Table 2: Peptidomic analysis of HF3-treated skin by LC-MS/MS:

FHEY Mas

User
Email

Search title
MS data file
Database
Timestamp
Protein hits

18 May 2009 at 18:16:08 GMT
IPI00845802 Tax Id=10090 Gene_Symbol=Hba-al;Hba-a2 hemoglobin alpha, adult chain 2
IPI00869381 Tax Id=10090 Gene_Symbol=Apoa2 apolipoprotein A-II

IPI00885793 Tax Id=10090 Gene Symbol=Fga fibrinogen, alpha polypeptide isoform 1
IPI00553333 Tax Id=10090 Gene_Symbol=Hbb-bl Hemoglobin subunit beta-1

IPI00316491 Tax Id=10050 Gene_ Symbol=Hbb-b2 Hemoglobin subunit beta-2

IPI00170288 Tax Id=10090 Gene Symbol=Flg similar to filaggrin

IPI00831055 Tax Id=10090 Gene_ Symbol=Hbb-bl Beta-globin

IPI00654081 Gene_Symbol=F13al Putatiwve uncharacterized protein
IPI00406870 Tax Id=1009¢ Gene Symbol=Flgz Filaggrin-2

IPI00124742 Tax Id=10030 Gene_Symbol=Eif4h Iscform Long of Bukaryotic translation initiation factor 4H
IPI004598924 Tax Id=10090 Gene_Symbol=Calr 57-KD Calcium-binding protsin (Fragment)
IPI00121318 Tax Id=10030¢ Gene= Symbol=Crip2 Cysteine-rich protein 2

Probability Based Mowse Score

Tons score 15 -10¥Log(P), where P 1s the probability that the observed match 1s a random event.
Individual 1ons scores > 52 indicate 1dentity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

Errort tey SEtting browser cahe to astanstic.

Peptide Summary Report

Format As | | Peptide Summary =l Help
Significance threshold p< |0.05 Max. number of hits AUTO
Standard scoring © MudPIT scoring © Ions score or expect cut-off |0 Show sub-sets IU

Show pop-ups @ Suppress pop-ups ©  Sort unassigned | Decreasing Score | Require bold red

Select Al Select None Search Selected | ™ Ervor tolerant | Archive Report
1. IPI00845B802 Mass: 15103 Score: B&2 Queries matched: 166 emPAI: 67515.04

Tax Id-10050 Gene_ Symbol-Hba-al;Hba-a2 hemoglobin alpha, adult chain 2

[T Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) Delta Miss Score Expect Rank Peptide

5 623.2996  622.2923  622.2962 -0.003% O 4 4.6e+003 6 F.ASFPTT.K

27 381.1796  760.3447 760.3544 -0.0088 O 20 1.2e+002 4 Y.FPHFDV.S

28 381.1805 760.3465 760.3544 -0.0080 0  (20) 1.3e+002 4 Y.FPHFDV.S
[ 35 423.7214 845.4282 845.4396 -0.0114 O 33 7.5 1 L.RVDEVNF.K

27 424.7019  947.3893  B47.3865 0.0028 O 23 58 7 Y.FPHFDVS.H
¥ 38 426.7242 851.4338 B851.4389 -0.0051 O 53 0.049 1 F.ASFPTTKT.Y
[ 39 426.7243 951.4341 B851.4389 -0.0048 0  (38) 1.9 1 F.ASFPTTET.Y
[ 41 432.7427 863.4709 863.4752 -0.0043 0 33 5.1 1 H.ASLDKFLA.S
[ 43 438.7146 9875.4147 875.4171 -0.0024 O 49 0.17 1  Y.GAEALERM.F

44 438.7156  875.4167  B75.4171 -0.0004 0  (35) 4.2 3 Y.GAEALERM.F
F 47 446.7586 891.5027 B91.5066 -0.0038 0 27 19 1 S.LDKFLASV.S

51 460.7488  919.4831 §19.4875 -0.0044 0 12 7.2e+002 7 L.SDLHAHKL.R
[ 52 461.2569 920.4992  920.5179 -0.0186 O 45 0.33 1 A.SVSTVLTSK.Y
W 62 475.7379 949.4612  949.4617 -0.0005 O 41 0.8 1 L.SALSDLHAH.K

63 476.2578 950.5010 950.5073 -0.0063 O 22 74 3  H.ASLDKFLAS.V

64 477.2460 $52.4774  §52.4879 -0.0105 O 16 2.4e+002 4 A.AWGKIGGHGA.E
[ &5 477.7314 953.4482 0953.4607 -0.0125 0 57 0.02 1 H.PADFTPAVH.A
[F &8 483.7386 965.4626 965.4640 -0.0014 O 22 44 1 A.EALERMFA.S
W 72 490.2738 978.5331 978.5386 -0.0055 0  (38) 1.6 1 A.SLDKFLASV.S
[ 73 490.2739 978.5332 978.5386 -0.0053 0 51 0.087 1 A.SLDKFLASV.S
W I8 494.7448 987.4751  987.4774 -0.0023 O 20 1.2e+002 1 W.GKIGGHGAEY.G
¥ 73 499.2749 $96.5353 996.5492 -0.0138 0 54 0.04 1 S.VSTVLTSKY.R
[ 83 508.2554 1014.4962 1014.5022 -0.0060 O a8 0.19 1 F.ASFPTTKTY.F
[F 85 512.2473 1022.4801 1022.4855 -0.0054 O 62 0.007 1 Y.GAEALERMF.A

87 513.2411 1024.4677 1024.4655 0.0023 0 18 1.7e+002 2  K.TYFPHFDV.S
¥ 88 513.2541 1024.4937 1024.4978 -0.0041 0 64 0.0041 1 H.PADFTPAVHA.S
[ 89 513.2563 1024.4981 1024.4978 0.0003 0  (40) 1.2 1 H.PADFTPAVHA.S
[ 34 519.2542 1036.4939 1036.5011 -0.0072 O 29 13 1 G.AEALERMFA.S
¥ 33 524.7623 1047.5100 1047.5196 -0.0086 0 29 16 1 L.SGEDKSNIKA.A
W 100 525.7919 1049.5692 1049.5757 -0.0065 O 57 0.023 1 H.ASLDKFLASV.S
[ 107 534.2634 1066.5123 1066.5043 0.0080 O 45 0.37 1 A.DALANAAGHLD.D
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A.SVETVLTSKY.R
L.RVDPVNFEL.L

H.HPADFTFAVH.A
H.HPADFTPAVH.A
. GAEALERMFA.S
-GAEALERMFA.S

TYFPHFDVE.H
SGEDESNIKAR.W

-GGHGAEYGAEAL.E
-ADALANAAGHLD.D

SAQVEGHGEEV.A
LSGEDESNIKA.A

-LEGEDKSNIFA.A
-HPADFTPAVHA.S

ASFPTTETYF.P

-GHLDDLPGALSA.L

SLDEFLASVST.V
DPVNFKLLSH.C
SHHPADFTPAV.H
GAEALERMFAS.F
SALSDLHAHKL.R
EALERMFASF.P
RVDPVNFELL.S
HHPADFTPAVH.A
LSGEDKSNIFAA.W

-AGHLDDLPGALSA.L

ASLDEFLASVST.V

-KTYFPHFDVE.H

IGGHGAEYGAEAL.E
GEKIGGHGAEYGAE.A
ASHHPADFTPAV.H
ADALANAAGHLDD.L
ASFPTTKTYFP.H
VLEGEDESNIKA.A
VLSGEDKSNIFA.A

-VLEGEDKSNIFA.A
-SLDKFLASVSTV.L
-LASVETVLTSKY.R

GHLDDLPGALSAL.S
DLHAEKLRVDP.V
DESNIFKARW.G

-SHHPADFTPAVH.RA
- SHHPADFTFAVH.A
- SHHFADFTFAVH.A

GAEALERMFASF.P

-VLSGEDKSNIFKAA.W

VLSGEDESNIFKAA.W

-HGSAQVKGHGKEV.A
-HGBAQVKGHGEEV.A

HGBAQVEGHGERV.A

-HGBAQVKGHGEEV.A
-HGEAQVEGHGEKV .A
-HGEAQVEGHGEKEV.A
-HGBAQVEGHGEKV .A

HGSAQVEGHGEEV .A
ASLDEFLABVSTV.L
AGHLDDLPGALSAL.S
SLDKFLASVSTVL.T
SLDKFLASVSTVL.T
SLDEFLASVSTVL.T
SHHPADFTPAVHA.S
ASHHPADFTFAVH.A
ASHHPADFTFAVH.A
EYGAEALERMFA.S
SHHPADFTPAVHA.S

. SHHPADFTPAVHA.S
-ASHHPADFTPAVH.A
V.SHGSAQVEGHGEEV.A
V.SHGSAQVEGHGEEV. A
N.AAGHLDDLPGALSAL.S
L.RVDPVNFELLSH.C
L.RVDPVNFELLSH.C
L.RVDPVNFELLSH.C
A.WGKIGGHGAEYGAE.RA
H.ASLDKFLASVSTVL.T
F.PTTKTYFFHFDV.S
L.ASHHPADFTPAVHA.S
L.ASHHPADFTPAVHA.S
L.ASHHPADFTPAVHA.S
A.SLDEKFLASVSTVLT.S
L.SGEDKSNIKAAWGK. I
A.EALERMFASFPTT.K



¥ 234 751.8510 1501.6873 1501.6950 -0.0076 42 0.56 A.AWGKIGGHGAEYGAE.A

286 501.5728 1501.6966 1501.6950 0.0017 (24) 39 A .AWGKIGGHGAEYGAE.A

380 506.5970 1516.7693 1516.7885 -0.0183 (23) 64 M.VLSGEDKSNIKAAW.G
¥ 351 759.3954¢ 1516.7763 1516.7885 -0.0122 26 3z M.VLSGEDKSNIKAAW.G
v 324 380.4534 1517.7845 1517.8063 -0.0218 (11) B8.6e+002 8 .HGSAQVEGHGKKVAD . A
a3l 380.4534 1517.7846 1517.8063 -0.0217 (20) 1.2e+002 5.HGSAQVKGHGEKVAD.A
v 298 380.4539 1517.7B67 1517.8063 -0.0196 (8) 1.9%9e+003 S.HGSAQVKGHGEKVAD.A
¥ 297 380.4543 1517.7882 1517.8063 -0.0181 23 56 8 .HGSAQVEGHGKKVAD . A
=

m
o
o

380.4544 1517.7BB7 1517.8063 -0.0176 (8) 1.7e+003 8.HGSAQVEGHGEKVAD.A

409  513.9136 1538.7190 1538.7406 -0.0216 (16) 2.32+002 F.PTTKTYFPHFDVS.H

[ 410 770.3720 1538.7294 1538.7406 -0.0111 3g 1.5 F.PTTKTYFPHFDVS.H

[ 426 724.4233 1566.8320 1566.8505 -0.0184 93 4.8e-006 A.SLDEKFLASVSTVLTS.K

W 427 784.4255 1566.8365 1566.8505 -0.0140 (47) 0.19 A.SLDKFLASVSTVLTS.K

¥ 428 524.2505 1560.7568 1569.7688 -0.0121 40 1.4 T.LASHHPADFTPAVEA.S

¥ 430 525.6051 1573.7935 1573.8100 -0.0165 34 5.1 M. VLSGEDKSNIKARWG.K
424 402.2115 1604.8168 1604.8383 -0.0215 1 8.5e+003 V. SHGSAQVEGHGKKVAD. A

¥ 450 539.2601 1614.7584 1614.7790 -0.0207 28 16 A.WGKIGGHGAEYGAEAL. E

¥ 457 810.8715 1619.7284 1618.7290 -0.0006 37 1.8 A.EYGAEALERNFASF.P

W 463 B19.9461 1637.8777 1637.8876 -0.0099 57 0.018 H.ASLDKFLASVSTVLTS.K

¥ 469 553.5934 1657.7583 1657.7777 -0.0194 35 2.5 F.ASFPTTKTYFPHFD.V

¥ 473 557.9387 1670.7974 1670.8165 -0.0192 52 0.059 V.TLASHHPADFTPAVEA. S

¥ 486 562.9399 1685.7979 1685.8161 -0.0183 33 4.7 A.AWGKIGGHGAEYGAEAL.E

-
o
=

564.5936 1690.758% 1690.7740 -0.0152
565.9817 1694.9234 1694.9454 -0.0221

16 2.1e+002
(80) 7.%e-006

K.TYFPHFDVSHGSAQV.K
A.SLDKFLASVSTVLTSK.Y

o=
.o
=

Tl
ca 433 B48.4721 1694.9296 1694.9454 -0.0158 85 2.5e-006 A.SLDEFLASVSTVLTSK.Y
¥ 500 426.4746 1701.8693 1701.9050 -0.0357 (22) 67 M.VLSGEDKSNIKAAWGK.I
~ 501 568.3000 1701.8782 1701.9050 -0.0268 56 0.028 M.VLSGEDKSNIKAAWGK.I
F 151 576.9624 1727.8654 1727.8552 0.0101 36 3 A.EALERMFASFPTTKT.Y
510 583.3062 1746.8969 1746.9165 -0.0197 15 3.4e+002 L.SDLHAHKLRVDPVNF .K
[V 5is 586.6187 1756.8342 1756.8461 -0.0119 3z 6.5 F.ASFPTTKTYFPHFDV.S
¥ 517 B79.4285 1756.8425 1756.84561 -0.0036 (17) 2.2e+002 F.ASFPTTKTYFPHFDV.S
¥ 524 589.6638 1765.9696 1765.9826 -0.0129 48 0.12 H.ASLDEFLASVSTVLTSK.Y
¥ 561 615.6272 1843.8598 1843.8781 -0.0183 21 83 F.ASFPTTKTYFPHFDVS.H
[V 582 922.9406 1843.8567 1843.8781 -0.0115 (17) 1.8e+002 F.ASFPTTKTYFPHFDVS.H
[ 5&3 620.3366 1857.9879 1858.0088 -0.0208 (63) 0.0046 A.SLDEFLASVSTVLTSKY.R
[ s&3 620.3380 1857.9921 1858.0088 -0.0167 (27 18 A.SLDEFLASVSTVLTSKY.R
¥ 570 930.0040 1957.9933 1858.0088 -0.0154 76 0.00025 A.SLDEFLASVSTVLTSKY.R
’7 571 931.9622 1861.5098 1£61.9170 -0.0072 28 16 V.ADALANAAGHLDDLPGALSA.L
¥ 577 626.9589 1877.8549 1877.8730 -0.0181 46 0.2 K.IGGHGAEYGAEALERMFA.S
[V 5354 644.0164 1929.0275 1929.0459 -0.0184 48 0.15 H.ASLDKFLASVSTVLTSEY.R
[ 538 646.9905 1937.9495 1937.8585 -0.0100 a3 5.1 A.GHLDDLPGALSALSDLHAH.K
¥ 557 705.0005 2111.979%6 2111.9735 0.0062 49 0.11 K.IGGHGAEYGAEALERMFASF.P

CocoococooocoococoooocooOOoCcOOOCOOODOocOcOCcocoODOOCOOOCOOOCOCODODbDOODOoDOOOOG OO
HHEBRKEEREREROGOHEEREREREREFERERREREFEROKEREBERENEHREFERRHEOERE B R R EBRE R R B RPRD®WR

662 530.5040 2117.9869 2118.0171 -0.0302 5 2.8e+003 F.PTTKTYFPHFDVSHGSAQV.K
711 774.3725 2320.0957 2320.1058 -0.0102 12 6.3e+002 A .AWGKIGGHGAEYGAEALERMFA. S
M 3730 605.3021 2417.1792 2417.2128 -0.0336 18 1.6e+002 L.ASHHPADFTPAVHASLDKFLASV .S
[V Ia8 622.5623 2486.2201 2486.2554 -0.0352 11 g.5e+002 M.VLSGEDKSNIKAAWGKIGGHGAEY .G
[ 366 652.3241 2605.2672 2605.2925 -0.0253 22 56 L.ASHHPADFTPAVHASLDEFLASVST.V
[V 870 734.6217 2934.4575 2934.4876 -0.0301 6 2.4e+003 A.SHHPADFTPAVEASLDKFLASVSTVLTS . K
[ B36 765.1253 3056.4721 3056.5203 -0.0482 9 1.le+003 M.VLSGEDKSNIKAAWGKIGGHGAEYGAEALE.R
BS97 1019.8382 3056.4928 3056.5203 -0.0275 (2) 5.6e+003 M.VL IKRAAWGKI! EYGAEALE.R
¥ 883 B36.9128 3343.6223 3343.6619 -0.0396 17 1.8e+002 M.VLSGEDKSNIKRAWGKIGGHGAEYGAEALERM. F
¥ 1043 B91.4395 3561.72B7 3561.7674 -0.0387 16 2.2e+002 M.VLSGEDKSNIKAAWGKIGGHGAEYGAERLERMFA .S
IPI00B658381 Mass: 11302 Score: 1353 Queries matched: 28 emPAI: 67.85

Tax_Id=10090 Gene_Symbol=Apoa2? apolipoprotein A-II

[T Check to include this hit in error tolerant search or archive report

o
=1
&

768.3473 2302.0202 2302.0286 -0.0084
775.0578 2322.1517 2322.1566 -0.0049
1162.0848 2322.1550 2322.1566 -0.0015

37 i.1
(29 12
80 0.0001

L.FTQYFQSMTDYGKDLMEKA . K
A.GTSLVNFFSSLMNLEEEPAPAA.K
A.GTSLVNFFSSLMNLEEKPAPAA.K

Query Observed Mr(expt) Mr(calc) Delta Miss Score Expsct Rank Peptide
i B 520.2707 1038.5269 1038.5345 -0.0077 o 33 4.9 1 M.NLEEKPAPAA.K
¥ 122 551.3023 1100.5900 1100.6190 -0.0289 0 a3 54 1 L.TPLVRSAGTSL.V
|2l i} 585.7922 1169.5698 1169.5750 -0.0052 o (44) 0.44 1 L.MNLEEKPAPAA.K
M i1 585.7953 1169.575% 1169.5750 0.0009 o (35) 3.3 1 L.MNLEEKPAPAA.K
¥ 1a0 593.7891 1185.5637 1185.5699 -0.0062 o 44 0.4 i L.MNLEEKPAPAA.K + Oxidation (M)
¥ 243 642.3331 1282.6516 1282.6591 -0.0075 o 63 0.0054 1  S.LMNLEEKPAPAA.K
¥ 303 685.8518 1369.6890 1369.6%11 -0.0021 a 56 0.027 1  S.SLMNLEEKPAPAR.K
V354 729.3606 1456.7067 1456.7231 -0.0164 o 78 0.00018 1 F.SSLMNLEEKPAPAA.K
[ 265 731.3978 1460.78210 1460.7987 -0.0178 o 22 &0 i L.TPLVRSAGTSLVNF.F
421 782.8412 1563.6679 1563.6585 0.0054 0 15 1.8e+002 2 ¥ .FQSMTDYGKDLME . K
M 243 802.8929 1603.7713 1603.7915 -0.0202 o 77 0.00023 1 F.FSSLMNLEEKPAPAA.E
" as2 539.5760 1615.7062 1615.7222 -0.0159 o 50 0.074 1 F.QSMTDYGKDLMEKA.K
¥ a5z 802.8686 1615.7226 1615.7222 0.0005 ] (24) 31 1 F.QSMTDYGEKDLMEKA . K
¥ 518 588.5993 1762.7760 1762.7306 -0.0146 0 (400 0.62 1  Y.FQSMTDYGKDLMEKA.K
¥ 520 B882.4070 1762.7994 1762.79%06 0.o0089 o 49 0.11 1  Y.FQSMTDYGKDLMEFA.E
M 572 933.4497 1864.8848 1£64.9029 -0.0181 o 113 5.5e-008 1 V.NFFSSLMNLEEKPAPAA.K
¥ 573 933.4569 1864.8992 1864.9029 -0.0037 o (26) 25 1 V.NFFSSLMNLEEKPAPAA.K
[V 578 941.4579 1280.%013 1£80.8978 0.0035 0 (30) 11 1 V.NFFSSLMNLEEKPAPAA.K + Oxidation (M)
659 530.2802 2117.0917 2117.1269 -0.0352 [ 14 4.7e+002 g A.KAYFEKTHEQLTPLVRSA.G
[ 571 1083.0549 2164.0952 2164.0874 0.0078 o 47 0.22 1 T.SLVNFFSSLMNLEEKPAPAA.K
677 546.0468 2180.1581 2180.0823 0.0757 o (14) 3.6e+002 6  T.SLVNFFSSLMNLEEKPAPAA.K + Oxidation (M)
o i
o 1
o i

