703,980.00
44,300,000.00
36,300,000.00
19,960.40
367,114.00
76,981.00
253,971.00
1,068,970.00



Collagen alpha-3(VI) chain GN=(
Collagen alpha-3(VI) chain G}
Collagen alpha-3(VI) chain GN=(
Collagen alpha-3(VI) chain G}
Collagen alpha-3(VI) chain GN=(
Collagen alpha-3(VI) chain G}
Collagen alpha-3(VI) chain GN=(
Collagen alpha-3(VI) chain G}
Collagen alpha-3(VI) chain GN=(
Collagen alpha-3(VI) chain G}
Collagen alpha-3(VI) chain GN=(
Collagen alpha-3(VI) chain G}
Collagen alpha-3(VI) chain GN=(
Decorin GN=DCN

Decorin GN=DCN

Decorin GN=DCN

Decorin GN=DCN

Decorin GN=DCN

Decorin GN=DCN

Decorin

EMILIN-1 GN=EMILINT
Fibrinogen alpha chain GN=FGA
Fibrinogen alpha chain GN=FGA
Fibrinogen alpha chain GN=FGA
Fibrinogen alpha chain GN=FGA
Fibrinogen alpha chain GN=FGA
Fibrinogen alpha chain GN=FGA
Fibrinogen alpha chain GN=FGA
Fibrinogen alpha chain GN=FGA
Fibrinogen alpha chain GN=FGA
Fibrinogen alpha chain GN=FGA
Fibrinogen alpha chain GN=FGA
Fibrinogen alpha chain GN=FGA
Fibrinogen beta chain GN=FGB
Fibrinogen beta chain GN=FGB
Fibrinogen gamma chain G
Fibrinogen gamma chain
Fibrinogen gamma chain
Fibrinogen gamma chain
Fibrinogen gamma chain
Fibrinogen gamma chain
Fibrinogen gamma chain
Fibrinogen gamma chain
Fibrinogen gamma chain
Fibrinogen gamma chain
Fibrinogen gamma chain
Fibrinogen gamma chain
Fibrinogen gamma chain
Fibrinogen gamma chain
Galectin-3 GN=LGALS3
Galectin-3 GN=LGALS3
Gelsolin GN=GSN
Gelsolin GN=GSN
Gelsolin GN=GSN
Gelsolin GN=GSN
Gelsolin GN=GSN
Gelsolin GN=GSN
Gelsolin GN=GSN
Gelsolin GN=GSN
Gelsolin GN=GSN
Gelsolin GN=GSN
Gelsolin GN=GSN
Gelsolin GN=GSN
Gelsolin GN=GSN
Gelsolin GN=GSN
Gelsolin GN=GSN
Gelsolin GN=GSN
Isoform 14 of Fibronectin GN=FN1
Isoform 14 of Fibronectin GN=FN1
Isoform 15 of Fibronectin GN=FN1
Isoform 15 of Fibronectin GN=FN1
Isoform 3 of Dystonin GN=DST
Isoform 3 of Periostin GN=POSTN
Isoform 3 of Periostin GN=POSTN
Isoform 3 of Periostin GN=POSTN
Isoform 3 of Periostin GN=POSTN
Isoform 3 of Periostin GN=POSTN
Isoform 3 of Periostin GN=POSTN
Isoform 3 of Periostin GN=POSTN
Isoform 3 of Periostin GN=POSTN
Isoform 3 of Periostin GN=POSTN
Isoform 4 of Plectin GN=PLEC
Isoform 4 of Plectin GN=PLEC
Isoform 4 of Plectin GN=PLEC
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Isoform 5 of Protein disulfide-isomerase A6 GN=PDIAG
Isoform B of Collagen alpha-1(X) chain G|
Isoform B of Collagen alpha-1(XI) chain GN=COL11A1