99
e
)
I

-1
e
s



[ 745 1241.1173 2480.2200 2480.2257 -0.0056 0 67 0.002 & R.SAGTSLVNFFSSLMNLEEKPAPAA .E
¥ 128 827.7491 2480.2255 2480.2257 -0.0002 0 (30) 11 1 R.SAGTSLVNFFSSLMNLEEKPAPAA.K
[ 142 833.0752 2496.2039 2496.2206 -0.0168 0 (49) 0.12 4 R.SAGTSLVNFFSSLMNLEEKPAPAA.K + Oxidation (M)
¥ 201 773.3997 3089.5698 3089.6145 -0.0447 0 29 14 { | A.KTSEIQSQAKAYFEKTHEQLTPLVRSA.G
IFI008B5793 Mass: 87375 Score: 317 Queries matched: 16  emPAI: 0.34
Tax_Id=10090 Gene_Symbol-Fga fibrinogen, alpha polypeptide isoform 1
[T Check to include this hit in error tolerant search or archive report
Query Observed Mr(expt) Mr(calc) Delta Miss Score Expect Rank Peptide
[V 340 712.8331 1423.6516 1423.6467 0.0049 L] 80 9.8e-005 1 D.TEDKGEFLSEGGGV.R
[ 374 493.9038 1478.6894 1478.7001 -0.0107 35 2.1 i T.EDKGEFLBEGGGVR.G
[¥ 408 770.3525 1538.6905 1538.6737 0.0169 o 47 0.15 8 T.DTEDEGEFLSEGGGV.R
424 783.8339 1565.6533 1565.7369 -0.0836 o 14 2.1le+002 2 I.QQRMDGSLNFNRT.W
[ 435 527.5853 1579.7342 1579.7478 -0.0136 L] 43 0.52 - - D.TEDKGEFLSEGGGVR.G
[ 426 790.8759 1579.7373 1579.7478 -0.0105 o (42) 0.58 1 D.TEDKGEFLSEGGGVR.G
[ 464 820.8588 1639.7031 1639.7213 -0.0182 o (58) 0.0094 1 T.TDTEDEGEFLSEGGGV.R
[¥ 465 820.8661 1639.7176 1639.7213 -0.0038 o 65 0.002 1 T.TDTEDEGEFLSEGGGV.R
[ 435 565.9280 1694.7622 1694.7748 -0.0126 0 (39) 0.87 1 T.DTEDKGEFLSEGGGVR.G
[ 426 948.3888 1694.7630 1694.7748 -0.0117 0 78 0.00011 - 5 T.DTEDEGEFLSEGGGVR.G
[¥ 437 ©565.9287 1694.7642 1694.7748 -0.0106 o (40} 0.86 i T.DTEDKGEFLSEGGGVR.G
[ 542 998.9007 1795.7868 1795.8224 -0.0356 o (57) 0.014 1 T.TDTEDKGEFLSEGGGVR.G
[ 543 599.6040 1795.7902 1795.8224 -0.0322 o (60} 0.007 i T.TDTEDKGEFLSEGGGVR.G
[ 544 599.6083 1795.8032 1795.8224 -0.0192 L] (71) 0.00064 1 T.TDTEDKGEFLSEGGGVR.G
[ 545 998.9106 1795.8067 1795.8224 -0.0157 L] 87 1.5e-005 1 T.TDTEDEGEFLSEGGGVR.G
¥ 546 898.9127 17%5.8109 1795.8224 -0.0115 o (54) 0.031 1 T.TDTEDKGEFLSEGGGVR.G
4. IPI00553333 Mas 15830 Score: 298 Queries matched: 39  emPAI: 31.16
Tax Id=10080 Gene Symbol=Ebb-bl Hemoglobin subunit beta-1
[C Check to include this hit in error tolerant search or archive report
Query Observed Mr(expt) Mr(calc) Delta Miss Score Expect Rank Peptide
~ 24 492.2417 902.4689 882.4720 -0.0031 0 50 0.11 N.DGLNELDSL.K
~ a5 492.2574 582.5003 982.5083 -0.0081 0 31 8.7 1  M.VHLTDAEKA.A
~ 76 492.7905 983.5665 983.5764 -0.009% 0 46 0.21 x: V.GGEALGRLLV.V
~ B0 503.2550 1004.4955 1004.4927 0.0028 0 (27) 28 1 L.GKDFTPAAQA.A
~ B1 503.2560 1004.4975 1004.4927 0.0048 o 28 18 - L.GKDFTPAAQA.A
M 112 545.8097 1089.6045 1089.6183 -0.0134 0 73 0.00053 1  A.AFQKVVAGVAT.A
¥ 119 549.2707 1096.5269 1096.5149 0.0120 0 24 38 1 F.NDGLNHLDSL.K
¥ 129 557.3088 1112.6031 1112.6190 -0.015%5 0 4 32 1 D.EVGGEALGRLL.V
¥ 1s2 577.3036 1152.5926 1152.6139 -0.0213 0 28 18 1  M.VHLTDAEKRAV.S
¥ 1ss 581.3239 1160.6333 1160.6554¢ -0.0221 o e 1.8 1 Q.AAFQKVVAGVAT.A
¥ 191 606.8505 1211.6865 1211.6874 -0.0009 0 50 0.081 1 D.EVGGEALGRLLV.V
F 199 413.5540 1237.6403 1237.6567 -0.0165 0 48 0.19 1 V.AGVATALAHKYH. -
236 638.3022 1274.5895 1274.5720 0.0178 4] 14 4.8e+002 6  V.YPWTQRYFD.S
¥ 21 658.3428 1314.6711 1314.6779 -0.0069 o 26 32 1 N.SDEVGGEALGRLL.V
F 275 665.3219 1328.6292 1328.6361 -0.0069 0 60 0.01 : | V.ITAFNDGLNHLD. S
¥ 308 687.8241 1373.6336 1373.6404 -0.0068 0 22 57 i 4 V.VYPWTQRYFD.S
¥ 207 460.2291 1377.6655 1377.675%0 -0.0135 0 25 35 A L.GHHLGKDFTPARQ.A
¥ 228 8728 1413.7311 1413.7464 -0.0152 0 26 28 4 N.SDEVGGEALGRLLV.V
¥ 329 8424 1415.6703 1415.6681 0.0022 0 54 0.041 4 I.TAFNDGLNHLDSL.K
v 2355 725.3596 1448.7046 1448.7161 -0.0115 0 28 17 { | L .GHHLGKDFTPARQA.A
272 737.3656 1472.7166 1472.7089 0.0077 o 16 3.1e+002 3 L.VVYPWIQRYFD.S
¥ 202 764.8909 1527.7673 1527.7893 -0.0220 0 25, 40 ;8 V.NSDEVGGEALGRLLV.V
¥ 403 765.3827 1528.7509 1528.7522 -0.0012 0 By 2.4 1 V.ITAFNDGLNHLDSL.K
¥ 413 516.9306 1547.7700 1547.7977 -0.0277 0 B 0.034 b F.GDLSSASAIMGNAKVE.A
| CAR 75 801.3931 1600.7716 1600.7845 -0.0129 0 41 0.84 1 F.NDGLNHLDSLEGTFA.S
~ 242 534.5982 1600.7727 1600.7845 -0.0118 0 (31) 8.1 4 F.NDGLNHLDSLEGTFA.S
[ 448 804.8816 1607.7487 1607.7409 0.0078 0 3z €.3 1  V.VYPWIQRYFDSF.G
[ a8z 559.9617 1676.8634 1676.8886 -0.0252 0 50 0.1 1 L.GKDFTPAAQAAFQKVV.A
F 511 583.6177 1747.8313 1747.8530 -0.0217 0 b8 23 x A .FNDGLNHLDSLKGTFA.S
¥ 512 5B83.6432 1747.9079 1747.9257 -0.0178 0 52 0.075 & L.GEDFTPAAQAAFQKVVA.G
v 514 586.3031 1755.8874 1755.8%37 -0.0063 0 B 0.081 - & F.GDLSSASATMGNAKVEAH.G
¥ 532 640.9824 1919.9255 1919.8377 -0.0123 0 52 0.065 i I.TAFNDGLNHLDSLKGTFA.S
F 529 678.6781 2033.0126 2033.0218 -0.0092 0 43 0.54 1 V.ITAFNDGLNHLDSLKGTFA.S
¥ sas 693.0337 2076.0792 2076.1004 -0.0212 0 (26) 27 x: L.GEKDFTPARQAAFQKVVAGVAT. A
[ 640 1039.0529 2076.0912 2076.1004 -0.0092 0 45 0.35 A L.GEDFTPARQAAFQKVVAGVAT.A
¥ 567 716.7148 2147.1226 2147.1375 -0.0149 0 24 40 1 L.GKDFTPAAQAAFQKVVAGVATA.L
688 754.39%945 2260.1618 2260.1852 -0.0234 o 9 1.3e+003 10 K.KVITAFNDGLNHLDSLKGTFA.S
¥ 589 754.4088 2260.2046 2260.2216 -0.0170 0 58 0.016 2 L.GKDFTPARQAAFQEKVVAGVATAL. A
F 152 841.1087 2520.3041 2520.3238 -0.0196 0 78 0.00017 & L.GHHLGEDFTPAAQAAFQKVVAGVAT. A
5. IPI00316491 Mas 15868 Score: 230 Queries matched: 28 emPAI: 9.11
Tax Id=10080 Gene Symbol=Ebb-b2 Hemoglobin subunit beta-2
[T Check to include this hit in error tolerant search or archive report
Query Observed Mr(expt) Mr(calc) Delta Miss Score Peptide
J6 492.7905 983.5665 983.5764 -0.008% O 46 V.GGEALGRLLY.V
380 1004, 1004.4927 0.0028 O  (27) L.GKDFTPARQA.A
81 1 1004.4827 0.0048 O 28 L.GKDFTPRAQA.A
112 1089, 1089.6183 -0.0134 O 73 A APQKVVAGVAT.A




123 1112.6031 1112.6180 -0.0159 0 25 32 1 D.EVGGEALGRLL.V
153 1160.6333 1160.6554 -0.0221 O 38 1.8 1 Q.ARFQKVVAGVAT.A
181 1211.6865 1211.6874 -0.0009 O 50 0.081 1 D.EVGGEALGRLLV.V
¥ 1%z 1226.6010 1226.6143 -0.0133 0 44 0.47 i A.KVNFDEVGGEAL.G
199 413.5520 1237.6403 1237.6567 -0.0165 O 18 0.18 1  V.AGVATALAHKYH.-
236 638.3022 1274.5899% 1274.5720 0.0179 0 14 4.82+4002 6  V.YPWTQRYFD.S
F 281 667.8353 1333.6561 '1333.6878 -0.0316 0 34 4.9 1 V.ITAFNEGLENLD.N
306 687.8241 1373.6336 1373.6404 -0.0068 O 22 57 1 V.VYPWIQRYFD.S
307 460.2291 1377.6655 77.6720 -0.0135 0 25 35 1 L.GHHLGKDFTPAAQ.A
353 720.3740 1438.7334 1438.7416 -0.0081 o 11 8.5e+002 7 V.NPDEVGGEALGRLL.V
355  725.3596 1448.7046 1445.7161 -0.0115 0 28 17 1 L.GHHLGKDFTEARQA.A
372 737.3656 1472.7166 1472.7089 0.0077 0O 16 3.1e+4002 3  L.VVYEWTQRYFD.S
446 804.8816 1607.7487 1607.7409 0.0078 0O 3z 6.2 1 V.VYPWTQRYFDSF.G
482 555.9617 1676.8634 1676.8886 -0.0252 O 50 0.1 1 L.GKDFTPARQAAFQEVV.A
512  583.6432 1747.9079 1747.9257 -0.0178 O 52 0.075 1 L.GKDETPAAQAAFQKVVA.G
[ 523 589.3261 1764.9564 1764.9734 -0.0169 0 63 0.004 i A.KVNPDEVGGEALGRLLV .V
¥ 53z 594.3030 1779.8873 1779.9155 -0.0283 0 14 4.5e+002 1 A.FNEGLENLDNLEGTFA.S
¥ s01 651.6653 1951.9741 1952.0003 -0.0262 0 a5 35 i I.TAFNEGLENLDNLEGTFA.S
¥ 837 6809.3534 2065.0684 2065.0944 -0.0160 0 41 0.83 b 3 V.ITAFNEGLENLDNLEGTFA.S
£35  693.0337 2076.0792 2076.1004 -0.0212 0 (26} 27 1 L.GKDFTPARQAAFQKVVAGVAT.A
640 1039.0529 2076.0912 2076.1004 -0.0082 0 45 0.35 1 L.GKDFTPRAQRAFQKVVAGVAT.R
667 716.7148 2147.1226 2147.1375 -0.0149 0 24 40 1  L.CKDFTPARQRAFQKVVAGVATA.L
689  754.4088 2260.2046 2260.2216 -0.0170 O 58 0.016 1 L.GEDFTPAAQAAFQKVVAGVATAL.A
752 641.1087 2520.3041 2520.3238 -0.0196 O 78 0.00017 1 L.GHHLGEDFTPAAQRAFQKVVAGVAT.A
Proteins matching the same set of peptides:
IFT00318032 Mass: 15528 Score: 230 Queries matched: 28
Tax Id=10090 Gene Symbol=Hbb-bl Beta-globin
IPI00918757 Mass: 15856 Score: 230 Queries matched: 28
Tax Id=10090 Gene Symbol=Hbb-bl Beta-globin
6. IPI00170288 Mass: 10202660 Score: 208 Queries matched: 23  emPAI: 0.00
Tax Id=10030 Gene Symbol=Flg similar to filaggrin
[T Check to include this hit in error tolerant search or archive report
Query Observed Mr(expt) Mr(calc) Delta Miss Score Expect Rank Peptide
184 399.2118 1194.6135 1154.6106 0.0030 o 1 8.3e+003 5.QVHSGVQVEGR.R
[ 242 428.2174 1281.6303 1281.6426 -0.0123 o 28 a7 1 D.SQVHSGVQVEGR.R
[V 423 524.5814 1570.7225 1570.7335 -0.0111 (] 38 1.4 1 Q.85DEQVHSGVQVEGR. R
487 563.6053 1687.7941 1687.7986 -0.0045 0 21 75 2 G.SQGOAQGRVGSSADRDG . R
[F 508 582.6125 1744.9157 1744.8201 -0.0044 © T 1.5 1 A.GSQGQAQGRVGSSADRQG.R
[ 538 596.2777 1785.8114 1785.8242 -0.0128 L] % 0.017 1 P.SQSSDSQVHSGVQVEGR. R
[ 541 897.8754 1793.7362 1793.7453 -0.0091 (1] 20 33 | & R.RGVSESQASDSEGHSDF. S
[F 552 606.2874 1815.8404 1815.8572 -0.0168 0O 59 0.014 1 R.AGSQGQAQGRVGSSADRQG.R
[V 553 606.2906 1815.8499 1815.8572 -0.0073 [] (28) 14 1 R.AGSQGQAQGRVGSSADRQG.R
[ 551 960.9490 1919.8834 1919.8933 -0.0099 o 55 0.028 & R.RAGSSSGSGVQGASAGGLAADAS.R
[ 802 491.2319 1960.8985 1960.9212 -0.0227 o 16 1.%e+002 1 F.SEGQAVGAHRQSGAGQRHE.Q
[V 603 657.6384 1969.8933 1969.9090 -0.0157 o 37 1.8 1 P.SPSQSESDSQVHSGVQVEGR. R
[V 614 669.3226 2004.9460 2004.98573 -0.0113 o 33 4.5 1 A AADASRR. S
[V sis 502.7323 2006.9003 2006.9267 -0.0264 L] 8 1.le+003 1 G.SNQGHSSSRHQADSPRVSA.R
[ §17 502.7328 2006.8023 2006.9267 -0.0244 L] (7) 1.6e+003 1 G.SNQGHSSSRHQADSPRVSA.R
629 678.6781 2033.0126 2033.0066 0.0060 O 13 4.92+002 6 F.LTAPRARQTGGTDEGSPABASEV.T
[V 38 692.9985 2075.9736 2075.9944 -0.0209 L] 53 0.05 i R ADASER. S
[ 650 523.2455 2088.9528 2088.9798 -0.0270 [} 10 8e+002 1 F.SEGQAVGAHRQSGAGQRHEQ.R
[V 701 764.59656 2291.0680 2291.0850 -0.0170 0 80 7.Be-006 ¢ R AGGLAAD; R
[F 273 877.7089 2630.1048 2630.1229 -0.0181 O 29 1  R.RGVSESQASDSEGHSDFSEGQAVGAH.R
[F 786 680.8222 2719.2596 2719.3022 -0.0427 0 ] 1 R.DRPRQPSPSQSSDSQVHSGVQVEGR.R
¥ 3853 922.1743 3284.6683 3284.5954 0.0728 O 40 1  R.RAGSSSGSGVOGASAGGLAADASRRSGARQGQPSPS.Q
1037 873.3721 3489.4594 3489.5222 -0.0628 o 2 Te+002 4 Q.AELTGSL M M TQYTTTMS.K + 2 Oxidation (M)
7. IFI00831055 Mass: 15711 Score: 177 Queries matched: 29  emPAI: 11.47
Tax Id=10090 Gene Symbol=Hbb-bl Beta-globin
[T check to include this hit in error tolerant search or archive report
Query Observed Mr(expt) Mr(calc) Score  Expect Rank Peptide
s 982.4688  982.4720 -0 50 0.11 1 N.DGLNHLDSL.K
s 982.5003 982.5083 -0. 31 8.7 1 M.VHLTDAEKA.A
is 981.5665 983.5764¢ -0 45 0.21 1  V.GGEALGRLLV.V
80 1004.4955 1004.4927 0. 27) 28 1 GEDFTPAAQR.A
81 1004.4575 1004.43927 0. 28 19 1 L.GKDFTPAAQA.A
113 1056.5269 o, 24 38 1  F.NDGLMHLDSL.K
129 1112.6031 0.0 5 32 1 D.EVGGEALGRLL.V
152 1152.5926 0. ] 18 1  M.VHLTDAEKAAV.S
191 11.6865 ) 0 0.081 1 D.EVGGEALGRLLY.V
236 1274.5899 1274.5720 0. 14 4.8e+002 6 V.YPWIQRYFD.S
276 1328.6292 1328.6361 60 0.01 1 V.ITAFNDGLNELD.S
306 1373.6336 1373.6404 22 §7 1 V.VYPWTQRYFD.S
307 1377.6655 1377.6790 o 25 35 1 L.GHHLGKDFTPAAQ.A
328 1415.6703 1415.6681 0 54 0.041 1 I_TAFNDGLMHLDSL.K
355 1448.7046 1448.7161 -0.0115 0O 28 17 1 L.GHHLGKDFTPAAQA.R
372 1472.7166 1472.7088 0.0077 © 16 3.1=+002 3  L.VVYPWTQRYFD.S
403 1528.7509 1528.7522 -0 o 37 2.4 1 V.ITAFNDGLNHELDSL.K
413 1547.7700 1547.7877 -0.0277 © 55 ©.034 1 F.GDLSSASAIMGNAKVK.2
441 1600.7716 1600.7845 -0.0129 © 41 0.84 1 F.NDGLNHLDSLKGTFA.S
442 1600.7727 1600.7845 -0 o (31 8.1 1 F.NDGLNHLDSLKGTFA.S
446 1607.7487 1607.7409 0 (] az 6.3 1 V.VYEWIQRYFDSF.G




482 .8634 1676.8886 -0.0252 O 50 0.1 1 L.GKDFTPARQAAFQEVV.A
511 .8313 174 -0.0217 0 P 23 1 A.FNDGLNHLDSLEGTFR.S
512 L9079 1747 -0.0178 0 52 0.075 1 L.GKDFTPAAQAAFQEVVA.G
514 .8874 1755,8937 -0.0063 0O 51 0.081 1 F.GDLSSASAIMGNAKVKAH.G
592 .9255 191 0123 0 52 0.065 1 I.TAFNDGLNHLDSLKSTFA.S
629 L0126 2033, .o082 0 43 g.5¢ 1 W. 8
688 .1618 2260.1852 -0.0234 0 S 1.3=+003 10 K.KVITAFNDGLNHLDSLKGTFA.S
¥ 880 -5741 3024.5880 -0.0139 0 17 1.%e+002 1 L.TDAEKA ALGRLLV.V
2. IPI00654081 Mass: 29116 Score: 120 Queries matched: 3  emPAI: 0.11
Tax_I1d=10090 Gene_Symbol=Fl2al Putative uncharacterized protein
[T Check to include this hit in error tolerant search or archive report
Query Observed Mr(expt) Mr(calc) Delta Miss Score Expect Rank Peptide
¥ 794 929.4747 2785.4024 2785.4358 -0.0334 0 83 5.2e-006 p 5 R.RAVPPNNSNAAEVDLPTEELQGLVFR.G
¥ 185 929.4780 2785.4121 2785.4358 -0.0237 0 (53) 0.053 1 R.RAVPPNNSNAAEVDLPTEELQGLVPR.G
v 796 929.4804 2785.4192 2785.4358 -0.0166 0 (41) 0.76 1 R.RAVPPNNSNAAEVDLPTEELQGLVPR.G
Proteins matching the same set of peptides:
IPI00402967 Mass: 83155 Score: 120 Queries matched: 2
Tax_I1d=10090 Gene Symbol=Fl3al Coagulation factor XIII A chain
s. IPI00406870 Mass: 251223  Score: 98 Queries matched: 7  emPAI: 0,05
Tax_I1d=10090 Gene Symbol=Flg2 Filaggrin-2
[C Check to include this hit in error tolerant search or archive report
Query Observed  Mr(expt) Mr (calc) Delta Miss Score Expect Rank Peptide
519 588.6042 1762.790% 1762.8084 -0.0175 0 18 1.1e+002 3  K.MKSGSAYLDSNTPLYT.Y + Oxidation (M)
[ 584 637.3067 1908.8983 1908.9151 -0.0168 0 54 0.035 1 S.RQPQAGQGQPSQSGSGRSP.R
525 644.2927 1929.8564 1929.8705 -0.0140 ) 15 2.3e+002 4 R.SPVHPESSEGEEHSVVPQ.R
[¥ 545 522.4916 2085.9374 2085.9716 -0.0342 0 (26} 17 1 R.RSPVHPESSEGEEHSVVPQ.R
[¥ 547 696.3256 2085.9550 2085.9716 -0.0166 ) 57 0.016 & R.RSPVHPESSEGEEHSVVPQ.R
¥ 687 560.7727 2239.0615 2239.0802 -0.0187 O 21 68 1 D.SSRQPQAGQGQPSQSGSGRSPR.R
[F B804 706.3302 2821.2017 2821.3452 -0.0534 0 45 0.22 1 V.RPEVPTQDSSRQPQAGQGQPSQSGSGR.S
10.  IPI00124742 Mass: 27324 Score: 62 Queries matched: 4  emPAI: 0.41

Tax_1d=10090 Gene_Symbol=Eif4h Isoform Long of Eukaryotic translation initiation factor 4H

IT Check to include this hit in error tolerant search or archive report

Observed Mr(expt) Mr(calec) Delta Miss Score Expect Rank Peptide

414.2091 1652.8075 1652.8342 -0.0268 0 10 9.9e+002 1 F.REPTEEERAQRFR.L

979.174% 2934.5029 2934.5312 -0.0283 0 B3 0.054 1 R.TVATPLNQVANPNSAIFGGARPREEVVQ.K

863.1866 3448.7175 3448.7699 -0.0524 0 (26) 25 1 R.TVATPLNQVANPNSAIFGGARPREEVVQKEQE. -
1150.5840 3448.7302 3448.7699 -0.0337 0 42 0.58 1 R.TVATPLNQVANPNSAIFGGARPREEVVQKEQE. -
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Proteins matching the same set of peptides:
JIPI100222560 Maas: 25171 Score: 63 Queries matched: 4
Tax_ld:lDUEU Gene_symboi:EiEQh Isoform Short of Eukaryotic translation initiation factor 4H

11.  IPI00458924 Mass: 19948 Score: 55 Queries matched: 2  emPAI: 0.17
Tax_I1d=10090 Gene_Symbol=Calr 57-KD Calcium-binding protein (Fragment)

[T Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(cale) Delta Miss Score Expect Rank Peptide
[ 556 611.6025 1831.7857 1831.795% -0.0102 O 55 0.015 1 E.KEEDEEESPGQAKDEL.S
557 916.9043 1831.7941 1831.7959 -0.0018 O (6) 1.4e+003 2 E.KEEDEEESPGQAKDEL.S

Proteins matching the same set of peptid:
IP100123639 Mass: 47965 Score: 55 Queries matched: 2
Tax_Id=10090 Gene Symbol=Calr Calreticulin

12.  IPI00121319 Mass: 22712 Score: 54 Queries matched: 4 emPAI: 0.31
Tax_1d=10090 Gene Symbol=Crip2 Cysteine-rich protein 2

[T Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) Delta Miss Score Expect Rank FPeptide
[¥ 1ic 543.2660 1084.5174 1084.5037 0.0137 0 58 0.017 ; ¥Y.DKDPEGTVQP. -
[F 206 624.7900 1247.5654 1247.5670 -0.0016 O 24 36 1  I.YDKDPEGTVQP.-
¥ 298 681.3297 1360.6449 1360.6511 -0.0061 0 40 2% 1 ¥.IYDKDFEGTVQF .-
[ g§56 527.4944 2105.9485 2105.9809 -0.0323 0 4 2.6e+003 : K.FCLKCERCRKTLTPGGHAE.H

Peptide matches mot assigned to protein hits: (no details means mo match)

Query  Observed Mr(expt} Mr(cale) Delta Miss Score Expect Rank Peptide
¥ 737  933.4349 2797.2830 2797.2824 0.0006 O 47 0.12 1 NSKQQLSAEELDAQLDAYNARMDTS
[F 34 511.2656 1020.5167 1020.5466 -0.028% O 45 0.28 1 MAAPIKFPF
[ 367 735.3625 1468.7104 1468.6962 0.0142 O 16 0.25 1 QSVLCFWASKW
[ 422  783.3569 1564.6992 1564.7984 -0.0893 0 14 0.35 1 KDLLVIGAYEITDQ
¥ 133  608.3097 1214.6048 1214.6084 -0.0036 0 42 0.81 1 FGVPRLPDEW
¥ 300 682.3630 1362.7114 1362.7659 -0.0545 0 41 0.85 1  ASYLRLWALSLA
¥ 153  579.3052 1156.5959 1156.5976 -0.0017 O 41 0.96 1 GDVDVSLPKVE
¥ 243  646.8524 1291.6901 1291.6585 0.0307 O 40 0.98 1 MAFDRVVAISSP
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AAMATARAAAAAIAAIIAAAIAAAAAIARAAAIAAAIAAAAAIIAAAAAIAAIAARAAIAIAZIIIAAIAARARAAR”AAIAAAAAAARA”AAAARI]A[A
[

I |

€00.8514 1195.68B3 1199.6662 0.0220 (1] 40 0.83 1 KFPSEPNRLL

561.5848 1681.7326 1681.7379 -0.0054 O 40 0.63 1  GQGGNMADKFGQGAHHA
438.7156 875.4167 875.4600 -0.0432 ] 40 3 1 KEALESLS

741.7491 2222.2253 2222.2457 -0.0204 [} 40 0.68 1 GGIGTVPVGRVETGVLKPGMVVT
724.3714 2170.0924 2170.03540 -0.0016 (] 40 1.1 i AMSLSDALKGVIDNVVDTVVH
735.3702 1468.7259 1468.7198 0.0061 (] a9 1.4 i AHEDPVEKVIEGF

443.2615 1326.7628 1326.7871 -0.0243 ] 38 1.1 1 QTVAVGVIKAVDE

478.2538 1431.7394 1431.7028 0.0387 ] 37 5.9 1 ISMAAATSTALATAH + Oxidation (M)
602.2987 1803.8744 1803.8963 -0.0219 [} 37 2.3 1 KTVETRDGQVINETSQ
629.3237 1256.6327 1256.6361 -0.0033 (1] 36 2.7 1 DNQLQEGKNVI

622.3399 1242.6652 1242.7547 -0.0885 O 36 2.6 1 KEVAVKIIDKT

742.3819 2224.1240 2224.1335 -0.0095 ] 35 2.6 1 SELNLRETNLESLPLVDTHS
546.7865 1091.5585 1091.5135 0.0450 L] 35 3.5 1 DSPALFSGDAL

657.3198 1312.6250 1312.6200 0.0050 1] 35 3.1 1 PRLPDEWSQW

768.9177 1535.8209 1535.8460 -0.0251 (] 35 3 i NLPLPPPPPPRGGDL

512.7335 1023.4525 1023.4444 0.0081 ] 35 2.9 1 GQGGNMADKF

804.9260 1607.8375 1607.7791 0.0584 (] 34 ] i KNLGFGGGSEEKKEE

582.3002 1162.5858 1162.6380 -0.0522 ] 34 4.7 1 MAAVLTTLSRT

700.3390 1398.6634 1398.6602 0.0032 [} 34 4.1 1 GVDNPGHPY IMTV

514.8146 1027.6147 1027.6100 0.0047 0 34 3.2 1 MVGNLGIIVL

480.2668 958.5190 858.5335 -0.0145 ] 33 5.7 1 IEDLTEQL

436.5759 1306.7060 1306.7244 -0.0185 (] 32 5.8 1 KEAPAPPKAERKA

625.8159 1249.6172 1249.6667 -0.0485 0 32 7.3 1 QGAVPPSGVPALSA

729.3611 2185.0615 2185.069%92 -0.0077 [} 32 6.6 1 GNLPYDVIEDSIKDFFRGL
677.6896 2030.0468 2030.0644 -0.0176 1] 32 7.4 1 LIKTVETRDGQVINETSQ
€87.3284 1372.6423 1372.6730 -0.0307 ] 32 7.4 i LMAPKDQICPEI + Oxidation (M)
353.7068 705.3991 705.40861 -0.0070 (] 32 8.8 1 KDFIIA

658.3212 1971.9435 1971.8844 0.05%1 ] 31 22 1 ASESSSGVGNSADQPGLLPPC
387.2250 792.4354 792.4051 0.0303 [} -5 3 7.8 1 TAARMLLAS + Oxidation (M)
520.2524 1557.7354 1557.7059 0.0285 (1] 31 8 i FLNENSSAPVAHGES

707.7083 2120.1029 2120.1212 -0.0183 ] 5 8.7 1 AVDTSSEITTEDLKEKKEV
514.2791 1539.8156 1539.8256 -0.0100 O 31 9 1  AGEEAPDTKEKKPAR

424.6883 B847.3621 847.4109 -0.0489 ] 30 11 1 KPSSPMVS + Oxidation (M)
610.6060 1828.7961 1828.8064 -0.0102 ] 30 5.5 1 GQGGNMADKFGQGAHHAF
657.3201 1312.6257 1312.7238 -0.0981 o 30 10 i KETLIIEPEKN

753.8768 1505.7391 1505.7766 -0.0375 ] 30 12 1 EPATFQLYVPALSA

708.0678 2121.1216 2121.1880 -0.0164 (] 20 6.2 1 GGIGTVPVGRVETGVLEPGMVV
331.6470 661.2795 661.2748 0.0047 (] 30 14 1 FSFDF

554.7838 1107.5530 1107.5560 -0.0030 1] 30 13 1 KSSSFNPAALS

565.5918 1693.7536 1693.79%81 -0.0445 o 30 8.3 1 TAAGYTTLEAVVHMSQ + Oxidatiom (M)
544.3129 1086.6112 1086.6186 -0.0074 3] 29 13 1 AKNGVPNFLK

603.2954 1204.5762 1204.5758 0.0004 (] 29 16 i QSVEKTCPEAD

625.8213 1249.6281 1248.6233 0.0048 0 29 16 1 QLILGCCMVALS

710,8695 1419.7245 1419.6711 0.0524 0 29 16 1  SMALARSQCRNSP

583.2987 1164.5829 1164.5332 0.0487 [ 28 15 1 VEDSEEMKKA

661.3364 1320.6583 1320.6673 -0.0091 ] 28 17 1 EAKENFKNALTG

818.8766 1635.7387 1635.7641 -0.0254 (] 28 12 1 QDLTRAHVDSFNYA

412.2324 1644.9005 1644.8696 0.0310 ] 28 13 1 KPQEERTLHRDAGP

534.7763 10867.53B1 1067.5400 -0.0018 L] 28 18 1 GVPRLPDEW

424.7019 847 .3893 847.4110 -0.0216 ] 28 21 1 VSVNVPMS + Oxidation (M)
630.7839 1259.5533 1259.5236 0.0287 (] 28 i4 i EMAYKMMDLE

580.3015 1178.58284 1178.5831 -0.0047 ] 28 20 1 GEAVNYADAALS

5£6.2709 1130.5273 1130.5244 0.0029 ] 27 21 1 PGFEGEGPEVD

859.9352 1717.8558 1717.8635 -0.0077 o 27 21 1 NVAAEQKARFSPAPAEPR
T766.9061 1531.7976 1531.8358 -0.0382 [ 27 23 1 QTVETFSQNKPAAT

564.8016 1127.5887 1127.6087 -0.0201 ] 27 25 1 VFERDPPRL

426.5648 1276.6726 1276.6888 -0.0162 1] 27 25 1 KDPRAPKRFPSA

525.7938 1045.5730 1049.4852 0.0878 [} 26 23 1 DLEMWTAAD

556.3075 1110.6004 1110.6285 -0.0281 O 26 23 1 GPPVSELITKA

678.3429 1354.6713 1354.7456 -0.0743 [} 28 a7 i QDAKILEIGAGAGL

713.3715 2137.0927 2137.1015 -0.0088 ] 26 26 1 SLNLRETNLESLPLVDTHS
501.5728 1501.6966 1501.6936 0.0030 o 26 25 1  EKFAGGDYTTTIEA

728.3773 2813.4799 2913.5139 -0.0339 (] 26 26 i RLCVILEPMQELMSRHKTYNLSFR
867.6594 3466.6086 3466.6448 -0.0362 ] 28 16 1 SRPLNAVSQDGKETKAGEAPTENFAPATEQSSAE
476.2578 950.5010 950.5073 -0.0063 o 26 29 1 KDIFLASAS

506.5970 1516.7693 1516.8461 -0.0768 (] 26 31 1 DPSSSKTKQVISKI

583.3062 1746.8963% 1746.5042 0.0526 o 26 29 1 AFSHKSMRDRHVNM + 2 Oxidaticm (M)
713.3511 1424.6876 1424.6896 -0.0020 O 26 28 1 QDEITQLSHLGQG

755.7389 2264.1949 2264.2124 -0.0175 ] 28 25 i VAPLGAELQESARQKLQELQG
331.6485 661.2824 661.2530 0.0294 o 26 38 1 MPHDF + Oxidation (M)
895.4756 1788.9367 1788.8750 0.0617 1] 28 30 1 QPLSAMVSMVTEDNPGV + Oxidatien (M)
765.0984 2292.2735 2292.2195 0.0540 (] 25 17 i LAPRQTTSMPPKLKTPHSRM + Oxidation (M)
368.7142 1470.8277 1470.8558 -0.0281 [} 25 23 1 SAKPAPPKPEPKPK

665.3549 1328.6952 132B.7565 -0.0613 L] 25 33 1 QAPLGQHQLPIK

692.8693 1383.7241 1383.7299 -0.0058 O 25 34 1 GWPGYVRPLPAAT

556.3180 1110.6215 1110.6550 -0.0335 [} 25 27 1 PARVPPPPPIA

592.2679 1773.7818 1773.78%9 -0.0081 O 25 22 1  PSWEPFRDWYPAHS

722.7189 2165.1348 2165.1038 0.0311 L] 25 a2 1 APILNVSPGNLSLAPQMEIEG + Oxidation (M)
531.2710 1060.5274 1060.5037 0.0238 ] 25 42 1 QTLSDKSGPE

938.4663 1874.9180 1874.9302 -0.0121 O 25 38 1 TNGEKEPELLEPIPYEF
381.1805 760.3465 760.3796 -0.0331 O 25 47 1 FSYFVV
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821.0984
657.3501
560.2803
717.8794
583.2943
783.8505
639.8334
531.2754
588.6121
579.8363
415.8637
563.6053
656.3264
629.3247
281.1796
639.3481
590.3032
810.4171
750.3754
556.7599
644.3625
616.8184
720.3574
530.2802
588.6042
788.3808
520.2971
783.4018
518.2504
474.2853
477.24¢60
729.3876
427.2543
596.2801
744.8489
927.8%62
822.1763
565.5967
569.78086
938.96%2
719.3329
972.1806
642.7883
475.2434
765.11689
513.2411
763.4177
446.7560
6§32.3278
707.3178%
934.1275
501.5710
856.9833
423.8919

411.5507
583.2972
446.8964
694.67287
770.4025
506.2346
568.9741
750.3642
620.8062
737.3656
475.5851
655.8767
701.326%
520.2873
585.2980
599.2808
873.4261
638.2022
465.2528
532.2454
307.4989
631.7876
847.8941
679.8317
682.6717
674.8424
594.8130

2460.2733
1312.6857
1118.5460
1433.7442
1746.8611
1565.6865
1277.6522
1590.8045
1762.8324
1157.6581
1244.56594
1687.7241
1310.6381
1884.9521

760.3447
1276.6817
1178.5918
1618.8197
2987.4724
1111.5052
1286.7104
1231.6223
1438.7003
2117.0917
1762.7909
1574.7470
1557.8695
2347.1835
1034.5663

946.5560

952.4774
2913.5215
1278.7412
1785.8185
1487.6833
3707.5555
3284.6761
1693.7682
1137.5467
1875.9238
2154.9767
2913.5200
1283.5621