Lumican GN=LUM
Lumican GN=LUM
Lumican GN=LUM
Lumican GN=LUM
Lumican GN=LUM
Lumican GN=LUM
Lumican GN=LUM
Lumican GN=LUM
Lumican GN=LUM
Lumican GN=LUM
Lumican GN=LUM
Lumican GN=LUM
Lumican GN=LUM
Lumican GN=LUM
Lumican GN=LUM
Lumican GN=LUM
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sp|Q07507|DE
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sp|Q9Y6C2|EN
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sp|PO2671]FIB
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sp|PO2671]FIB
sp|PO2671FIB
sp|PO2671]FIB
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sp|PO2671]FIB
sp|PO2671FIB
sp|PO2671]FIB
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sp|P02679-2|F
sp|PO2679-2(F
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sp|PO2679-2(F
sp|P02679-2|F
sp|PO2679-2(F
sp|P02679-2|F
sp|PO2679-2(F
sp|P02679-2|F
sp|PO2679-2(F
sp|P02679-2|F
sp|P17931|LEC
spIP17931|LEC
sp|P06396| GEI
5p|P06396| GEI
sp|P06396|GEI
5p|PO6396| GEI
sp|P06396| GEI
5p|PO6396| GEI
sp|P06396| GEI
5p|PO6396| GEI
sp|P06396| GEI
5p|PO6396| GEI
sp|P06396|GEI
5p|PO6396| GEI
sp|P06396| GEI
5p|PO6396| GEI
sp|P06396|GEI
5p|PO6396| GEI
sp|P02751-14|
sp|P02751-14]
sp|P02751-15|
sp|P02751-15]
sp|Q03001-3¢
sp1Q15063-3[F
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sp1Q15063-3[F
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sp1Q15063-3[F
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sp1Q15063-3[F
sp|Q15063-3F
sp1Q15063-3[F
sp|Q15149-4F
splQ15149-4[F
sp|Q15149-4F
sp|Q15084-5F
sp|P12107-2]C
spIP12107-2]C
splP51884|LUI
sp|P51884LUI
sp|P51884|LUI
sp|P51884LUI
splP51884|LUI
sp|P51884LUI
sp|P51884|LUI
sp|P51884LUI
sp|P51884|LUI
sp|P51884LUI
sp|P51884|LUI
sp|P51884LUI
splP51884|LUI
sp|P51884LUI
sp|P51884|LUI
sp|P51884LUI
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1598.85
1993.94

6,304.80
6,668.29
6,675.77
7,827.45
6,133.36
8,589.05
7,539.73
6,860.00
6,910.36

10,055.70
431553
5,978.86
7,318.20
423505
4,047.96
9,174.32
8,235.64
5,443.09
7,355.10
6,543.91
4,886.37
7,181.84
6,215.31
8,492.25
6,543.29
8,397.73
5,712.80
5,594.35
7,557.40
5,061.25
8,207.09
8,377.40
3,109.44
4,050.07
6,607.18
4,805.45
2,100.41
4,02832
3,478.36
7,270.59
7,270.59
7,631.11
7,631.11
8,251.58
8,251.58
9,250.93
9,250.93
8,617.98
8,617.98
8,213.68
8,213.68
7,194.95
7,194.95
5,618.34
5,406.20
4,24627
7,895.79
6,191.33
8723.12
7,423.76
7,118.62
8,513.84
5,564.42
7,931.49
5,688.81
7,712.75
8,704.37
4,578.84
8,521.57
479023
6,996.94
8,943.48
6,797.29
2,473.30
8,406.59
4,947.40
7,265.75
5,764.71
7,400.40

10,338.00
8,215.85
6,600.24
6,884.61
5,950.49
8,565.85
2,861.27
5,988.47
7,468.91
822930
7,047.43
5,847.44
6,167.57
5,995.52
8,541.42
5,945.41
5,633.86
6,953.39
5217.74
8,094.24
6,037.11
7,352.31
8,000.37
6,709.31
9,592.51
6,524.24
8,134.75
6,948.88

290,805.00
296,701.00
305,999.00
470,320.00
386,091.00
185,219.00

1,642,580.00

1,918,970.00

317,966.00
247,014.00
325,738.00
223,724.00

38,284.00
147,874.00
77,999.70
248,112.00
166,173.00
1,614,430.00
178,692.00
744,654.00
109,702.00
125,115.00
7,840,240.00
22,338.60
826,155.00
2,536,140.00
4,304,140.00
966,067.00
4,051,450.00