948.4722
3056.4387
1024.4677

762.4104

B891.4975
2525.2819
1412.6213
2799.3607
1501.6912
3423.9039
1268.6538
1231.6303
1164.5799
1337.6673
2081.0144
2308.1856
1010.4547
1703.8004
1498.7138
1229.5979
1472.7166
1423.7334
1309.7389
2100.9590
1557.8400
2337.1630
1196.5470
3489.6752
1274.5899

928.4911
1593.7144

919.4749
1261.5606
1693.7737
2715.2978
2044.9933
1347.6702
1187.6115

2450.1804
1312.7755
1118.5641
1433.7626
1746.5087
1565.7573
1277.6140
1590.8505
1762.8485
1157.6880
1244.5166
1637.8464
1310.6978
1824.59680

760.4120
1276.5857
1178.6183
1618.8249
2997.5274
1111.5042
1286.7156
1231.6660
1438.6212
2117.0364
1762.8493
1574.7788
1557.5080
2347.1954
1034.5185

946.58892

952.5342
2913.513%
1278.7192
1785.8567
1487.7181
3707.6488
3224.6209
1693.7869
1137.6030
1875.8221
2154.9971
2913.4843
1283.5605

948.4110
3056.4379
1024.4352

762.4640

B891.4848
2525.3197
1412.6619
2799.3228
1501.7426
3423.89336
1268.6911
1231.6269
1164.5332
1337.6723
2020.8953
2308.2031
1010.5073
1703.9134
1498.7093
1239.6282
1472.6857
1423.7572
1309.6980
2101.0410
1557.8250
2337.1754
1196.6230
3429.7232
1274.6659

928.4436
1593.7855

919.4134
1261.5649
1693.8424
2715.299¢
2045.0139
1347.7261
1187.5458

0.0928
-0.08%8
-0.0181
-0.0184
-0.0476
-0.0708

0.0282
-0.0460
-0.0162
-0.0300

0.0528
-0.0523
-0.0597
-0.015%
-0.0673

0.0960
-0.0265
-0.0052
-0.0550

0.0010
-0.0052
-0.0437

0.0791

0.0553
-D.0584
-0.0318
-0.0385
-0.0119

0.0477
-0.0331
-0.0568

0.0076

0.0220
-0.0382
-0.0358
-0.0934

0.0552
-0.0187
-0.0563

0.0017
-0.0203

0.0357

0.0018

0.0612

0.0008

0.0285
-0.0538

0.0128
-0.0378
-0.0406

0.037%
-0.0514
-0.0296
-0.0373

0,0034

0.0487
-0.0050

0.0181
-0.0176
-0.0526
-0.0131

0.0045
-0.0203

0.0308
-0.0238

0.038%
-0.0820

0.0150
-0.0124
-0.0760
-0.0481
-0.0760

0.0474
-0.0710

0.0615
-0.0043
-0.0687
-0.0020
-0.0206
-0.0558

0.0657

G0 B O e D S BD BD D D O 00 BNE e S DD e 0 S e D R 00D PR eE ee T ee e 0 e s eE D e e D eE e e BIE

1

1

1

1

e

Ho=

e

H R

o

Mo

HoH R R

37
41
48
43

.3e+002

29
47
46
44
40
415
47
51

.6e+002

&7
54
58
58

.6e+002

50
53
87
59
9.
14
62
49
65

.6e+002

57
€8
62
42
ET
67
7.9
T4
683
82
85
58
17
&5

.1e+002

67
B85

.1e+002

85

.9e+002

67
87
85
kY
99

.1l=+002
-1e+002

1e+002
1e+002
1le+002

95

-1e+002

1e+002

.1=+002

2e+002
le+002
79
81
3e+002
2e+002
le+002
g8

L2e+002

4e+002
3e+002
5e+002
le+002
1e+002
1e+002
3e+002
4e+002
Se+002

HHHHEEBEBHBEHBHEBEHHBHEB B HHHBHEREHEHR@SGHHRHRMHEEHHERBMHEBEHRBHEREHEBEBHBHEEEBEREBHMHEHRBHEHERHMEKNKBHRBHERHMEREBHREBHHEKEHBBHHEHBEERBREHKBHRRBHR

YLLGSDYTEGIPTVGCVTAMEIL + Oxidation (M}

KIQLGPGIPDIT

KEMELLAAGAA + Oxidation (M)
REEPIAHKAISSP
HIQSSIPASKHMPTPQ
QGDDTAREKLERVY

DSSSEVGEVLGVD
DLPATPVAPAEPTTVL
NNTAADDKQPYEKKAA

QITOEKKRK

MAPGGPDSLNAPC + Oxidation (M)
KSKGAHTTMADALWR + Oxidation (M
SKFMTLLDMLL
EDLEKILEQITSAPGGSV

FPVDGKY

QDAMLVDIEDL + Oxidation (M)
ISFQITEALGT

FDMAALRNLNAIRD
KMMIDMLYFVVIMLVVLMSFGVARD + 4
KFMMNPTDL + Oxidation (M)
KPELLDMLLVT + Oxidation (M)
SISEVTTLLGNV

EKEVDSGNDIYGN
AGMVGLPGPPGPFGYPGKOGPNG + Oxid
KEQMNVSSQPSRSRT + Oxidation (M
ADVQRITELNETSQ
KATTTPAKEVVVSQT
PSPTASSREKSWTREQLMEL + Oxidaki
KPTASQWFA

PVVIFLFL

ASVVIQUHT
RLCVILEPMQELMSRHKTYNLSPR
RLCAFLMVLVV + Oxidatiom (M)
MAASSKKPPITHDDVSS + Oxidation
QVLFCRLTDEQH
THPGTEDGSWWDLHPGTSWMDLPHTQGALT
KEDLQVMEKQWNMIPNIVLGPPHEDEVP
EMELYELAQAAGAATD

KETLPTQRAGE
RTLASASRPSTEGAMADR
TAGYPEVNIQNFTTSWRDG
VTMSPQUYLLLLLGVYVMGFSGAMART +
PEDAWMGTHPK + Oxidation (M)
MSEILPDE + Oxidation (M)
RMNRDRNQVLFQNPDSLTCNGFTMAL + O
GQVTMEMVM + 2 Oxidation (M)
KGVILFS

GLSSLIRM + Oxidation (M)
KKQNDLQKRKGEVEEDSKPNGY
SREAYCRTWDQ
GPGMHTVGESKYNHWFDGLALLHSF
EENSWNQTHFSN
IVLPGARLNWILHFGLPPRYQADVEFIQI
EQMDALNKPKP

LERDGNTSGRGL

VEDSEEMKKA

QSYMPSVLLVAM
DEDIYDIPDPGVLIEKNE
LVKVTEQHNDECKHLLSLMG + Oxidati
GQPVTIFYS

LDVLEKPEIPNPFPE
QFGSSGWALTFTPT

QKEMLPHVGVS + Oxidation (M)
VVYESVGGAMFDLA + Oxidation (M)
FEDPNAPKRPPSA

SIETLERHVVQ

MSTYPMIICWISRLEDI + 2 Oxidatiol
EPTVKLTTAEGVNLS
KGPKVDIDVPDVDVHGFDWEL
WGVASIGTFFI

LRQGGTL MSTSSTPGC
FLWDIREVET

QGMGATHLE + Oxidatiom (M)
KDTVTTGVMGAANMAK

SDLISADAE

CDEAFSQYSTL

QLLDDYKEGNHHIT
SDMGLEPSSLPTMLEIFFFNAMAI + 3 O
DEDETRIPDVEPAAFLAM + Oxidation
WLAVLFTMPAAL + Oxidation (M)
LAENEEQVAW

)

Oxidation (M)

ation (M)
)

on (M)

(M)

SPGH

oxidation (M)

xidation (M)

on (M)

n (M)

TSPHG + Oxidation (M)

xidation ()
(m)
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432.7152
757.8908
502.2536
465.2527
436.539¢8
800.3655
620.3197
630.3458
887.4279
512.9138
651.6618
845.4020
732.3846
845.9375
569.2714
707.3521
605.9935
788.0381
539.2851
783.8320
682.3580
726.3451
714.3701
546.0468
599.2953
T43.3639
360.6794
524.2751
782.8412
3B5.957%
572.3003
430.7151
207.8524
630.8385
782.4082
546.26%9
571.0323
902.9217
927.9131
728.3805
758.7799
674.9987
626.6435
646.8497
599.2853
1388.6850
666.3230
352.7057
460.7488
210.4176
720.6844
714.3232
911.4430
212.7411
645.8032
383.8703
T67.8850
601.3031
499.9163
564.5836
473.7689
373.9619
1060.2928
697.0066
709.3916
475.9014
478.2326
284.10%6
709.6387
648.789%4
901.4966
827.6997
458.5722
426.5650
423.8926
714.3665
503.4925
630.35086
508.2718
1010.4186
729.3461

863.4158
1513.7671
2004.9853

928.4907
1306.5976
1598.7164
1857.9374
1258.6770
1772.8412
1538.7190
19851.9636
1688.7894
2194.1321
1689.85603
1136.5
1412.6887
1814.9587
2361.0924
1614.8364
1565.6512
1362.7014
1450.6756
2853.4512
2180.1581
1794.8642

T742.3566
1438.6887
1046.5356
1563.6679
1539.8025
1142.5861
1718.8312
1613.6902
1259.6625
1562.8019
1090.5253
2280.1001
3607.6579
3707.6233
1454.7465
2273.3180
2021.9742
1876.9086
1291.6849
1196.5560
5550.7108%
1330.6315
1406.7935

915.4831
1618.8207
2159.0313
2853.2635
3641.7429
2435.2015
1289.5%918
1148.5890
1533.7554
1800.8875
1496.7270
1680.7588%

945.5232
1491.8185
4237.1421
2087.9978
2833.5373
1424.6824
1908.9011
2649.3070
2834.5299
1295.5642
3601.9574
3306.7695
1372.6948
1276.6731
1268.6559
2853.4369
2009.9411
1258.6867
2029.0583
4037.6453
1456.6777

863.3807
1513.7736
2005.0421

928.5018
1306.6041
1598.7540
1857.8859
1258.6194
1772.8121
1538.7406
1951.9098
1688.8430
2194.0980
16892.8073
1136.5285
1412.6823
1815.0029
2361.1803
1614.8213
1565.6958
1362.7330
1450.7238
2853.4476
2180.1181
1794.9198

742.3497
1438.6801
1046.5397
1563.7062
1539.8256
1142.5567
1718.8634
1613.7546
1258.6622
1562.7803
1090.4614
2280.0337
3607.5984
3707.6488
1454.7015
2273.2644
2021.8869
1876.9063
1291.6595
1196.5422
5§550.7082
1330.6803
1406.8245

919.4433
1618.7985
2158.9492
2853.3499
3641.7681
2435.1340
1289.6099
1148.5938
1533.8038
1800.8869
1496.6678
1690.7891

945.4338
1491.8409
4237.0857
2088.0747
2833.4617
1424.6797
1908.8386
2649.4060
2834.5151
1295.5880
3601.8899
3306.7796
1372.58%69
1276.7503
1268.6360
2853.4997
2009.9054
1258.6115
2029.0918
4037.6741
1456.7098

0.0351
-0.0065
-0.0568
-0.0111
-0.0065
-0.0776

0.0515

0.0577

0.0292
-0.0216

0.0538
-0.0536

0.0341

0.0531
-0.0003

0.0073
-0.0442
-0.0879

0.0151
-0.04456
-0.0316
-0.0482

0.0036

0.0400
-0.0555

0.0069

0.0086
-0.0041
-0.0383
-0.0231

0.0294
-0.0322
~-0.0645

0.0003

0.0217

0.0638

0.0664

0.0595
-0.0256

0.0451

0.0536

0.0873

0.0023

0.0254

0.0138

0.0027
-0.0487
-0.0310

0.0398

0.0223

0.0821
-0.0864
-0.0251

0.0675
-0.0181
-0.0048
-0.0484

0.0006

0.0593
-0.0402

0.089%4
-0.0224

0.0564
-0.0768

0.0756

0.0027

0.0625
-0.0991

0.0148
-0.0248

0.0675
-0.0101

0.0873
-0.0771

0.0199
-0.0629

0.0357

0.0752
-0.0335
-0.0288
-0.0322

oS 9 B Sl S DS Bl 9 O Ol O BE B D BE BB O B0 BB O B BB O B0 BUE B0 B B0 B0 9 TS D0 B B0 DO 9 BNE 00 B 0t B0 9 B 00 W B0 U6 S B

LE ]
13
18
18
18
13
13
19
18
i3
13
19
18
18
18
13
18
18
18
18
18
18
18
18
12
18
18
18
18
18
18
18
18
18
12
18
18
18
18
18
18
18
18
18
18
17
17
17
17
£
17
17
7
17
7
17
17
i |
17
17
17
17
L7
17
7
17
17
i |
17
17
16
16
16
16
16
16
16
16
16
16
16

1.5e+002
1.4e+002
1.4e+002
1.6e+002
1.3e+002
1e+002
1.5e+002
1.5e+002
1.3e+002
1.3=+002
1.5e+002
1.3e+002
1.4e+002
1.6e+002
1.5e+002
1.6e+002
1.5e+002
1.1e+002
1.7e+002
T3
1.7e+002
1.5e+002
1.6e+002
1.4=+002
4.8e+002
1.7e+002
1.7e+002
2.1e+002
S8
1.7e+002
2e+002
1.8e+002
94
2e+002
1.9e+002
2.1e+002
1.7e+002
24

42
1.9e+002
11
1.8e+002
1.9e+002
1.9e+002
4.8e+002
1.5e+002
2.1e+002
1.4e+002
2.3e+002
2.2e+002
1.9e+002
8z
1.6e+002
2.1e+002
2.1e+002
2.4e+002
2.3e+002
2.3e+002
2.2e+002
1.7=+002
4e+002
1.9%e+002
2.1e+002
2.2e+002
5.4e+002
2.3e+002
2.1e+002
2.3e+002
1.6e+002
1.8e+002
1.3e+002
1.7Te+002
2.8e+002
2.7e+002
2.6e+002
2.5e+002
2.2e+002
2.5e+002
2.5e+002
12
2.4e+002
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KMSQGNPS + Oxidation (M)

SDNQLOEGKNVIGL

AGEWKKEAVAWGLEYLR

KPEFFDET

QNVVPETTSEGF

QSTKTFTPYERLE

QVYELLTVFMDWISD

PLPDALERFSD

MGCMVGADVLVGRHQGAG + Oxidation (M)
GSFGSFVEFQEFFVS

GYQAVGQWAEALRLDME + Oxidation (M)
QRDFFMGARHRFR + Oxidation (M)
LVQLDSATSMELWQEAFKA + Oxidation (M)
VTAVASTGECFAVFAFA

MPTPGSTAGFR + Oxidation (M)

NIYEDAKYDIIG

VISSEHSYLLSLEILI

HVLAVVMLYWWHQSTVYVM

LSSDEATNPISRVLN

EEDFDFNQSNGSTK

TTLRGIAFTICPA

QMAFSIDRALNVA + Oxidation (M)
QMLASQSKQGIPAAEKDPMPTPASRAK + Oxidation (M)
QOLSMLOLSTIEVATQLEMR + 2 Oxidation (M)
SRSRTRAGAGGGGGAVGFQE

VEGNVPE

QGHTSEPRDLNSV

DAGPPGIPGIPG

LWGVTGSVECVCSQE

AGEKAPDTEEKKPAA

GGPRDALSLEE

QENQLORQMODFR

NGHKRDDLIGGDGNF

VSSRLSHPPSEP

PEFPDLAEPLLPMS

QHFQG3SEMH + Oxidation (M)
SPEMMLSLTGHSHTISYQGCA + 2 Oxidation (M)
KEAEDNFQEVLSMSNLGDYMQQEIHFRYGN + Oxidation (M)
THPGTEDGSWWDLHEGTSWMDLPHTQGALTSPGH
AGDAPLGSREGHPHS

EKELKEFQKILGVYRRHT

MQSKRECEQWCERVNP

WGILCLSLLAVGTCQDDA

MAFDRVVAISSP

PQDQEERPAQ
QDLLTAAPASEIAEGLNLHTIRDRVWQIQSCSALTGEGVQDGMNWVCENVN
LSTAGSLDVPMAVA

SAKPAPAKVDAKPK

ESMNKALQ

QELSIGTNCDRIATYV

FTCSLVAYPTPEMTWFHN + Oxidation (M)
KMLAGFIGSEENHGQLISFEACMTQL
TRLSLAWMWLPPSSTGLASMTWISSLRMTPAGT + 3 Oxidation (M)
QEELTTLSGNPPSLPTDLGSGDAS
KNETASQTSLED

DENAPERPPSA

GEAPPAATATISAPLPA
TLSHGWAPGELLIYSCP

QEAPCSSNATHNNL

DIFRYODEVFGGFV

QEMSRPGAA

PEPAKSAPAPKKGSK
PAEARAQGYPAPPPAPAWPSRPVPRSGAHWSHGPPPPGMPPP
KGMDLPLNMIPAQIPQEK + Oxidation (M)
NVFNTEVRSLSKVERANACNSVIRQ
RGGNVGINSFGFGGS

GYSEKCVMNNYFGIGLD
KANMGELFNPANLATLEQYVERQ + Oxidation (M)
KQEEEVGWKLVPRPRGREAESQVE
PLANIICEYCGT
QEANNPKRLQRQIHVLESELNLVIVHFDTM + Oxidation (
QQESPELAEHLQRLDLKERPGGVELARIQ
MVEHSYTSEFE + Oxidation (M)
KPSSAPALKPGEPE

SENRLESLPPQ
PQNRSTSALLRPEKYLGPENRNWE
YNLIAVSNHYGGMGGGHYT

LDPMVLGTPEAT + Oxidation (M)
KEAVLPTSKSSQMITFTF + Oxidation (M)
DGDEDEEAEAPTGKRVAEDDEDDDVDTKKQKTEEDD
LVYGPGGSAPGFQHA
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810.4152 1618.8158 1618.8177 -0.001% o 16 2.8es002 1 NESIAALLCALYPHF
673.0550 2688.1907 2688.2351 -0.0444 [ 16 1.2e+002 1 LQOHTQERPCNTSFGYHVTSTTPG
634.3164 1899.9273 1899.8450 0.0823 [} 16 2.7e+002 b LETCCLLTAVEMSNTPSM
556.5339 2222.1065 2222.0500 0.0565 [] 16 2.8e+002 3 LRIIDGGSGYLCEMEPVAHF + Oxidation (M)
744.3791 2973.4874 2973.4728 0.0146 [} 16 2.7e+002 : QKSLYRDVMLENYSHLVSVGLCIYQ + Oxidation (M)
589.7817 1177.5488 1177.4521 0.0567 o 16 2.9e+002 1 QSSCSSEPSFLG
419.2235 1254.6486 1254.5954 0.0531 o 16 2.8%e+002 1 MLYEKFSPAGP + Oxidatien (M)
567.2944 2265.1484 2265.0848 0.0636 ] 16 2.%9e+002 b § LEDTQCSRALSRWPPVSEFS
625.8320 1249.6494 1249.6125 0.0369 [} 16 3.1e+002 1 KNKEQMPQTF
479.2730 1434.7973 1434.8558 -0.0586 [} 16 2.3e+002 1 KVAPAPAVVEEQEA
604.2955 603.2882 603.3050 -0.0168 [} 16 4.3e+002 1 EMNVP + Oxidation (M)
637.3317 1272.6488 1272.6384 0.0104 ] 16 9.2e+002 1 QPENSMELTPL + Oxidation (M}
1017.5088 2033.0030 2032.9378 0.0653 ] 16 3e+002 1 QRYQDLOLDYSLTDEF
590.7773 1179.5401 1179.5740 -0.033% [} 16 2.9e+002 ;i LVSMCKESQR
503.4485 1804.8824 1204.9683 -0.0859 ] 16 3.1e+002 I VIGTVLAVLGSAKDDGRF
758.4142 2272.2207 2272.18959 0.0248 ] 16 2.4e+002 b 1 EETAPLVWRGLMVMSAIEKL
652.8053 1303.595% 1303.5721 0.0239 o 15 3e+002 1 QPDEWIFPESG
635.3449 1903.0128 1902.9884 0.0244 ] 15 2.Be+002 1 KDAAQAGARSGYRGRREP
763.3854 2287.1343 2287.2028 -0.0685 [ 15 3.1e+002 1 LLSDLTNCTVELCGNPNTLRL
834.9116 1667.8086 1667.7315 0.0771 ] 15 3.1e+002 1 PSYSPTSPSYSPTSPN
707.3644 1412.7143 1412.7664 -0.0520 ] 15 9.8e+002 1 SQVLLAPYHSVIS
615.2874 1842.8404 1842.7988 0.0416 o 15 2.5e+002 1 QCAQYAADRREEEKM + Oxidation (M)
546.3093 2181.2080 2181.1755 0.0325 1] 15 7.5e+002 1 KDVEFLAQLKLMDYSLLVG
372.8783 1118.6131 1118.6196 -0.0065 [} 15 3.3e+002 b KDPNAPERPP
790.0472 2367.1199 '2367.2198 -0.0999 ] 15 2.Be+002 e PHLAPLPTHSYFLSLAFPCTR
603.6191 2410.4472 2410.3518 0.0954 o is 39 1 KTLMSRSRTKEFISAIWLASA + Oxidation (M)
720.3740 1438.7334 1428.8296 -0.0262 o 15 3.4e+002 1 KSVNAYRIKLFT
1078.3020 4309.1789% 4309.179% -0.0010 [} 15 3.le+002 1 AEDDDYESEPDQNRVVGRPEGKLGPASAVKLAANRTTAGAR
899.7040 3594.7870 35%94.8392 -0.0522 o 15 3.2e+002 1 DIDENELKEFFMSFGNVVELRINTKGVGGKLP
802.4040 2404.1901 2404.2308 -0.0408 1] 15 3.4e+002 1 APAVANTPTSPAPAVSMSPVGAVLPS + Oxidation (M)
387.8695 1160.5866 1160.6077 -0.0212 ] 15 4e+002 5 LSFVIPSSQSP
924.9413 1847.8681 1247.9273 -0.0592 ] 15 3.2e+002 1 KKEMMEELIEGVRWA
779.1713 3112.6561 3112.6049 0.0512 [} 15 2.6e+002 1 QMLFSNPLDQPVNNCVLLVEGSGLLRGSL
568.3019 1701.8840 1701.8145 0.0695 [] 15 3.6e+002 i GSAVGMAGSPQQPPQPPP
578.0213 2308.0559 2308.0866 -0.0306 ] 15 2.4e+002 & RNDELDFLRERQTVENMQ + Oxidation (M)
701.3760 2101.1062 2101.0368 0.0695 [ 15 3.2e+002 i PTSEQAGPPELPPPPPPAEPP
710.8647 1419.714% 1419.7358 -0.0208 ] 15 7.3e+002 1 DALAVTRYVLQDG
591.9484 1772.8233 1772.7483 0.0751 ] 15 3e+002 1 SNSGGKTDGSIMNSTNTS + Oxidation (M)
676.3559 2026.0457 2026.0418 0.0038 [} 15 3.5e+002 1 GAPVTHNGCLLLRERELHF
514.2716 1026.5287 1026.5498 -0.0211 ] 15 3.6e+002 1 FIHNPSLTV
758.6370 3030.5189 3030.6033 -0.0844 o 15 3.5e+002 : 5 KGVPLDGRPMDIQLVTSQIDPQRRPAQ + Oxidation (M)
$27.9450 3707.7508 3707.6714 0.0793 ] 15 2.5e+002 1 MTMETIMKCAFSYQGSVQLEENSKSYIRKAVED + 3 Oxidation (M)
644.2927 1929.8564 1929.812% 0.0440 o 15 2.2e+002 1 QDPPMEFALSMFSDDFG + Oxidation (M)
694.8582 2775.4037 2775.4205 -0.0168 [} 15 3.5e+002 o NVHNSWDRKFERKVRNNALHFLTTS
1200.6204 4798.4525 4798.5299 -0.0774 1] 15 3.2e+002 1 CLLFVLTLLGNSIVIATIKLEPSLHQPMYFFLCMLAMNDILL + 3 Oxidatic
800.3656 1598.7166 1598.7172 -0.0007 o 15 2.7e+002 1 ASNGDTPTHEDLTKN
882.4298 1762.8450 1762.8308 0.0142 ] 15 3.6e+002 1 TWELEGGNDPMSKKR + Oxidation (M)
1315.8950 5259.5509 5259.5465 0.0044 ] 15 2.7e+002 | QNSM DLSLEM, T REQEQQKL + 2 Oxidatic
341.9381 1363.7233 1363.6593 0.0641 [} 15 3.6e+002 E KGDGGHANRIPDAG
818.8734 1635.7322 1635.8078 -0.0757 ] 15 2.7e+002 1 QPIDIPGFPVCHLNS
813.1075 3248.4011 3248.4440 -0.0430 ] 15 80 5 AEAPTGER )
923.3905 1844.7664 1844.8042 -0.0377 4] 15 1.3e+002 1 DMRMEVMQGMOSQFP + 2 Oxidation (M)
783.8339 1565.6533 1565.7151 -0.0618 O 15 1.7e+002 1  VGSEPFYHLFDGQR
920.1547 2757.4422 2757.3453 0.0870 [} 15 3.3e+002 1 DSLLEIMTEDGGDMPAPLEVSTVPAVG + Oxidation (M)
714.3241 2853.2672 2853.3277 -0.0605 [} 15 1.5e+002 1 VMPCLQSDTDMALKAMSLSSLLHCIM + Oxidation (M)
€30.3180 1258.8215 1258.6414 -0.019% o 15 4.2e+002 1 CAINKVLMGDVP
1480.2361 5916.9153 5915.8690 0.0463 ] 14 3.2e+002 1 DMDMIRDCAEKVASHWQQLMLEMEDRLKLVNASVAFYKTSEQVCSVLESLE
582.3063 2325.1961 2325.1708 0.0252 ] 14 3.7e+002 i TMCTSLLLVYSSLGSQKERPP + Oxidation (M)
792.3493 1582.6840 1582.6716 0.0125 ] 14 2.3e+002 1 QADGSVSCKRTDCVD
545.2831 1632.8276 1632.82%4 -0.0018 1] 14 4.2e+002 1 HEGILLAERGGFGAMV
682.3615 2725.4170 2725.3403 0.0767 ] 14 3.6e+002 1 VTGYLMMRRWWVCTGATERLEE + 2 Oxidation (M)
699.3421 1396.6696 1396.6623 0.0073 o 14 3.9e+002 1 HSEVHLVYEPTS
587.3056 1132.5966 1132.4896 0.0969 [} 14 4.5e+002 1 QEQIEDRDT
864.9267 3455.6777 3455.6554 0.0223 [ 14 3.4e+002 KAEEIADKI TSGKEQQTAYNTLM
695.3460 2083.0161 2083.0334 -0.0173 ] 14 3.9%e+002 & AHEDPVEKVIEGFSRGLSN
487.2589 872.5032 972.45923 0.0108 [] 14 4.%9e+002 1 RSPGCGLQR
812.1903 3244.7322 3244.6696 0.0826 [} 14 2.%e+002 1 KTVLTDASHTRCLCDRLSTFAILAQQFRE
591.2767 2361.0779% 2361.1205 -0.0427 o 14 2.7es002 1 RMESEATPLPVSCQGWTRQGL + Oxidation (M)
386.8939 1157.659% 1157.578% 0.0810 o 14 3.5e+002 1 PAGAGSRSSSPGK
714.3387 2853.3258 '2853.3277 -0.0019 ] 14 2.8e+002 1 VMPCLQSDTDMALKAMSLSSLLHCIM + Oxidation (M)
547.7438 2840.2096 2840.2811 -0.0715 [] 14 73 3 SPDSGPAQPESIEGAIMDTWAIPSSGPQ + Oxidation (M)
824.9240 3295.6669 3295.5673 0.0895 [} 14 3.%e+002 I PRDAARDLFTDLENAFQGKIDAAYFETSKY
829.8968 1657.7791 1657.7981 -0.0190 [} 14 3.%e+002 1 GESGDTDGSCKELSPPPL
834.4416 1666.86086 1666.8865 -0.017% [} 14 4e+002 o NLPLPPPPPPRGGDLM
618.8548 2471.3902 2471.3604 0.0298 1] 14 1.9e+002 1 KICTVPNSSSQLMKEKVTVAPVEN
1008.0022 2013.9898 2013.9023 0.0875 [} 14 4.2e+002 1 TDELLADCSQPLCDIHEI
1451.4961 5801.8553 5801.8756 0.0797 ] 14 3.7e+002 1 EQPAGEAESARPATMASEAGAPRLMITHIVNQNFKSYAGEKVLGPFHKRFSCII
380.2260 1137.8563 1137.6506 0.0057 [} 14 2.7e+002 1 SARASPGLLEVA
826.9117 3303.6178 3303.6928 -0.0750 [} 14 3.Be+002 1 VRQVETACAPAMRLLAYPRSGDERDRETV + Oxidation (M)
781.4363 2341.2870 2341.1821 0.0849 ] 14 B.4e+002 1 DGGNPVRSGTCRIRVKVLDAND
550.2842 1098.5539 1098.566%9 -0.0130 [} 14 4.6e+002 b TPEELLRQN
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506.
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713,

676.
1091.
1223.

609.

178.

655.

s,

779.

484.

489.

613.

991.

T714.

T74.

638.

§81.
638.
887
1120.
675.
901.
629.

15Z.
686.
606.
BES.
TS
883.
480.
1098.
528.
699.
382.
3%4.
801.
1137.
822.
653 .
927.

478.

7513

-2944

2832
9308
8749

-3528

4485
3858
2087
5113
5344

.7898
-8109

2136

-3519

0670
2873

-3291

6154

-2507

5103
1747

.9605

2013

-5373

6619
4952

.8261

2504
2365
2658

.0992

1803
2215
4968
2106
3487

.5587

0835
5456
2308
3027
1599
0656
1684
1636
2454
5729
3131
5292
3668
3725
0078

.2592

3214
0066
4704
3620
3415
4910
2193

-3724

3813
2374
8171
4304
1058
1761
5689
8186
2700
9691
1854
1758
5061
6625
1812
3247
9534

-4640

2360

2022.9763
2169.1487
1683.8578
1387.7705
3131.4704
2853.3821
3301.7647
2769.5541
1140.5983
1989.0080
3950.1086
2287.1301
2463.2145
1188.6190
2314.0339
4104.2389
1168.5600
2649.2871
1756.8245
2064.9738
1989.0060
3112.6698
1847.8596
2435.1763
1685.7901

685.3091
1893.9515
1259.6376
1952.9724
1382.6878
1530.7756
2007.2759
1173.54%0

798.4284
2021.9579
2503.2135
2949.3576
1309.6544
2700.3047
4362.1533
4891.2941
2433.1818
3112.6104
2616.2333
3112.6443
3112.6253
1449.7144
1465.63970
1836.9176
3962.0875
2853.4379
2320.0957
1911.0019
1326.7557
1770.9423
1910.5580
2989.3893
4477.4189
2023.0027
3601.9350
2515.2480
2853.4604
3005.4962
2743.3207
2423.2391
1728.8463
3016.3942
3528.6754
1438.6850
4391.2453
1575.7883
2096.8855
1143.5344
1179.5058
3601.9953
4546.6209
3284.6955
1204.6349
3707.7847
3601.8269
1908.3%151

2022.9422

2169
1683
1397
3131

2853.
3301.

2769
1140

1989.
3950.

2287
2463
1188

2314.
4104.

1168
2649

1756.
2065.

1988
3112
1847

2435.
1685.

685

1894.

1259
1853

1392.

1530
2007
1173

798.

2022
2503
2849

13089.

2700
43862
4891

2433.
3112.
2616.

3112

3112.

1449
1465

1836.
36861.

2853

2320.
1910.
1326.

1770
1810

2989.
4477.
2022.

3601
2515

2853.

3005
2743
2423
1728

3016.
3528.
1438.

4391

1575.
2096.
1143.
1179.

3601

4546.
3284.
1304.
3707.
3601.8464
1208.8386

2157
8865
7377
4872
4079
7277
5575
6543
0643
1182
1603
3117
6139
1189
2591
5724
2201
8424
0276
9634
5723
8836
1890
8808
3105
0411
5881
0281
7548
7348
1894
5666
3508
0455
2776
4494
6738
3839
0686
3354
2360
5360
2312
6089
6222
6864
6979
9525
9982
3875
o788
9408
7143
9305
8780
4381
3470
9746
8942
2781
4901
5105
3866
2267
8505
4149
7381
7276
2206
79686
8718
5271
5078
89686
5302
6893
6758
8547

0.0341
-0.0670
-0.0287

0.0327
-0.0168
-0.0258

0.0370
-0.0033
-0.0560
-0.0562
-0.0096
-0.0303
-0.0971

0.0051
-0.0851
-0.0202
-0.0124

0.06870
-0.0178
-0.0538

0.0426

0.0974
-0.0239
-0.0127
-0.0907
-0.0014
-0.0896

0.0494
-0.0557
-0.0670

0.0409

0.0865
-0.0176

0.0776
-0.0877
-0.0642
-0.0918
-0.0185
-0.0792

0.0845
-0.0414
-0.0542

0.0744

0.0021

0.0354

0.0032

0.0281
-0.0009
-0.0348

0.0893

0.0504
.01639

0.0611

0.0414

0.0118

0.0200
-0.0488

0.0719

0.0282

0.0408
-0.0301
-0.0297
-0.0143
-0.0658

0.0125
-0.0042
-0.0208
-0.0627
-0.0426

0.0247
-0.0082
-0.0863

0.0073
-0.0018

0.0987

0.0907

0.00863
-0.0409
-0.0700
-0.0194

0.0765
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GLTADTYIDLAADEEGLWA

FLAEGTATKDLENPDRVLIG

KQEAIPEDIIQGCKI

PGFIVLTVAKCWD

QETAPPCGPVSRGDSPIIEKMEKRTCALC + Oxidation (M)
TLEQHEDNIVTHYKHMIREQDLQL + Oxidation (M)

QMPQPPLQPLAQVEPQMPQMEVVPPITPLT + 2 Oxidation (M)

SNELLTPFLTMRASVLNLESLLRGP
THVLLLEGFL

QELLSNGELNHLPLKER
KKNMVVSFGDGISFVIILHQVWKKHPVHQDFLGF
REEERQAHLTNQYIQRMA + Oxidation (M)
AAILGLVAMASDVEGLYAAVEALVC + Oxidation (M)
SPPSLPAGAGAAPP

TIQGSDAAHENGLEQTLFDRL

LATMEYLEETRPIPRLLPQDPQKRATVRMISDLIA + Oxidation (M)

QTVEENKPQP
QHRADNSAEHSGLLSPSCSSTNAIPA
LIALSFLAPCMCCYLP

OGLSMRONRFRFDGQPT + Oxidation (M)
APLRPGMPPTMMDPFRK + 3 Oxidation (M)
PSVITLPSRKRKTEQAEHSSHYSLGMSA + Oxidation (M)
RHFEELETIMDREK + Oxidation (M)
GSVLEDTWKEKGKTDMEEIIQ

KKRASAQASSSPRESE

CPGPLAE

QRKAEESPTEILIQAIP

EDQGLGETTPLT

LMSTLNNINIFLVSDFL

KRSFGGVCVVTLQ

IEQNRKIPMEEE + Oxidation (M)
KHLSVNLPKFINWEKR

EVPIFRDGEY

QPPEGNAS

KSSINDAAEFKVVADAMKY
SLSLIDFCQSTVVIPKMLMSFL + 2 Oxidation (M)
IPTLVIMEQFATANQRTKSERTHY + Oxidation (M)
KDRETSKSRGF

QGLKAAMLGQEDPPQHGLPRLLAAAC + Oxidation (M)

SEYPVILSFENHCSKYQQYKMSKYCEDLFGDLLLKQ + Oxidation (M)
EVTECPRIYGEMDIMSTATQHPAVVGDSVSETQHVLSKDDFLKL + Oxidatic

QEAFAQSSRRNLRSDLLVAADS
EALSTATHVQSQLOGMOKNVERWQSQL + Oxidation (M)
TCNNVSAGLSAQLGQEPLLFCSLED
QMLOMLESSLREYLPESLKVYGTVFH + Oxidation (M)
CRLVHFEPHMRPRSSRQMKAVFRTK + Oxidation (M)
GAGFTFHAWLCLQ

KMQSDKPIMIME + Oxidation (M)
SPALPMVIWIIFYTA + Oxidation (M)

GASLPPLNLEELEKDLIDRHGEEVTPEDVLSAAMYP + Oxidation (M)

QMLGGPGGYPPRRODHRGGRQVISTM + Oxidation (M)
CRSGVELLCDRDVDMATRVOD

QTSDVGSYICLVKNAVTN

EANGGITIKLQSP

YQLLAHPNFTEKTIP

LHQVAAAVMMVASLCPGVV + Oxidation (M)
SPSGLMGKSISLEAVGSAGCEMLPCPIPRS + Oxidation (M)

AESVPMAVIIGVAVGAGVAFLVLMATIVAFCCARSQRSTGGRPGI + 2 Oxide

ENPSLSVYPSENVISGVSIS
KCPKVEDGRSLPSYMYIGHFLKPYFEDKVTG
QPSSSITRDQPKFMALFYAVIT + Oxidation (M)
RCTMDPVEMTVTPPPTRREYRHR
KTHYFLLVMICFLFSQMEPGVGILTS + 2 Oxidation (M)
KSSHISYRGCMTQVFFLIWVLGAE
PYSECQNAAQIYRKVTSGIKPA

QDASFKCLIHEGATPI
SDFPDTDLVLVIGANDTVNSAAQEDPNSI

SENSQMITFTFQNGCVATLRTSGTEPKIKYY + Oxidatien (M)

KEEAERKHQER

ESFLVLINDLLASGDIPDLFSDEDMDEIISGIRNEVRGLG + Oxidation (b

QELLAALQFCAGEAL

NAGGEKMEKMLENQSSLLS + 2 Oxidation (M)
VFPIMYSGNL + Oxidation (M)

SLDSSENVIMNP + Oxidation (M)
QOMOQISAASVWGNLAGLNTLGPQYLALYLOLL
DVALDTLAVQLLEPKELGPGNTVQVVAYKLGSALAGGGLLVLFPT

QLSIMDLTMTCTVVPEMATNFLSGGKLISLG + Oxidation (M)

RSIGLKDLAMAD + Oxidation (M)

KER il) SL B MNMA + 3 Oxidati
QEGEKVTFLCQATAQPPVTCYRWAKGGSPVLGAR

GYSEKCVMNNYFGIGLD

(M)
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558.
967.
T14.
779.
856.
1184.
486.
695.
1038.
523.
856.
826.
3E5.
S15.
367.
804.
1200.
815.
585.
823.
TR
384.
696.
631.