133,384.00



Peroxiredoxin-S, mitochondrial GN=PRDXS
Phosphatidylethanolamine-binding protein 1 GN=PEBP1
Phosphatidylethanolamine-binding protein 1 GN=PEBPL
Phosphatidylethanolamine-binding protein 1 GN=PEBP1
Phosphatidylethanolamine-binding protein 1 GN=PEBPL
Phosphatidylethanolamine-binding protein 1 GN=PEBP1
Phosphatidylethanolamine-binding protein 1 GN=PEBPL
Phosphatidylethanolamine-binding protein 1 GN=PEBP1
Phosphatidylethanolamine-binding protein 1 GN=PEBPL
Phosphatidylethanolamine-binding protein 1 GN=PEBP1
Plasminogen activator inhibitor 1 RNA-binding protein GN=SERBP1
Prelamin-A/C GN=LMNA

Prolargin
Prolargin
Prolargin
Prolargin
Prolargin
Prolargin
Prolargin
Prolargin

disulfide-isomerase GN=P4HB
Scavenger re:emurc\ass»xmembers GN=SCARAS PE=2 5V=1
Talin-1 GI
Talin-1 GN=" I.Nl

Talin-1 GN=TLN1

Tenascin-R GN=TNR

Tenascin-X GN=TNXB.

Tenascin-X GN=TNXB.

Tensin-1 GN=TNS1

Transforming growth factor-beta-induced protein ig-h3 GN=TGFBI

Transforming growth factor-beta-i
Tryptase alpha/beta-1 GN=TPSABL
Versican core protein GN=VCAN
Vimentin M

duced protein ig-h3 GN=TGF8I
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Vimentin GN=
Xeray repair cross-complementing protein 5 G
X-ray repair cross-complementing protein 5 GN=XRCCS
Xeray repair cross-complementing protein 5 GN=XRCCS

5pIPS5083-2IN
spP55083-2h
5pIPS5083-2IN
sp|P55083-2 1
sp|P55083|MF
sp|P30044|PRI
sp|P30044|PRI
sp|P30044|PRI
sp|P30044|PRI
sp|P30086|PEL
sp|P30086 | PEE
sp|P30086|PEL
sp|P30086 | PEE
sp|P30086|PEL
sp|P30086 | PEE
sp|P30086|PEL
sp|P30086 | PEE
sp|P30086|PEL
sp|Q8NC51|PA
sp|PO2545|LM
sp1PO2545|LM
spP51888|PRI
sp|P51888|PRI
sp|P51888|PRI
sp|P51888|PRI
sp|P51888|PRI
sp|P51888|PRI
sp|P51888|PRI
sp|P51888|PRI
sp|P07237PDI
sp|P07237|PDI
sp|P07237PDI
sp|P07237|PDI
sp|P07237PDI
sp|P07237|PDI
sp|P07237PDI
sp|Q6ZMI2|SC
sp|Q9Y490| TLI
splQgvao|Tu
sp|Q9Y490| TLI
sp|Q92752|TEl
sp|P22105|TEN
sp|P22105|TE!
sp|QOHBLO|TE
sp|Q15582|8G
sp|Q155828G
sp|Q15582|8G
sp|Q1558286
sp|Q15661| TR
spIP13611|Cst
sp|POBSTO|VIN
sp|POBE70|VI
sp|POBSTO|VIN
sp|POBE70|VIN
sp|POBSTO|VIN
sp|POBE70|VIN
sp|POBSTO|VIN
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sp|POBSTO|VIN
sp|POBE70|VIN
sp|POBSTO|VIN
sp|POBE70|VIN
sp|POBSTO|VIN
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sp|POBE70|VIN
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sp|POBE70|VIN
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sp|POBE70|VIN
sp|POBSTO|VIN
sp|POBE70|VIN
sp|POBSTO|VIN
sp|P13010|XR(
spIP13010|XR(
sp|P13010|XR(
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