.9570
.3114

3713
4839
6099
2281
9043

B656

.2409

9195
0906
2550
B256
8839
9347
3583
9563
1547
6503

.2171
.3302

5764
3945

.1735
.3509

3739
9671
3692

-9381

6204
1376
3989
5083
5855
1689
2041

.0012

0578
3456

.B326

9151

.5516

3182

.6082
.0173
-T174

9576
1457
3210
1755
9833
4138
2514
0385
B536
2621
9156
4587
6375
6986
B38s
4083
6043
9045
2880
1811
1677
B596
3220
3305

.8042
.2004

8647
1709

.6066

5386
9076

.2585

1702

.2741
L4360

3803.79%0
1212.6082
4733.4561
3073.4289
1780.8079

810.4437
1831.7941
1181.5750
2080.9345
1574.7368
3968.3332
3564.9907
4303.2733
5259.5065
1517.7822
3742.0531
3423.7962
2844.4424
1972.9290
3780.8382
2853.2916
2202.2767
2260.1618
3112.6647
2080.0309
4733.4665
1940.8795
4433.4477
3495.7233
4866.4525
5100.5213
2548.1748
4362.0105
1363.7346
3112.6466
3112.7871
3803.9757
2193.1516
194B.0148
2663.3014
1496.7233
2294.1772
2046.9267
2866.4037
3904.0401
1846.8404
1673.8511
2898.4152
2853.2551
3112.6730
3423.9039
4733.6261
1940.9765
2082.087¢
3113.53%0
1044.5087
3423.6331
3301.797¢
1418.7611
3658.7652
1100.6440
3213.6040
4798.3881
1629.79%44
2337.1230
3288.6953
3112.6418
1151.5569
2085.9441
2521.2927
2407.1877
3944.7726
2927.4299
3112.6544
2830.3974
1206.5940
3179.6015
3800.9967
3112.6516
1032.5336
3449.7147

3803.7897
1212.5663
4733.5487
3073.4525
1780.8665

810.45%9
1831.8424
1181.5387
2088.8585
1574.7255
3968.2534
3564.9926
4303.2142
5259.4475
1517.8426
3742.0055
3423.8112
2844.5028
1972.9677
3780.9283
2853.3499
2202.2062
2260.2497
3112.6089
2080.0953
4733.5487
1940.9666
4433.3713
3495.7959
4866.3625
5100.4569
2548.1621
4361.9257
1363.7864
3112.5762
3112.7760
3803.9273
2193.1688
1948.0265
2663.3510
1496.7695
2294.1762
2047.0044
2866.4465
3504.0252
1846.8808
1673.7877
2898.4110
2853.3499
3112.7471
3423.8840
4733.6153
1940.9599%
2082.0013
3113.5047
1044.5240
3423.7020
3301.7758
1418.7406
35658.8182
1100.6342
3213.5686
4798.3%12
1629.8587
2337.1708
3288.7903
3112.5723
1151.6451
2085.9877
2521.2529
2407.1988
3944.8066
2927.4846
3112.5964
2830.4270
1306.5825
3179.6720
3800.9449
3112.5574
1032.5274
3449.7323

-0.0008
0.0420
-0.0926
-0.0226
-0.0586
-0.0162
-0.0483
0.0384
0.0780
0.0113
0.0787
-0.0019
0.0581
0.058%0
-0.0604
0.0476
-0.0150
-0.0604
-0.0387
-0.0901
-0.0584
0.0705
-0.0869
0.0558
-0.0643
-0.0822
-0.0872
0.0764
-0.0726
0.0%00
0.0644
0.0127
0.0248
-0.0517
0.0704
0.0111
0.0484
-0.0171
-0.0117
-0.0496
-0.0462
0.0010
=0.0777
-0.0428
0.0148
-0.0405
0.0533
0.0043
-0.0949
-0.0741
0.0200
0.0108
0.0166
0.0863
0.0343
-0.0143
-0.0689
0.0218
0.0205
-0.0530
0.0098
0.0355
-0.0031
-0.0643
-0.0479
-0.0948
0.0694
-0.0883
-0.0436
0.0388
-0.0111
-0.0341
-0.0548
0.0580
-0.0297
0.0115
-0.0705
0.0518
0.0542
0.0062
-0.0176
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EMRDTNESTNTRVLYFSIFSMFCLIGLATWQV + 2 Oxidation (M)
BPSYIGLSFQD

CLPLVLGFLYYSAWKLHLLOWEDSKYDRLGFLLELDSKL
ALPSSCAPAGTQCLISGWGNTLWLTVSEPD

TQELLMAEEEKNPHL

EEKAPPAA

MEVHEESRQFTRFH

QICTPTFSAGSA

GMPGASAGAMNSMTAAGVTAMGT + 3 Oxidation (M)
LEKQEISCHPSCIAM + Oxidation (M)

EEGQTIKLSIGNIT PPGGK
QEITDLEQPVLV: LPGPAMLIP + O: idation (M)
QHPNVLQCLGVCVETLPPLLIMEFCQLGDLKRYLRAQ + Oxidation (M)
FDKLLVDVDE + 2 Oxic

MOTEDRTM PFL
KNPQTNLRHIIAN
ADLLSAKDEEITETFEVNILGHFWITKALLPSM
TGLRGFLLPASQITPTAEETWLALLTIMDHT + Oxidatiom (M)
GDARKNQVAMNPTNTIFDAKRLIGRK + Oxidation (M)
VMIQQKSDAKWSEVSHT

ASIRELAWEMLERLGFISQVFTVPLIMGLMDSE
EMLAGFIGSEENHGQOLISFEACMTOL

SKEGFKAHFFSEKRPALQP

GAVPRSHHPPPSQRIMRKPL

QMLOMLESSLRKYLPESLKVYGTVFH + Oxidation (M)
QPFLQVLTLNLEDEYRLH
CLFLVLGFLYYSAWKLHLLOWEDSKYDRLGFLLKLDSKL
VLVFHPEVVVNGESQGTM
KTVKGKLDGKKHRYRVFTSSPQAREATLLASSSEAGGRLTC
ITLFQNDTGSRYYKEIPLSEILCLEPAKPSA
QPDGAGGGGSSPEPAPATSPVPPSPSPVPTPASPSGPATLDFTSQFGAALVGAR
DEAAADSRRTYSLADYLKSTFRVKSYSLWWVSDFEYLYKQEN
DVVDACESPSSFRFYYFVSLAF

o VT, WL
LLPPLFKDAITH
QNPGTQONQONAQGDKRLPAGGKAVNTAPVPG
KPFLSEDTRREIVVLGSNSWKEGLLKL

DFFEVESEL

TMNPGYAGRQELPENLKINFRSVAMMVPDRQII + Oxidation (M)
GVSKYSIQNMLSREARLEN

LETQGINLEGTTALTRYG

TADVVVMMLDATEGDVQRSLLEKE + Oxidation (M)
REGENRAGASPALAV

PSNMSEYQSNPKVMNLISKL + Oxidation (M)
EHMISPIAVQPDPATARRAAA + Oxidation (M)
QFMENLKEEVTCPLCLNLMVKPVSA + 2 Oxidation (M)
REITITKANGETSVGTVRIWNETVSNLTLMALGSSAF + Oxidation (M)
¥QQSLOEATQQQQ0Q

QEVTRMLKCKHGDR + Oxidation (M)
AGEYIPTVFDNYSANVMVDGKPVNLGL + Oxidation (M)
FMLAGFIGSEENHGQLISFEACMTQL
ALALPGNSLVIYVVTRSKAMRTVINIFI + Oxidation (M)
QDKMTSLFYTLVIPVLNPLIYSLRNKDVE + Oxidation (M)
RITTEKMOLOKEVEKLNFENTFLRLKLNTLNEKLVETES + Oxidation (M)
EKANSVINNQRTQHCNS

QTLMIQYPSSQLGEMSLE + Oxidatiom (M)
KGGTTSGKEDANQEMNSLAYSNLGVKDRK + Oxidation (M)

QGVPLPSQYG
QKRNM MY MRSLLQ + 3 Oxidatiom (M)
RTSVRGFQEFSRLLCVVHQIPGLDVLLGY

QPVYATIGSGIVNT

AGNEEFQDATRRAVPDGHTFKGFPIHFVYRNA

QVSYLKVHK

LATEVDDMCFNYAKKNVEQNNLSDLIKV

LETDLNQAATASKLL LSPFAREQPEEM LSSQ + Oxidatic
SVGGVGRSHKPTPAPSP

ADEMGLGKTLQTISLLGYMKH + 2 Oxidation (M)
KDTGLNLFGVGGLQETSTARTVETRQAVSRY
PSVITLPSRKRKTEQAEHSSHYSLGMSA + Oxidation (M)
KVPAHFVALNG

PKLEGMAFHHCHKDFVPQ + Oxidatiom (M)

QVARLMEMGF SRGDALEALRASN

TTHRQLTSVYMELRSLOTMP + Oxidation (M)
TVDATSQIHCIEDFHRKFAPRCSVCGGATMPEPGQE + Oxidation (M)
MIPPTSKTFLVNNLASGTMYDLCVLAI + Oxidation (M)
REDCVPLGPGGNRLFWSAVPRLCPGHALAG
KSSLGPVGLDKMLVDDIGDVTITNDGAT

DMDMVITYIY + 2 Oxidation (M)
SGVIQEALANNMKLKQDIARQKSSLEATH
ALVSSLNEHQTCLLQWAQQKKDSLOLCCLEMTT + Oxidation (M)
TVATQTGASVTSTRGTSPTRGTAPGARSSPFR

VDIRVDGLM + Oxidation (M)
PAMGVGILSSEAPPEAQGWATPMVIKADSTPVRA + Oxidation (M)
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637.6207
229.5305
1101.5621
952.0297
T67.7606
380.2244
446.2346
1386.4241
201.6221
1251.3182
534.2608
506.%3280
530.5040
473.768%9
T32.8646
987.1991
636.3680
776.4324
1000.7012
856.5772
708.3541
455.2606
873.4040
872.4381
714.3591
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714.3370
204.0362
635.3407
779.1352
536.7785
637.3131
524.5106
1076.8310
684.3671
657.99686
754.1762
606.7508
243.4175
1120.3755
1343.0816
901.4838
943.8015
1083.8141
779.1728
583.273%
845.6829
1091.5490
744.6734
901.4804
779.1659
1244 .3364
1010.6844
546.0427
1526.4746
1139.7054
T64.2018
1223.7924
654.3112
857.00656
1160.9471
1239.1293
1399.3629
668.0973
779.1471
526.2744
1207.6183
501.4866
789.9797
1276.1251
558.9545
856.9926
493.9904
939.2477
635.8025
991.4738
856.9766
730.6446
953.2171
226.4568

3301.8631
1909.8403
3315.6529
4402.2193
3804.0856
2300.25%9
1137.6513
1780.5091
5541.6673
3202.4592
5001.2437
1066.5067
1517.7821
2117.9869
1891.04865
2927.4283
3944.7673
2541.4429
1550.8502
3998.7757
3423.87%6
2829.3873
1817.0133
3489.5870
2614.2926
2853.4073
2117.%071
2853.3190
2409.0868
1268.6669
3112.5117
2143.0848
1908.9174
2094.0133
4303.2949
2050.0785
1970.967%
3012.6755
2423.1340
3369.6411
4477.4729
5362.2973
3601.9062
2828.3825
3248.4205
3112.6621
1776.8178
3378.7023
4362.1669
2230.9984
3501.2923
3112.6344
4973.3165
4038.7085
2180.1415
6101.8693
4554.7925
3052.7779
4891.1405
1306.6078
3423.9973
4639.7583
4952.4881
5583.4225
2668.3601
3112.55%3
1575.8015
4826.4441
2001.9175
3155.8897
5100.4713
1673.8417
3423.9411
1971.9325
3752.9615
1269.5507
3961.8659
3423.8773
2918.54%94
2856.6294
3301.79%81

3301.8238
1909.7822
3315.7140
4402.3042
3804.0385
2300.2124
1137.6506
1780.8414
5541.6452
3202.4807
5001.2954
1066.5369
1517.6933
2117.9506
1891.0163
2927.4357
3944.8174
2541.3587
1550.7684
3998.8460
3423.9336
2829.4120
1816.9373
3489.5765
2614.2270
2853.3776
2117.8671
2853.3500
2409.0803
1268.6547
3112.6049
2143.0505
1809.0057
2094.0382
4303.2724
2050.0483
1970.9958
3012.6178
2423.2294
3369.7187
4477.3946
5362.3403
3601.92%98
2828.4066
3248.4440
3112.6563
1776.8938
3378.6635
4362.1396
2231.0706
3601.8494
3112.6730
4873.3330
4038.7488
2180.2101
6101.8610
4554.8496
3052.7518
4891.1696
1306.7087
3423.9248
4639.8448
4852.5365
5§593.4875
2668.3725
3112.5047
1575.7021
4826.5124
2001.9068
3155.7985
5100.5297
1673.8373
3423.9486
1871.8810
3752.9739
1269.6313
3961.9111
3423.8112
2918.5324
2856.5684
3301.2697

0.0344
0.0581
-0.0211
-0.0849
0.0487
0.0475
0.0007
0.0878
0.0221
-0.0215
-0.0517
-0.0302
0.098%
0.0263
0.0302
-0.0663
-0.0500
0.0842
0.081l8
-0.0703
-0.0540
-0.0247
0.0760
0.0105
0.0656
0.0298
0.0400
-0.0310
0.0065
0.0122
-0.0933
0.0343
-0.0%04
-0.0248
0.0225
0.0311
-0.0279
0.0577
-0.0954
-0.0776
0.0783
-0.0430
-0.0237
-0.0241
-0.0236
0.0058
-0.0210
0.0388
0.0273
-0.0722
0.0439
-0.0386
-0.0165
-0.0403
-0.0688
0.0083
-0.0571
0.0262
-0.0291
-0.0990
0.0724
-0.0855
-0.0484
-0.0750
-0.0124
0.0546
0.0994
-0.0683
0.01086
0.0912
-0.0584
0.0044
-0.0075
0.0515
-0.0124
-0.0407
-0.0452
0.0661
0.0170
0.0611
-0.0715
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-le+002
-3e+002
le+003
1e+003
.8e+002
.6e+002
.Te+002
-le+003
.Be+002
.8e+002
.6e+002
.2e+003
.2e+003
.4=+002
-le+003
-le+003
.6e+002
.4e+002
-4e+002
-le+002
.Te+002
.2e+003
.3e+002
.6e+002
.2e+003
.2e+003
.Bexr002
+le+002
.2e+002
.2e+003
-le+003
-3e+003
.2e+003
.2e+003
8e+002
-2e+003
-3e+003
.5ex002
le+003
.2e+003
.le+002
923
-%e+002
.3e+003
.Te+002
le+003
.2e+003
.3e+003
-3e+003
.le+002
-le+003
.2e+003
.6e+002
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.5e+002
29
.le+002
2e+002
.5e+003
.Be+002
35
-3e+003
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KAEVMADTAVALASGNVKLVSSKVIGRMCKII
IDVSAADSQGMEQHEYM

QWGGLLREALTDADDFGLQFPVDLDVEVER
NEPSIRMFQKLEFKQVAMSNVFQEVTLRLAVSEPERK + Oxidation (M)
QMLEKREEQGRLLPPGAGLEPKSAQDEALLOMVE + Oxidation (M)
TEVTPAYGQRDSKEKATQVEKP

SAKTKPHIKE

EDNLTSLGAMNFAGRSV
QHLSTSLMQMLLDSELKQISMGAVQQFNLDVIQCELFASSEPVPGFQGDT + 2
KEDAQKVLKCMFCGDSFDSLQDLSVHMI + Oxidation (M)

MLTDPDLPQEFERMSSK TSRQKVEEEES + Oxidatic
ATALLMDTFG + Oxidation (M)

SERTNIEPWVCAN

MSLSLSPGSQLMVVGFAECM + 2 Oxidation (M)
QAEVKRLKEQLSQFTS

SPLPPPVSPPPPLSPPPYPAPEKQEESP
AGHYMLOGASSMLPVMALAPQEHERILDMCCAPGGKT + 2 Oxidation (M)
PTTQKTLMFLSGFLTSLGSVVVIC

QMLLDSELKQISM + Oxidation (M)

LETCSQL e e
IVLFGARLNWILHFGLPPRYQADVEFIQT
D Q + Oxidation (M)

DGFQKPPHFIKSNFR

HQRNHVGEKS YACTDCGEVFYCKSHLTLHQ
LYPCIAQFSVAMADDSMWEPLNY + Oxidation (M)
PssQ MTPEIIQ + Oxidation (M)
QNQDVQDGYPMSFDCVVTG + Oxidation (M)
KMIVMASHMOEQEVGDGTNFVLVFAG + Oxidation (M)
ENPPGMDDQLWLVMEFCGAGSV + Oxidation (M)
DQPMKPLDRAV

ol LDQPVNNCV: LEGSL
ETGGRSQARGAVEEQRATSPVA
HSYLERLLNVEVEQNV
HKEVALDAPSPDRTPEVSF
LFPNWDVTYLMRGLIGK
SQRGSSAYELVVGENKFVY
MMAFTLELQHALQAIGPT
LEVVATPVARYFPFIVASMTADSKARRQR + Oxidation (M)
EVDLSNIFLEGIAILNIPSMYG + Oxidation (M)
KPGKVGFELCCTTWRVVLSGGIGEEGHRQRA

ML LKL MPPLESPAAFH + Oxidation (M)
FEYLMDRLEKES YFESHNKGDPNALVDEDAVCCICNDGECQNSNVIL

KQ! EVKLCA PIPGMTL + Oxidation (M)
SSSRPGQGPPDGNHQSAAPEKVGHVRE
AEAPTGKRVAEDDEDDDVDTKEQKTEEDD
NLPPPLLORNMAASNIGISHSQRLQTQI + Oxidation (M)
QRNLYISGFSLFFW

DVELGSMQVMNKTRRIMEQGGAHFINAFVT
ESFLVQWVDNRNGLVSLCCCEKLOIWAMSMYYHRKLL + Oxidation (M)
KEPLGRLEALEENSQEFQD
GKAFSLPEVKASMEKVQAPQVSSPTASMSILNPNAT + Oxidation (M)
TVSLEEQPLKLPVMWTITTLNATSALLQ + Oxidation (M)
KEPAEADINELCRDMFSKMATYLTGELTATSEDYELLENMNEL + 3 Oxidati
PSVNMSMGGTDGDTFSCPQTSLSMQISGMSPQLQYIMP + Oxidation (M)
KMMETSKQPEKYLIYPLVP + Oxidation (M)
LEFYDTIYFCHSCQNYLPSVEFSVSPTSHRVYRCRHCINLENETQRRESF

ol
ELSGKEFLMIREILOKLOPHQPSCLEL

NIASGM FYSP] KL + Oxidati
KPDTRFGMRIV + Oxidation (M)
KMLAKALRVNTRLRSVIWDRNNTSALGLLD

MVLLAATLIS + 2 Oxidation

EKKEGDIT
ARLEINVLEKIKEKDKENKFLCVLMSDWFNFHGHMCIAFEL + Oxidation |
SRLPVFQFDNQGYFNSCTMKSCCFAGDRDQYILSGSDDFNLYMWKIPA + Oxié
DRYTAICKPLHYLTIMSLRMCI + Oxidation (M)
KMLVDMFGKNKSIPFWGCAVQFFISCT + Oxidation (M)
ISKMHMGGPPNSTTS + 2 Oxidation (M)
DLGETQSRTITVTRRVIAYTVDVTGREGVKDIDITSPEFMIKI + Oxidatior
THETAAVYRSPPEGFDPE
SEVLFIVLSGATSITTFLIVVSSYLGILIT
EEMPEEIYLKLQVGSNSAVLEYCGRSLOARHLRDSRSPGVWRPE + Oxidatic
VNLQGQLFQKEQEN
ERKTLNSLLRMATQQKLALTQRLELLELD + Oxidation (M)
QFPPAPGFSTAASGGEGGASTE

M )KYQKAAKR MVPSLA + Oxidation (M)
AMAGGEGVRGVETP

QGE MVCEKT + Oxidation (M)
TGLRGFLLPASQITPTAEETWLALLTIMDHT + Oxidation (M)
TVYGKTIQGKKTIIACIESHQFQPQT
KKDVQAMHKPVSDLPNLLFLDHALK

EKMEGGARKLVRPIALDPSGQPVFPIGLGGLT
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TKESACVEKDYDLERGPDEKPDEPLHLDLRNVPQSLPW
AGVMEQFATSEATLMAWSSMDGEDM + 3 Oxidation (M)
VITHEMQRYAVWFGGSMLASTPEFY
AGFLMALGLNGHLTK + Oxidation

4]
QGFSKSDKKGPKTM + Oxidation (M)
QHGGTCRGYMGGYVCECPAGYAGDSCEDNI + Oxidation (M)
KQ it SPGL SIAVSTGASL + Oxidation (M)
KSELSLYKKTME + Oxidation (M)
NINSTGLSTQGLLIFAELISAVERTLARLLVI
QSPGGSLVSLLSNPSGTKHTGRLTS
LVRELAWEGLKRLGMISRLFALPLVQGLMD
QEAEDASKMVSKDKVRTKQLVQYIYEYTSYPDPIVLMKSARN + 2 Oxidatic
QDDMAEKSGSETPDGPLSPGEMDDISP + Oxidation (M)
LMEALQECNSTIFVKLIPMWLPMIQSNTKHL + 2 Oxidation (M)
YVLGYKQTLEMIRQGKAKLVILANSCPALRKSEIEYY + Oxidation (M)
SPAAAPRQPGLMAQMATTAAGVAVGSAVGHTLGHAITGGFSGGG + 2 Oxidat
DENSGCLGDTQFCFRFROSSGRRVSLHCLLDEFDKD

IGIAVEDVYSACK FVKK; M + Oxidati
ALNLSHALLMIAQHTFQNVFIIESLHRGPEG
GRQAWTPPASGGDDALPEDAEAKGEAEGEVE
TIASDCQDMAKEWLVPGNSSSSCLAQP + Oxidation (M)
QEMTSLSSCMAQL + Oxidation (M)
EGKVQCHEYVTEGFEKMPAAFMGMLEG
KSGIILFMGRVMNPETM + 3 Oxidation (M)
PYTDVPSLETSNENIYEVEPTVSVY YIQNPYDLPENSH
LSLMEDKNLLLMDKEKADVESTAFAFR
EMKPEASGIGQKRKYHDESVTEIESE + Oxidation (M)
MRWSCEHLIMVWINAFVMLTTQL + 2 Oxidation (M)
DCIPVAWRCDGFTECEDHSDELNCP
LATVLLTLRAWRRGICPTGPCCYPAPHYAP
QNMLPNAPGMGPVPMNTGENMEQQPTGMTTNGPV + 4 Oxidation (M)
KTEQTDPSIMNTWKEENYLYDP
AQAAATTEKELHQLKRASYAS

L TTTLSILSGLF ILGHDVQTNMAAIRPHLGICPQYNVLFI
KEDWGSKEQLILPKTITAEVHPVPLRKPKS
EEPPGGERVE

KNQMDTLTDMAAH + 2 Oxidation (M)
GEGVQNQAKKGVEGAQNQGKEGEANON

QRELIDKIHTKETSEKYRRGRRDLD

KMLKEMFPIEAGEIHTENRVIPHLPAP + Oxidation (M)
KMLKEMFPIEAGEIHTENRVIPHLPAP + Oxidation (M)
ALVLMVFVNYGGGKYWYFKHSSWNGLTVADLVFEWFVFINGT + 2 Oxidatic
GPSSEAAQEGDAQPYFSQSVGVRLDKQSTVFPANDAWGDVEGTGTRCASGPQCE?
QAVNIIGSQKVVAHLT

HQRNHVGEKSYACTDCGEVFYCKSELTLHQ

KGQETTGHGEGSAGEASLQAP

EETGKPRKAGLRVFQNSQQK

KAALPSMGKYMEWRALWHEAAQAQARANAA + Oxidation (M)
RTVYYPQVHLGTISGAGMVRPTSVT + Oxidation (M)
AGGSVGGLLLPLHPP

KISESAKQELIDFKTRRVAAFRENLVELAEL

QEEIDCVIGRHRSPCMODR + Oxidation (M)
QEAPLVNILYSSSQLNDLSQGDPIQDQFLFKKTLL

A IKSGTCLI MLISRDLDCTNTMYVQFSL + 2 Oxids
LAPKTLQPFEATPQYSRNKWLEMIQT
KMIASQWKELQRQIKRQHSWILRALDTIKAE
KDELLAEANVMQQLDNFYIVRMIGICEAESWM + 2 Oxidation (M)
AGPFENAEKLPVVIRVPKLMGYSVMSVCSVEVSVLG + 2 Oxidation (M)
VESGAHDFISGFPQGYDTEVGETGNQL
KQAEETTKMRNDFERQVREIEAKYDKEMKM + 2 Oxidation (M)
AGMLSMLLRVFRRDNRIHTDTRPRQKEAG
GTYNNQWMIVDYKAFLFNGPSEGSRVLTILEQIPGMVVY
KHNMCGDTEEEKIRVDIMENQI + 2 Oxidation (M)
PPECSDLLMEEYMEDIEDPETLQI + Oxidation (M)

PGGEAESVR
ENNHLDAVEKYLIKAGAQVDPKDAEGSTCLHLAAKKG

GEWGKP! I SAASQTPALQ M + Oxidation
YGWESEAAMERARQVSTKDCE

LCVYPSGMPALRHPAWPCVFSLLMGISNGYFGSVPM + 3 Oxidation (M)
KPSPVSLLEKDVVLSDSFGTSIVEFQKKRLT
GAPLSSGISDYNRRLTIANPTVSDAGYYECEAMLRS + Oxidation (M)
ESVEAQVTDSASAETAEPMDVDHEECGAEGSSV + Oxidaktion (M)
KPLKCTVFPRAQVEDAPRYMAQGKHIGKVLVQVREEEPEAVLPGA + Oxidati
FIQCKALKNINLN
AKRKSKKNIRKQRMKILFNVVLEAREPGS

HETQDATVERA

KSKGPIDFETKRTYTHNI MASEC + 2 Oxidation (M)
KEDLQVMEKQWNMIFNIVLGEPHEDEVE

PQOKIQIVEQPFSSQ

CKYDGQRVWLHN

VHLPSCTVFSHFPVFKKSTLSRVQTMDFSPR
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972.1785
370.4595
709.4225
823.2030
355, 6945
779.1816
1364.2724
643.1651
1207.6260
B863.1910
901.4960
823.2170
856.9835
827.7127
419.4657
790.3841
589.6734
823.2296
528.0181
569.3338
952.0542
1736.3667
€23.2896
511.30082
614.8846
856.9785
368.7338
493.9896
B56.9654
1101.5686
952.0611
516.0036
993.0616
1514.8239
307.0769
714.3872
£57.9080
901.4916
516.9892
494.2638
1150.9196
706.9751
1018.5599
1123.6122
402.2115
636.9930
732.7855
B856.9606
621.0606
£28.2623
779.1658
1071.0083
1070.9582
779.17%4
571.2984
779.1589
368.7139
886.9400
1008.4566
723.0835
714.3673
1350.5408
991.5139
857.0100
353.1208
714.3376
B27.7232
714.3706
727.9261
779.1771
§952.1382
633.2559
B26.4636
437.5549
1101.5529
1170.0473
591.5126
1251.3316
717.702%
712.1151
78%.9905

2913.5137
1477.8088
2833.6609
3288.7827
1418.7488
3112.6973
5455.4605
1284.3156
4826.4749
3448.734%
3601.9551
3288.8388
3423.9050
3306.8217
1673.8338
2368.1303
3954.6645
3288.8895
3708.0431
2273.3061
3804.1878
6941.4377

622.2923
3641.1742
2455.5092
3423.8849
1470.9061
1971.9293
3423.8325
4402.2453
3804.2153
3659.9851
3968.2173
6055.2665

§12.13393
2853.519%
2627.6027
3601.9375
2063.9278

986.5131
3449.7370
2117.9034
3052.657%
4490.4197
1604.8168
2543.942%
2927.1129%
3423.8133
2480.2135

827.2550
3112.6343
4280.0081
4279.8077
3112.6885
1710.8734
3112.6065
1470.8265
3543.7309
4029.7973
2898.3047
2853.4401
5398.1341
3962.0263
3424.010%
1056.3405
2853.3213
3306.8637
2853.4535
2907.6754
3112.8792
3804.5238
2528.95945
3301.8252
1309.6428
4402.1825
4676.1601
3962.0211
5001.2973
2150.0856
2844.4313
3155.9330

2913.
1477.
28313,
3288.
1418,
3112,
5455.
1284.
4826.
3448.
3601.
3288.
3423.
3306.
1673.
2368,
3954.
3288,
3707.
2273.
3804.
6941.

622.
3641.
2455.
3423.
1470.
1971.
3423.
4402.
3804.
3659.
3368.
6055.

612.
2853.
2827.
3602.
2063.

986.
3449.
2117.
3052,
4490.
1604 .
2544,
2927.
3423,
2480.

227.
3112.
4280.
4279.
3112.
1710.
3112.
1470.
3543,
4029.
2898,
2853.
5398.
3961.
3424.
1056.
2853.
3306.
2853.
2907.
3112.
3804.
25289.
3301.
1309.
4402.
4676.
3961.
5001.
2150.
2844.
3155.

5344
8252
5751
7888
7922
6011
4807
4057
5034
6975,
9368
8429
9467
7507
7944
1272
7408
9074
9800
2202
1964
4240
2962
1396
4204
9336
8743
9223
9315
2206
2011
9594
1200
3320
2391
4319
5030
0164
9735
4855
7621
9872
6228
3331
8167
0250
1869
7231
2983
3153
6626
0258
8401
6319
8294
5364
7765
7225
8805
3183
4769
1875
9402
0003
3861
3387
2136
5139
5779
6705
5818
0570
7340
6343
2699
1451
9982
3868
Qo029
5170
2468

-0.0208
-0.0164
0.0859
-0.0060
-0.0434
0.08962
-0.0302
-0.0900
-0.0285
0.0374
0.01e3
-0.0041
-0.0417
0.0710
0.0394
0.0031
-0.0763
-0.0178
0.0631
0.0859
-0.0088
0.0137
-0.0039
0.0346
0.0887
-0.0487
0.0318
0.0070
-0.0991
0.0247
-0.0758
0.0257
0.0973
-0.0655
-0.0998
0.087%
0.0998
-0.078%
-0.04586
0.0276
-0.0251
-0.0838
0.0350
0.0866
0.0001
-0.0822
-0.0740
0.0802
-0.084%
-0.0603
-0.0283
-0.0177
-0.0324
0.0567
0.0440
0.0701
0.0500
0.0084
-0.0832
-0.0138
-0.0368
-0.0634
0.0861
0.0106
-0.0455
-0.0174
0.0501
-0.0604
0.0974
0.0087
-0.0579
-0.0625
0.0812
0.0085
-0.0874
0.0150
0.0229
-0.0895
0.0827
-0.0857
0.0862
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NSLVMLVILYNRSTCSVTDVYLLNLA

PDPAKSAPAPKKGSK

EVEPLLIHMFVLKCGNFAVLVDLEV
RVLGPLYFTTFVFFMFFILLNMFLAII + Oxidatiom (1)
OQLHFIFVDLGAFL

CKPLHYSTTMTTTICVLLLAGSYVSGLLQ
TKAFFNSCDTYKDSLISNNEWCYCFQROQDPPCHTELSNIQKRQGI
QDNMCDSADSEC
MEVNGHSKATALGEGPALPAGVQVPTGPQTVMSPGLAPMLAPPPRRETP + 2 O3
GINLMTPLLENLTRMMRPWSMNALEENID + 3 Oxidation (M)
KPQPPPRTLFAPASAAARARAAAANAAKGALEGAAGFALS
OMQOIRMSLRGKAVVLMGKKTMMREAIR
VSPLTPHHVTRVGEKPQLEDGSKRYLIQIK
AMDSKHRKLVPTSRTSLNYLDLPTGHIQI + Oxidation (M}
AGPPHSVSKTSRSFCN

NSLIQTGLMMAMPLCGHRLNH + 2 Oxidation (M)

P PGMMEM PPLMPGMPPGMPPF + 4 Oxidation |
QFPREEPRVPPLEIQLSKIGPPFIIKSQP
KLLSRALRAPRRLASARPPCRGDEHERAASCAPP
LVSALSMLPHPHLSETAVSRI + Oxidation (M)

PSPLCLLLLLLLPILRLLRVL
PSIMLSKKFLNVSSSYPHSGGSELVLEDHPIISTTDNLERSSPLKKITRGMTNQS
ASFTPT
VTEFVDLGNISALRTFRVLRALKTITVIPGLKT
KRLVMVKVVPTCLKELLEMAR
IVLFGARLNWILHFGLPPRYQADVKFIQI
KPTRKSRTENKQ
QSQILLEQFSWLFQCC
VEYNAIQLILPGTFNAMPELRILILNNNLL + Oxidation (M)
ILFVIMIFVAIKCKRDNKEIRTYNCSNCLTITCLLGCF + Oxidation (M)
PECCQPSCCQPSCCQPROCISSECCQPCCRPSCOQ:
KKTERLEVSYQGLDTENQRLOKALENSNKEI
KEQTGSICQYLVMRAKRELGDHLPSRLSEQVELR
TILTNPVIARAGLATFLRGVLLMIPFPFLVKRLPFCRSNVISHTYCDHMEVVEL
EYAGSS
QMNPCLSLRRPTFTFPPFLQHTHW
MKEKQTKTHFKNKRARERRK + Oxidation (M)

LAAKVIKKQTPK

Ki FGAVCTC
YNEVMSVGQKYGIRNAGY + Oxidation (M)

PRMTPQIE + Oxidation (M)
ILEENFSFLSKGAGHTNMPNLLNTMMELRK + Oxidatiom (M)
RTKKSMHSTDHSADSSTSR

LELACSDTLIDNILIYISSCIFAGIPLSG
GFIVGIVFLQFSHDATFMSIMVWTSVSMVLLLERHRQR + 2 Oxidatiom (b
KFKMPSMNIQTHE + Oxidation (M)

QEDGTQRMCPLYSQMCHQDRS + 2 Oxidation (M)

WGSMTRSCGDTGL TLAMGH + Oxidation (M)
QIMENAEINNIIKIVGLQYKKNYEDEDSL
QSPGGSLVSLLSNPSGTKHTGRLTS

MTQANMT + 2 Oxidation (M)
FVAMILMQMGQPALLYLVSSTLLTSLAVA + 2 Oxidation (M)
TGTLFTSKVLEERAERETESQAKPHSEQGEQVYDHSAG

GD! LMALMGDSLMA LMSD

DGEAWGTAAVGRPRGPPEVNPGENAYLRLF
KMMNHVDLSHNRLT + Oxidation (M)
OMILGGMSPEMGAVRLLAQLVSALCSRYC + Oxidation (M)
KAAPMLIARFGHGS + Oxidation (M)
KTMLAKAVATECGTTFFNVSSSTLTSKYRGESE
ANDSTLFTLAKMMPGCEIYSDSGNHASMIQGIRNSRY + Oxidation (M)
ICIITEFLNSPDVSQHMSWKTMYN + 2 Oxidation (M)
PSAMAAGKTMLQGLPGTVTPVTIKDPWA + Oxidation (M)
KKKKEKKKKKKKKKKKEKKKKEKKKKK

KQPSDTPTTTTTSLHMSELGTQAGPVWTMLILRSTGS + 2 Oxidation (M)
KPEDFVVMEIPKIKEIAAKHKKTVAQVLIR + Oxidatiom (M)
MGMPDMMGR + 2 Oxidation (M)

WEGLTVDDIKKSTGCDFAVSPNLMEM
QPLREPVVGSNKGRSGFLFFVFMGGAPPPFTFR
KKSGPVVLYFCVRFYIESISYLKD

OPMLQSSPLTLPPEPTSKPPIPIQSKP
LPLOLLSVTSINEWLLEGLQTVGCMPPP + Oxidation (M)
OYPMOMOMGMMGSQPYAQQPMOTPPHANMMYTA
VHYTMTTGHSAMEASTSQGNGMIS + 2 Oxidation (M)
GVSNALLKMAELGLTRAAAVLLQSGANLNFED + Oxidation (M)
QLWTSWIYDV

KQLLLDCGLGNGS STESGTESVVAQHRILIFCQLESMLDIV
LNPSEVFGDIMIDYTYVECTSAVMQALEHFHEHFPDYRAA + 2 Oxidation
GASLPPLNLEELEKDLIDRHGEEVTPEDVLSAAMYF + Oxidation (M)
PTAQQECPKQDQDIVFLIDGSGSISSTDFEKMLDCVEAVMSQLOR + Oxidats
GTSDRESIFFNSHNVSKPE

AEPKSDGVLAMTFKIFLLFAGTMVKV + 2 Oxidation (M)
MLSTVVVVTTAVDFVGNLLVILSVLRNRK
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861.4353
1495.0924
1223.8334
11e4.4020

779.1851

826.4633

932.0647
1042.9505

445.1409

873.3374
1185.1788

523.2456
1008.4926

926.4554

762.9754

967.1544
1236.8060

852.0975

506.9324

$23.8043

727.9403

835.0010
1070.973%

779.1917

356.1768

419.4646
1232.5594

839.5659
1241.0506

552.0834

569.3352

911.3432

620.8145
1164.4711

714.3266

923.7944
1168.8232
1056.8047

806.0050

549.5335
1000.6797

423.4665

704.0527

791.3777

754.6237

643.6342

568.9699

803.2871

856.9607

826.4736

808.7558

708.5499

826.4594
1019.8382

827.7084

827.7289¢8

779.1840

826.4542

813.1608

643.5069

907.6281

781.5875
1037.1844
1141.7637

708.2501

704.0527

856.9296

856.9979

854.7502
1088.9253

473.9244

517.2442
1043.6972

808.4677

856.9551
1137.6598

877.2905

709.6978

714.3111

769.3637

708.5734

2581.2842
5876.3405
4891.3045
4733.5789
3312.7113
3301.8239
3724.2297
4167.7729

888.2672
3499.3206
4736.6861
2088.9533
4029.%413
2776.3443
3047.8725
3864.5804
4943.1949
3404.3609
1517.7755
3691.1883
2907.7322
3335.8747
4279.8665
3112.7376
1420.6781
1673.8293
4926.2085
3354.2344
3720.1300
3804.3043
2273.3116
3841.3435
2479.2208
3490.3915
2853.2774
3691.1487
4671.2837
4223.1897
1609.9954
2194.1049
3998.6897
1689.8371
2812.1819
3161.48218
3014.4655
2570.5079
1703.8878
2406.8396
3423.8137
3301.8654
3230.95841
2830.1704
3301.8087
3056.4928
3306.8047
3306.8863
3112.7071
3301.7879
3248.6139
2569.9587
3626.4832
3122.3210
4144.7085
4563.0257
2828.9713
2812.1818
3423.6894
3423.9627
3414.9718
4351.6721
1418.7514
2064.9%478
4170.7597
3229.8417
3423.7911
4546.6101
2628.8496
2834.7621
2853.2151
3073.4257
2830.2644

2581.3249
5976.3851
4891.3256
4733.5589
3112.7879
3301.7751
3724.3048
4167.7942

888.3544
3489.4073
4736.5945
2088.8935
4029.8780
2776.2747
3047.8420
3864.6274
4943.2709
3404.4396
1517.7766
3691.0944¢
2807.6561
3335.8969
4279.9606
3112.6539
1420.7344
1673.8446
4926.1550
3354.3035
3720.0318
3804.2216
2273.2420
3641.2487
2479.2965
3490.4567
2853.2765
3691.0494
4671.2955
4223.1792
1609.9416
2194.1845
3998.6884
1689.7749
2812.1567
3161.4701
3014.5389
2570.4328
1703.8770
2406.9283
3423.7570
3301.7822
3230.9025
2830.2637
3301.7578
305€6.5019
3306.7744
3306.9099
3112.7581
3301.7459
3248.6620
2569.9859
3626.5824
3122.4181
4144.7897
4563.0426
2829.0451
2812.1567
3423.7003
3423.9711
3414.9126
4351.7322
1418.7882
2065.0415
4170.8388
3229.7528
3423.8298
4546.5136
2628.7522
2834.6835
2953.2765
3073.4307
2830.2835

-0.0407
-0.0446
-0.0211
0.0200
-0.0766
0.0488
-0.0751
-0.0213
-0.0872
-0.0867
0.0916
0.0548
0.0633
0.0695
0.0305
-0.0390
-0.0760
-0.0787
-0.0011
0.0938
0.0761
0.077%
-0.0941
0.0837
-0.0563
-0.0154
0.0535
-0.0691
0.0982
0.0827
0.0697
0.0947
-0.0877
-0.0653
0.0009
0.0893
-0.0318
0.0105
0.0538
-0.0795
0.0013
0.0622
0.0252
0.0117
-0.0734
0.0751
0.0108
-0.0888
0.0566
0.0832
0.0915
-0.0832
0.050%
-0.0091
0.0303
-0.0236
-0.0511
0.0420
-0.0482
0.0128
-0.0993
-0.0871
-0.0812
-0.0169
-0.0738
0.0251
-0.0108
-0.0084
0.0591
-0.0601
-0.0367
-0.0837
-0.0802
0.088%
-0.0387
0.0965
0.0974
0.0786
-0.0614
-0.0050
-0.0193
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ASGIFVQSSEALQVVANVIHANGDR

I IRRRKLARERAL

AARQRGLLPTPTVY
GMRGSPPVPSGFFMEEDGLRWTPKSPLDPDSGLLSCTLENGFGGLSGE + 2 O2
QPEFLGIREQRVTGLMIFILMGLSVFMTSVLEFIPMPVLYG + 4 Oxidatior
EMNQLNALRHQVILRQKRLEDLRLQ
GFTVTVKGKVASPLEAPIFVVAPHSTFFDGIA
RDDDDDDDDDDDEA ESYAFDGSQP
SWFGSMFNYPELSFELICSYIFMPFSFMMGVDWQ + 2 Oxidation (M)
VMITFGCC + Oxidation (M)
SCEDNIDECASQPCQNGGSCIDLVARYLCSCPP
NERLLTARQRALLQKARSQPSPTLPLPVGGGCPAPALTEEMLLK + Oxida
DHEAPPGHEAGSSSGOLDDLA
RPISSIEQVQSYMEHYCNNSTHRRILIMFMDIC + Oxidation (M)
AALVTSIHETNSNGQDTSATSGSNSIQS

VAGLKFRFGGI

DENDSSYITESI MLEKSLENLNSDM + 2 oxidation (M)
QHCNLLCLPENYQMEYYFYHGLSWPQLSYIAEDEDGKIVGY + Oxidation |
DFMEEVIPKSVSTPSVDLSQDGDQEGMDTTQ + 2 Oxidation (M)
YTPTYISSVFEVN

CLVARPPSQEVRPPPPPADSVIRRVITNVERGVL
AVLLFYIPLIGATMIHRPGRHLSPVV + Oxidation (M)
GAPDKRLEAEPARPPVTPAAPALPPVVPKETPAR
ITDSAGHILYAKEDATKGKFAFTTEDYDMFEVCFESKG + Oxidation (M)
RGLACDPRSGLVAYSAGCVVVLFNPRKHK

QDGESKTIMLER + Oxidation (M)

LALARAAEHKLEQMY + Oxidation (M)
REAFYEFEEQSRAESECPGMNTHSRASCMQMDDVIDDIISLES
QFELTLEEDCESDTEKDSGSQVEEDTSCSD
QITGSPVTMAGKVITKLPLPANSKIVAVNVPATQGGH + 2 Oxidation (M)
SVDAVTLIFVLSAVHPEKMRLVLLNVYKVLEPGR
AAFQATLKGSLPITVTWLEDN
TVVTAIVAGVALVLVELLNEKLHRRLPLPIPGEL
LGVYTCEASNRLGTAVSRGARLSY
RDNSYLCLCLEGTTGPNCEINLDDCASNPCDSG
QMLLYSQEVEGDYSPCEEDLFVLF
EALYVLLCDQVLGVLRRPLEAAPERLSQALAVVS

Q 2 Q TGAEGPQGEPGTQGLPGTQGLPGPQGP
DEDLHSGVYGGSVHEAMTDLISLMGCLVDEKGKILIPGIN
WIIKPAAKSRGRDI

ALALDEVELNQQLLOLEQE
SLYLVCWXSTXXDSALTGRADGPLNTMSKYGFLGCXI + Oxidation (M)
TCQSPCLNGGECIRPN

CSDCYDNANIYSRTREYCPYTYI
HERWKEMVMKKCDKGAISCVNVHICDS + Oxidation (M)
KQCANLOARTADAEQRGEMALKDARGKL + Oxidation (M)
LNLKLMCWRLVPTLDLDKVVSV + Oxidation (M)

KKYSEIEEFYQKL

RNDTASNAEMSEMTDVTMEME + Oxidation (M)
GMSDLEEMAHGLFPALFKEAIDGRYIKLIK + 2 Oxidation (M)
KQENYWLIQYQRLLNQKPLSLELQEE
RISMKLPRIPLRROKLPKVVVAHEDLD + Oxidation (M)
CNLSLGEDCNVEKSVEEKENIATGYS
GAARWAEVMARFAARLGEQGRRVVLITSGGT + Oxidation (M)
LVSTHIPVLTYTEERTPLSDYPFVPSD
KDEKREKISPSTDSLAKDLIVSALMLIQY + Oxidation (M)
KPSKPERVRTESSEALKAEKRELIKDEVG
TAILKKGLGARRAVSVPHDAPASTSREQKT
QEISGYLSWLOQKPDGTVKRLIYAASTLH
PVKKATVLYQGMRVKIQEQFENGMMHGD + Oxidation (M)
SENDPQFDDHMCFPVPMNMDLD + Oxidation (M)

NY TVNATLMQEGI! + Oxidation (M)
ESMPTCQIISCGELPTPPSGHRIGTMSVY + 2 Oxidation (M)
RCLLPSMNSCFLEVSVCFCVNMCMSGFIFFNYFVY + 2 Oxidation (M)
QPLYDCPMCGLVCTNYHILOEHVDLHLEESSFQQGMDRV + Oxidation (M)
SFNCIDEPSRCYFHDGDGMCEEFE

CSDCYDNANIYSRTREYCEYTYI
KRHSCGGFLVQDYFVLTARHCTGSSMRVILGA
LEXDLRTQVELMREQKKERKQELKLLD + Oxidation (M)
KPSPVSLLEKDVVLSDSFGTSIVPFQKKRLT
AGEVQPTLPEGASAAPEEGMSSDSDIECDTENEEQEEHTSM + Oxidation |
VISAKVFVDRATN

EIMEAVSPGVIIQRWANH + Oxidatiom (M)
GAEEGAEPEAQAEEEEEEEEAEEPQPEEAQIAGLVYEK
LEDLIEMMSIGTLLAYTLVSVCVLLLRY + 2 Oxidation (M)
EMKLPENYQLTSGYKPAPMDLSFIKLTPSQ
ELSFVAGAPRANHKGAVVILREDSASRLIPEVVLSGERLTSGF
KFNQVIFKLAKLRKKEKKKKE

FLRQRVAFLGLFFIPCVLLLLLIM

QMLLYSQEVEGDYSPCEEDLFVLF

DSGGREMVEEAIVSMTAVAWYINDMER + Oxidation (M)
AVMEEERCTVERRAHITYSEFMQ + Oxidation (M)
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432.47%4
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444.9081
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405.2199
643.9118
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1500.7725
4182.7441
4973.1425
2431.7691
3646.3327
4266.1645
1775.6639
1988.8033

612.1398
2853.2344
3178.9505
3742.1783
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4890.9977
3508.7150
1144.4889
3601.8783
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1775.6089
2674.6513
4879.8037
3489.4594
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2853.1463
2B34.2806
3253.3373
3804.3195

612.1411
4040.6513
3424.0387
5037.1257
3155.8587
3756.5416
3768.2256
1889.8023
3301.7813
3641.2261
3301.7873
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4890.9273
3489.4660
4279.7337
4030.4721
1671.9668
1841.5902
3288.7992
5976.2993
3306.4821
3804.3922
1725.8886
1418.7690
2875.1589
1775.6031
3804.1963
3804.36803
1780.8707
1632.8505
2571.6181
3381.2295
2300.8049
2830.2567
3967.9203
2598.4661
1331.7318
2609.8441
2627.6753
3420.3718
1604.8196
2845.1303
3804.4332
3310.2489
3374.5373
1971.9487
1331.7318
3306.4239

3742.0604
3944 .6611
3968.1631
1500.7433
4182.6540
4973.1671
2431.8412
3646.4278
4266.1269
1775.7205
1988.8431
612.1883
2853.2765
3178.8701
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2609.8333
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3804.5187
3310.3444
3374.6010
1971.9712
1331.6429
3306.5198
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HARFVGTDPASDEVVLMKILQVLRTLLLTPVGTH + Oxidation (M)

MT MCSLGDSIYSI! ME + 3 Oxidation (M)
QKLVTLFYSVGTPLLNPMIYSLRNKDMKNALQKI + 2 Oxidation (M)
FENAHRVRVSADT

QONTPTSYKCSCKPGYQGEGR(

0 LNGGCVH + Oxidation (M)
T DQTNQVDGSQLPVNMMOPHMSVMQPP + 4 Oxidatic

T
CEDVDDCKQGPNPCPQLCVNTKGGFECFCYDGY
SDFDFPKLESTLLSQLPAYKHHMFMLTLPIVTIDSTID + Oxidation (M)
CDLPEYCSGSKFICPD

IRVLCCDDYSHCPTTTY

DMMNS + Oxidation (M)

QMLLYSQEVEGDYSPCEEDLFVLF
KITFLMLILNGPSKLVLHKMVVNILKNS + Oxidation (M)
AKFSKQHVPEEHPKDKKDFVDLRVKRLLEAGY
MMSTPLLGATASGGMSMPQMAPPTSGDM + 5 Oxidation (M)

GDSLMA MAL

MEENETA LA TMEUSTAAL & ) G
KLQAFDWGSSEKNYFHYNQSFPPSYNIEN

NMKRQGWLP + Oxidation (M)
GRAFSLPEVEASMKVQAPQVSSPTASMSILNPNAT + Oxidation (M)
VCVAASRVYKSKRNIILGAGILFVAAGLSNIIGVIV

QDDADQDMMMAGMASQ + 2 Oxidation (M)
SMSELAPRCLLFPLLLLLPLLLLP
IRRLRETERVKSAAKEEQTKKSGKSEKKKFKEKEKYDMET
QDEPTEGKFRRGEGSACSLFCCCGRDSFEDESL
NSQKITLAKPAPQTLTGLVSALTGLVNVSLVPVNALKGPVKGSVATLEGLVSTE?
RLABAVSEEEK

TSDDIDCYMIAMETTGGNEGSGAQPSTS + Oxidation (M)
QSPFGSALADFWMPVDLYIGGKEHAV
KNVRENGYECEWRYNSCAPACPVTCQHP
VTKAPVSVCVESVAPQPLPAPVGTLVTKVVPVIALPKL

DMMNS + Oxidation (M)
PDEILYVNMDEGGSHLEPRGAAGGADPPTQPDPKDSCSC + Oxidation (M)
KRFQALKLNLLGLILPLLVMIICYAGIIRI + Oxidation (M)
EDKDHTGTQLPESLEDMAMYISQEWDHQDPSKRALSRYMVQD + 4 Oxidatic
ARNSKTLLSGSASVVVELSARAVAMMIVEVPT + Oxidation (M)
KPCDAKVDIWSSCCMMLEMLNGCHPWTQYFRG
TPMLNPLIYTLRNKEVKGAFKRLVTRIILSRK

SREGGGEVGDCNVWLLLS

GAARWAEVMARFAARLGEQGRRVVLITSGGT + Oxidation (M)
VTEFVDLGNISALRTFRVLRALKTITVIPGLKT
IQKEATKKERQKLRNSCKVCQTAGVAARM + Oxidation (M)
QVASQASRGEVENGAYGYPYMPSGAYV + Oxidation (M)
KKKGRGKRVAGLEKFRFGGISKRKKGSSS

DVDDDDDDGF

Mg VEHPDFSTEIMNVTEMEQ + 2 Oxidati

QSAGSC

QMLATSSMDSQMLASGAMDSQMLASGTMDAQMLASGTMDAQ + 5 Oxidatior
SLHNSSSGESTYCMPQNNGDLPSPDGDYDYDQDDYE + Oxidation (M)
PGQIQVGIVQYGEDAV

ECQDNNGGCQQICVNAM + Oxidation (M)
QPPYGIFIINQKTGEINITSIVDREVTPF
GAAAILGLVAMASDVEGLYAAVKALVCVVESNPLASKEMERIKGYQLLAMLLEKE
QPSEAQQPASHPVASNQSKEPAESAAVAHEQP
LSLILVLISLLLTVLALLSHRRTLQQKIWPGIPS

EPAPAGKDQSTWIWGP

LKAWVQEHRPR

QPGCENDAICGPDADMLDYLMGMGQIS + 2 Oxidation (M)
QDDADQDMMMAGMASQ + 2 Oxidation (M)
KMFAPMLSPEQTSIFRGQRLIIYSLLIGKIPKE

EDGDA WY TPGS

QDDTASTSKTSKKKKE

VSSLMKATVLMRQPG + Oxidation (M)
ALRVLSQFERMKVVLRALIKTT

c ADMEEYEESGLLETDEAT

SEDSSQPWDDNSACVDPCSFI

VDFCYSFVCTPKMLMGFVSEKSIIS
FTGIETFMLVAMAFDRYIAICNPLRYNTILTNRT
ATKRPSAGKKFSTVAPLETLDRLL

KGILPVKMESSE + Oxidation (M)
CGECDTLMCGECGTLMCGECGTLMC + 3 Oxidation (M)
QTSSKKKKNAKPLSFKVGVGKVIR
ALAPTEGPPMQAVGQQPSGNFICEMPNCGADCR + 2 Oxidation (M)
KGKFPQTATEWAET

APAPEAEVQASGGSVHGEPGPCCSGPSWH

a P MTNSSH] + 4 oxidation (M)
QNKEHFEPT(YSMDHF SGMHNWYACSH
PFPMIDENNDVSEEALSSDIKKLKEKHDM + Oxidation (M)
PASMLMPPWRSWRWR + Oxidation (M)

NDEAVADTSRRV

DEEDPGSCGHDIYENTSAPLTVLDATSDKTE

17
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548 601.9331 1802.7775 1802.7959 -0.0184 0 Q Se+003 1  EGLEAEDWAQGVVEASGG
1154 1070.9268 4279.6781 4279.6853 -0.0072 1] 0 1.9e+002 1  MMSAY PMADR JREMMESYSAADRSM + Oxidation (M)
535 785.5106 3138.0133 3137.9267 0.0866 '] ] 35 1 QLIKSQEKFLNELVILVETEKEEILRK
& 306.0860 610.1574 610.2091 -0.0517 o 0 2.1e+003 1 ANEMM + Oxidation (M)
333 355.6953 1418.7521 0.0518 [} 0 1.1e+004 1 GAVDRPRDPENFPP
B89 762.9777 3047.8815 3047.8263 0.0552 ] 0 2.1e+002 1 KSLKPAPHLFAQLSEVLELSEVQEVIF
856 1453.9710 2905.9274 2905.8282 0.0993 1] [ 18 1 GALITLLLMLILLVRLPFIKDEERK
1 654.0780 653.0707
B  654.0842 653.0770
o 659.7788 658.7716
1o 659.7882 £58.7809
i1 659.7924 £58.7851
iz 659.7983 £58.7910
A5: 669.0941 £68.0868
s 669.0852 668.0880
17 669.1011 §68.0938
s 339.0643 676.1140
i 330.0652 §76.1159
22 708.9096 707.8024
23 362.5218 723.0291
25 741.0508 740.0435
30 778.1458 777.1426
42 873.8118 872.8045
53 462.1028 522.1909
54 462.1059 522.1873
102 353.1205 1056.3397
226 633.1821 1264.3497
227 633.1834 1264.3523
228 633.1841 1264.3536
254 654.0782 1306.1419
468 414.2300 1652.8910
478 419.4655 1673.8329
481 4192.7198 1674.8499
513 439.8538 1755.3862

29 444.8013 1775.5760
583 637.1408 15908.4005
593 643.4941 15927.4605
53 688.9903 2063.89490
658 705.8524 2114.5353
573 542.4147 2165.6296

17 586.4410 2341.7349
723 593.6884 2370.7245

25  803.2188 2406.6377
741 617.6926 2466.7412
756  636.8288 2543.6861
763 648.1990 2588.7668
J85  650.6674 2588.6403
774 659.2265 2632.8771

75 882.5451 2644.6134
801 705.7748 28158.0702
803 705.7892 2819.1679
817 709.6814 2834.6966
B52 720.0166 2876.0372
720.9895 2879.9289
731.2527 2920.9817
733.0130 2928.0229
762.8553 3047.7523

883 762.8612 3047.8155

88 762.8630 3047.8229

885 762.8712 3047.8558

886 762.8748 3047.8704

888 762.9773 3047.8799

853 1018.6611 3052.9615

898 768.7560 3070.9949

51 B814.3416 3253.3371
90 840.5526 3358.1812

995 846.3068 3381.1982

993 849.0873 3392.2400

299 849.0711 3392.2555
1026 857.0072 3423.9998
1066 911.3343 3641.3082
1073 916.8740 3663.4667
952.0421 3804.1393
952.0471 3804.1594
952.0861 3804.3155
952.1200 3804.4508
1120 987.6162 3946.4356
1128 992.9802 3967.8915
1147 1046.6663 4182.6361
1151 1062.6650 4246.6309
1153 1070.8871 4275.5592




¥ 11758 1131.4464
¥ 1187 1223.7304

4521.7565
4890.8925

Search Parameters

Type of search :
Enzyme :
Variable modifications :
Mass values :
Protein Mass :
Peptide Mass Tolerance :
Fragment Mass Tolerance:
Max Missed Cleavages
Instrument type
Number of queries

MS/MS Ion Search
None

Oxidation (M)
Monoisctopic
Unrestricted

+ 0.1 Da

+ 0.1 Da

(1]

ESI-QUAD-TOF
1236

Mascot: hittp://www matrixscience com/
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